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Executive Summary

Introduction

On the instruction of National Grid, Fugro performed a cable route survey, including geophysical and
environmental data acquisition along the proposed Eastern Green Link 5 (EGL-5) cable route. The
proposed cable route runs from the east coast of Scotland to the Lincolnshire coast in the southern
North Sea.

Fugro performed an intertidal survey at the proposed cable landfall (within a 500 m wide corridor),
which was located at Anderby Creek on the Lincolnshire coast. Operations were conducted over a
spring tide occasion between 3 and 5 December 2025.

This report details the results of the intertidal environmental survey.

Survey Strategy and Field Operations

The intertidal survey followed a modified Joint Nature Conservation Committee (JNCC) phase 1
walkover methodology to identify and map the habitat types present between the upper and lower
reaches of the shore, and to evaluate the physico-chemical and biological properties present within
the survey area.

Sediment samples were analysed for sediment particle size distribution (PSD), hydrocarbons (HC) and
heavy metals (HM), macrofauna and environmental deoxyribonucleic acid (eDNA) for taxonomic
classification of invertebrates, eukaryotes and bacteria taxa. Results were used to derive habitats and
biotopes in line with the European Nature Information System (EUNIS) habitat classification.

The entire vertical profile of the shore was investigated, from the supralittoral zone to the low water
spring tide level (where safe access allowed).

Across the intertidal survey area, nine stations were successfully sampled for physico-chemical and
macrofaunal analysis. Three stations were successfully sampled for eDNA analysis.

Sediment Characteristics

The intertidal survey area was represented predominantly by sand, with a low gravel content. Fines
were absent from the intertidal survey area, most likely owing to the local hydrodynamics.

Using the Wentworth (1922) scale, two categories of sediments were described, ‘coarse sand’ at the
three upper shore stations (STO1 to ST03) and ‘medium sand’ at the remaining stations.

In general, the coarseness of the sediment decreased towards low water, where the sediment was less
heterogeneous compared to that at high water. This was reflected in a decrease of the sediment
sorting and sediment classes at low shore.

Page i of xi
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Sediment Hydrocarbons

The gas chromatograms were typical of background conditions across the region. The profiles show a
range of low-level, well-resolved n-alkanes, with a slight prevalence of the odd-numbered heavier n-
alkanes (those from nCys), which is indicative of plant waxes originating from terrestrial run-off.

THC levels were lower than the Cefas Guideline Action Levels (AL1; 100 pg/g) and the ecological
effects threshold (EET) of 50 ug/g.

The total 2 to 6 ring polycyclic aromatic hydrocarbon (PAH) concentrations were low across the
intertidal survey area. The United States Environmental Protection Agency’s 16 priority PAH pollutants
(US EPA 16 PAH) were below their respective effects range low (ERL) values at all stations. When
normalised to 2.5 % TOC, naphthalene, phenanthrene, fluoranthene, pyrene, benzo(a)anthracene and
chrysene exceeded their BAC values at stations STO4A to STO9A Anthracene exceeded the BAC at four
stations and benzo(a)pyrene at two stations.

Examination of naphthalenes, phenanthrenes/anthracenes and dibenzothiophenes (NPD) content and
the parent/alkyl distributions within the PAH data suggested inputs from both petrogenic and
pyrolytic sources.

Sediment Metals

Concentrations of all 16 metals analysed were below the Cefas AL1 and ERL across the intertidal
survey area.

Sediment Macrofauna

Three taxa were recorded in the core samples, represented by Arthropoda and Platyhelminthes. The
intertidal macrofaunal communities were characterised by low richness and diversity, likely associated
with the exposure of the survey area, the coarseness of the mobile sediment and limited water
retention between tides. Only taxa which can withstand such a harsh environment are capable of
living in such environments.

Seafloor Environmental Deoxyribonucleic Acid (eDNA) Analysis

Marine Sediment Invertebrate

Only four invertebrate taxa were detected within two successful invertebrate sediment environmental
DNA (eDNA) samples. Operational taxonomic units (OTUs) matching the aceol Baltalimania ylvae and
the annelid Protodriloides symbioticus contributed the highest proportions of eDNA within sample
STO08 and STO5A respectively.

Marine Sediment Eukaryote

A total of 386 eukaryote taxa were detected within the three sediment eDNA samples. Amongst the
Animalia, the phylum Platyhelminthes contributed the highest proportion of OTUs, followed by the
family Electridae, the class Polychaeta and the order Harpacticoida. These taxa all occurred at all three
stations, except for the bryozoan family Electridae.
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Marine Sediment Bacteria

A total of 563 bacteria taxa were detected within the three sediment eDNA samples. The classes
Gammaprotobacteria and Actinomycetia, together with the phyla Actinobacteria, the order
Planctomycetales and the family Acidobacteriaceae were the top 5 taxa contributing the highest
proportions of OTUs and were detected within each eDNA sediment sample.

Habitats and Species Assessments

One biotope complex was found across the survey area.

The EUNIS 4 biotope complex ‘Barren or amphipod-dominated Atlantic littoral mobile sand’ (MA523)
was identified across the intertidal survey area. These shores usually support a limited range of
species, ranging from no macrofaunal communities to communities of isopods, amphipods and a
limited range of polychaetes.

The survey area supported a macrofaunal community including the amphipod Pontocrates arenarius
and the isopod Eurydice pulchra as well as Platyhelminthes.

Page iii of xi
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Introduction

General Project Description

National Grid (NG) are developing a high-voltage direct current (HVDC) electricity
transmission link from the maritime boundary between Scotland and England to Lincolnshire.
The main route of the proposed cable route runs around the Holderness Offshore Marine
Conservation Zone (MCZ) and an alternative section runs across the Holderness Offshore
MCZ rejoining the main route on the northern side of the MCZ.

The landfall of the cable route is situated at Anderby Creek in Lincolnshire which is located
between Saltfleet and Gibraltar Point.

Operations were conducted over a spring tide occasion between 3 and 5 December 2025.
Appendix A outlines the guidelines for use of this report.
Scope of Work

The intertidal survey followed a modified phase 1 walkover methodology by identifying and
mapping the habitat types present in the survey area using in situ observations and
photographs of each habitat and habitat boundary with notes and descriptions (Joint Nature
Conservation Committee [JNCC], 2016). In addition, sediment samples were collected to
evaluate the physico-chemical and biological properties within the survey area.

Environmental Legislation

Table 1.1 summarises of the marine nature conservation legislation that guide the
identification of habitats and species of conservation importance in the study area.

Table 1.1: Environmental legislation

Transposes the requirements of the European Union (EU) Habitats
Directive and some elements of the Wild Birds Directive (together
Conservation of Habitats and Species | forming the Nature Directives) into UK law; aims at conserving

(Amendment (EU Exit) Regulations biodiversity through measures for protection of habitats listed in

2019), referred to as the 2019 Annex | and species listed in Annex Il of the Directives through the

Regulations establishment of a national site network of protected sites, referred to
as Special Areas of Conservation (SACs) and Special Protection Area
(SPA)

Provides a framework for community action in the field of marine
environmental policy through three components:

1. assessment of the state of UK seas and revised objectives for good
environmental status (GES) for 2018 to 2024;

2. monitoring progress against set targets and indicators;

UK Marine Strategy

measuring the achievement of GES

Marine and Coastal and Access Act Enables the designation of MCZs in England, Wales and UK offshore
2009 waters

Page 1 of 75
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Requires the relevant Secretary of State to compile a list of habitats

Natural Environment and Rural . NN .
and species of principal importance for the conservation of

Communities Act 2006 (NERC)

biodiversity
The Wildlife and Countryside Act Regulates the designation of Site of Special Scientific Interest (SSSls),
1981 (as amended) which underpins the designation of Ramsar sites

Oslo and Paris (OSPAR) Convention Establishes Marine Protected Areas (MPAs)

Convention on Biological Diversity Conservation of biological diversity and sustainable use of its
(CBD) components

Aims at the conservation and wise use of all wetlands through local
Ramsar Convention and national actions and international cooperation, as a contribution
towards achieving sustainable development

The UK Marine Policy Statement Provides a framework for achieving sustainable development in the
(MPS) marine environment

National Policy Statement for
Renewable Energy Infrastructure Guidance for developing renewable energy infrastructure
(EN-3)

Regional Habitats, Species and Protected Areas

Based on the European Marine Observation and Data Network (EMODnet) seafloor habitats
map (European Marine Observation and Data Network [EMODnet], 2026), the survey area lies
in an area likely to comprise the European Nature Information System (EUNIS) habitat
‘Atlantic infralittoral coarse sediment’ (MB32).

The survey area is close to the Inner Dowsing, Race Bank and North Ridge Special Area of
Conservation (SAC) which protects Sabellaria spinulosa reefs and sandbanks. Additionally, the
Saltfleetby-Theddlethorpe Dunes and Gibraltar Point SAC nearby protects Annex | habitats
‘Shifting dunes along the shoreline with Ammophila arenaria (white dunes)’ and ‘Fixed coastal
dunes with herbaceous vegetation (grey dunes)'.

Table 1.2 lists the relevant protected areas within 35 km of the survey area, summarising the
sensitive habitats and species for which they were designated to protect.

Figure 1.1 spatially displays the protected areas in relation to the survey area.

Page 2 of 75
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Table 1.2: Summary of nearby protected areas

Protected Area

Status

Distance*

Direction*

National Grid

Protected Habitats/Species

Inner Dowsing, Race
Bank and North Ridge

Special Area of
Conservation

[km]

SE

Sabellaria spinulosa reefs

Sandbanks which are slightly covered by
sea water all the time

Saltfleetby-
Theddlethorpe Dunes
and Gibraltar Point

Special Area of
Conservation

11

NW

Annex | habitats:

Shifting dunes along the shoreline with
Ammophila arenaria (white dunes)

Fixed coastal dunes with herbaceous
vegetation (grey dunes)

Humber Estuary

Special Area of
Conservation

18

NW

Species:

Grey seal (Halichoerus grypus)

Sea lamprey (Petromyzon marinus)
Habitats:

Atlantic salt meadows
(Glauco- Puccinellietalia maritimae)

Estuaries

Mudflats and sandflats not covered by
seawater at low tide

Salicornia and other annuals colonising
mud and sand

Sandbanks which are slightly covered by
sea water all the time

Holderness Inshore

Marine
Conservation Zone

34

NW

High energy circalittoral rock
Intertidal sand and muddy sand
Moderate energy circalittoral rock
Spurn Head (subtidal) and “the Binks"
Subtidal coarse sediment

Subtidal mixed sediments

Subtidal mud

Subtidal sand

Notes

* = Distance (to nearest kilometre) and direction from the cable landfall site
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Figure 1.1: Protected areas relevant to the survey area (UTM Zone 30N)
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1.5 Environmental Quality Standards for Sediment Chemical Concentrations

Selected data have been compared to the OSPAR effects range low (ERL) concentrations
(Oslo and Paris Commission [OSPAR], 2014), where available. The ERL thresholds represent
the low point (10th percentile) and are therefore indicative of concentrations below which
adverse effects rarely occur (OSPAR, 2009, 2014).

Selected data have been compared to the Cefas Action Levels when appropriate. These levels
serve as proxies for assessing potential risks to marine life, such as fish and benthic
organisms. Each contaminant has two thresholds; this report uses Action Level 1 (AL1), the
lower threshold. Concentrations below AL1 are generally considered not detrimental to the
marine environment and unlikely to affect licensing decisions (Marine Management
Organisation [MMOQ], 2015) .

Selected data have also been compared to the Coordinated Environmental Monitoring
Programme (CEMP) Assessment Criteria (OSPAR, 2014) background concentration (BC) and
background assessment concentration (BAC) for select hydrocarbons (see Appendix E).

269605-REP-04 02 | National Grid EGL5 Environmental Survey GRD
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1.6 Coordinate Reference System

All coordinates detailed in this report are referenced to the European Terrestrial Reference
System 1989 (ETRS89) datum, projected in Universal Transverse Mercator (UTM) Zone 30N,
with a central meridian (CM) at 3° West longitude. Table 1.3 provides the detailed geodetic
and projection parameters.

Table 1.3: Project geodetic and projection parameters

Global Navigation Satellite System (GNSS) Geodetic Parameters®

Datum: European Terrestrial Reference System 1989
Spheroid: Geodetic Reference System 1980 (GRS80)
Semi major axis: a=6378137.000 m

Inverse flattening: I/f = 298.257 222 101

Grid Projection: Universal Transverse Mercator (UTM)
UTM Zone: 30N

Central Meridian: 3*W

Latitude of Origin: 00° 00’ 00" North

Longitude of Origin: 003° 00" 00" West

False Easting: 500 000 m

False Northing: 0Om

Scale factor on Central Meridian: 0.9996

Units: metre

269605-REP-04 02 | National Grid EGL5 Environmental Survey GRD
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2.  Survey Strategy
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At the landfall location, habitats were mapped down the shore from the approximate high

water mark (HWM) to low water mark (LWM) within a 500 m wide corridor. Each transect ran

from HWM to LWM and consisted of three sediment sampling locations from the three

heights on the shore: HWM, mid shore, and LWM. Two macrofauna samples and duplicate

physico-chemical samples were collected from each height on the shore. Environmental DNA

samples were collected from the stations along the proposed cable route of the survey area.

Table 2.1 provides the stations, data to be acquired and rationale for each proposed survey

location.

Table 2.1: Proposed intertidal sampling locations

STO1 Upper shore (HWM), the survey corridor centre line PC, FA, FB

ST02 Upper shore (HWM), the survey corridor centre line PC, FA, FB, eDNA
STO03 Upper shore (HWM), the survey corridor centre line PC, FA, FB

ST04 Mid shore, the survey corridor centre line PC, FA, FB

STO5 Mid shore, the survey corridor centre line PC, FA, FB, eDNA
STO06 Mid shore, the survey corridor centre line PC, FA, FB

STO7 Lower shore (LWM), the survey corridor centre line PC, FA, FB

STO8 Lower shore (LWM), the survey corridor centre line PC, FA, FB, eDNA
ST09 Lower shore (LWM), the survey corridor centre line PC, FA, FB

Notes

LWM = Low water mark

HWM = High water mark

PC = Physico-chemical sample

FA/FB = Faunal sample A and B

eDNA = Environmental deoxyribonucleic acid

269605-REP-04 02 | National Grid EGL5 Environmental Survey

Page 7 of 75




3.1

311

3.1.2

3.1.2.1
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Methods

Survey Methods

The sections below provide a summary of the intertidal survey methods. Survey methods
were based on those from the JNCC Marine monitoring handbook (JNCC, 2001).

Survey Positioning

Garmin GPSmap 78 handheld Global Positioning S ystem (GPS) units, utilising satellite-based
augmentation signals (SBAS), were used to georeference photographs, sampling locations
and target notes. Assuming availability of augmentation signal, these units typically achieve
positioning accuracies of better than 3 m. Positioning accuracy was monitored throughout
operations and suggested that both GPS and SBAS signals were available throughout.

Modified Phase 1 Walkover Survey
In the survey area, a cable route corridor of 500 m width was surveyed.

A phase | biotope mapping survey was conducted to record conspicuous intertidal fauna,
flora and habitats within the survey area. The entire vertical profile of the shore was
investigated, from HWM to the LWM (where safe access allowed).

Georeferenced Environmental Systems Research Institute colour aerial photographs covering
the survey area were produced as field maps. Habitat boundaries were established and
manually mapped onto field maps and any associated faunal and floral assemblages
recorded. Photographs were captured within each biotope to facilitate detailed
ground-truthing.

Target notes, with accompanying GPS fixes, were used to record further information,
including features that were too small (< 5 m?) to be portrayed accurately on a map or that
couldn't be distinguished from satellite imagery. Target notes were also made for each
photographic sampling location such as small changes in sediment type or notable faunal.

Sediment Sampling

Sediment samples for macrofaunal analysis (two replicates FA and FB) were acquired using a
11.2 cm diameter (0.01 m?) push corer. Target sample depth was 20 cm, although smaller
cores were accepted if this penetration could not be achieved in coarser sediments. The
acquired core samples were transferred to 5 L buckets and fixed with buffered formal saline
solution. One sample (FA) was to be analysed, and the second sample (FB) was collected as a
backup sample.

Sediment samples for physico-chemical analysis were sampled directly from the surface of an
area of undisturbed sediment. Duplicates for particle size distribution (PSD), hydrocarbons
(HC) and heavy metals (HM) were collected.
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For eDNA analysis, a composite sample of 4 x 10 mL subsamples were taken to provide
representation of the sediment community.

Laboratory Methods

See Appendix B.1 of full methodologies carried out.

Below are analysis methods that have been tailored to suit the intertidal survey data
collected.

Sediment Macrofaunal Univariate and Multivariate Analysis

Univariate and multivariate statistical analyses were not undertaken for the macrofaunal
dataset due to the very low abundances of both taxa and individuals across the survey area.
Applying such methods would risk producing unreliable or misleading statistical outputs.

Environmental DNA Analysis

NatureMetrics carried out laboratory extraction and sequencing. DNA was extracted from the
sediment samples using a DNeasy Blood and Tissue Kit (Qiagen). The original eDNA data
analyses were carried out by NatureMetrics, with additional eDNA visualisation and
interpretation carried out by Fugro GB Limited. The results are presented within Section 9
below.

To evaluate taxonomic assignment completeness, the percentage of operational taxonomic
units (OTUs) identified to a taxonomic level was categorised as low (< 30 %), moderate
(30-70 %) or high (> 70 %). Values below high indicate low taxonomic resolution.

See Section 3 within Volume 2 of this report series for further details on the laboratory
methods conducted.

Data Analysis

To assess the habitats, present within the survey area, the locations of any observed changes
in sediment type and/or associated faunal community were noted.

Habitat Mapping

The habitat maps and notes produced during the intertidal fieldwork were reviewed in
conjunction with the photographs acquired. Habitat boundaries that were drawn in situ
together with associated positional fix data, were then digitised in ArcGIS to produce the final
habitat maps.

Descriptions of the substrate composition, corresponding to sediment changes, were
undertaken. These descriptions were based on a reclassification of the Folk (1954) sediment
classes and were developed to support the EUNIS habitat identification (Long, 2006) in
conjunction with the Wentworth (1922) classification, the latter differentiating between
‘pebbles’, ‘cobbles’, and ‘boulders’ based on their dimensions. The Folk (1954) sediment
classification was initially reclassified into four categories, namely ‘coarse sediment’, ‘mixed
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sediment’, ‘'mud and sandy mud’, and ‘'sand and muddy sand’ to be more aligned with the
EUNIS classification. During this reclassification, elements of ‘'muddy sand’ were contained
within both latter categories (Long, 2006). For the purposes of this habitat assessment,
aligned with the EMODnet substrate classification scheme, ‘mud to muddy sand’ and ‘sand’
are considered separately, with the former including the sub-categories ‘'mud’, ‘sandy mud’,
and ‘'muddy sand’ (Kaskela et al., 2019). The Folk categories and sub-categories are defined
by the proportions of ‘mud’, ‘sand’, and ‘gravel’. For example, a description of muddy sand
defines sediments that have sand as the principal component (50 % to 90 %) with a
secondary component of mud (10 % to 50 %) and < 5 % gravel (Kaskela et al., 2019). The
EMODnet Geology Consortium further revised the above categories to include the category
‘rock and boulders’ (Kaskela et al., 2019) which includes the Wentworth (1922) categories
boulders and cobbles. The presence of shell fragments and observed anthropogenic features
were also noted.

Table 3.1 presents a summary of the sediment particle sizes and corresponding
classifications.
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Table 3.1: Sediment particle size and classification terms

National Grid

. . Wentworth Folk
Particle Size (1922) (1954) Folk, 5 classes (Kaskela et al., 2019)
> 256 mm Boulder
Rock and boulders
64 mm to 256 mm | Cobble
32 mm to < 64 mm
16 mmto < 32 mm Gravel
Pebbles
8 mmto < 16 mm
4 mmto < 8 mm Coarse
2mmto < 4mm | Granules sediment:
1 to < 2 Very coarse iG;%V;l Mixed Mud to
mmto <2 mm sand = o sediment: muddy sand*: | Sand:
or
0.5 mmto < 1 mm | Coarse sand Gravel > 5 % (MUdo . (Mlid 10%- | (Mud <10%
: e R >10% -95% 95 % Sand > 90 %
0.25 mm to Medium sand and Sand Sand < 90 % Sand <90 % | Gravel < 5%)
< 0.5mm Sand > 90 %)
Gravel > 5%) Gravel < 5 %)
0.125 mm to Fine sand
<025 mm
62.5 pym to Very fine sand
0.125 mm
> 4 um to 62.5 um | Silt
Mud -
>Tumto4pum |Clay
Notes
* = Mud to muddy sand includes:
Mud (Mud > 90 %, Sand <10 %, Gravel < 5%);
Sandy mud (Mud 50 % to 90 %, Sand 10 % to 50 %, Gravel < 5%);
Muddy sand (Mud 10 % to 50 %, Sand 50 % to 90 %, Gravel < 5%) (Kaskela et al., 2019)

Habitats within the survey area have been classified in accordance with the EUNIS habitat
classification (European Environment Agency [EEA], 2022). Table 3.2 summarises the EUNIS
hierarchy and provides an example of the coding system. The EUNIS classification system is

designed to incorporate small-scale temporal variations (e.g. seasonal) into the

biotope/habitat categories. The equivalent classification from ‘The Marine Habitat
Classification for Britain and Ireland — Version 22.04’ (JNCC, 2022) was also noted. The JNCC
classification formed the basis of the marine section of the EUNIS habitat classification
scheme (Davies et al., 2004).

EUNIS classifications were coded for each habitat type observed following assessment of the

sediment type and species recorded within the survey area, biotopes could be classified.
When assigning a biotope, field maps, photographs, target notes and sediment sample data

(PSD and macrofauna) were considered.

Although, theoretically, a biotope can be assigned to any sized area of seafloor, for the

purposes of this assessment, the commonly accepted minimum habitat size of 25 m? was
adopted (Parry, 2019).
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Table 3.2: EUNIS (EEA, 2022) biotope classification hierarchy example

Example Classification Name Example Classification Code
1. Environment Marine benthic habitats M
2. Biological zone and Circalittoral sand MC5
substrate
3 Bl'ogeographlcal Atlantic circalittoral sand MC52
marine region
4. Biotope complex Faunal communities of Atlantic circalittoral sand MC521
5 & 6. Biotope and Amphiura brachiata with Astropecten irregularis and MC5215
sub-biotope other echinoderms in circalittoral muddy sand

Sensitive Habitats and Species

Intertidal habitat and species recorded across the survey area were assessed for their
conservation status. Conservation status was assessed against those listed under Annex | or
Annex |l of the of the Conservation of Habitats and Species Regulations 2019 (JNCC, 2019a,
2019b), on the OSPAR list of threatened and/or declining habitats and (OSPAR, 2026) and on
the UK Biodiversity Framework 2024, formerly Biodiversity Action Plan [BAP] (Biodiversity
Reporting and Information Group [BRIG], 2011)

The International Union for Conservation of Nature (IUCN) red list of threatened species
(International Union for Conservation of Nature [IUCN], 2026) was also consulted, although
the latter is not a list of conservation priorities, rather a comprehensive inventory of the
global conservation status of species and is used to assist with decision making about
conserving biodiversity at local and global levels.
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Field Operations

Appendix C.1 provides the full sampling log and Appendix C.2 provides the walkover
photographic log.

Modified Phase 1 Walkover Survey

As part of the intertidal walkover survey, 24 georeferenced photographs and 7 georeferenced
videos were acquired along with accompanying target notes (this total excludes additional
photographs taken at all sampling locations)

Figure 4.1 presents example photographs from the walkover survey.

Sediment Sampling

All stations were successfully sampled. Three stations were re-sampled after GIS analysis
showed they were located outside the intended target area. Stations ST04, STO5 and ST09
were therefore repeated and named with the suffix ‘A’".

Table 4.1 summarises the intertidal sediment sampling undertaken and Figure 4.2 spatially
displays the sediment sampling, photograph and video locations.

Table 4.1: Completed sediment sampling stations

Geodetic ETRS89, UTM Zone 30N, ETRS89, UTM Zone 31N, CM
Parameters: CM 3° W [m]* 3° E [m]'
Station Eastin Northin Eastin Northin FCHIOCIT Il
9 9 9 9 Shore Acquisition
STO1 7212729 5907 767.7 3212079 5905 983.3 Upper shore | PC, FA, FB
ST02 721 357.2 5907 555.0 321 2741 5905 764.3 | Uppershore | PC, FA, FB, eDNA
STO3 721 471.7 5907 324.7 3213689 5905 525.3 Upper shore | PC, FA, FB
STO4A 721 346.2 5907 783.2 321 282.2 5905992.6 | Mid shore PC, FA, FB
STO5A 7214274 5907 588.4 321 346.9 5905 791.8 | Mid shore PC, FA, FB, eDNA
ST06 721 564.6 5907 365.5 3214649 5905 558.1 Mid shore PC, FA, FB
STO7 721 416.6 5907 870.5 321 359.7 5906 073.7 | Lower shore | PC, FA, FB
STO8 721526.8 5907 615.1 3214481 5905810.0 | Lowershore | PC, FA, FB, eDNA
STO9A 721616.3 5907 404.0 3215196 5905 592.1 Lower shore | PC, FA, FB
Notes
PC = Physico-chemical sample
FA/FB = Faunal sample A and B
eDNA = Environmental DNA
* = Intertidal survey spanned two UTM zones. Coordinates were recorded in UTM zone 30N to be consistent with the
subtidal survey
t = UTM zone 30N coordinates converted to UTM 31N for ease of comparison to the drone survey
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A B A: Photograph Fix 2

Sand dunes north-west of the
survey corridor

B: Photograph Fix 13

Midpoint tide facing north

C: Photograph Fix 16

Flustra foliacea strandline
facing west

D: Photograph Fix 25

Overall beach view facing west

Figure 4.1: Example photographs of the survey area
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Figure 4.2: Completed sediment sampling, photograph and video locations overlaid on aerial imagery (UTM Zone 30N)
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Sediment Characterisation

Introduction

Sediment samples were analysed for their PSD using a combination of two techniques: sieve
analysis for all material retained by a 1.0 mm sieve followed by laser diffraction analysis of the
finer material. The PSD parameters include the descriptive statistics derived in Gradistat
(Blott, 2010) and based on the Folk and Ward (1957) method. The sediment descriptions are
based on the Wentworth (1922) scale and Folk classification (Folk, 1954).

The proportion of total organic matter (TOM) present in each sediment sample was
determined by loss on ignition (LOI) at 450 °C for four hou (Snelgrove & Butman, 1994)rs,
whilst the proportion of total organic carbon (TOC) was determined by combustion and
non-dispersive infrared detection following inorganic carbon removal.

Appendix B provides full details of the analytical techniques employed and Appendix D.3
displays the histograms of particle size class summary for each station.

Results

Table 5.1 presents the sediment characteristics, including granulometry and organic content
(TOM and TOCQ).

Figure 5.1 presents the granulometry of the sediments at each station, while Figure 5.2
presents the fractional composition and Figure 5.3 presents the mean particle size spatially
across the survey area.

The mean TOM content was 0.39 % with low variability in TOM content across the intertidal
survey area (relative standard deviation [RSD] 22 %).

The TOC content ranged from 0.04 % at station STO4A, to 0.54 % at station STO1 with a mean
of 0.15 % across the intertidal survey area and high variability (RSD 101 %).

Sand was the dominant fraction across the intertidal survey area. Sand values ranged from
98.32 % at station STO3 to 100.00% at station STO1, with a mean of 99.70% and low variability
(RSD 1 %). The gravel content was low throughout the survey area with values ranging from
0.00 % at STO1 to 1.68 % at station ST03, with a mean of 0.30 % and high variability

(RSD 178 %). Gravel was absent from station STO1. Fines were absent from the intertidal
survey area at the time of the survey.

The Folk description classify sediment by the relative proportion of sediment fractions
(gravel, sand and fines). The Folk description (1954) categorised the sediments as sand at all
stations.

Table 5.2 presents the physical composition of the sediments (Folk & Ward, 1957) at each
station, which was broadly similar across the survey area. The mode (or modal distribution)
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represents the peak of the particle size frequency distribution. Within the current survey,
distributions were unimodal at all stations.

The mean particle size (um) ranged from 262 um at station STO7 to 659 um at station STO3,
with a mean value of 424 ym and moderate variability (RSD 34 %).

The mean particle size (phi) ranged from 0.60 phi at station ST03 to 1.93 phi at station ST07,
with a mean of 1.31 phi.

The median particle size (um) ranged from 261 um at STO7 to 666 um at station ST03, with a
mean of 424 ym and moderate variability (RSD 35 %).

The Wentworth description, assigned from mean particle size, categorised the sediments as
coarse sand at stations STO1 to STO3 with the remaining stations classified as ‘'medium sand'.

The sorting coefficient of particle size indicates the degree of spread of individual size classes
about the mean and provides the basis of a sorting index, in which low values indicate
sediments are fairly homogeneous (well sorted) while high values suggest a relatively large
scatter of particle sizes about the mean (poorly sorted). Stations STO1 and STO2 were classed
as well sorted, stations STO3 to STO8 were classed as moderately well sorted and station
STO9A was classed as moderately sorted.

Skewness indicates the tendency of particle size classes to be skewed about the mean, either
towards finer sediment (negative skewness) or coarser sediment (positive skewness).
Skewness was symmetrical at all stations in the intertidal area.
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Table 5.1: Summary of sediment characteristics

Fractional Composition

TOM TOC ipti
[%]* [%]* Gravel Folk Description
[%]
STO1 0.39 0.54 0.00 100.00 0.00 0.00 0.00 Sand
ST02 0.36 0.22 0.01 99.99 0.00 0.00 0.00 Sand
STO3 0.51 0.07 1.68 98.32 0.00 0.00 0.00 Sand
STO4A 0.37 0.04 0.02 99.98 0.00 0.00 0.00 Sand
STO5A 0.34 0.09 0.13 99.87 0.00 0.00 0.00 Sand
ST06 0.35 0.12 0.08 99.92 0.00 0.00 0.00 Sand
STO7 0.35 0.05 0.10 99.90 0.00 0.00 0.00 Sand
STO8 0.30 0.11 043 99.57 0.00 0.00 0.00 Sand
STO9A 0.57 0.14 0.27 99.73 0.00 0.00 0.00 Sand
Minimum 0.30 0.04 0.00 98.32 0.00 0.00 0.00
Maximum 0.57 0.54 1.68 100.00 0.00 0.00 0.00
Median 0.36 0.1 0.10 99.90 = = =
Mean 0.39 0.15 0.30 99.70 = = =
Standard Deviation 0.088 0.155 0.535 0.535 - - -
RSD [%] 22 101 178 1 = = =
Notes
Fines = Silt and clay content Silt = +4.0 to +8.0 @ units or 3.9 pm to 62.5 pm Clay = +8.0 to +10.0 @ units or 0.98 pm to 3.9 pm
RSD = Relative standard deviation * = Concentrations expressed as % dry weight
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Table 5.2: Summary of particle size distribution

Mean Particle Size Sorting Coefficient Skewness
Modality Median
[pm]’ Wentwor thf(1922) Description# Description®
Description

STO1 Unimodal 590 586 0.77 Coarse sand 1.37 | Well sorted -0.03 Symmetrical
STO2 Unimodal 583 579 0.79 Coarse sand 1.37 | Well sorted -0.02 Symmetrical
STO3 Unimodal 666 659 0.60 Coarse sand 149 | Moderately well sorted 0.02 Symmetrical
STO4A Unimodal 385 387 137 Medium sand 148 | Moderately well sorted -0.01 Symmetrical
STOSA Unimodal 374 376 1.41 Medium sand 146 | Moderately well sorted 0.00 Symmetrical
STO6 Unimodal 326 326 1.62 Medium sand 148 | Moderately well sorted 0.03 Symmetrical
STO7 Unimodal 261 262 1.93 Medium sand 146 | Moderately well sorted 0.01 Symmetrical
STO8 Unimodal 313 314 1.67 Medium sand 1.52 | Moderately well sorted 0.04 Symmetrical
STO9A Unimodal 318 324 1.63 Medium sand 1.70 | Moderately sorted 0.06 Symmetrical
Minimum 261 262 0.60 1.37 -0.03
Maximum 666 659 1.93 1.70 0.06
Median 374 376 1.41 1.48 0.01
Mean 424 424 1.31 1.48 0.01
Standard Deviation 148 145 0.473 0.098 0.028
RSD [%] 35 34 - 7 258
Notes
RSD = Relative standard deviation
* = Folk and Ward method (Gradistat statistics)
t = Wentworth description (Wentworth, 1922)
¥ = Sorting and skewness based on geometric Folk and Ward (1957) graphical measures (Gradistat statistics)
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M Gravel
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STO1
Sand - Very Coarse
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Figure 5.1: Sediment composition at each station
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Figure 5.2: Sediment fractional composition overlaid on aerial imagery (UTM Zone 30N)
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Figure 5.3: Sediment mean particle size (um) overlaid on aerial imagery (UTM Zone 30N)
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Sediment Hydrocarbons

Introduction

The sediment samples were analysed for hydrocarbon content, including total hydrocarbon
content (THC), total n-alkanes (nC+ to nCss) and polycyclic aromatic hydrocarbons (PAHs),
specifically the United States Environmental Protection Agency's 16 priority PAH pollutants
(US EPA 16 PAHSs) and alkylated PAHs.

Appendix B provides full details of the analytical techniques employed.

Results

Gas Chromatography-Flame lonisation Detection (GC-FID) Hydrocarbon Profiles

A visual comparison of the GC-FID profiles can provide information on the potential origins
of the hydrocarbons present in marine sediment samples. The GC-FID profiles illustrating the
hydrocarbon components detected in each of the sediment samples are provided in
Appendix E.1. To support more detailed discussions (Section 11.3.1) relating to the
hydrocarbon components identified by GC-FID analysis of the sediments, Figure 6.1 displays
an example gas chromatograms representative of the grab samples across the intertidal
survey area.

The GC-FID profiles obtained from all sediment samples were broadly similar to the profile
displayed in Figure 6.1. This profile is characterised by a range of low-level resolved n-
alkanes. The slight prevalence of the odd numbered heavier n-alkanes (those from nCys) is
indicative of plant waxes originating from terrestrial run off. The profile also shows a potential
petrogenic input, shown by a low-level unresolved complex mixture (UCM) between ca. nCi,
and nCys with a corresponding series of n-alkanes over a similar carbon number range.
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Figure 6.1: Gas chromatographic profile for typical surface sediment (station STO9A)

Total Hydrocarbon and n-Alkanes (nCi. to nCss) Content

Table 6.1 presents the concentrations of total hydrocarbons, UCM and total n-alkanes along
with the carbon preference index (CPI) (nCi2 to nCss) and pristane/phytane ratios reported
from the surface sediment. Appendix E.2 presents individual n-alkane concentrations for the
sediments analysed.

The mean THC value (1.8 pug/g) ) was lower than the Cefas Guideline Action Levels

(AL1; 100 ug/qg), with values ranging from 0.7 pg/g at stations STO1 to ST03 to 5.9 pg/g at
station STO9A. Variability in THC values across the survey area was high (RSD 86 %). All values
were below the ecological effects threshold (EET) of 50 pg/g

The UCM concentrations ranged from < 0.5 pg/g at stations STO1 to STO4A to 3.7 ug/g at
station STO9A, with a mean of 1.1 pug/g. Variability in UCM concentrations across the
intertidal survey area was high (RSD 82 %).

The total n-alkane (nCi, to nCse) concentrations ranged from 0.09 pg/g at station STO1 to
0.54 pg/g at station STO9A, with a mean of 0.16 pg/g. Variability in total n-alkane (nCs2 to
nCse) concentrations across the intertidal survey area was high (RSD 69 %).

The CPI ratio (nCs2 to nCse) reflects the relationship between odd- and even-carbon n-alkanes
and can indicate the source of hydrocarbon inputs. The mean CPI ratio value ranged from
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1.07 at station STO3 to 1.19 at station ST08, with a mean of 1.13. Variability in the CPI ratio
across the survey area was low (RSD 4 %).

The pristane/phytane (Pr/Ph) ratios (2.65) ranged from 1.91 at station STO3 to 4.02 at station
STO9A. Variability in the pristane/phytane (Pr/Ph) ratio across the survey area was low
(RSD 26 %).
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Table 6.1: Summary of sediment hydrocarbon analysis

. n-alkanes* CPI Ratio . ‘ ‘ .
Station Pristane* Phytane* Pr/Ph Ratio
STO1 0.7 <05 0.03 0.06 0.09 0.91 1.20 1.09 0.0032 0.0014 2.29
ST02 0.7 <05 0.03 0.07 0.10 0.89 1.21 1.10 0.0035 0.0013 2.67
STO3 0.7 <05 0.05 0.12 0.17 0.84 1.19 1.07 0.0047 0.0025 1.91
STO4A 0.8 <05 0.04 0.06 0.10 0.95 1.36 1.19 0.0079 0.0030 2.65
STO5A 1.8 1.1 0.06 0.09 0.16 0.93 1.29 1.13 0.0190 0.0061 3.09
ST06 30 2.1 0.11 0.15 0.26 0.89 1.30 1.10 0.0411 0.0118 348
STO07 19 13 0.07 0.09 0.16 1.00 134 1.18 0.0161 0.0071 2.28
ST08 2.2 14 0.11 0.13 0.24 1.02 135 1.19 0.0253 0.0131 193
STO9A 5.9 37 0.25 0.29 0.54 1.02 1.27 1.14 0.0948 0.0236 4.02
Minimum 0.7 <05 0.03 0.06 0.09 0.84 1.19 1.07 0.0032 0.0013 1.91
Maximum 5.9 37 0.25 0.29 0.54 1.02 1.36 1.19 0.0948 0.0236 4.02
Mean 1.8 1.1 0.06 0.09 0.16 0.93 1.29 1.13 0.0161 0.0061 2.65
Median 2.0 1.2 0.08 0.12 0.20 0.94 1.28 1.13 0.0240 0.0078 2.70
Standard Deviation 1.16 1.06 0.069 0.072 0.140 0.064 0.066 0.046 0.0293 0.00734 0.713
RSD [%] 86 98 83 61 69 7 5 4 122 95 26

Cefas Guideline Action Levels (MMO, 2015)"

Aar . Jw /- -/ -/ -/ -/ - - . - | - | - |

EET (OSPAR, 2006)

EET 50 - - - - - - - - - -
Notes

THC = Total hydrocarbon content UCM = Unresolved complex mixture CPI = Carbon preference index

Pr/Ph = Ratio of pristane to phytane RSD = Relative standard deviation EET = Ecological effects threshold

For statistical evaluation, where < 50 % of results < MRV, summary stats have been calculated using MRV/2

* = Concentrations expressed as pg/g of dry sediment
t = Centre for Environmental Fisheries & Aquaculture Science

Key Below Cefas Guideline Action Level 1 Above Cefas Guideline Action Level 1 Above EET
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6.2.3 Aromatic Hydrocarbon Content

The distribution and concentration of aromatic compounds in sediments were analysed by
gas chromatography-mass spectrometry (GC-MS). The aromatic compounds quantified were
the naphthalenes (2 ring aromatics), 3 to 6 ring PAHs and the dibenzothiophenes (sulphur
containing heteroaromatics). Table 6.1 summarises the total concentrations of aromatic
hydrocarbons, including the US EPA 16 PAH and naphthalenes, phenanthrenes/anthracenes
and dibenzothiophenes (NPD).

Appendix E.3.1 presents the concentrations of individual aromatic hydrocarbons and their
alkyl homologues across the survey area, and Appendix E.3.2 presents the US EPA 16 PAH
concentrations, including reference values where available. The distributions of aromatic
hydrocarbons are displayed as three-dimensional plots for ease of interpretation in
Appendix E.4.

Total 2 to 6 ring PAH concentrations are calculated as the sum of individual PAHs, some of
which were less than the Minimum reporting value (MRV). For the purposes of calculating the
total 2 to 6 ring and US EPA 16 PAH concentrations, values below the MRV have been treated
as absolute values, with the total 2 to 6 ring PAH and total US EPA 16 PAH concentrations
assigned a less-than value. For the purposes of this report, the total 2 to 6 ring PAH, US EPA
16 PAH and total NPD concentrations are treated as absolute values to provide comparison
between stations.

Total 2 to 6 ring PAH concentrations ranged from < 0.0099 ug/g at station STO1 to

0.424 pg/g at station STO9A, with a mean of 0.0589 pg/g. Variability in total 2 to 6 ring PAH
concentrations was high (RSD 148 %). The total US EPA 16 PAH concentrations ranged from
<3.2 ng/g at station STO1 to 71.7 ng/g at station STO9A.

The total NPD concentrations ranged from< 0.0044 pg/g at station STO1 to 0.299 ug/g at
station STO9A, with a mean of 0.030 pg/g and high variability (RSD 167 %).

All individual US EPA 16 PAH concentrations were below their respective ERL values
(Appendix E.3.2). When normalised to 2.5 % TOC, naphthalene, phenanthrene, fluoranthene,
pyrene, benzo(a)anthracene and chrysene exceeded their BAC values at stations STO4A to
STO9A Anthracene exceeded the BAC at four stations and benzo(a)pyrene at two stations
(Appendix E.3.3).

The proportion of petrogenically derived NPD to total 2 to 6 ring PAH material ranged from
< 45 % at stations STO1 and STO03 to 71 % at STO9A, with a mean of 54 %. Variability in the
mean proportion of petrogenically derived NPD to total 2 to 6 ring PAH material across the
intertidal survey area was low (RSD 15 %).

Figure 6.2 displays graphically the concentrations of total 2 to 6 ring PAH in relation to THC
across the survey area. Generally, total 2 to 6 ring PAH concentrations followed the same
trend as THC.
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Table 6.2: Summary of sediment aromatic hydrocarbon analysis

Total 2 to 6 Ring PAH*

Total US EPA 16 PAH*

National Grid

STO1 < 0.0099 <32 < 0.0044 < 45
STO2 < 0.0136 <36 < 0.0070 <52
STO3 < 0.0102 <32 < 0.0045 < 45
STO4A 0.0239 <6.0 0.0122 51
STO5A 0.0820 18.3 0.0488 60
STO6 0.114 < 23.6 0.0630 55
STO7 0.0601 <136 0.0341 57
STO8 0.0589 <140 0.0301 51
STO9A 0.424 71.7 0.299 71
Minimum < 0.0099 <32 < 0.0044 < 45
Maximum 0.424 7.7 0.299 n
Mean 0.0589 13.6 0.0301 52
Median 0.0885 17.5 0.0559 54
Standard Deviation 0.131 216 0.0935 8.1
RSD [%] 148 124 167 15
Notes

Total 2 to 6 ring PAH = Total 2 to 6 ring polycyclic aromatic hydrocarbons (PAH), including alkyl homologues

Total US EPA 16 PAH = Total United States Environmental Protection Agency's 16 (US EPA PAH) polycyclic aromatic hydrocarbons
Total NPD = Total naphthalenes, phenanthrenes/anthracenes and dibenzothiophenes

NPD [%] = Percentage of total 2 to 6 ring PAH concentration comprised of NPD

AL1 = Action Level 1

* = Concentrations expressed as pg/g of dry sediment

t = Concentrations expressed as ng/g of dry sediment
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7.2
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Sediment Metals

Introduction

Sediments collected within the intertidal survey area were analysed for major and trace
metals.

The sediment samples underwent an aqua regia digest followed by multi-element analysis by
ICP-MS (As, Be, Cd, Cr, Cu, Hg, Ni, Pb, Sr and Zn) and ICP-OES (Al, Ba, Fe, Mn, P, and V). This
provides a strong partial digest, releasing into solution all metals associated that are not
tightly bound within silicate matrices, and therefore considered to be more bioavailable to
receptors.

The normalisation of heavy metals against aluminium content is typically undertaken to
account for natural variations derived from differences in sediment characteristics. The data
presented in this report have not been normalised as the aluminium content was below the
pivot point detailed in OSPAR (2015), precluding normalisation by pivot values and
co-factors.

Appendix B provides full details of the analytical techniques employed.

Results

Table 7.1 summarises the concentrations of the extractable metals in the sediment samples
from an aqua regia digest.

All metals were below their respective Cefas Guideline AL1 values.

The mean cadmium concentration (0.01 pg/g) was lower than the AL1 (0.4 pg/g) and the ERL
value (1.20 pg/qg) at all stations. The highest value (0.02 pg/g) was observed at stations STO1,
ST02 and STO03. Variability in cadmium concentrations was low (RSD 44 %).

The mean chromium concentration (6.50 pg/g) was lower than the AL1 (40 pg/qg). All values
were below the AL1 and the ERL values (81.0 pg/g). Variability in chromium values across the
site was low (RSD 24 %).

The mean copper concentration (1.4 pg/g) was lower than the AL1 value (40 pg/g). All values
were below the AL1 and the ERL value (34.0 ug/qg). Variability in copper values across the site
was low (RSD 28 %).

Mercury concentrations across the survey area were below the MRV (< 0.03 pg/g) at all
stations. All values were below the AL1 (0.3 pg/g) and the ERL value (0.150 pg/g).

The mean nickel concentration (5.5 pg/g) was below the AL1 value (20 pg/g). Variability in
nickel values across the site was moderate (RSD 34%).
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The mean lead concentration (5.6 pug/g) was below the AL1 (50 pg/g) and ERL (47.0 ug/qg)
values. Variability in lead values across the site was low (RSD 15 %).

The mean zinc concentration (19.4 pg/g) was lower than the AL1 (130 pg/g) and the ERL
value (150 pg/g). All stations had concentrations below the AL1 and ERL values. Variability in
zinc values across the survey area was low (RSD 25 %).

The mean barium concentration was 10.8 pg/g with moderate variability (RSD 45 %).
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Table 7.1: Summary of sediment metals analysis

IR
6.3 114

STO1 3590 16.3 11.8 < 2.00 0.02 7.63 1.9 [15300 <0.03 | 379 8.1 511 26.0 29.9
ST02 3180 13.9 14.6 < 2.00 0.02 741 1.5 [14500 <0.03 | 322 6.5 | 492 5.6 152 24.4 20.8
STO3 3170 16.5 10.5 < 2.00 0.02 9.83 1.8 [15500 <003 | 413 8.8 356 6.5 128 27.8 233
STO4A 2090 8.45 13.7 < 2.00 0.01 5.10 1.0 | 8900 <0.03 | 187 41 260 46 79.8 16.5 15.5
STO5A 2070 8.65 8.5 < 2.00 0.01 5.55 1.1 8480 <0.03 | 188 43 271 46 93.0 15.8 15.3
ST06 2210 7.60 8.3 < 2.00 < 0.01 492 1.0 | 7680 <0.03 | 172 40 186 4.6 103 15.3 14.1
STO7 2230 8.72 23.8 < 2.00 0.01 6.58 1.4 10600 <0.03 | 205 4.5 265 6.2 64.9 19.0 19.4
STO8 1960 7.57 10.7 < 2.00 0.01 5.32 1.2 19110 <0.03 | 187 42 189 57 74.9 17.6 17.8
STO9A 3030 9.50 26.0 < 2.00 0.01 6.20 2.1 8400 <0.03 | 199 47 | 253 6.4 113 15.8 18.1
Minimum 1960 7.6 8.3 < 2.00 < 0.01 4.92 1.0 | 7680 <0.03 | 172 4.0 186 4.6 64.9 15.3 14.1
Maximum 3590 16.5 26.0 < 2.00 0.02 9.83 2.1 (15500 <0.03 | 413 8.8 511 6.5 152.0 27.8 29.9
Median 2230 8.7 11.8 = 0.01 6.20 14 9110 = 199 45 | 265 5.7 103.0 17.6 18.1
Mean 2610 10.8 14.2 = 0.01 6.50 1.4 10900 = 250 5.5 | 309 5.6 102.5 19.8 19.4
Standard Deviation 619 3.69 6.43 = 0.006 1.58 0.41 | 3220 = 94.1 1.86 120 0.81 27.7 4.90 4.90
RSD [%] 24 34 45 = 44 24 28 29 = 38 34 39 15 27 25 25
Cefas Guideline Action Levels (MMO, 2015)

AL1 - 20 - - 0.4 40 40 = 0.3 = 20 = 50 = = 130
AL2 = 100 = = 5 400 400 = 3 = 200 = 500 = = 800
CEMP Assessment Criteria (OSPAR, 2014)

ERL - - - |- 1.20 8.0 340 - 0150 - - - | a0 | - [ - [1s0
Notes

Concentrations expressed in pg/g dry sediment

For statistical evaluation, results < MRV have been taken as absolute values determined by MRV/2

Al = Aluminium As = Arsenic Ba = Barium Be = Beryllium Cd = Cadmium

Cr = Chromium Cu = Copper Fe = Iron Hg = Mercury Mn = Manganese

Ni = Nickel P = Phosphorous Pb = Lead Sr = Strontium V = Vanadium

Zn = Zinc

RSD = Relative standard deviation Cefas = Centre for Environment, Fisheries and Aquaculture Science AL1 = Action level 1 AL2 = Action level 2

CEMP = Coordinated Environmental Monitoring Programme OSPAR = Oslo and Paris Commission ERL = Effects range low

Key Below Cefas Guideline Action Level 1 Above Cefas Guideline Action Level 1 Above ERL
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8. Sediment Macrofauna

This section presents the results of the macrofaunal analysis of samples collected within the
cable corridor. At all stations, one 0.01 m? sample (FA) was processed for analysis.

The macrofauna is defined as those animals living in or on the sediment that are retained on
a sieve mesh of T mm.

The macrofaunal dataset comprised three taxa and six individuals. No juveniles or damaged
fauna were found in the samples.

A full list of taxa identified, enumerated (individuals per 0.01 m?) from the survey area, along
with biomass per Phylum and other supplementary material, are presented in Appendix F.

8.1 Infaunal and Solitary Epifauna

8.11 Phyletic Composition

Table 8.1 summarises the abundance of taxonomic groups identified within the intertidal
survey area and Figures 8.1 and 8.2 illustrate the phyletic composition of taxa and individuals
for each station (per 0.01 m?), respectively.

Arthropoda comprised most of the enumerated taxa composition and macrofaunal
abundance (66.7 %), followed by Other phyla (33.3 %) which were represented by
Platyhelminthes.

Table 8.1: Taxonomic groups

Number of Composition of Composition of
Taxonomic Group Taxa Taxa Abundance Individuals
[%] [%]
Arthropoda 2 66.7 4.0 66.7
Other phyla 1 333 2.0 333
Total 3 100 6 100
Notes

Macrofaunal samples were processed through a 1.0 mm sieve
Other phyla = Platyhelminthes
Total = Rationalised data across the whole survey area

Out of the nine stations sampled, six were abiotic (STO1. ST02, ST03, STO5A, STO7 and ST09A).
Arthropoda including the amphipod Pontocrates arenarius and the isopod Eurydice pulchra
were present at stations STO4A, STO6 and STO8. At station ST06, Platyhelminthes were
recorded and were presented within Other phyla.
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Figure 8.1: Spatial distribution of macrofaunal abundance [per 0.01 m?] overlaid on aerial imagery (UTM Zone 30N)
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8.1.2 Biomass

Table 8.2 presents the percentage contribution of phyla to biomass across the survey area.
Table 8.3 presents the biomass of major taxonomic groups at each station. Figure 8.2
illustrates the spatial variations of the total macrofaunal biomass from the grab samples.
Appendix F.3 presents the raw macrofaunal biomass data (blotted weight wet).

Arthropoda comprised most of the macrofaunal biomass (95.8 %), followed by Other Phyla
4.2 %).

Table 8.2: Taxonomic groups of macrofaunal biomass

Biomass Biomass
[AFDW g/0.01 m?] )
Arthropoda 0.001418 95.8
Other phyla 0.000062 42
Total 0.00148 100
Notes

AFDW = Ash free dry weight
Macrofaunal samples were processed through a 1 mm mesh sieve
Other phyla = Platyhelminthes

Biomass values across the intertidal survey area were low with six stations abiotic. The highest
value of biomass across the survey area was seen at the mid shore station STO4A

(0.001283 AFDW g/0.01 m?) and was associated with the presence of the amphipod
Pontocrates arenarius (1 individual) and the isopod Eurydice pulchra (1 individual).

Table 8.3: Phyletic composition of macrofaunal biomass [AFDW g/0.01 m?]

AFD oJAVX0,
- Arthropoda Echinodermata Other Phyla

STOT - -
ST02 - - - - - -
ST03 - - - - - -
STO4A - 0.0012825 - - - 0.0012825

STO5A - ) - - : -

ST06 -

0.0001125

0.000062

0.0001745

ST07 -

ST08 -

0.0000225

0.0000225

STO9A -

Notes
AFDW = Ash free dry weight
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Figure 8.2: Spatial distribution of macrofaunal biomass [AFDW g/0.01 m?] overlaid on aerial imagery (UTM Zone 30N)
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Sediment Environmental DNA (eDNA)

Introduction

The sediment samples collected at three stations were analysed for eDNA taxonomic
classification of invertebrate, eukaryote and bacteria taxa.

The proportions of taxa OTUs and their frequency of occurrence are included in the results.
These are presented in the form of bar plots and bubble plots. In bubble plots, the bubble
size corresponds to the proportion of DNA within a sample, with larger bubbles indicating
higher OTU counts.

The species richness and the evolutionary diversity (ED), calculated and provided by
Naturemetrics, are presented in horizontal bar plots where the blue portion of each bar
indicates the number of OTUs identified to species level, whilst the red portion of the bar
indicates the number of OTUs identified to a higher taxonomic level at each station.

A summary of the results for each taxonomic group is reported below. Complete laboratory
results are presented in Appendix G.

Marine Sediment Invertebrates

Taxonomic Composition

Invertebrate data were successfully obtained from two of three eDNA samples. eDNA was
extracted from sample ST02; however, no sequences could be extracted. Therefore, no results
were reported for this station (Appendix G.1). A high proportion of non-target taxa were
identified and removed from the analysis. These can indicate potentially low occurrence of
invertebrate eDNA in the environment, especially given that sand environments often have
lower eDNA concentrations generally.

Table 9.1 presents the percentage of the target OTUs matched at each taxonomic level. A
total of four OTU target taxa were detected, with three matched to species level.

Table 9.1: Proportions of invertebrate taxa OTUs in the sediment samples

Number of Species
OTUs [%]
4 100 100 100 100 100 75
Notes

OTU = Operational taxonomic unit

Figure 9.1 displays the bar plot of the relative OTU counts of the invertebrate taxa detected
by sediment eDNA sampling, rationalised to the 'family’ taxonomic level for each sample.
Within STO5A, the highest proportion of OTUs was expressed by the family Isodiametridae,
whilst for STO8A, the highest proportion of OTUs was expressed by the family
Protodriloididae.
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Figure 9.2 lists the invertebrate taxa found in each sediment sample and their relative
proportion of eDNA OTUs. On review of the taxa list, the highest proportion of OTUs was
expressed by the annelid Protodriloides symbioticus (ST08) and the aceol Baltalimania ylvae

(STO5A).
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Figure 9.1: Relative OTU counts of target invertebrate taxa detected at the family level in the sediment samples
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Figure 9.2: Taxonomic composition and proportion [%] of invertebrate OTUs within the sediment eDNA samples
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9.2.2  Community Statistics

Table 9.2 displays species richness, represented by the total count of OTUs detected in each
sediment sample, alongside evolutionary diversity. Figure 9.3 visually presents these
community statistics for samples acquired within the survey area.

Table 9.2: Sediment samples, invertebrate OTUs eDNA community statistics

. Species Richness Number of OTUs . . .
Station ! Evolutionary Diversity
(Number of OTUs) (Species level)
STO5A 3 2 0.81
STO8 3 3 0.72
Mean 3 3 0.77
SD 0 1 0.064
Notes
OTU = Operational taxonomic unit
SD = Standard deviation
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Figure 9.3: Invertebrate Species Richness (A) and Evolutionary Diversity (B) of each sediment eDNA sample
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Marine Sediment Eukaryotes

Taxonomic Composition

High-quality eukaryotes data were successfully obtained from all three eDNA samples. A low
percentage of OTUs were identified at the species level.

Table 9.3 presents the percentage of the target OTUs identified at each taxonomic level. A
total of 386 OTU taxa were detected with only 11.14 % (43 taxa) being matched at species
level.

Table 9.3: Proportions of eukaryote taxa OTUs in the sediment samples

Number of Species
OTUs [%]
386 98.7 83.68 66.06 55.44 25.13 11.14
Notes

OTU = Operational taxonomic unit

Figure 9.4 displays the bar plot of the relative OTU counts of the eukaryote taxa detected by
sediment eDNA sampling, rationalised to the 'kingdom’ taxonomic level for each sample.
Within the intertidal survey area, Chromista (63.5 %) and Animalia (33.6 %) were the two
dominating kingdoms amongst the eukaryotes from sediment eDNA samples. The remaining
kingdoms contributed to < 5 %.

Figure 9.5 lists the eukaryote taxa found in each sediment sample and their relative
proportion of DNA sequences within each sample. The most frequently occurring taxa were
the diatom class Bacillariophyceae and the annelid phylum Platyhelminthes, which were both
detected at all stations. Within Animalia, Platyhelminthes was followed by the bryozoan family
Electridae and the annelid class Polychaeta in contributing the highest proportions of OTUs.
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Figure 9.4: Relative OTU counts of target eukaryote taxa detected to kingdom level in the sediment samples
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Figure 9.5: Taxonomic composition and proportion [%] of eukaryote OTUs within the sediment eDNA samples
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9.3.2  Community Statistics

Table 9.2 and Figure 9.6 present species richness and evolutionary diversity in terms of OTUs
for the sediment samples taken within the intertidal survey area.

Table 9.4: Sediment samples, eukaryote OTUs eDNA community statistics

. Species Richness Number of OTUs . . .
Station ! Evolutionary Diversity
(Number of OTUs) (Species level)
ST02 281 31 23.42
STO5A 96 12 8.34
STO8 155 17 13.97
Mean 177 20 15.24
SD 95 10 7.62
Notes
OTU = Operational taxonomic unit
SD = Standard deviation
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Figure 9.6: Eukaryote species richness (A) and evolutionary diversity (B) of each sediment eDNA sample
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94 Marine Sediment Bacteria

9.4.1 Taxonomic Composition

High-quality bacteria eDNA data were successfully obtained from all three sediment samples
analysed (Appendix G.3).

Table 9.5 presents the percentage of the target OTUs identified at each taxonomic level. A
total of 563 OTUs were detected, with only 1.42 % (8 OTUs) being matched at species level.

Table 9.5: Proportions of bacterial taxa OTUs in the sediment samples

Number of Species
OTUs [%]
563 100 80.99 52.58 341 6.75 142
Notes

OTU = Operational taxonomic unit

Figure 9.7 displays the bar plot of the relative OTU counts of the bacterial taxa detected by
sediment eDNA sampling, rationalised to the ‘phylum’ taxonomic level for each sample.
Within the intertidal survey area, Proteobacteria was the phylum that contributed the highest
proportions of OTUs within each sample.

Figure 9.8 lists the bacterial taxa, rationalised to family level, found in each sediment sample
and their relative proportion of eDNA sequences.

On review of the taxa list, the classes Gammaprotobacteria and Actinomycetia, together with
the phyla Actinobacteriota, the order Planctomycetales and the family Acidobacteriaceae
were the top five taxa contributing the highest proportions of OTUs. The top five taxa
together contributed 52.7 % of bacterial OTUs, with Gammaprotobacteria contributing the
highest proportion at 33.8 %. The top five taxa were also detected within each eDNA
sediment sample.
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Figure 9.7: Relative OTU counts of target bacteria taxa detected at the phylum level in the sediment samples
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Notes

Non-target taxa were excluded from the plot

OTUs = Operation taxonomic unit

Figure 9.8: Taxonomic composition and proportion [%] of bacteria OTUs within the sediment eDNA samples
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Table 9.6 and Figure 9.9 present species richness and evolutionary diversity in terms of OTUs

for the sediment samples taken within the intertidal survey area.

Species Richness
(Number of OTUs)

Table 9.6: Sediment samples bacterial OTUs eDNA community statistics

Number of OTUs

(Species level)

Evolutionary Diversity

ST02 497 24.31
STO5A 444 21.6
STO8 449 21.69
Mean 463 22.53
SD 29 1.54
Notes

OTU = Operational taxonomic unit

SD = Standard deviation
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Figure 9.9: Bacteria species richness (A) and evolutionary diversity (B) of each sediment eDNA sample
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Intertidal Habitats and Species

One biotope complex was identified across the intertidal survey area ‘Barren or amphipod-
dominated Atlantic littoral mobile sand’ (MA523). This biotope is defined as shores consisting
of mobile sands with very little fines present. These shores usually support a limited range of
species, ranging from no macrofaunal communities to communities of isopods, amphipods
and a limited range of polychaetes. Species which can characterise mobile sand communities
include Scolelepis (scolelepis) squamata, Pontocrates arenarius, Bathyporeia pelagica,
Bathyporeia pilosa, Haustorius arenarius and Eurydice pulchra (EEA, 2022).

Results of the core samples indicated that the sediments across the intertidal survey area
were abiotic or species poor (detailed in Section 8).

Table 10.1 summarises the hierarchy of the assigned EUNIS classifications (EEA, 2022), and
equivalent JNCC (2022) classifications, based on the core samples, photographic, PSD and
eDNA data.

Table 10.1: Habitat classifications

EUNIS (EEA, 2022) Habitat Classification

Biological . " i
. B|ogeograph|ca| . Equwalent JNCC (2022)
Environment Zone and e Reste Biotope Complex A G
Level 1 Substrate Level 4
Level 3
Level 2
M MAS2 MA523 LS.LSa.MoSa
Marine MAS Atlantic Mobile Barren or amphipod- Barren or amphipod-
benthic Littoral sand . dominated Atlantic dominated mobile sand
. Littoral sand . .
habitat littoral mobile sand shores
Notes

EUNIS = European Nature Information System
EEA = European Environment Agency
JNCC = Joint Nature Conservation Committee

‘Barren or amphipod-dominated Atlantic littoral mobile sand’ (MA523) is characterised by
species such as Pontocrates arenarius, which were found in the macrofaunal core samples
along with Eurydice pulchra (Section 8.1.1). The PSD data showed that the sediments were
clean sands with no fines present which is supported by the absence of annelids in the core
samples. From the eDNA analysis, a limited number of characterising taxa were identified
across the survey area. No amphipods or isopods were identified and a limited number of
polychaetes (Terebeillidae, Spionidae, Syllidae, Cirratulidae, Nephtyidae,

Protodriloides symbioticus and Arenicola defodiens) were identified.

There were no sensitive habitats or species found in the intertidal survey area.
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10.1 Non-native Species (NNS)

Non-native species (NNS) are those that have reached the UK by accidental human transport,
deliberate human introduction, or which have arrived by natural dispersion from a non-native
population in Europe (Government Digital Service [GDS], 2021). Once introduced, some NNS
can become established (grow and reproduce successfully) and their subsequent dispersal
from the point of introduction can result in environmental and economic impact (Cottier-
Cook et al.,, 2017). The NNS that have a negative impact on biodiversity, through the spread
of disease, competition for resources, or by direct consumption, parasitism, or hybridisation,
are termed ‘invasive' (GDS, 2021).

There were no NNS found in the intertidal survey area.

269605-REP-04 02 | National Grid EGL5 Environmental Survey GRD
Page 54 of 75



5907600 721000

5907000 5907200 721200 5907400
J

5907200

721800

50 100" . 150 200 m

5907400 721800
Coordinate System: ETRS 1989 UTM Zone 30N Caveats: Esri, 2026; Microsoft, Vantor

5907800 721600 5908000

Figure 10.1: EUNIS habitat biotope of the survey area overlaid on aerial imagery (UTM Zone 30N)
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Discussion

Introduction

The previous sections of this report have presented the data from the analysis stated above
with the aid of data tables and graphics. This discussion section reviews the data with respect
to cited threshold values (MMO, 2015; OSPAR, 2006).

In addition to the comparison of the analytical data against available references, statistical
correlations of the sediment parameters recorded with the chemical and biological
determinants in the survey are summarised (for the main environmental parameters) in
Appendix H. The statistical analysis selected was the Spearman’s rank correlation coefficient
(Spearman, 1904) sometimes referred to as Spearman’s rho. This coefficient is used to
evaluate the association between two reported values for statistical dependence. It is a
measure of rank correlation, or the similarity of the orderings of the data when ranked by
each of the values. Correlations can only suggest a relationship and do not prove a causal
link between status of the chemical or physical nature of the seafloor and the infaunal
community composition.

Some positive correlations were observed within the data however, due to the low
concentrations or low variability within the dataset meant these were not considered to be
environmentally significant.

Sediment Characterisation

The sediment type recorded across the intertidal survey area was dominated by sand. Stormy
winter conditions result in destructive, high-energy waves that remove lighter sediment such
as fines and silt from the coastline leaving behind heavier, larger particles such as coarser
sand and gravel. No fines were present at the intertidal survey area with the high tide stations
classified as ‘coarse sand’ and the mid tide and low tide stations classified as ‘'medium sand’
(Folk & Ward, 1957).

The Saltfleet to Gibraltar Point beach replenishment scheme was enacted to reduce flood risk
and the use of hard defences. Over three years, 400 000 m?of sand was used to renourish
beaches including at Anderby Creek that had been receding due to storms. (Environment
Agency, 2024). Sand dominated intertidal areas are typical of a high-energy beach that has
undergone recent beach replenishment.

Organic content was low across the intertidal survey area, with TOC and TOM less than 1 %.
Organic matter performs an important role in marine ecosystems, providing a source of food
for suspension and deposit feeders, suggesting that the availability in organic carbon and
organic matter may influence the variation in benthic communities (Snelgrove & Butman,
1994). In the current study the TOC or TOM concentrations present are unlikely to influence
the macrofauna present.
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1.3  Sediment Chemistry

11.3.1 Sediment Hydrocarbons
11.3.11 Total and Aliphatic Hydrocarbons

The gas chromatographic profiles (Appendix E.1) obtained for sediments collected within the
National Grid intertidal survey area showed trace levels of hydrocarbons with a barely
discernible UCM. The UCM is composed of a wide range of compounds, including cyclo-
alkanes, which remain after substantial weathering and biodegradation of petrogenic
hydrocarbons (Farrington et al., 1977). Evidence of terrestrial run-off was present at some
stations, shown by the slight prevalence of the odd-numbered heavier n-alkanes (nCz7, NCyq,
nCs; and nCss), which are typical of plant cuticular waxes.

Biosynthesised hydrocarbons are ubiquitous in the marine environment (Harada et al., 1995;
Parinos et al,, 2013). Odd carbon number, long-chain n-alkanes are widely distributed in the
plant kingdom (Bush & MclInerney, 2013; Douglas & Eglington, 1966; Eglinton et al., 1962) as
components of cuticle waxes. These are common on the surfaces of leaves, stems, flowers
and pollen and their presence in sediment is indicative of terrestrial inputs from adjacent land
masses. Relatively high concentrations of nCzs, NnC31 and nCss are therefore a common feature
of many marine sediments (Farrington et al., 1977), particularly inshore marine sediments
(Bouloubassi et al., 1997).

All stations had THC concentrations below the Cefas Guideline Action Levels and the EET
(OSPAR, 2006) and therefore unlikely to influence the macrofauna communities present.
Across the intertidal survey area THC values were < 5.9 ug/g with all values being below the
Cefas AL1 (100 pg/g). Overall, results from this study are indicative of low anthropogenic
input, as in general, marine sediments are considered background if the THC is below

10 ng/g (Farrington et al,, 1977; Readman et al., 2002; Volkman et al., 1992). This is further
supported by comparison to the North Sea Quality Status Report (North Sea Task Force
[NSTF], 1993), which suggests that typical THC levels (i.e. ‘background’) in sediments remote
from anthropogenic activities range from 0.2 pg/g to 5 pg/g, however, in some areas, values
may be as high as 15 pg/g.

The ratio of odd- to even-numbered normal alkanes is referred to as the CPl and has been
calculated across various chain-length ranges. Elevated ratios (i.e. those > 1.00) over the nCs.
to nCse carbon range are due to the domination of the odd-chain length n-alkanes

(nCz27 to nCs3) and are typically associated/observed with inputs from terrestrial run-off (leaf
waxes, etc., discussed previously). All CPI (nC2 to nCss) ratios recorded were greater than
1.00, demonstrating the influence of odd-chain length n-alkanes (nC,7 and nCs3) and biogenic
material in most sediment samples.

The isoprenoidal alkanes pristane (Pr) and phytane (Ph) were reported in low concentrations
in each of the sediment samples analysed. These compounds are present in significant
concentrations in crude oils (Berthou & Friocourt, 1981). They may also be biosynthesised
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(Gunkel & Gassmann, 1980), and pristane, a breakdown product of the phytol moiety of
chlorophyll, is widespread in the marine ecosystem, probably being derived from
zooplankton. Phytane is generally absent or present in only relatively low levels in
uncontaminated natural systems (Blumer & Snyder, 1965). The Pr/Ph ratios reported in the
sediments ranged from 1.91 to 4.02 (mean 2.65,Table 6.1). These values typically suggest that
the higher pristane proportion in the sediments was derived from non-petrogenic sources.

1.3.1.2 Aromatic Hydrocarbons

Polycyclic aromatic hydrocarbons (PAHs) contain carbon and hydrogen atoms and consist of
two or more fused benzene rings in linear, angular or cluster arrangements (Balmer et al.,
2019). Other atoms (e.g. nitrogen, sulphur and oxygen) may be readily substituted into the
benzene ring to form heterocyclic compounds that are present in significant concentrations
in petroleum and refined products. Petroleum sources are rich in aromatic hydrocarbons,
particularly 1 to 3 ring compounds (benzenes, naphthalenes and phenanthrenes); the levels
of 4 to 6 ring compounds being relatively low. In addition, significant concentrations of
organosulphur compounds (dibenzothiophenes) are normally present (Friocourt et al., 1982).
The relative proportion of these compounds will vary between crude oils and refined
petroleum.

PAHs are widely spread in the environment (Butler et al., 1984) with natural sources occurring
primarily through synthesis by plants (Neff, 1979; Sims & Overcash, 1983), related to natural
seeps of petroleum (Kennicutt et al., 1988; National Research Council [NRC], 1983) and to
formation during natural forest and prairie fires (Wakeham et al., 1980; Youngblood &
Blumer, 1975). By far the highest proportion of PAHs released into the environment are
formed during fossil fuel combustion and anthropogenic forest and agricultural fires
(Edwards, 1983; Haritash & Kaushik, 2009; Sims & Overcash, 1983). PAHs primarily enter
marine sediments from atmospheric and riverine inputs and tend to adsorb to suspended
inorganic and organic particulate matter, ultimately settling on the seafloor where they
accumulate to relatively high concentrations (Culotta et al., 2006; Latimer & Zheng, 2003).

Monitoring of aromatic hydrocarbon type and content is important due to the particularly
toxic nature (mutagenic/carcinogenic) of several PAHSs, particularly the heavier-weight PAHs.
The US EPA has identified 16 priority PAHs to be monitored (Keith, 2015) and the CEMP
specifies 9 PAHs of specific concern (OSPAR, 2014), which primarily reflect inputs from
anthropogenic combustion sources.

Across the intertidal survey area, the individual US EPA 16 PAH concentrations present in the
intertidal sediments were assessed by comparison with their assigned ERL threshold values
(OSPAR, 2014). All individual PAH concentrations for all stations were below their respective
ERL values (Appendix E.3.2). The highest concentrations were observed at station STO9A
situated on the low tide, while the lowest values were found in the high tide stations.

PAHs are lipophilic and bind strongly to organic matter in sediments (Davies, 2004),
therefore, contaminant concentrations will be closely related to the distribution of fine

269605-REP-04 02 | National Grid EGL5 Environmental Survey GRD
Page 75 of 58



1.3.2

National Grid

grained and organic material (International Council for the Exploration of the Sea [ICES],
2009, 2012). Normalisation of PAH concentrations to total organic carbon provides a basis for
reliable assessment of temporal trends and facilitates a meaningful comparison of sediment
substances with OSPAR BC and BAC thresholds (ICES, 2009, 2012; OSPAR, 2014). When
normalised to 2.5 % TOC, BAC values were exceeded for multiple PAHs (Appendix E.3.3;
naphthalene, phenanthrene, anthracene, fluoranthene, pyrene, benzo(a)anthracene, chrysene
and benzo(a)pyrene). Concentrations that exceed BAC values are considered to be ‘above
background’ but at levels where it can be assumed that little or no risks are posed to the
environment and its living resources at the population or community level (OSPAR, 2013).
OSPAR guidance indicates that such exceedances reflect low-level anthropogenic influence,
with little evidence of risk to benthic communities at both population and ecosystem scales.
As these PAHs are below the ERL there would likely not be any adverse effect on the
macrofaunal communities. Additionally, the low TOC values throughout the survey area
potentially resulted in an overestimation of PAH concentrations.

The source of the PAHs may be determined by investigation of the relative proportions of
individual PAH concentrations (Budzinski et al., 1997; Neff, 1979; Yunker et al., 2002) as well
as examining the overall distributions of parent and alkylated PAHs present. Pyrogenically (or
pyrolytic) derived PAHSs signatures (i.e. forest fires, etc.) are dominated by higher molecular
weight compounds (mainly 4 to 6 ring) and are predominantly unsubstituted. In contrast,
PAH formed during the slow geological maturation of petroleum are dominated by alkylated,
low molecular weight (mainly 1 to 3 ring) compounds (Neff, 1979; Stogiannidis & Laane,
2015). The trend of parent and alkylated PAHs is represented graphically in Appendix E.4
using three-dimensional plots that represent the PAHs concentrations in terms of parent
compound and alkyl homologue distribution of the aromatic material in the sediments
analysed. The plots suggest that PAHs detected across the intertidal survey area originate
from mixed petrogenic and pyrolytic sources.

Sediment Metals

Metals and metalloids occur naturally in the marine environment and are widely distributed
in both dissolved and sedimentary forms. Some are essential to marine life while others have
no biological function and therefore are toxic to numerous organisms at certain levels
(Boening, 1999; Paez-Osuna & Ruiz-Fernandez, 1995). Metals can enter the environment via
natural methods such as riverine transport, coastal discharges, geological weathering and
atmospheric fallout (Brady et al., 2015). Other routes into marine sediments are from
anthropogenic activities such as direct discharges from industrial activities. A potential
industrial source of metals is the UKCS oil and gas industry and this is assessed in the OSPAR
status reports (Region Il Greater North Sea; OSPAR, 2000, 2010) and the OSPAR CEMP
Assessment Report 2013 (OSPAR, 2014).

Trace metal contaminants in the marine environment tend to form associations with the
non-residual phases of mineral matter, such as iron and manganese oxides and hydroxides,
metal sulphides, clays, organics and carbonates (Dang et al., 2015; Wang et al., 2015; Warren

269605-REP-04 02 | National Grid EGL5 Environmental Survey GRD
Page 75 of 59



1.4

National Grid

& Zimmerman, 1993). Non-residual trace metals are associated with more reactive and
available sediment components through processes such as adsorption onto mineral surfaces
and organic complexation. Metals associated with these more reactive phases are prone to
various environmental interactions and transformations (physical, chemical and biological)
potentially increasing their mobility and biological availability (Du Laing et al., 2009; Tessier et
al., 1979; Warren & Zimmerman, 1993). Residual trace metals are defined as those that are
part of the crystal structure of the component minerals and are generally unavailable to
organisms (de Orte et al,, 2018). Therefore, in monitoring trace metal contamination of the
marine environment, it is important to distinguish the more mobile non-residual trace metals
from the residual metals held tightly in the sediment lattice (Chester & Voutsinou, 1981),
which are of comparatively lesser environmental significance because of their low reactivity
and availability.

In this study, an aqua regia partial digestion was employed to analyse the elemental content
of the sediments. Aqua regia is an acid mixture that mainly dissolves the non-residual fraction
of heavy metals—those not firmly bound within the crystalline mineral matrix. Consequently,
it offers an estimate of the potentially bioavailable and environmentally mobile metal
content, rather than the total metal concentration.

The metal concentrations in the sediments showed low to moderate variability across the
intertidal survey area. All measured metal concentrations were below the Cefas AL1 threshold
their respective ERL values, where available. ERLs are defined as the lower tenth percentile of
the sediment concentration data associated with observed biological effects (OSPAR, 2017).
Concentrations below the ERL are unlikely to cause adverse effects on biota and influence the
composition of macrofaunal communities.

Macrofaunal Communities

Intertidal and subtidal sediments provide support, protection and the food source for many
macrofaunal species. The sediment macrofauna, most of which are infaunal (living within the
sediment), are therefore particularly vulnerable to external influences that alter the
sediments’ physical, chemical or biological nature. Such infaunal animals are largely
sedentary and are thus unable to avoid unfavourable conditions. Each species has its own
response and degree of sensitivity to changes in the physical and/or chemical environment
and consequently the species composition and their relative abundance in a particular
location provides a reflection of the health and condition of the immediate environment,
both current and historical. The recognition that aquatic contaminant inputs may alter
sediment characteristics, together with the relative ease of obtaining quantitative samples
from specific locations, has led to the widespread use of infaunal communities in monitoring
the impact of disturbances to the marine environment over a long period of time.

Beach replenishment can have substantial impacts on infaunal community. A study by
Wooldridge et al. (2016), found that replenished beaches had only 48 % as many
invertebrates as control beaches after 15 months. The same study reported that amphipod
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densities increased at similar levels between replenished sites as control sites whereas other
species such as the annelid Scolelepis sp. decreased within the same timeframe . Moreover,
the large negative effect of replenishment on polychaetes, combined with their overall
importance to the invertebrate community, resulted in a 50 % decrease in overall invertebrate
abundance on replenished beaches at 15 months (Wooldridge et al., 2016).

The biotic communities of littoral sediments are also determined by the degree of exposure
to hydrodynamics, which in turn determines the sediment type. Generally, intertidal
communities can tolerate variation in air temperature, reduced salinity and some degree of
drainage at low tide (JNCC, 2022). Very coarse sediments tend to support few macrofaunal
species owing to their mobility and the high degree of drying at low tide. Finer sediments
tend to be more stable and retain some water between high tides and therefore support a
greater diversity of species, particularly annelids. Stormy winter conditions can also
exacerbate the degree of exposure to hydrodynamics that macrofauna face, frequent high-
energy erosive waves can remove the finer sediment of the intertidal area and the infauna
such as annelids that inhabit it (Goad et al., 2025).

The species richness of the macrofaunal community of the intertidal survey area could be
lower than expected due to the recent beach replenishment however, generally intertidal
ecosystems are species poor especially in winter when this survey was carried out and the
findings could be representative of a winter intertidal ecosystem.

Biomass

Biomass was minimal across the intertidal survey area. Station STO4A had the highest
biomass across they intertidal survey area and contained presence of the amphipod
Pontocrates arenarius and the isopod Eurydice pulchra. P. arenarius can reach an adult size of
6.5 mm and males of E. pulchra can reach sizes of < 8 mm which were responsible for the
biomass values found (World Register of Marine Species Editorial Board [WoRMS Editorial
Board], 2026).

Sediment Environmental DNA (eDNA)

In sediment, eDNA is sampled by extraction from a mini-core and subsequently analysed to
detect the taxa present. Decay rates of eDNA in sediment vary but are generally lower than
the decay rates of eDNA in aqueous form, meaning sediment eDNA generally persists longer
in the environment (Holman et al,, 2022; Sakata et al., 2020). The average half-life of eDNA
varies depending on environmental conditions such as temperature, UV exposure and
whether the eDNA is bound to particles (Collins et al., 2018; Strickler et al., 2015).

Within the intertidal survey area, SeDNA samples were collected to detect invertebrates,
eukaryotes and bacteria. For invertebrates, a high proportion of taxa were identified to
species level (75 %), however, only four taxa were detected within the invertebrate analysis. A
low proportion of taxa were identified to species level for eukaryotes (11.14 %) and bacteria
(1.42 %). This may be due to low eDNA concentrations, low data resolution in the region, or

Page 75 of 61

269605-REP-04 02 | National Grid EGL5 Environmental Survey —ru(;nu



11.51

National Grid

natural inhibitors affecting the analysis. It should be noted that bacteria are not commonly
identified to species level due to the challenges of isolating and describing prokaryotic taxa.

eDNA can be used to complement traditional macrofaunal sampling. Recent studies show
that eDNA metabarcoding often detects a broader range of taxa than morphology-based
methods. Hale et al. (2024) demonstrated that eDNA surveys of intertidal sediments
identified numerous taxa, including nematodes, platyhelminths, and ascidians, that were
overlooked in traditional assessments due to identification challenges.

However, a direct comparison can only be done at a very high level due to methodological
and technical differences between eDNA and traditional methods, especially for studies with
low eDNA replicates and relatively small spatial or short temporal scales (Beentjes et al., 2019;
Burian et al.,, 2021; Mathieu et al., 2020). eDNA can provide the presence and relative
abundance of an organism’s eDNA whereas macrofaunal data can provide the precise
location, number of individuals, and biomass of organisms at a point in time. Additionally, at
this site macrofaunal samples were collected at a greater number of sites, were processed
using a 1 mm sieve, and had colonial taxa removed during data rationalisation whilst eDNA
samples were collected at only three sites, were not sieved, and retained taxa that would have
been removed from macrofaunal rationalisation.

Marine Sediment Invertebrates

Invertebrate eDNA analysis identified four target taxa within the intertidal survey area. This
may be reflective of the littoral mobile sand habitat present (Section 10), which usually
supports a limited number of species (EEA, 2022). It is also possible that the infaunal
communities present may have been impacted by the recent beach replenishment
(Wooldridge et al., 2016). Additionally, sand sediments generally provide low concentrations
of eDNA, resulting in fewer detected taxa sequences.

Within the invertebrate eDNA analysis, the mid shore (STO5A) was dominated by a high
proportion of OTUs matching the aceol Baltalimania ylvae, whilst the lower shore (ST08) was
dominated by OTUs matching the polychaete Arenicola defodiens. The taxa identified were
typical for intertidal and/or coastal areas within the North Sea (Chamberlain et al., 2025;
Global Biodiversity Information Facility [GBIF], 2023; WoRMS Editorial Board, 2026).

Comparative analysis showed low numbers of taxa detected by sediment invertebrate eDNA
metabarcoding and traditional macrofaunal sampling. No taxa were identified by both
methods. Macrofaunal analysis identified Platyhelminthes and two Arthropoda taxa whilst
invertebrate eDNA analysis detected two Annelids, one Cnidarian, and one
Xenacoelomorpha. Arthropods and hard shelled taxa are generally underrepresented in
eDNA analyses due to comparatively lower eDNA shedding rates.

eDNA analysis detected three invertebrate taxa at station STO5A whilst traditional
macrofaunal techniques noted the station to be abiotic. Similarly, eDNA methods detected
three invertebrate taxa at station STO8 whilst one taxon was identified in the macrofaunal
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core (Pontocrates arenarius, which was not detected by eDNA analysis). eDNA often detects a
broader range of taxa than traditional methods. This can be due to detection of cryptic taxa,
and increased persistence of organism traces, especially in sediment. Variations in methods
may also account for some of the differences.

Differences between eDNA and macrofaunal data may also have been influenced by the
small spatial differences observed in macrofaunal communities (Beentjes et al., 2019, 2019,
2019; Kendall & Widdicombe, 1999). Similarly, low replicates of eDNA samples decrease
confidence that uncommon or rare taxa will be detected. Overall, the results highlight the
importance of eDNA sampling techniques in complementing traditional sampling methods.

Marine Sediment Eukaryotes

Within the eukaryote eDNA analysis, Chromista and Animalia were the kingdoms
contributing the highest proportion of OTUs. Within the phylum Animalia, OTUs matching
Platyhelminthes dominated overall, though were detected in varying proportions across the
low, mid and upper shores. OTUs matching Polychaeta and Copepoda taxa were also
commonly detected across the intertidal survey area. The taxa identified were typical for
intertidal and/or coastal areas within the North Sea (Chamberlain et al., 2025; GBIF, 2023;
WoRMS Editorial Board, 2026)).

Platyhelminthes were the only taxon detected by both eukaryote eDNA metabarcoding and
traditional macrofaunal methods. Moreover, eDNA detected several taxa within
Platyhelminthes to lower taxonomic levels, including the family Otoplanidae. No other taxa
were detected by both eukaryote eDNA and traditional macrofaunal methods, even at higher
taxonomic levels. Macrofaunal taxa identified in eukaryote analysis but not in invertebrate
analysis are likely due to a combination of methodological differences and potential small
differences between samples. Methodological differences can include primer specificity and
reference library incompleteness. Small differences in samples are present in all sampling
methods; however, this effect is magnified in small eDNA datasets or where environmental
eDNA concentration is low. Overall, eDNA sampling techniques were complementary to
traditional sampling methods.

OTUs matching the family Ammodytidae and the order Gadiformes were detected by
eukaryote eDNA analysis, which may indicate the potential presence of certain protected
species. For example, OTUs matching Ammodytidae may indicate the potential presence of
the UK BAP species Ammodytes marinus. This species is not found intertidally, but may be
present in the nearby coastal habitat (Marine Scotland; WoRMS Editorial Board, 2026).
Similarly, OTUs matching Gadiformes may indicate the possible presence of UK BAP species
such as Gadus morhua. Whilst no UK BAP Gadiformes are found intertidally, some, including
Gadus morhua, can be found within shallow coastal waters (Pollet-Calderini et al., 2026;
WoRMS Editorial Board, 2026).

269605-REP-04 02 | National Grid EGL5 Environmental Survey GRD
Page 75 of 63



153

11.6

National Grid

Marine Sediment Bacteria

Microbes dominate life in the oceans and play critical roles in ecosystem functioning and
biogeochemical processes both on local and global scales (Logares et al., 2014).

The microbial benthic community is a potentially powerful yet underexplored source of
sediment-quality bioindicators, given its role in biogeochemical cycles, carbon sequestration,
and pollutant mitigation, and its specific responses to contaminant types (Pawlowski et al.,
2018). There is increasing recognition of the value of the microbial fraction of the
environment, and the ecosystem services it provides, such as bioremediation of pollutants
and plastics, as well as its potential as a reservoir of novel bioprocesses. The direct link
between sediment chemistry and microbial metabolic activity means that microbes can be
ecosystem indicators, providing additional context for understanding potential environmental
processes and sediment chemistry. Microorganisms in marine sediments are usually
abundant and exhibit high metabolic diversity; therefore, they are a key factor in nutrient
remineralisation and strongly influence the biogeochemical cycles of coastal and marine
ecosystems (Aldeguer-Riquelme et al., 2022).

Within the intertidal survey area, the classes Gammaprotobacteria and Actinomycetia, the
phyla Actinobacteria, the order Planctomycetales and the family Acidobacteriaceae were

amongst the top 5 taxa contributing the highest proportions of OTUs and were detected

within each eDNA sediment sample.

The class Gammaproteobacteria comprises numerous marine and estuarine bacteria, many of
which can degrade hydrocarbons. They play a crucial role in bioremediation and the
decomposition of organic matter. These bacteria are widespread in marine environments,
including areas contaminated with oil (Gutierrez, 2017). Some of the other bacterial taxa
detected also play roles in the cycling of nutrients and/or in the degradation of aromatic
hydrocarbons, including Actinobacteriota (Xu et al., 2022; Zhang et al., 2025).

The taxa detected by bacterial eDNA analysis, with the highest proportions of OTUs, were all
typical of coastal areas and/or the North Sea, with many found ubiquitously in sediment (Liu
et al, 2022; Lucas et al., 2015; Payne et al., 2025; WoRMS Editorial Board, 2026; Wyness et al.,
2021).

Seafloor Habitats and Biotopes

One habitat was identified in the intertidal survey area.

Littoral mobile sand is defined as shores consisting of mobile sands with very little fines
present. These shores usually support a limited number of species which can tolerate
exposed shores. This is due to constant sediment reworking which prevent the establishment
of stable faunal communities. Temporal variation can also occur within these habitats with
storm events prevalent in the winter months causing erosion of fine particulates and
consequently reducing habitat types available for colonisation and recruitment of juveniles
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that can withstand high-energy conditions (Defeo & Martinez, 2003; Goad et al., 2025; JNCC,
2022; McLachlan & Dorvlo, 2005; Wooldridge et al., 2016)
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12. Conclusions

The aim of this report has been to evaluate the existing physical, chemical and biological
components within the intertidal survey area. A review of the environmental data in context
with other cited studies from the region and estimated sediment effects threshold values
(MMO, 2015; OSPAR, 2014; United Kingdom Offshore Operators Association [UKOOA], 2001)
was also undertaken. Based on the overall assessment of the survey area, the following key
conclusions can be stated:

. The sediment type across the intertidal survey area was homogenous and dominated
by sand, with a low organic content. Three stations (STO1 to ST03) were classed as
‘coarse sand’ with the rest of the stations classed as ‘medium sand’ using the
Wentworth Description (1922);

n GC-FID profiles were typical of background marine sediment;

n Sediment THC values were typical of background marine sediments;

n Total 2 to 6 ring PAH exceeded the Cefas AL1 at stations ST06 and STO9A. The US EPA
16 PAH concentrations were below their respective OSPAR ERL values at all stations.
When normalised to 2.5 % TOC, seven US EPA 16 PAH concentrations were above
their respective BAC values at six stations. However, as these PAHs are below the ERL
there would likely not be any adverse effect on the macrofaunal communities. PAH
source assignment indicated a predominantly pyrolytic source of aromatic material;

. All metal concentrations were below their respective ERL values at all stations and
were therefore considered to be of no ecological concern;

n Three taxa and six individuals were found across the survey area;

n The species identified were the amphipod Pontocrates arenarius, the isopod

Eurydice pulchra and Platyhelminthes, which are typical of the EUNIS level 4 biotope
complex ‘Barren and amphipod dominated littoral sand’ (MA523). These taxa
contributed to the minimal biomass seen across the survey area;

. Variation in the communities present have been influenced by beach replenishment,
the exposure to hydrodynamics and sediment type;

u eDNA sampling methods complemented macrofaunal analysis;

. The taxa detected by invertebrate, eukaryote, and bacteria eDNA analysis, with the
highest proportions of OTUs, were typical of those occurring within the intertidal,
coastal and/or surrounding areas of the North Sea;

. eDNA analysis detected OTUs matching Ammodytidae and Gadiformes, both of which
may indicate the potential presence of UK BAP species. However, the potentially
present species are not found intertidally, though some can be present in shallow
coastal waters.

The physico-chemical properties and macrofaunal communities observed in this survey were
considered to be typical of a sandy beach habitat that is subject to wave action and has
undergone recent beach replenishment, within this region of the North Sea.
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This report (the "Report”) was prepared as part of the services (the “Services”) provided by

Fugro GB Limited (“Fugro”) for its client (the “Client”) under terms of the relevant contract between
the two parties (the “Contract”). The Services were performed by Fugro based on requirements of the
Client set out in the Contract or otherwise made known by the Client to Fugro at the time.

Fugro’s obligations and liabilities to the Client or any other party in respect of the Services and this
Report are limited in time and value as defined in Contract (or in the absence of any express provision
in the Contract as implied by the law of the Contract) and Fugro provides no other representation or
warranty whether express or implied, in relation to the Services or for the use of this Report for any
other purpose. Furthermore, Fugro has no obligation to update or revise this Report based on
changes in conditions or information which emerge following issue of this Report unless expressly
required by the Contract.

The Services were performed by Fugro exclusively for the Client and any other party identified in the
Contract for the purpose set out therein. Any use and/or reliance on the Report or the Services for
purposes not expressly stated in the Contract, by the Client or any other party is that party’s risk and
Fugro accepts no liability whatsoever for any such use and/or reliance.
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B.1.1

B.1.1.1

B.1.1.2

B.1.1.3

B.1.2

National Grid

Laboratory Analysis for Sediment Samples

Particle Size Analysis
Dry Sieve Analysis

Dry sieve PSD analysis was undertaken in accordance with Fugro’s in-house methods based
on the NE Atlantic Marine Biological Analytical Quality Control (NMBAQC) scheme's best
practice guidance document — Particle Size Analysis (PSA) for Supporting Biological Analysis
(2022), and BS1377: Parts 1: 2016 and 2: 1990."

Representative material > 1 mm was split from the bulk subsample and oven dried before
sieving through a series of sieves with apertures corresponding to 0.5 phi intervals between
63 mm and 1 mm as described by the Wentworth scale (Wentworth, 1922)% The weight of
the sediment fraction retained on each mesh was subsequently measured and recorded.

Laser Diffraction

Laser diffraction PSD analysis was undertaken in accordance with Fugro’s in-house methods
based on the NMBAQC scheme's best practice guidance document — Particle Size Analysis
(PSA) for Supporting Biological Analysis (2022) and BS 1SO 13320: 2020".

Representative material < 1 mm was removed from the bulk subsample for laser analysis,
with a minimum of two triplicate analyses performed using the laser sizer at 0.5 phi intervals
between < 1 mm to < 0.98 um.

Sample Analysis Outputs and Deliverables

Sieve and laser data were merged and entered into GRADISTAT to derive statistics including
mass and percentage retained within each size fraction, mean and median grain size, bulk
sediment classes (percentage gravel, sand and silt/clay), skewness, sorting coefficients and
Folk classification. PSD analysis followed MMO requirements, presenting more detailed data
from 63 000 down to less than 0.04 pm.

Total Organic Carbon (TOC)

Sediment samples were analysed for TOC by Element Materials Technology. The dry,
homogenised sample was treated with hydrochloric acid, then rinsed with deionised water to
remove mineral carbon. The sample was then combusted in an Eltra TOC furnace/analyser in
the presence of oxygen. Organic carbon was oxidised to CO, and measured by
non-dispersive infra-red analysis. This method does not quantify volatile organic carbon,

" NE Atlantic Marine Biological Analytical Quality Control Coordinating Committee (NMBAQC) (2022). NE Atlantic marine biological analytical
quality control’s best practice guidance. Particle size analysis (PSA) for supporting biological analysis. NE Atlantic Marine Biological AQC
Coordinating Committee (NMBAQC). https://www.nmbaqcs.org/scheme-components/particle-size-analysis/reports.aspx

2 Wentworth, C. K. (1922). A scale of grade and class terms for clastic sediments. The Journal of Geology, 30(5), 377-392.

Appendix B | Page 1

269605-REP-04 02 | National Grid EGL5 Environmental Survey _Fjﬁnn



National Grid

which should be determined by another technique. The limit of detection for this method was
< 0.02 % w/w.

B.1.3 Total Organic Matter (TOM)

TOM content was determined by LOI; a pre-dried aliquot of the sediment was weighed
before being ignited in a muffle furnace at 450 °C for 4 hours. The organic content of the
sediment was then calculated using the weight difference from the original dry weight to the
ignited residue.

B.14 Hydrocarbon Analysis in Sediments
B.1.4.1 General Precautions

m  To effectively eliminate all possible sources of hydrocarbon contamination from the
analysis the following precautionary measures were taken prior to sample work-up:

= All solvents were purchased as high purity grade. Each batch was checked for purity by
concentrating approximately 400 mL down to a small volume (< 1 mL) and analysing by
gas chromatography (GC);

= All glassware was cleaned using an acid/base machine wash. The glassware was rinsed
with acetone prior to use;

m  Procedural blanks and a laboratory reference material were run with each batch. Certified
reference materials and replicate analyses were run within the project.

B.1.4.2 Ultrasonication Extraction for Hydrocarbons in Sediment

Sediment samples were thawed, homogenised and accurately weighed into a 250 mL conical
flask. A solution containing an appropriate amount of the following internal standards was
added to each sample using a microsyringe.

Aliphatic Standards Aromatic Standards

Heptamethylnonane De Naphthalene
D34 Hexadecane D10 Acenaphthene
D42 Eicosane D10 Phenanthrene
Squalane D1oPyrene

D12 Chrysene

D12 Perylene

Methanol (50 mL) and solvent were mixed with the sediment. Dichloromethane (DCM)
(60 mL) was then added and the sample mixed again. The flasks were then capped with
solvent cleaned aluminium foil and ultrasonicated for 30 minutes.

After being allowed to settle the solvent was decanted through a GF-C filter paperintoa 1L
separating funnel. The extract was then partitioned with 100 mL of DCM extracted distilled
water and the DCM layer run-off into a clean 500 mL round-bottomed flask. The ultrasonic
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extraction was repeated a further two times using 50 mL DCM and 15 minutes of

ultrasonication. Each time the filtered extract was partitioned with the remaining

methanol/water in the separating funnel. The DCM extracts were bulked and reduced in

volume to approximately 2 mL using a rotary evaporator, then further reduced to

approximately 1 mL under a gentle stream of nitrogen prior to clean-up.

Correction factors for wet/dry sediments were obtained by drying a subsample of the

homogenised sediment to constant weight at 105 °C.

Clean-Up of Extracts by Column Chromatography

Removal of polar material, including lipids was carried out using a silica gel column. The silica
gel used was 70 to 230 mesh which was heated at 400 °C for at least 4 hours to remove
impurities and residual moisture and then stored at 200 °C prior to use. The sample extract
was added to the silica gel column, containing 5 g of adsorbent and eluted with 35 mL of
DCM/pentane (1:2). The eluant was reduced in volume using the evaporator to approximately

2 mL, with activated copper powder (for removal of free sulphur), before being further

reduced under a gentle stream of nitrogen to an appropriate volume and analysed by both

GC and GC-MS.

Instrument

Column

Carrier Gas

Injector

Oven Temperature Programme

Source/Detector Temperature
Electron Energy
Selected lon Monitoring (SIM)

Dwell Time (per ion)

Gas Chromatography [GC]

HP 6890 Series GC with
7673 autoinjector

Gas Chromatography-Mass
Spectrometry [GC-MS]

HP 7890 Series GC with
autoinjector and 5977A MSD

100 %-dimethylpolysiloxane
bonded fused silica, 60 m, 0.25 pm
film thickness, 0.32 mm internal
diameter

(5 %phenyl)-methylpolysiloxane
bonded fused silica, 60 m, 0.32 pm
film thickness 0.25 mm internal
diameter

Hydrogen (constant flow
3.5 mL/min)

Hydrogen (constant flow
1.4 mL/min)

On-column (2 pL injection)

Splitless, 280 °C, split flow
40 mL/min, vent time 1.5 min
(1 pL injection)

) 60 °C -1 min
80 °C-2min .
. 60 °Cto 180 °C at 11 °C/min
80 °C to 320 °C at 18 °C/min )
. 180 °C to 260 °C at 6 °C/min
320 °C-13 min .
. 260 °Cto 320 °C at 6 °C/min
320 °Cto 350 °C at 30 °C/min .
330°C—-7 min
350 °C (FID) 230 °C
- 70 eV

9 groups - 6 ions per group

0.035 second
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B.1.4.4 Total Hydrocarbons by Gas Chromatography-Flame lonisation Detection (GC-FID)

B.1.4.5

B.1.4.6

B.1.4.7

The total hydrocarbon material present was quantified using response factors calculated from
the analysis of mixed oil standard solutions over an appropriate range. The UCM was
determined by subtracting the area of all the resolved peaks from the total hydrocarbon area
and applying the total hydrocarbon response factor. The MRV is 0.5 ug/g dry weight.

n-Alkanes, Pristane and Phytane

Calibration was undertaken using a range of n-alkane standard solutions containing the even
carbon number compounds between nCs; and nCss, and a range of suitable internal
standards. Individual response factors were calculated for each of the n-alkanes present in
the calibration solution. Response factors for the non-calibrated n-alkanes (and pristane and
phytane) were taken to be equivalent to closely eluting compounds. The MRV of individual
n-alkanes is 0.1 ng/g dry weight.

The n-alkanes between nCi2 and nCss were reported, as were the ranges between nCs, and
nCy and nCz1 and nCse. CPI values (the ratio of odd to even carbon numbered compounds)
for the same ranges were also calculated. Pristane and phytane (and associated ratio) were
also determined.

Polycyclic Aromatic Hydrocarbons (PAHs)

A full range of PAH and alkylated PAH were quantified as specified by Department of Trade
and Industry regulations (1993).2

Calibration was undertaken using a range of PAH standard solutions, a number of alkylated
PAH, dibenzothiophene and a range of suitable internal standards. Individual response
factors were calculated for each of the compounds present in the calibration solution.
Response factors for the non-calibrated alkylated PAH were taken to be equivalent to closely
related compounds. The MRV of individual and alkylated PAHs is 0.1 ng/g.

Metals in Sediments

Sediment samples were dried at 40 °C and then sieved to the required size fraction

(2000 um). Samples were subjected to an aqua regia microwave digestion. This acid mixture
allows a partial dissolution of metals and does not release those associated with the
alumino-silicate matrix of the sediment. The resulting digests were then analysed by
inductively coupled plasma — mass spectrometry (ICP-MS) for As, Cd, Cr, Cu, Hg, Ni, Pb, Sr
and Zn and inductively coupled plasma-optical emission spectrometry (ICP-OES) for Al, Ba,
Fe, Mn, P, and V.

RPS analysed the sediment samples for berrylium. Samples were dried at 40 °C and then
sieved to the required size fraction (2000 pm). Samples were subjected to a microwave

3 Department of Trade and Industry. (1993). Conditions for the discharge of oil contaminated cuttings resulting from offshore drilling.

Department of Trade and Industry (DTI).
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digestion using aqua regia with the resulting digests analysed by ICP-MS and/or inductively
coupled plasma — optical emission spectrometry (ICP-OES).

B.1.4.8 eDNA

Sediment samples were analysed for eukaryotes, bacteria and invertebrates. NatureMetrics
carried out laboratory extraction and sequencing. Fugro carried out additional data analysis
and interpretation.

The DNA collected was purified to remove polymerase chain reaction (PCR) inhibitors and
amplified with PCR for a hypervariable region of the 12S r-ribonucleic acid (ribosomial RNA)
gene to target fish (excluding sharks and rays).

DNA was extracted from the 0.8 um PES filters using a DNeasy Blood and Tissue Kit (Qiagen).
A negative control, consisting of molecular-grade water, was processed with each batch of
samples to monitor for exogenous DNA contamination. Replicate PCRs were performed for
each sample and extraction blank, using a two-step PCR protocol. Positive and negative
controls, consisting of proprietary synthetic sequences (that do not match known biological
records) and PCR-grade water, respectively, were included with every PCR plate to verify
amplification performance. Amplification was performed with commercially available Hot
Start DNA polymerases targeting the mitochondrially encoded Cytochrome c oxidase subunit
| (mt-COl) gene for the target taxa, and the resulting products were sequenced on an Illlumina
MiSeq system using a V3 600-cycle reagent kit. Initial DNA sequences from different samples
were separated and prepared using specialised software.
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c1 Survey Log

Projection: ETRS 1989 UTM Zone 30N 3°W/ 31N 3°E

Actual Location (30N) Actual Location (31N) Redox Potential

Station | Waypoint Sample Type ‘ ‘ . ‘ Direction e EaEe Description Biotope Notes
Easting Northing Easting Northing [°C]
04/12/2025 | 082400 | STO2 | 4 PC/FA/FB | PSD/HM/HC/eDNA | 182 7213572 | 59075550 | 3212741 | 59057643 | SW ) - . gﬁ;lrsf‘:aj:]::t":h very W | ustra foliacea
04/12/2025 | 09:02:00 | STO5 5 PC/FA/FB | PSD/HM/HC/eDNA | 3&4 7214681 | 59076087 | 3213891 | 59058085 | SW 14.8 131 7.01 ff;';‘:n";’:; very few shell
04/12/2025 | 09:33:00 | STO6 6 PC/FA/FB | PSD/HM/HC 586 7215646 | 59073655 | 3214649 | 59055581 | SW 14.6 183 7.00 Sand with shell fragments
04/12/2025 | 10:10:00 | STO4 7 PC/FA/FB | PSD/HM/HC 788 7214022 | 59078140 | 3213406 | 59060186 | SW 14.9 177 7.12 Sand
04/12/2025 | 10:36:00 | STO1 8 PC/FA/FB | PSD/HM/HC 9810 7212729 | 59077677 | 3212079 | 59059833 | SW 14.9 114 7.05 Coarse sand
04/12/2025 | 11:30:00 | STO7 9 PC/FA/FB | PSD/HM/HC 1M&12 | 7214166 | 59078705 | 3213597 | 59060737 | SW 14.5 163 7.07 Fine sand
04/12/2025 | 11:50:00 | STO8 10 PC/FA/FB | PSD/HM/HC/eDNA | 13&14 | 7215268 | 59076151 | 3214481 | 59058100 | SW 15 194 7.08 Fine sand
04/12/2025 | 12:10:00 | STO9 1 PC/FA/FB | PSD/HM/HC 15&16 | 7216296 | 59073530 | 3215285 | 59055402 | SW 152 183 7.12 Fine sand
04/12/2025 | 13:10:00 | STO3 12 PC/FA/FB | PSD/HM/HC 17&18 | 7214717 | 59073247 | 3213689 | 59055253 | SW 14.7 137 7.17 Coarse sand with pebbles
05/12/2025 | 10:21:00 | STO4A | 13 PC/FA/FB | PSD/HM/HC 7213461 | 59077832 | 3212822 | 5905992.6 | SW - - - Fine sand
05/12/2025 | 10:56:00 | STOSA | 14 PC/FA/FB | PSD/HM/HC/eDNA 7214274 | 59075884 | 3213469 | 5905791.8 | SW - - - Compact fine sand
05/12/2025 | 12:06:00 | STO9A | 15 PC/FA/FB | PSD/HM/HC 7216163 | 59074039 | 3215196 | 59055921 | SW - - - Coarse sand
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C2 Photo Log

Projection: ETRS 1989 UTM Zone 30N 3°W /31N 3°E

Actual Location (30N) Actual Location (31N)

Time [UTC] Station Waypoint Sample Type Photo Number Direction Description
Easting Northing Easting Northing

05/12/2025 08:28:00 - 1 Still - 1 721 216.9 5907 742.2 321 150.0 5905 962.6 NE Main beach entrance
05/12/2025 08:33:00 - 2 Still - 2 7212245 5907 748.2 3211581 5905 967.9 SwW Sand dunes and foliage
05/12/2025 08:34:00 - 3 Still - 3 7212384 5907 739.7 3211712 59059583 NA Gravel
05/12/2025 - - 4 Video - - 721 266.9 5907 684.5 321 195.0 5905 900.9 SwW Video 1
05/12/2025 08:38:00 - 5 Still - 4 7212810 5907 676.8 321208.4 5905 892.1 NA Shells on upper beach
05/12/2025 - - 6 Video - - 721 300.5 5907 629.9 3212239 5905 843.7 NE Video 2
05/12/2025 08:47:00 - 7 Still - 5 721 366.9 5907 482.6 321 277.7 5905 691.3 NA Second beach entrance
05/12/2025 08:50:00 - 8 Still - 6 721 397.7 5907 4555 321 306.1 5905 661.8 NA Flustra sp.
05/12/2025 08:57:00 - 9 Still - 7 721 462.7 5907 330.2 321 360.4 59055315 N End of corridor
05/12/2025 08:59:00 - 10 Still - 8 721 469.2 5907 335.8 3213673 5905 536.5 NE Sediment closeup 1
05/12/2025 - - 11 Video - - 7214823 5907 353.1 321 381.8 5905 552.7 NE Video 3
05/12/2025 09:04:00 - 12 Still - 10 721 502.8 5907 380.0 321 404.5 5905 577.8 NE Whelk (Buccinidae)
05/12/2025 09:06:00 - 13 Still - 11 721 499.1 5907 393.8 3214019 5905 591.8 N Tide
05/12/2025 09:08:00 - 14 Still - 12 721 495.2 5907 407.7 321399.2 5905 606.0 N Sediment closeup 2
05/12/2025 09:10:00 - 15 Still - 13 7214793 5907 463.4 321 388.1 5905 662.8 SE Sediment closeup 3
05/12/2025 09:14:00 - 16 Still - 14 721 419.0 5907 415.2 3213240 5905619.9 w Strand line
05/12/2025 - - 17 Video - 15 721 397.7 5907 517.0 3213113 5905 723.0 N Video 4
05/12/2025 09:21:00 - 18 Still - 16 721 387.0 5907 587.7 321 306.6 5905 794.4 NW Water Channel
05/12/2025 09:22:00 - 19 Still - 17 7213829 5907 585.2 3213023 5905 792.2 w Sand ridge
05/12/2025 09:24:00 - 20 Still - 18 7213889 5907 619.2 3213111 5905 825.6 NA Razor clam shells (Ensis sp.)
05/12/2025 - - 21 Video - - 721 366.8 5907 711.1 321 296.8 5905919.0 N Video 5
05/12/2025 09:31:00 - 22 Still - 19 721 322.8 5907 768.6 321 257.7 5905 980.0 w Beach entrance
05/12/2025 09:32:00 - 23 Still - 20 7213204 5907 776.0 321 256.0 5905 987.6 NA Razor clam shells 2 (Ensis sp.)
05/12/2025 09:39:00 - 24 Still - 21 7213783 5907 820.2 3213174 5906 026.7 NE Tide 2
05/12/2025 09:42:00 - 25 Still - 22 7214423 5907 707.0 321371.6 5905 908.7 w Overall beach view
05/12/2025 - - 26 Video - - 721 527.6 5907 497.5 3214391 5905 692.7 NA Video 6
05/12/2025 - - 27 Video - - 7216103 5907 394.6 321512.8 5905 583.3 NA Video 7
05/12/2025 13:21:00 - 28 Still - 23 7215970 5907 419.2 321501.6 5905 608.9 NA Exposed rock
05/12/2025 13:21:00 - 29 Still - 24 721592.8 5907 467.1 3215014 5905 657.0 NA Flustra sp.
05/12/2025 13:25:00 - 30 Still - 25 721 556.7 5907 562.4 3214735 5905 754.9 N Low tide
05/12/2025 13:25:00 - 31 Still - 26 721 541.8 5907 589.1 321 460.8 5905 782.8 NA Sediment close up 4
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Sediment Particle Size and

Sediment Surface Photographs
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D.1 Sediment Particle Size Data

Test Results: Particle Size Distribution by Dry Sieving (63000 - 1000 um) and Laser Diffraction (< 1000 - < 0.98 um) @ 0.5 Phi Intervals

SAMPLE ID: STO1 ST02 ‘ STO3 STO4A STO5A ST06 STO7 STO8 ST09A
LAB ID: WL046965 WL046966 ‘ WL046967 WL046968 WL046969 WL046970 WL046971 WL046972 WL046973
Aperture Fractional Fractional Fractional Fractional Fractional Fractional Fractional Fractional Fractional
[Hm] [%] ) ) ) [%] [%] ) [%] )
63000 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00
45000 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00
31500 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00
22400 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00
16000 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00
11200 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00
8000 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00
5600 0.00 0.00 0.36 0.00 0.07 0.00 0.00 0.00 0.00
4000 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00
2800 0.00 0.00 0.46 0.00 0.01 0.00 0.00 0.09 0.10
2000 0.00 0.01 0.86 0.02 0.05 0.08 0.10 0.34 0.17
1400 0.00 0.04 2.39 0.07 0.08 0.08 0.11 0.36 0.41
1000 0.13 0.42 9.70 0.14 0.17 0.26 0.18 0.59 0.83
707.11 27.07 24.92 30.57 4.52 2.93 1.50 0.05 1.44 5.58
500.00 43.69 44.05 32.78 19.45 17.31 11.33 2.88 10.00 13.04
353.55 25.63 26.89 18.93 34.06 34.94 28.63 16.59 25.52 21.95
250.00 3.45 3.63 3.88 29.15 31.50 34.52 34.24 33.20 26.13
176.78 0.03 0.03 0.07 11.46 11.97 19.75 31.78 22.18 20.64
125.00 0.00 0.00 0.00 1.14 0.99 3.83 12.98 6.11 9.57
88.39 0.00 0.00 0.00 0.00 0.00 0.01 1.11 0.18 1.57
62.50 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.02
4419 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00
31.25 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00
22.10 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00
15.63 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00
11.05 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00
7.81 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00
5.52 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00
3.91 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00
2.76 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00
1.95 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00
1.38 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00
0.98 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00
<0.98 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00
TOTAL: 100.00 100.00 100.00 100.00 100.00 100.00 100.00 100.00 100.00
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D.2 Sediment Particle Size Certificate
Click on icon below to open Sediment Particle Size Certificate.

D.2 Sediment
Particle Size Certifice
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Certificate of Analysis

Certificate Number

EP/26/5149 Revision Number

Job Number

F269605

Job Reference

National Grid Intertidal Survey

Prepared For

Prepared By

National Grid

Adam Burtonshaw
Fugro GB Limited

Hamilton Road

Trafalgar Wharf (Unit 16)

Portchester

Portsmouth

PO6 4PX

United Kingdom

Phone: +44 (0) 2392 205500

Web: www.fugro.com
Sampling Undertaken By | Fugro Sampling Date 04/12/2025 - 05/12/2026
Date of Receipt 10/12/2025 Date of Analysis 05/02/2026 — 12/02/2026

Sample Matrix

Marine Sediments

Method Reference

Particle Size Distribution by Dry Sieving — UK-SED-TCH-WI-001 based on NMBAQC's Best
Practice Guidance - Particle Size Analysis (PSA) for Supporting Biological Analysis 2022 and
UK-SED-TCH-WI-002 based on BS 1377: Part 1: 2016 and Part 2: 1990 (withdrawn).

Particle Size Distribution by Laser Diffraction — UK-SED-TCH-WI-006 based on NMBAQC's
Best Practice Guidance - Particle Size Analysis (PSA) for Supporting Biological Analysis 2022

and BS SO 13320: 2020.

Test Results

Refer to page 2 of 2

Refer to Excel results file for laser diffraction metadata.

Laboratory Comments

Deviating Codes:

None

Authorised Signature

L. flrt—

Name James Hutchinson
Position Sediment Laboratory Manager
Issue Date 12/02/2026

Sub|ndicates subcontracted test

Further information on methods of analysis may be obtained from the above address
Opinions and interpretations expressed herein are outside the scope of UKAS accreditation
Test results reported relate only to those items tested

Test results reported specifically refer to sample(s) tested as received unless otherwise stated

DSIndicates relevant Deviating Code applies to test results

A UKAS
TESTING

LABORATORY

UKAS

TESTING
0919

Registered in England: Fugro House, Hithercroft Road, Wallingford, Oxfordshire, OX10 9RB, UK
Registered in England No. 1135456 | VAT No. GB 579 3459 84
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TEST RESULTS

Test Results: Particle Size Distribution by Dry Sieving (63000 - 1000 um) and Laser Diffraction (< 1000 - < 0.98 um) @ 0.5 Phi Intervals

Job Number: F269605

Job Reference: National Grid Intertidal Survey

SAMPLE ID: STO1 ST02 STO03 STO4A STO5A ST06 STO07 STO8 STO9A
LAB ID: WL046965 WL046966 WL046967 WL046968 WL046969 WL046970 WL046971 WL046972 WL046973
Aperture [pm] Fractional [%] |Fractional [%] [|Fractional [%] |Fractional [%] |Fractional [%] |Fractional [%] |Fractional [%] [|Fractional [%] |Fractional [%]
63000 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00
45000 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00
31500 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00
22400 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00
16000 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00
11200 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00
8000 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00
5600 0.00 0.00 0.36 0.00 0.07 0.00 0.00 0.00 0.00
4000 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00
2800 0.00 0.00 0.46 0.00 0.01 0.00 0.00 0.09 0.10
2000 0.00 0.01 0.86 0.02 0.05 0.08 0.10 0.34 0.17
1400 0.00 0.04 2.39 0.07 0.08 0.08 0.11 0.36 041
1000 0.13 0.42 9.70 0.14 0.17 0.26 0.18 0.59 0.83
707.11 27.07 2492 30.57 4.52 2.93 1.50 0.05 144 5.58
500.00 43.69 44.05 32.78 19.45 17.31 11.33 2.88 10.00 13.04
353.55 25.63 26.89 18.93 34.06 3494 28.63 16.59 25.52 21.95
250.00 345 3.63 3.88 29.15 31.50 34.52 34.24 33.20 26.13
176.78 0.03 0.03 0.07 11.46 11.97 19.75 31.78 22.18 20.64
125.00 0.00 0.00 0.00 1.14 0.99 3.83 12.98 6.11 9.57
88.39 0.00 0.00 0.00 0.00 0.00 0.01 1.11 0.18 1.57
62.50 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.02
44.19 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00
31.25 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00
22.10 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00
15.63 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00
11.05 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00
7.81 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00
5.52 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00
3.91 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00
2.76 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00
1.95 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00
1.38 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00
0.98 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00
< 0.98 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00
TOTAL: 100.00 100.00 100.00 100.00 100.00 100.00 100.00 100.00 100.00
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D.3  Sediment Particle Size and Sediment Surface Photographs

STATION: STO1

FRACTIONAL DATA

Aperture Aperture Fractional Cumulative
[pm] [phi] [%] [%]
63 000 -6.00 0.00 0.00
45 000 -5.50 0.00 0.00
31500 -5.00 0.00 0.00
22 400 -4.50 0.00 0.00
16 000 -4.00 0.00 0.00
11 200 -3.50 0.00 0.00
8000 -3.00 0.00 0.00
5600 -2.50 0.00 0.00
4000 -2.00 0.00 0.00
2800 -1.50 0.00 0.00
2000 -1.00 0.00 0.00
1400 -0.50 0.00 0.00
1000 0.00 0.13 0.13
707.11 0.50 27.07 27.20
500.00 1.00 43.69 70.89
353.55 1.50 25.63 96.52
250.00 2.00 3.45 99.97
176.78 2.50 0.03 100.00
125.00 3.00 0.00 100.00
88.39 3.50 0.00 100.00
62.50 4.00 0.00 100.00
44,19 4.50 0.00 100.00
31.25 5.00 0.00 100.00
22.10 5.50 0.00 100.00
15.63 6.00 0.00 100.00
11.05 6.50 0.00 100.00
7.81 7.00 0.00 100.00
5.52 7.50 0.00 100.00
3.91 8.00 0.00 100.00
2.76 8.50 0.00 100.00
1.95 9.00 0.00 100.00
1.38 9.50 0.00 100.00
0.98 10.00 0.00 100.00
< 0.98 > 10.00 0.00 100.00
Total 100.00 o
Mode 1 [pm]* 604 Coarse sand
50 100 T ——
Mode 2 [um]* - -
—f Mode 3 [um]* - -
40 80 Median [um]* 590
e Coarse sand
< _ Median [phi]* 0.76
= X
:é » 1 GOE M >86 Coarse sand
8 kS Mean [phi]*' 0.77
£ £ . 0
s 903 Sorting [um] 137 |Well sorted
Sorting [phi]" 0.45
10 20 Skewness [um]" -0.03 )
_— Symmetrical
/ Skewness [phil’ _ I
0 L 0 Gravel [%]’ 0.00
S eaii EBBEEEEIErEAnERi NG ERETRRE, sand [%]' 100.00  |Sand
Aperture [um] Fines [%]’ 0.00
phpdbbebban B a LN R0 R
Aperture [phi] Notes
olslelzzlelslol=z]zls]ol=]z]s a o Particle Size Distribution by Dry Sieving (63 000 um - 1000 pm) and Laser
s fw § ;i : é ﬁ % % @ é; % % g é; 2 ;i Diffraction (< 1000 um - < 0.98 ym) at 0.5 phi Intervals
° % 3 ° § ? a ? 3 *=Particle size expressed in accordance with Wentworth (1922) scale
° Pebble ° Sand Silt 1 = Statistics calculated using Folk and Ward (1957) method
Wentworth (1922) Description 1 =Description based on BGS modified Folk classification (Long, 2006)
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STATION: ST02

FRACTIONAL DATA

Aperture ‘ Aperture ‘ Fractional ‘ Cumulative
[um] [phi] [%] [%]
63 000 -6.00 0.00 0.00
45 000 -5.50 0.00 0.00
31500 -5.00 0.00 0.00
22 400 -4.50 0.00 0.00
16 000 -4.00 0.00 0.00
11200 -3.50 0.00 0.00
8000 -3.00 0.00 0.00
5600 -2.50 0.00 0.00
4000 -2.00 0.00 0.00
2800 -1.50 0.00 0.00
2000 -1.00 0.01 0.01
1400 -0.50 0.04 0.05
1000 0.00 0.42 0.47
707.11 0.50 24.92 25.39
500.00 1.00 44.05 69.44
353.55 1.50 26.89 96.33
250.00 2.00 3.63 99.97
176.78 2.50 0.03 100.00
125.00 3.00 0.00 100.00
88.39 3.50 0.00 100.00
62.50 4.00 0.00 100.00
44.19 4.50 0.00 100.00
31.25 5.00 0.00 100.00
22.10 5.50 0.00 100.00
15.63 6.00 0.00 100.00
11.05 6.50 0.00 100.00
7.81 7.00 0.00 100.00
5.52 7.50 0.00 100.00
3.91 8.00 0.00 100.00
2.76 8.50 0.00 100.00
1.95 9.00 0.00 100.00
1.38 9.50 0.00 100.00
0.98 10.00 0.00 100.00
< 0.98 > 10.00 0.00 100.00
Total 100.00 =
Mode 1 [pm]* 604 Coarse sand
50 100 |
Mode 2 [um]* - -
M Mode 3 [um]* - -
40 & Median [pm]* 583
—_— Coarse sand
< _ Median [phi]* 0.78
= X
:é * u SOE % 279 Coarse sand
8 ] 5 Mean [phi]*' 0.79
£ £ . t
S* 3 Sorting [um] 137 Well sorted
Sorting [phi]’ 0.45
10 20 Skewness [um]" -0.02 .
—_—— Symmetrical
Skewness [phi]" 0.02
0 —l— 0 Gravel [%]' 0.01
RS EEEEEEEEE EEH S LR R R sand [%]' 99.99 |sand
Aperture [um] Fines [%]* 0.00
Aperture [phi] Notes
olslolzslzlalslelzlzls gl=lz s o |n Particle Size Distribution by Dry Sieving (63 000 um - 1000 pm) and Laser
g< 8L LRERES fle L 2 e Aol 2 ;i Diffraction (< 0000 pm - < 0.98 ym) at 0.5 phi Intervals
’ § 3 ° § : 8 : 8 *=Particle size expressed in accordance with Wentworth (1922) scale
- Pebble : Sand site 1 = Statistics calculated using Folk and Ward (1957) method
Wentworth (1922) Description 1 =Description based on BGS modified Folk classification (Long, 2006)
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STATION: STO3 FRACTIONAL DATA

Aperture Aperture Fractional Cumulative
[um] [phi] 1%] [%]
63 000 -6.00 0.00 0.00
45 000 -5.50 0.00 0.00
31500 -5.00 0.00 0.00
22 400 -4.50 0.00 0.00
16 000 -4.00 0.00 0.00
11200 -3.50 0.00 0.00
8000 -3.00 0.00 0.00
5600 -2.50 0.36 0.36
4000 -2.00 0.00 0.36
2800 -1.50 0.46 0.81
2000 -1.00 0.86 1.68
1400 -0.50 2.39 4.06
1000 0.00 9.70 13.76
707.11 0.50 30.57 44.33
500.00 1.00 32.78 77.12
353.55 1.50 18.93 96.04
250.00 2.00 3.88 99.93
176.78 2.50 0.07 100.00
125.00 3.00 0.00 100.00
88.39 3.50 0.00 100.00
62.50 4.00 0.00 100.00
44.19 4.50 0.00 100.00
31.25 5.00 0.00 100.00
22.10 5.50 0.00 100.00
15.63 6.00 0.00 100.00
11.05 6.50 0.00 100.00
7.81 7.00 0.00 100.00
5.52 7.50 0.00 100.00
3.91 8.00 0.00 100.00
2.76 8.50 0.00 100.00
1.95 9.00 0.00 100.00
1.38 9.50 0.00 100.00
0.98 10.00 0.00 100.00
< 0.98 > 10.00 0.00 100.00
Total 100.00 -
Mode 1 [pm]* 604 Coarse sand
50 100 P
Mode 2 [um]* - -
[ Mode 3 [um]* - -
40 8 Median [pm]* 666
—_— Coarse sand
—_ Median [phi]* 0.59
§30 ] 60X o 659
'é 2 Stk Coarse sand
8 = Mean [phi]*' 0.60
g-20 40 E i . 1.49
S ] S Sorting [um]___ : Moderately well sorted
Sorting [phi]’ 0.58
10 20 Skewness [um]" 0.02 .
—_— Symmetrical
Skewness [phi]’ -0.02
0 4*! —l— 0 Gravel [%]' 1.68
S E R EEEL RIS T sand [%]' 9832 |Sand
Aperture [um] Fines [%]’ 0.00
LR R R R Nl B = i e i o g A A ARl I
Aperture [phi] Notes
olzlolz zlelslolzlz slglz]zls a g P article Size Distribution by Dry Sieving (63 000 pm - 1000 pm) and Laser
gt LR s s 8 gk g 0% Diffraction (< 1000 pm - < 0.98 um) at 0.5 phi Intervals
’ § 3 ® § 3 3 3 8 *=Particle size expressed in accordance with Wentworth (1922) scale
ul Pebble : Sand silt 1 = Statistics calculated using Folk and Ward (1957) method
Wentworth (1922) Description 1 =Description based on BGS modified Folk classification (Long, 2006)
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STATION: STO4A

FRACTIONAL DATA

Aperture Aperture Fractional Cumulative
[pm] [%] [%]
63 000 -6.00 0.00 0.00
45 000 -5.50 0.00 0.00
31500 -5.00 0.00 0.00
22 400 -4.50 0.00 0.00
16 000 -4.00 0.00 0.00
11200 -3.50 0.00 0.00
8000 -3.00 0.00 0.00
5600 -2.50 0.00 0.00
4000 -2.00 0.00 0.00
2800 -1.50 0.00 0.00
2000 -1.00 0.02 0.02
1400 -0.50 0.07 0.09
1000 0.00 0.14 0.23
707.11 0.50 4.52 4.74
500.00 1.00 19.45 24.19
353.55 1.50 34.06 58.25
250.00 2.00 29.15 87.40
176.78 2.50 11.46 98.86
125.00 3.00 1.14 100.00
88.39 3.50 0.00 100.00
62.50 4.00 0.00 100.00
44.19 4.50 0.00 100.00
31.25 5.00 0.00 100.00
22.10 5.50 0.00 100.00
15.63 6.00 0.00 100.00
11.05 6.50 0.00 100.00
7.81 7.00 0.00 100.00
5.52 7.50 0.00 100.00
3.91 8.00 0.00 100.00
2.76 8.50 0.00 100.00
1.95 9.00 0.00 100.00
1.38 9.50 0.00 100.00
0.98 10.00 0.00 100.00
< 0.98 > 10.00 0.00 100.00
Total 100.00 =
Mode 1 [um]’ 427 Medium sand
50 100 RS
Mode 2 [um]’ - -
[ Mode 3 [um]’ - -
40 80 T
’ Medlan [um] 385 Medium sand
< _ Median [phi]’ 1.38
[ 9 —_——
:é * ] 60.§ % 387 Medium sand
g kS Mean [phi] 1.37
£ £ o +
3% “3 % 148 Moderately well sorted
} sorting (phil”__[ICED
10 [ B 20 Skewness [um]’* -0.01 symmetrical
ﬂ Skewness [phil’ L
0 =i 0 Gravel [%]" 0.02
THEeNa289888r380RIpBREERNcanbNanRl #
2855335288888, :5928azRanR=N2a588g Sand [%]" 99.98  |Sand
Aperture [um] Fines [%]# 0.00
Aperture [phi] Notes
olslolzlalelslolzlalslolz]als o g Particle Size Distribution by Dry Sieving (63 000 um - 1000 pm) and Laser
£ 21 ; RS % : ik % : ) < Diffraction (< 1000 um - <0.98 ym) at 0.5 phi Intervals
% % ° ° *=Particle size expressed in accordance with Wentworth (1922) scale
Pebble Sand Sile T = Statistics calculated using Folk and Ward (1957) method
Wentworth (1922) Description 1 =Description based on BGS modified Folk classification (Long, 2006)
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STATION: STO5A

PARTICLE SIZE DISTRIBUTION

National Grid

FRACTIONAL DATA

Aperture Aperture Fractional Cumulative
[um] [phi] [%] [%]
63 000 -6.00 0.00 0.00
45 000 -5.50 0.00 0.00
31 500 -5.00 0.00 0.00
22 400 -4.50 0.00 0.00
16 000 -4.00 0.00 0.00
11200 -3.50 0.00 0.00
8000 -3.00 0.00 0.00
5600 -2.50 0.07 0.07
4000 -2.00 0.00 0.07
2800 -1.50 0.01 0.08
2000 -1.00 0.05 0.13
1400 -0.50 0.08 0.20
1000 0.00 0.17 0.37
707.11 0.50 2.93 3.30
500.00 1.00 17.31 20.61
353.55 1.50 34.94 55.55
250.00 2.00 31.50 87.05
176.78 2.50 11.97 99.01
125.00 3.00 0.99 100.00

88.39 3.50 0.00 100.00
62.50 4.00 0.00 100.00
44.19 4.50 0.00 100.00
31.25 5.00 0.00 100.00
22.10 5.50 0.00 100.00
15.63 6.00 0.00 100.00
11.05 6.50 0.00 100.00
7.81 7.00 0.00 100.00
5.52 7.50 0.00 100.00
3.91 8.00 0.00 100.00
2.76 8.50 0.00 100.00
1.95 9.00 0.00 100.00
1.38 9.50 0.00 100.00
0.98 10.00 0.00 100.00
< 0.98 > 10.00 0.00 100.00
Total 100.00 =

SUMMARY STATISTICS
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Mode 1 [pm]* 427 Medium sand
50 100 P
Mode 2 [um]* - -
Mode 3 [um]* - -
40 80 T
' Median [pm]* 374 )
U — Medium sand
= Median [phi]* 1.42
2 — - e —
gao 60% Mean [um]*' 376
E= 2 e ] Medium sand
g X Mean [phi]* 1.41
£ £ q +
620 405 Sorting [um] 1.46
v © L' Moderately well sorted
Sorting [phi] 0.54
10 20 Skewness [um]" 0.00 )
= —— Symmetrical
J} Skewness [phi] 0.00
0 = 0 Gravel [%]' 0.13
R F L RN S -5 S 9937 sand
8885833883888 5,58883akang "N aREEg Sand [%] . an
Aperture [um] Fines [%]’ 0.00
ShLttbEbtossBEE0EEELEEEE80EEE8882]
8
Aperture [phi] Notes
olslelzlzlels|elzlzls]elz]z]s o |p P article Size Distribution by Dry Sieving (63 000 pm - 1000 pm) and Laser
S g e P IE S il s ldlElT e g Diffraction (< 1000 um - < 0.98 um) at 0.5 phi Intervals
IS El w9 El El El Ey
g g 3 s *= Particle size expressed in accordance with Wentworth (1922) scale
Pebble Sand Silt 1 = Statistics calculated using Folk and Ward (1957) method
Wentworth (1922) Description 1 =Description based on BGS modified Folk classification (Long, 2006)
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National Grid

STATION: ST06 FRACTIONAL DATA

Aperture Aperture Fractional Cumulative
[um] [phil 1%] 1%]
63 000 -6.00 0.00 0.00
45 000 -5.50 0.00 0.00
31500 -5.00 0.00 0.00
22 400 -4.50 0.00 0.00
16 000 -4.00 0.00 0.00
11200 -3.50 0.00 0.00
8000 -3.00 0.00 0.00
5600 -2.50 0.00 0.00
4000 -2.00 0.00 0.00
2800 -1.50 0.00 0.00
2000 -1.00 0.08 0.08
1400 -0.50 0.08 0.16
1000 0.00 0.26 0.43
707.11 0.50 1.50 1.93
500.00 1.00 11.33 13.26
353.55 1.50 28.63 41.89
250.00 2.00 34.52 76.41
176.78 2.50 19.75 96.16
125.00 3.00 3.83 99.99
88.39 3.50 0.01 100.00
62.50 4.00 0.00 100.00
44.19 4.50 0.00 100.00
31.25 5.00 0.00 100.00
22.10 5.50 0.00 100.00
15.63 6.00 0.00 100.00
11.05 6.50 0.00 100.00
7.81 7.00 0.00 100.00
5.52 7.50 0.00 100.00
3.91 8.00 0.00 100.00
2.76 8.50 0.00 100.00
1.95 9.00 0.00 100.00
1.38 9.50 0.00 100.00
0.98 10.00 0.00 100.00
< 0.98 > 10.00 0.00 100.00
Total 100.00 -
Mode 1 [pm]* 302 Medium sand
50 100 P
Mode 2 [um]* - -
[ Mode 3 [um]* - -
40 80 Median [pm]* 326 .
—_— Medium sand
_ _ Median [phi]* 1.62
230 6032 +
§ 2 Mean (uml*  BEEE Medium sand
’g_ § Mean [phi]*' 1.62
£ . t
§ 20 0 S Sorting [um]___ 148 Moderately well sorted
Sorting [phi]" 0.56
10 20 Skewness [um]" 0.03 .
—_— Symmetrical
7 Skewness [phi]’ -0.03
o Y. N 0 Gravel [%]' 0.08
S E R EEEL RIS T sand [%]' 99.92  |Sand
Aperture [um] Fines [%]’ 0.00
LR R R R Nl B = i e i o g A A ARl I
Aperture [phi] Notes
olzlolz zlelslolzlz slglz]zls a g P article Size Distribution by Dry Sieving (63 000 pm - 1000 pm) and Laser
gt LR s s 8 gk g 0% Diffraction (< 1000 pm - < 0.98 um) at 0.5 phi Intervals
’ § 3 ® § 3 3 3 8 *=Particle size expressed in accordance with Wentworth (1922) scale
ul Pebble : Sand silt 1 = Statistics calculated using Folk and Ward (1957) method
Wentworth (1922) Description 1 =Description based on BGS modified Folk classification (Long, 2006)
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STATION: STO7 FRACTIONAL DATA

Aperture Aperture Fractional Cumulative
[um] [phi] 1%] [%]
63 000 -6.00 0.00 0.00
45 000 -5.50 0.00 0.00
31500 -5.00 0.00 0.00
22 400 -4.50 0.00 0.00
16 000 -4.00 0.00 0.00
11200 -3.50 0.00 0.00
8000 -3.00 0.00 0.00
5600 -2.50 0.00 0.00
4000 -2.00 0.00 0.00
2800 -1.50 0.00 0.00
2000 -1.00 0.10 0.10
1400 -0.50 0.11 0.21
1000 0.00 0.18 0.38
707.11 0.50 0.05 0.43
500.00 1.00 2.88 3.31
353.55 1.50 16.59 19.90
250.00 2.00 34.24 54.14
176.78 2.50 31.78 85.91
125.00 3.00 12.98 98.89
88.39 3.50 1.11 100.00
62.50 4.00 0.00 100.00
44.19 4.50 0.00 100.00
31.25 5.00 0.00 100.00
22.10 5.50 0.00 100.00
15.63 6.00 0.00 100.00
11.05 6.50 0.00 100.00
7.81 7.00 0.00 100.00
5.52 7.50 0.00 100.00
3.91 8.00 0.00 100.00
2.76 8.50 0.00 100.00
1.95 9.00 0.00 100.00
1.38 9.50 0.00 100.00
0.98 10.00 0.00 100.00
< 0.98 > 10.00 0.00 100.00
Total 100.00 -
Mode 1 [pm]* 302 Medium sand
50 100 P
Mode 2 [um]* - -
[ Mode 3 [um]* - -
40 ' 80 Median [pm]* 261 )
—_— Medium sand
—_ Median [phi]* 1.94
£ i 60X " 262
'é 2 Mean [uml” Medium sand
8 = Mean [phi]*' 1.93
g-20 40 E i . 1.46
S S Sorting [um]____ . Moderately well sorted
| Sorting [phi]’ 0.54
10 20 Skewness [um]" 0.01 )
—_— Symmetrical
Skewness [phi]’ -0.01
0 —ﬁ - 0 Gravel [%]' 0.10
S E R EEEL RIS T sand [%]' 99.90 |Sand
Aperture [um] Fines [%]’ 0.00
LR R R R Nl B = i e i o g A A ARl I
Aperture [phi] Notes
olslaolzlzlelsleolzlals]olzlzls o o P article Size Distribution by Dry Sieving (63 000 pm - 1000 pm) and Laser
g2z |2 LR |2 L ;& LA g Diffraction (< 000 pm - < 0.98 um) at 0.5 phi Intervals
’ § 3 ® § 3 3 3 8 *=Particle size expressed in accordance with Wentworth (1922) scale
ul Pebble : Sand st 1 = Statistics calculated using Folk and Ward (1957) method
Wentworth (1922) Description 1 =Description based on BGS modified Folk classification (Long, 2006)
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STATION: STO8

FRACTIONAL DATA

Aperture Aperture Fractional Cumulative
[pm] [%] [%]
63 000 -6.00 0.00 0.00
45 000 -5.50 0.00 0.00
31500 -5.00 0.00 0.00
22 400 -4.50 0.00 0.00
16 000 -4.00 0.00 0.00
11200 -3.50 0.00 0.00
8000 -3.00 0.00 0.00
5600 -2.50 0.00 0.00
4000 -2.00 0.00 0.00
2800 -1.50 0.09 0.09
2000 -1.00 0.34 0.43
1400 -0.50 0.36 0.78
1000 0.00 0.59 1.37
707.11 0.50 1.44 2.81
500.00 1.00 10.00 12.81
353.55 1.50 25.52 38.33
250.00 2.00 33.20 71.53
176.78 2.50 22.18 93.72
125.00 3.00 6.11 99.82
88.39 3.50 0.18 100.00
62.50 4.00 0.00 100.00
44.19 4.50 0.00 100.00
31.25 5.00 0.00 100.00
22.10 5.50 0.00 100.00
15.63 6.00 0.00 100.00
11.05 6.50 0.00 100.00
7.81 7.00 0.00 100.00
5.52 7.50 0.00 100.00
3.91 8.00 0.00 100.00
2.76 8.50 0.00 100.00
1.95 9.00 0.00 100.00
1.38 9.50 0.00 100.00
0.98 10.00 0.00 100.00
< 0.98 > 10.00 0.00 100.00
Total 100.00 =
Mode 1 [um]* 302 Medium sand
50 100 T —
Mode 2 [um]* - -
[ Mode 3 [um]* - -
40 80 Median [um]* 313 .
— Medium sand
< _ Median [phi]* 1.68
= X
:é * GOE M 31 Medium sand
g8 B s Mean [phi]*' 1.67
£ £ g t
S% 03 Sorting [um] 1.52 Moderately well sorted
Sorting [phi]’ 0.61
10 20 Skewness [um]' 0.04 i
_— Symmetrical
‘L Eomasg | 004
o 441 0 Gravel [%]' 0.43
Aperture [um] Fines [%]‘ 0.00
Aperture [phi] Notes
olslolzlalelslolzlzlslolzlzls A |n Particle Size Distribution by Dry Sieving (63 000 um - 1000 pm) and Laser
HENE SR AR RE NS SR N A SRR - Diffraction (< 1000 um - < 0.98 um) at 0.5 phi Intervals
° % 3 ° % 3 a 3 3 *=Particle size expressed in accordance with Wentworth (1922) scale
. Pebble - Sand Silt 1 = Statistics calculated using Folk and Ward (1957) method
Wentworth (1922) Description 1 =Description based on BGS modified Folk classification (Long, 2006)
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STATION: STO9A

PARTICLE SIZE DISTRIBUTION

50 /
40
R /
< 30
2
k=
g
S 20 B
v]
10 7
0 =
B E YN8 5B E238BbBIgBRRENGE RN ENGRRA
= = PSS 2oL Wi
c2ogoggggNSwWoaw o o = = b4
2885888665506 5hownwdobhala " "MTIVER,
888888 288888 &

Aperture [phi]

000k <

519600
asieon
wnipayy

as1007 fuap

suiy

snueIn

asieon
wnipayy
sury

sul Aiap
asieon

as1e0 Kiap

wnipajy

suiy

suld fuap

Pebble

Sand

Silt

Aepd

ploji©D

Wentworth (1922) Description

80

(o))
o
Cumulative [%]

IS
o

20
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National Grid

FRACTIONAL DATA

Aperture Aperture Fractional Cumulative
[um] [phi] [%] [%]
63 000 -6.00 0.00 0.00
45 000 -5.50 0.00 0.00
31 500 -5.00 0.00 0.00
22 400 -4.50 0.00 0.00
16 000 -4.00 0.00 0.00
11200 -3.50 0.00 0.00
8000 -3.00 0.00 0.00
5600 -2.50 0.00 0.00
4000 -2.00 0.00 0.00
2800 -1.50 0.10 0.10
2000 -1.00 0.17 0.27
1400 -0.50 0.41 0.68
1000 0.00 0.83 1.51
707.11 0.50 5.58 7.08
500.00 1.00 13.04 20.12
353.55 1.50 21.95 42.07
250.00 2.00 26.13 68.20
176.78 2.50 20.64 88.84
125.00 3.00 9.57 98.41

88.39 3.50 1.57 99.98
62.50 4.00 0.02 100.00
44.19 4.50 0.00 100.00
31.25 5.00 0.00 100.00
22.10 5.50 0.00 100.00
15.63 6.00 0.00 100.00
11.05 6.50 0.00 100.00
7.81 7.00 0.00 100.00
5.52 7.50 0.00 100.00
3.91 8.00 0.00 100.00
2.76 8.50 0.00 100.00
1.95 9.00 0.00 100.00
1.38 9.50 0.00 100.00
0.98 10.00 0.00 100.00
< 0.98 > 10.00 0.00 100.00
Total 100.00 =

SUMMARY STATISTICS

Mode 1 [pm]* 302 Medium sand
Mode 2 [um]* - -
Mode 3 [um]* - -
Median [pm]* 318 .
—_— Medium sand
Median [phi]* 1.65
M o 324
% Medium sand
Mean [phi]* 1.63
Sorti : 1.70
ey Al [pm]t Moderately sorted
Sorting [phi] 0.77

k . 0.06
— ewness [uml Symmetrical
Skewness [phi]’ -0.06
Gravel [%]' 0.27
Sand [%]" 99.73 Sand
Fines [%]’ 0.00

Notes

P article Size Distribution by Dry Sieving (63 000 pm - 1000 pm) and Laser
Diffraction (< 1000 um - < 0.98 um) at 0.5 phi Intervals
*=Particle size expressed in accordance with Wentworth (1922) scale
1 = Statistics calculated using Folk and Ward (1957) method
1 =Description based on BGS modified Folk classification (Long, 2006)
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National Grid

E.1 Gas Chromatography Traces

FID1 A, Front Signal (C\USERS\P..\1\DATA\N-ALK-CAL & F269605 BATCH 10 2026-02-12 12-47-38\269605-123.D)
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FID1 A, Front Signal (C:\USERS\P..\T'DATA\N-ALK-CAL & F269605 BATCH 10 2026-02-12 12-47-38\269605-125.D)
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FID1 A, Front Signal (C:\USERS\P..\1\DATA\N-ALK-CAL & F2695605 BATCH 10 2026-02-12 12-47-38\269605-127.D)
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FID1 A, Front Signal (C:\USERS\P..\1\DATA\N-ALK-CAL & F2695605 BATCH 10 2026-02-12 12-47-38\269605-129.D)
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FID1 A, Front Signal (C\USERS\P..\1\DATAIN-ALK-CAL & F269605 BATCH 10 2026-02-12 12-47-38\269605-131.D)

Pristane

nC14
nC15
nC16
nC17
e
nC19
nC20
nC21
nC22
nC23
nC24
nC25
nC26
nC27
nC28
nC29
nC30
nC31
nC32

FID1 A, Front Signal (C:\USERS\P...\N-ALK-CAL & F269605 BATCH 10 2026-02-12 12-47-381269605-HC21-Blank.D)

269605-REP-04 02 | National Grid EGL5 Environmental Survey
Appendix E | Page 5



National Grid

E.2 Sediment n-Alkane Concentrations

n-Alkane Station

[ng/g]
nCi2 1.2 1.5 1.9 2.3 3.6 5.0 3.7 5.5 10.9
nCi3 1.5 1.9 2.6 2.7 6.2 8.9 6.8 8.9 27.1
nCig 1.8 2.0 35 29 5.8 10.2 5.7 9.3 21.6
nCis 3.0 3.1 5.3 4.3 6.8 12.7 7.6 13.6 31.9
nCie 34 33 6.0 4.0 8.1 14.9 9.1 14.0 32.1
nCi7 45 4.0 7.2 5.3 9.4 14.7 11.6 17.3 334
nCig 4.2 44 7.8 4.3 7.6 13.2 8.1 11.9 26.6
nCig 5.0 5.6 9.0 5.1 8.6 15.5 8.7 14.6 32.5
nCyo 4.9 5.2 9.4 5.0 8.4 14.8 8.2 12.6 31.8
nCz 4.8 5.0 9.9 53 7.0 11.9 7.8 10.7 28.2
nCa 5.2 5.9 10.9 5.0 73 11.9 73 9.8 25.9
nCas 5.5 6.5 124 5.9 8.4 13.6 7.8 11.3 28.2
nCa4 5.0 6.6 11.3 5.0 7.5 11.9 6.7 10.1 26.7
nCas 5.6 7.8 12.6 6.0 8.4 14.4 8.1 11.2 28.4
nCz 4.8 6.7 11.0 49 7.0 11.7 6.8 9.6 22.8
nCay 5.0 73 11.9 6.1 8.9 14.6 8.0 12.1 26.8
nCpg 3.8 5.2 8.8 44 5.7 9.6 54 7.9 18.7
nCa9 4.5 54 8.7 5.0 7.2 11.5 7.8 11.4 19.8
nCsp 2.4 34 54 2.8 4.2 6.8 39 6.0 12.6
nCss 33 4.2 6.2 49 6.3 9.2 6.8 9.8 15.4
nCs. 3.3 33 6.1 3.8 6.4 9.6 6.9 8.8 17.8
nCss3 2.1 2.9 37 3.1 4.2 6.7 5.0 6.2 14.1
nCsy 1.2 14 13 0.8 1.1 1.6 1.3 14 2.3
nCss 0.7 0.6 0.9 0.8 0.6 1.3 0.8 1.1 1.3
nCse 0.6 0.5 0.6 0.5 0.5 0.9 0.6 0.9 1.1
Total Alkane

| (ng/9) 0.087 0.104 0.175 0.100 0.155 0.257 0.160 0.236 0.538
Pristane 3.2 3.5 4.7 7.9 19.0 41.1 16.1 25.3 94.8
Phytane 1.4 1.3 2.5 3.0 6.1 11.8 7.1 13.1 23.6
Notes
Concentrations expressed as ng/g dry sediment
Total n-alkane concentrations expressed as pg/g of dry sediment
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E3 Sediment Aromatic Hydrocarbon Concentrations

E.3.1 Total 2 to 6 Ring Polycyclic Aromatic Hydrocarbon (PAH) Concentrations

Station

Naphthalene (128) 0.1 0.2 0.1 0.2 1.0 0.7 1.0 0.5 5.7
C1128 0.3 0.5 0.3 0.7 3.2 2.8 35 22 29.6
Cc2 128 0.5 0.8 0.5 1.3 6.7 6.1 4.9 3.7 418
3128 0.7 1.0 0.6 1.8 8.8 9.7 5.2 43 51.0
C4 128 0.5 0.8 0.5 1.8 6.4 8.0 34 35 36.2
TOTAL 128 2.1 33 2.0 5.8 26.1 27.3 18.0 14.2 164

Phenanthrene/anthracene (178) 0.3 04 0.3 0.8 34 43 2.5 2.1 23.8
Cc1178 0.5 0.8 0.5 1.4 5.6 8.5 4.0 35 375
c2 178 0.6 1.1 0.7 2.0 7.5 12.2 5.1 5.2 39.7
C3178 05 1.0 0.6 1.5 45 8.1 3.2 36 25.1
TOTAL 178 1.9 33 2.1 5.7 21.0 33.1 14.8 14.4 126

Dibenzothiophene (DBT) < 0.1 < 0.1 <01 0.1 0.2 03 0.2 0.2 12
C1184 0.1 0.1 0.1 0.2 0.5 0.7 0.3 04 2.6
C2 184 0.1 0.1 0.1 0.2 0.6 0.9 0.5 0.5 2.8
C3 184 0.1 0.1 0.1 0.2 04 0.7 0.3 04 1.7
TOTAL 184 <04 <04 <04 0.7 1.7 2.6 13 1.5 8.3
Fluoranthene/pyrene (202) 0.7 0.7 0.7 1.6 54 7.5 3.7 44 17.4
C1202 04 0.6 04 1.1 3.6 6.8 2.8 2.8 17.8
C2 202 0.3 0.4 0.3 0.9 2.7 5.0 2.1 2.2 13.7
C3 202 0.2 03 0.2 0.5 1.5 2.5 1.2 1.3 7.2
TOTAL 202 1.6 2.0 1.6 4.1 13.2 21.8 9.8 10.7 56.1
Benzanthracenes/benzphenanthrenes (228) 0.7 0.7 0.7 13 4.1 6.2 3.1 3.1 14.8
C1228 04 0.4 0.3 0.8 23 3.8 1.8 1.9 9.9
C2 228 04 0.5 04 0.9 24 3.8 20 22 10.7
TOTAL 228 1.5 1.6 1.4 3.0 8.8 13.8 6.9 7.2 35.4
m/z 252 1.2 13 12 2.1 5.0 6.6 42 49 14.0
C1252 0.3 04 0.3 0.6 1.6 23 14 1.5 5.8
C2 252 0.1 0.2 0.2 03 0.8 1.0 0.6 0.7 3.0
TOTAL 252 1.6 1.9 1.7 3.0 7.4 9.9 6.2 71 22.8
m/z 276 0.6 0.7 0.6 1.1 2.5 34 2.0 25 6.6
C1276 0.1 0.2 0.2 0.3 0.8 1.0 0.6 0.8 24
C2 276 0.1 0.2 0.2 0.2 0.5 0.7 0.5 0.5 1.6

TOTAL 276
NPD

% NPD

Total 2 to 6 Ring PAH j <13.6 <10.2

Notes

Concentrations expressed as ng/g dry sediment

m/z 252 = Benzfluoranthenes/benzpyrenes/perylene

m/z 276 = Anthanthrene/indenopyrenes/benzperylenes

NPD = Total of all naphthalenes, phenanthrenes and dibenzothiophenes

269605-REP-04 02 | National Grid EGL5 Environmental Survey GRD
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E3.2 United States Environmental Protection Agency (US EPA) 16 Polycyclic Aromatic Hydrocarbon (PAH) Concentrations

National Grid

CEMP
Assessment
STO3 STO4A STO5A STO06 4 STO8 Criteria
(OSPAR,
2014) ERL
Naphthalene 0.1 0.2 0.1 0.2 1.0 0.7 1.0 0.5 5.7 160
Acenaphthylene <01 <01 <01 < 0.1 0.1 < 0.1 <01 <01 0.1 -
Acenaphthene < 0.1 < 0.1 < 0.1 <0.1 0.1 0.1 0.1 0.1 0.6 -
Fluorene 0.1 0.1 < 0.1 0.1 0.3 0.3 0.3 0.3 15 -
Phenanthrene 03 04 03 0.7 3.0 39 23 1.9 222 240
Anthracene <0.1 <0.1 <0.1 0.1 04 04 02 0.2 1.6 85
Fluoranthene 03 03 03 0.7 26 35 1.7 20 7.9 600
Pyrene 04 04 0.4 0.9 2.8 40 2.0 24 9.5 665
Benzo(a)anthracene 02 02 02 04 14 1.7 08 08 44 261
Chrysene 0.2 03 0.2 0.5 14 2.1 1.0 1.0 46 384
Benzo(b)fluoranthene 0.5 0.5 0.5 0.7 1.6 2.2 1.3 1.6 45 -
Benzo(k)fluoranthene 0.1 0.1 0.1 0.2 04 0.5 0.3 04 0.9 -
Benzo(a)pyrene 0.1 0.2 0.1 03 1.0 1.1 0.6 0.6 2.4 430
Indeno(123cd)pyrene 0.2 0.2 0.2 03 0.7 0.8 0.6 0.6 15 240
Benzo(ghi)perylene 03 03 0.3 0.6 13 1.9 1.1 13 37 85
Dibenzo(ah)anthracene 0.1 0.1 0.1 0.1 0.2 0.3 0.2 0.2 0.6 -
Total EPA 16 < 3.2 < 3.6 <32 <6.0 18.3 < 23.6 < 13.6 < 14.0 7.7 -
Notes
Concentrations expressed as ng/g dry sediment
PAH = Polycyclic aromatic hydrocarbon
EPA 16 = (United States) Environmental Protection Agency's 16 priority polycyclic aromatic hydrocarbons
CEMP = Coordinated environmental monitoring programme
OSPAR = Oslo and Paris Commission
ERL = Effects range low

269605-REP-04 02 | National Grid EGL5 Environmental Survey
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National Grid

E3.3 United States Environmental Protection Agency (US EPA) 16 Polycyclic Aromatic Hydrocarbon (PAH) Concentrations Normalised to 2.5 %
Total Organic Carbon (TOC)

Stations

CEMP Assessment Criteria
(OSPAR, 2014)

Naphthalene 12.5 27.8 14.6 50.0 114 102 5 8
Acenaphthylene - - _ - 28 _ _ _ 18 - -
Acenaphthene - - - - 2.8 2.1 5.0 23 10.7 - -
Fluorene 0.5 1.1 - 6.3 83 6.3 15.0 6.8 26.8 - -
Phenanthrene 1.4 45 10.7 43.8 83.3 81.3 115 432 396 17 32
Anthracene - - - 6.3 11.1 8.3 10.0 45 28.6 3 5
Fluoranthene 1.4 34 10.7 43.8 722 72.9 85.0 455 141 20 39
Pyrene 19 45 14.3 56.3 77.8 83.3 100 54.5 170 13 24
Benzo(a)anthracene 0.9 2.3 7.1 25.0 38.9 354 40.0 18.2 78.6 9 16
Chrysene 0.9 34 7.1 31.3 38.9 43.8 50.0 22.7 82.1 1 20
Benzo(b)fluoranthene 23 57 17.9 43.8 44.4 458 65.0 36.4 80.4 - -
Benzo(k)fluoranthene 0.5 1.1 36 12.5 11.1 10.4 15.0 9.1 16.1 - -
Benzo(a)pyrene 0.5 23 3.6 18.8 27.8 22.9 30.0 13.6 429 15 30
Indeno(1,2,3-cd)pyrene 0.9 23 7.1 18.8 19.4 16.7 30.0 13.6 26.8 50 103
Benzo(ghi)perylene 14 34 10.7 375 36.1 39.6 55.0 29.5 66.1 45 80
Dibenzo(a,h)anthracene 0.5 1.1 36 6.3 56 6.3 10.0 45 10.7 - -
Total US EPA 16 13.4 37.5 100 363 508 490 675 316 1280 = =
Notes

Concentrations expressed as ng/g dry sediment

PAH = Polycyclic aromatic hydrocarbon

CEMP = Coordinated environmental monitoring programme

OSPAR = Oslo and Paris Commission

BC = Background concentration

BAC = Background assessment concentration

US EPA 16 = United States Environmental Protection Agency's 16 priority polycyclic aromatic hydrocarbons

Key: Below BC Above BC Above BAC

269605-REP-04 02 | National Grid EGL5 Environmental Survey
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National Grid

E4 Distribution of Aromatic Compounds

The layout of the three-dimensional plots are as follows:

= Naphthalenes (molecular mass 128, 142, 156, 170, 184);
Phenanthrenes/anthracenes (molecular mass 178, 192, 206, 220);
Fluoranthenes/pyrenes (molecular mass 202, 216, 230, 244);

Chrysene/benzanthracenes (molecular mass 228, 242, 256);

Benzfluoranthenes/benzpyrenes/perylenes (molecular mass 252, 266, 280);
Anthanthrenes/indenopyrenes/benzoperylenes (molecular mass 276, 290, 304).

269605-REP-04 02 | National Grid EGL5 Environmental Survey GRD
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Appendix F

Macrofaunal Analysis



National Grid

F1 Macrofaunal Abundance Data

ABIOTIC | ABIOTIC | ABIOTIC ABIOTIC ABIOTIC ABIOTIC

‘Qualifier SDC AphialD | Authority

PLATYHELMINTHES
PLATYHELMINTHES FO001 | 793 Minot, 1876 2 2
ARTHROPODA
Pontocrates arenarius S0135 | 102918 | (Spence Bate, 1858) 1 1 1 3
Eurydice pulchra S0854 | 118852 | Leach, 1816 1 1

Taxa 0 0 0 2 0 2 0 1
Abundance 0 0 0 2 0 3 0 1

Notes
SDC = Species Directory Code

F.2 Macrofaunal Abundance Analysis Certificate

Click on icon to open Macrofaunal Abundance Analysis Certificate

F.2 F269605
National Grid EGL5_

F.3 Macrofaunal Biomass Data

ABIOTIC | ABIOTIC | ABIOTIC ABIOTIC ABIOTIC ABIOTIC

Sample
SDC AphialD | Authority
STOT STO2 STO3 | STO4A | STOSA | STO6 | STO7 | STO8 | STO9A

CNIDARIA D0001 1267 Hatschek, 1888 - - - - - - 0
ANNELIDA P0001 882 Lamarck, 1802 - - - - - - 0
ARTHROPODA Q0000 | 1065 | Gravenhorst, 1843 - - - 0.0057 - 0.0005 - 0.0001 - 0.0063
MOLLUSCA W0001 | 51 ; ; ; ; ; - - 0
ECHINODERMATA 7B0001 | 1806 | Klein, 1778 ; ; ; ; - - 0
CHORDATA ZD0000 | 1821 Haeckel, 1874 ; ; ; ; - - 0
OTHERS - S - - - - - 0.0004 - - 0.0004
Total Biomass 0.0000 | 0.0000 = 0.0000 | 0.0057 0.0000 | 0.0009 0.0000 | 0.0001 0.0000 0.0067
blotted wet weight (g)

Notes
Others = Platyhelminthes

F.4 Macrofaunal Biomass Analysis Certificate
Click on icon to open Macrofaunal Biomass Analysis Certificate

F.4 F269605
National Grid EGL5_

269605-REP-04 02 | National Grid EGL5 Environmental Survey GRD
Appendix F | Page 1



Benthic Results Certificate of Analysis

Certificate Number
Job Reference
Prepared For

Nathan Horwood
Fugro GB Limited

Trafalgar Wharf (Unit 16)

Hamilton Road
Portchester
Portsmouth
PO6 4PX

United Kingdom

EP/26/00096

FGBL Job Number F269605

(+44) 07450212540

National Grid EGL5_Intertidal

Prepared By

Rhian Pugh
Fugro GB Limited
Trafalgar Wharf (Unit 16)
Hamilton Road
Portchester

Portsmouth

PO6 4PX

United Kingdom

+44 (0)2392 205 500

n.horwood@fugro.com

r.ough@fugro.com

www.fugro.com

www.fugro.com

Sampling Undertaken By

Date of Receipt
Sample Matrix
Method Reference
Test Results

Laboratory Comments

Deviating Codes

Authorised Signature

Name

Position

Issue Date

FUGRO Sampling Date 04/12/2025 - 05/12/2025

08/12/2025 22/12/2025 - 30/01/2026

Date of Analysis

Macrobenthic ABUNDANCE

Work Instruction: UK-BEN-TCH-WI-001 Macrobenthic Analysis

Please double click on symbol: _l£

ABIOTIC samples noted on dataset.

NONE

Rhian Pugh

Deputy QC Manager/Assistant Benthic Laboratory Supervisor (TW)

02/02/2026

indicates subcontracted test results

M Further information on methods of analysis may be obtained from the above address

B Opinions and interpretations expressed herein are outside the scope of UKAS accreditation
] Sub
B DS indicates relevant deviating code applies to test results

Fugro GB Limited. Incorporated in England No. 1135456 Reg. Office: Fugro House, Hithercroft Road, Wallingford, Oxfordshire, OX10 9RB
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RAW DATA Matrix


			Fugro GB Ltd												SampleID:			ST01_FA			ST02_FA			ST03_FA			ST04A_FA			ST05A_FA			ST06_FA			ST07_FA			ST08_FA			ST09A_FA


			Job Number: F269605												FUG#:			6654			6656			6658			6660			6662			6664			6666			6668			6670


			Survey: National Grid  EGL5_Intertidal


			Benthic Fauna ABUNDANCE Matrix


			Raw Data


																		ABIOTIC			ABIOTIC			ABIOTIC						ABIOTIC						ABIOTIC						ABIOTIC


																		Sample


			Taxon			Qualifier			SDC			AphiaID			Authority			ST01_FA			ST02_FA			ST03_FA			ST04A_FA			ST05A_FA			ST06_FA			ST07_FA			ST08_FA			ST09A_FA						Total [N]


			PLATYHELMINTHES						F0001			793			Minot, 1876																		2															2


			Pontocrates arenarius						S0135			102918			(Spence Bate, 1858)												1						1						1									3


			Eurydice pulchra						S0854			118852			Leach, 1816												1																					1





			Taxa															0			0			0			2			0			2			0			1			0						3


			Abundance															0			0			0			2			0			3			0			1			0						6

























































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































RATIONALISED DATA Matrix


			Fugro GB Ltd												SampleID:			ST01_FA			ST02_FA			ST03_FA			ST04A_FA			ST05A_FA			ST06_FA			ST07_FA			ST08_FA			ST09A_FA


			Job Number: F269605												FUG#:			6654			6656			6658			6660			6662			6664			6666			6668			6670


			Survey: National Grid  EGL5_Intertidal


			Benthic Fauna ABUNDANCE Matrix


			Rationalised Data


																		ABIOTIC			ABIOTIC			ABIOTIC						ABIOTIC						ABIOTIC						ABIOTIC


																		Sample


			Taxon			Qualifier			SDC			AphiaID			Authority			ST01_FA			ST02_FA			ST03_FA			ST04A_FA			ST05A_FA			ST06_FA			ST07_FA			ST08_FA			ST09A_FA						Total [N]


			PLATYHELMINTHES


			PLATYHELMINTHES						F0001			793			Minot, 1876																		2															2


			ARTHROPODA


			Pontocrates arenarius						S0135			102918			(Spence Bate, 1858)												1						1						1									3


			Eurydice pulchra						S0854			118852			Leach, 1816												1																					1





			Taxa															0			0			0			2			0			2			0			1			0						3


			Abundance															0			0			0			2			0			3			0			1			0						6
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APPENDIX A

Code and Criteria

DS1 - Damaged container(s) or
packaging

DEVIATING SAMPLE - CRITERIA

Description

Sample received in a damaged container which may have resulted
in contamination or loss of integrity of the sample.

Reporting Comment

Sample was received in a damaged container. The results reported may not
be representative of the sample at the time of sampling.

DS2 - Unsuitable container

Sample received in an unsuitable container that is known to have
an effect on the analysis.

Sample was received in an unsuitable container. The results reported may not
be representative of the sample at the time of sampling.

DS3 - Incorrect or no sample
preservation

Sample received with no preservative, an incorrect preservative, or
in a condition which indicates inappropriate sample storage,
where specific criteria are referenced in the method.

Sample was received in a condition unsuitable for the test. The results reported
may not be representative of the sample at the time of sampling.

DS4 - Missing date /time details

Sample date/time details were not recorded at time of sampling
or not provided to the laboratory.

Sampling date/time was not provided and therefore assessment of sample
stability cannot be made. The test results may have been compromised.

DS5 - Error in sample labelling/
details

Sample information is missing, unreadable, conflicting or incorrect.
Analysis was undertaken but traceability of results cannot be
guaranteed against sample location.

Incorrect/incomplete sample details have been provided. The traceability of
results may have been compromised.

DS6 - Sample received outside
holding time

The date and time information provided with the sample indicate
the sample was received at the laboratory outside of the holding
time.

Sample was received outside analysis holding time. The results reported may
not be representative of the sample at the time of sampling.

DS7 - Analysis commenced after
holding time

Sample received at the laboratory within its holding time but an
analytical issue led to delay in commencement of analysis which
exceeded the holding time.

The holding time expired prior to analysis being undertaken. The results
reported may not be representative of the sample at the time of sampling.

DS8 - Insufficient analysis
material

Insufficient material received which meant that analysis could not
be undertaken, or the analysis could not be carried out in
accordance with the method.

Insufficient sample material was received. The test results may not be
representative of the sample at the time of sampling.

DS9 - Sample contamination

Sample was received in a satisfactory condition but cross-
contamination has occurred due to an analytical issue which has
resulted in loss of sample integrity.

The sample integrity may have been compromised due to an analytical issue.
The results reported may not be representative of the sample at the time of
sampling and are outside the scope of UKAS accreditation.

recorded.

Note: when it is agreed with the client that a deviating sample should not be tested, then the report

should state “Sample not analysed” and the relevant deviating sample code

UK-BEN-TCH-TP-003 | Benthic Results Certificate of Analysis | Issue 03

Page 2 of 2

This document is uncontrolled once printed or downloaded and may not reflect the latest version.

-l"unnn






File Attachment
F.2 F269605 National Grid EGL5_Intertidal_Benthic Results Certificate (Non-UKAS)_ABUNDANCE.pdf


Benthic Results Certificate of Analysis

Certificate Number
Job Reference
Prepared For

Nathan Horwood
Fugro GB Limited

Trafalgar Wharf (Unit 16)

Hamilton Road
Portchester
Portsmouth
PO6 4PX

United Kingdom

EP/26/00097

FGBL Job Number F269605

(+44) 07450212540

National Grid EGL5_Intertidal

Prepared By

Rhian Pugh
Fugro GB Limited
Trafalgar Wharf (Unit 16)
Hamilton Road
Portchester

Portsmouth

PO6 4PX

United Kingdom

+44 (0)2392 205 500

n.horwood@fugro.com

r.ough@fugro.com

www.fugro.com

www.fugro.com

Sampling Undertaken By

Date of Receipt
Sample Matrix
Method Reference
Test Results

Laboratory Comments

Deviating Codes

Authorised Signature

Name

Position

Issue Date

FUGRO Sampling Date 04/12/2025 - 05/12/2025

08/12/2025 22/12/2025 - 30/01/2026

Date of Analysis

Macrobenthic BIOMASS

Work Instruction: UK-BEN-TCH-WI-001 Macrobenthic Analysis

Please double click on symbol: _l£

ABIOTIC samples noted on dataset.

NONE

Rhian Pugh

Deputy QC Manager/Assistant Benthic Laboratory Supervisor (TW)

02/02/2026

indicates subcontracted test results

M Further information on methods of analysis may be obtained from the above address

B Opinions and interpretations expressed herein are outside the scope of UKAS accreditation
] Sub
B DS indicates relevant deviating code applies to test results

Fugro GB Limited. Incorporated in England No. 1135456 Reg. Office: Fugro House, Hithercroft Road, Wallingford, Oxfordshire, OX10 9RB
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BIOMASS Matrix Draft


			Fugro GB Ltd									SampleID:			ST01_FA			ST02_FA			ST03_FA			ST04A_FA			ST05A_FA			ST06_FA			ST07_FA			ST08_FA			ST09A_FA


			Job Number: F269605									FUG#:			6654			6656			6658			6660			6662			6664			6666			6668			6670


			Survey: National Grid EGL5_Intertidal


			Benthic Fauna BIOMASS Matrix


			Blotted Wet Weight (g)


															ABIOTIC			ABIOTIC			ABIOTIC						ABIOTIC						ABIOTIC						ABIOTIC


															Sample


			Taxon			SDC			AphiaID			Authority			ST01_FA			ST02_FA			ST03_FA			ST04A_FA			ST05A_FA			ST06_FA			ST07_FA			ST08_FA			ST09A_FA						Total [g]


			CNIDARIA			D0001			1267			Hatschek, 1888			-			-			-						-						-						-						0


			ANNELIDA			P0001			882			Lamarck, 1802			-			-			-						-						-						-						0


			ARTHROPODA			Q0000			1065			Gravenhorst, 1843			-			-			-			0.0057			-			0.0005			-			0.0001			-						0.0063


			MOLLUSCA			W0001			51			-			-			-			-						-						-						-						0


			ECHINODERMATA			ZB0001			1806			Klein, 1778			-			-			-						-						-						-						0


			CHORDATA			ZD0000			1821			Haeckel, 1874			-			-			-						-						-						-						0


			OTHERS			-			-			-			-			-			-						-			0.0004			-						-						0.0004





			Total Biomass (g)												0.0000			0.0000			0.0000			0.0057			0.0000			0.0009			0.0000			0.0001			0.0000						0.0067
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APPENDIX A

Code and Criteria

DS1 - Damaged container(s) or
packaging

DEVIATING SAMPLE - CRITERIA

Description

Sample received in a damaged container which may have resulted
in contamination or loss of integrity of the sample.

Reporting Comment

Sample was received in a damaged container. The results reported may not
be representative of the sample at the time of sampling.

DS2 - Unsuitable container

Sample received in an unsuitable container that is known to have
an effect on the analysis.

Sample was received in an unsuitable container. The results reported may not
be representative of the sample at the time of sampling.

DS3 - Incorrect or no sample
preservation

Sample received with no preservative, an incorrect preservative, or
in a condition which indicates inappropriate sample storage,
where specific criteria are referenced in the method.

Sample was received in a condition unsuitable for the test. The results reported
may not be representative of the sample at the time of sampling.

DS4 - Missing date /time details

Sample date/time details were not recorded at time of sampling
or not provided to the laboratory.

Sampling date/time was not provided and therefore assessment of sample
stability cannot be made. The test results may have been compromised.

DS5 - Error in sample labelling/
details

Sample information is missing, unreadable, conflicting or incorrect.
Analysis was undertaken but traceability of results cannot be
guaranteed against sample location.

Incorrect/incomplete sample details have been provided. The traceability of
results may have been compromised.

DS6 - Sample received outside
holding time

The date and time information provided with the sample indicate
the sample was received at the laboratory outside of the holding
time.

Sample was received outside analysis holding time. The results reported may
not be representative of the sample at the time of sampling.

DS7 - Analysis commenced after
holding time

Sample received at the laboratory within its holding time but an
analytical issue led to delay in commencement of analysis which
exceeded the holding time.

The holding time expired prior to analysis being undertaken. The results
reported may not be representative of the sample at the time of sampling.

DS8 - Insufficient analysis
material

Insufficient material received which meant that analysis could not
be undertaken, or the analysis could not be carried out in
accordance with the method.

Insufficient sample material was received. The test results may not be
representative of the sample at the time of sampling.

DS9 - Sample contamination

Sample was received in a satisfactory condition but cross-
contamination has occurred due to an analytical issue which has
resulted in loss of sample integrity.

The sample integrity may have been compromised due to an analytical issue.
The results reported may not be representative of the sample at the time of
sampling and are outside the scope of UKAS accreditation.

recorded.

Note: when it is agreed with the client that a deviating sample should not be tested, then the report

should state “Sample not analysed” and the relevant deviating sample code
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Appendix G
Sediment Environmental DNA
(eDNA)



G.1

G.2

G3

Marine Sediment Sample eDNA - Invertebrates
Click on icon to open the laboratory analysis results.
[
-

Appendix G.1
Invertebrates eDNAXI

Marine Sediment Sample eDNA - Eukaryotes
Click on icon to open the laboratory analysis results.
[
3-

Appendix G.2
Eukaryote eDNAxIsx

Marine Sediment Sample eDNA - Bacteria
Click on icon to open the laboratory analysis results.
[
-

Appendix G.3
Bacteria eDNAxIsx

269605-REP-04 02 | National Grid EGL5 Environmental Survey
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Data Description



		Thank you for choosing NatureMetrics 
Please read the following information to help you understand the data in this file. For more information on how to interpret your results please see our Report Interpretation Guide. This file contains four tables: Species Data Table Percentages, Species Data Table Read Counts, Metrics by Sample Table, Quality Control Table

		www.naturemetrics.com/report-interpretation-guide

		Species Data Table Percentages 
This table provides a list of all the species detected in each of your samples. Where a species was detected in a sample, the percentage of DNA sequences assigned to that species is provided. A dash indicates that the species was not detected in the sample. Additionally, for each species the following is included:

• The OTU DNA sequence
• The taxonomic identification: Kingdom, Phylum, Class, Order, Family, Genus, Species
• The Common Name* 
• CHEGD Fungal Group
• IUCN Red List Threat Status^
• Invasive status: A Yes/No status indicating whether the species is listed as invasive in the country the sample was taken from**
• Target Status: Our tests are targeted to detect certain groups of species, but species outside these targeted groups are sometimes detected incidentally. We call these Non-Targets. Non-Targets can provide useful additional information from your samples and for your project. These are reported in this table but are not included in the PDF report and do not contribute to calculation of metrics.  
• Number of samples in which the species occurs

		*  Only available for species named at the species level. Provided for vertebrates, fish and mammals.
** Only available for species named at the species level. Not available for bacteria, eukaryotes and fungi.
^ Only available for species named at the species level and not applicable for bacteria.

		Species Data Table Read Counts 
This table is very similar to the Species Data Table Percentages table, but Read Counts (the number of DNA sequences assigned to a species) are reported for each species in each sample rather than the percentage of DNA sequences. This is useful if you intend to publish results or intend to run further analyses on the data. A dash indicates that the species was not detected in the sample.

		Metrics by Sample Table 
This table provides the metric values for each sample for each applicable metric. More information on how each metric is calculated is provided in the Report Interpretation Guide (link towards top of this page). The available metrics are:

• Species Richness
• Evolutionary Diversity
• IUCN Red List Threatened Species (not applicable to bacteria tests)
• Invasive Species (GRIIS) (not applicable to bacteria, soil fungi, eukaryotes tests)
• Bacterial Functional Diversity (applicable only to bacterial tests)
• Fungal Functional Diversity (applicable only to fungi tests)
• Soil Fungal : Bacterial Ratio (applicable only to soil samples)
• Fish: Food-Chain Integrity (applicable only to the Marine water fish (excl sharks & rays) test)
• Fish: Commercial Value (applicable only to the Marine water fish (excl sharks & rays) test)
• Fish: Prevalence of Sensitive Species (applicable only to the Marine water fish (excl sharks & rays) test)
• Marine Sediment Pollution Index (applicable only to the Marine sediment invertebrates test)
•CHEGD  Fungal Species (applicable only to fungi test run on samples from the United Kingdom)                                                                                                                                                                                              

		Quality Control Table
This table provides information on each sample, an overview of how each sample progressed through each of our quality control steps and shows the outcome of what is reported. More information on each Quality Control step is provided in the Report Interpretation Guide. The table is comprised of four sections

Sample Information
• Kit ID: Unique kit reference, as provided by NatureMetrics.
• Sample ID: Unique sample reference, as provided by the customer.
• Sample Type: Field sample or Field blank.
• Latitude and Longitude coordinates of sampling sites (if provided).
• Volume Filtered (applicable only to aquatic kits): Volume of water a customer has passed through a filter.
• Date Received: Date the sample was received at a NatureMetrics lab.

Quality Control
• DNA Amplified (Yes/No): This shows if target DNA was amplified and sequenced.
• Passed Data QC (Yes/No): Whether a sequenced sample contained high quality data.
• Target OTUs Detected (Yes/No): This shows if target species were detected. Our tests are targeted to detect certain groups of species.

Percentage Reads
• % Target: The percentage of target species DNA sequences that were identified in the sample.
• % Non-Target: The percentage of reads belonging to non- target species DNA sequences that were identified in the sample.

Result	
• Reported (Yes/No): If samples passed all QC steps and contained either target or non-target species then it is classed as reported.
• Outcome (Yes/No): A statement on whether a sample was reported, if it had target species or only non-target species, and, if applicable, whether any contamination was found in Field blanks.



http://www.naturemetrics.com/report-interpretation-guide

Species Data Table Percentages



		Species Data Table Percentages

		NMSeqID		Sequence		Kingdom		Phylum		Class		Order		Family		Genus		Species		IUCN Threat Status		Target Status		Invasive		Comments		Number of samples in which OTU occurs		ST05A		ST08

		IM-1PCYW1		TTTAGCAAGAAACCTGGCCCATGCAGGACCATCCGTTGACCTGGCCATCTTCTCACTTCATATCGCCGGAGCATCCTCAATTTTAGGGGCTATTAACTTCATTACAACAGTAATTAACATACGATGAAAAGGCCTTCAACTTGAACGAGTCCCACTGTTTGTATGATCTGTAAAAATTACAGCAATTCTTCTTCTTTTATCTCTTCCAGTACTAGCAGGAGCCATTACTATGCTCCTTACTGACCGAAACCTAAATACTGCCTTCTTCGACCCTGCCGGGGGCGGTGACCCTGTACTGTACCAACATTTATTC		Animalia		Annelida		Polychaeta				Arenicolidae		Arenicola		Arenicola defodiens				Target						2		0.87		2.90

		IM-74ME44		TGTCAGCAAATATTGCACATGCAGGACCTTCTGTAGACCTAGCAATTTTTTCACTACATTTAGCTGGGGCCAGATCTATTTTAGGGGCTCTAAATTTTATTACAACAATCATTAATATGCGATGACAAGGGTTACGACTTGAACGAATCCCTTTATTTGTCTGAGCTGTAAAAATTACTGCAGTTTTATTACTTTTATCTCTGCCTGTACTTGCAGGAGCTATTACAATATTATTAACAGATCGTAATTTAAATACCTCTTTTTTTGATCCTGCTGGGGGCGGGGATCCTATTTTATACCAACATCTTTTT		Animalia		Annelida		Polychaeta				Protodriloididae		Protodriloides		Protodriloides symbioticus				Target				There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		-		83.23

		IM-8MUV4Z		TTTAAGCAATCTGGTTGGACACCCGGGTGCTGCGGTCGATATGGCCATATTTAGTCTGCATCTTGCCGGTATCTCCTCAATTCTGGGTTCTATCAATATGATAGTTACTATCTTTAATATGCGAACTCCCGGAATGGGGCTATTCACAATGCCTCTTTTTGTTTGGTCAATTTTAATCACAGCGTTTCTACTGGTATTAGCACTTCCGGTTCTTGCCGGTGCAATTACCATGTTACTTACTGACCGTAATTTTGGTACCAGCTTCTTCTCTCCCGAAGGCGGAGGTGATCCGGTATTATTTCAGCATCTGTTC		Animalia		Cnidaria		Hydrozoa		Anthoathecata		Bougainvilliidae		Bougainvillia						Target				There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		4.81		-

		IM-5C7S77		ATAAGTGATTTAATAGGTCAACCAGGAATAAGAGTTGATTTGGCTATTTTCAGATTACATATTGCGGGAGCTTCCTCCATCGGAGGTTCTATTAACTTTTTATGTACTATTATTAATTTACGAACTCCTGGAATAACATGACAAGAATTACCTCTTTTTATTTGAAGAGTGTTTTTTACAGCTATTTTATTAGTTCTTTCTTTACCAGTTTTTGCAGGTGGGATTACAATACTTTTAACAGATCGTAATTTTAATACTAGATTTTTTACTCCAGGAGGAGGAGGAGATCCAGTTTTATTTGTACATTTATTT		Animalia		Xenacoelomorpha				Acoela		Isodiametridae		Archaphanostoma		Archaphanostoma ylvae				Target						2		53.74		1.88

		IM-SV11YX		ATTAAGCACTTCTTTCATGAGTTTATCACCTTCAACTACAGCTTATCTTATCTTTGGATTATTAATCTCAGGTATATCCTCATGTCTCACATCTATTAACTTTTTTATTACAATTCTTAATCTGAGATCTTATTATCTTACATTAAAGACTATGCTATTATTCCCATGGGCTCTCTTGATAACAGGAGGAATGCTATTATTAACATTACCAATCTTGTCAGGTGCATTACTAATGGTCTCAGCTGATCTTCATTCTAATACACTTTTCTTTGATCCTATCTTTGGAGGAGATCCTATATTCTATCAACACTTATTT		Chromista		Myzozoa		Dinophyceae		Gymnodiniales		Brachidiniaceae								Non-Target						1		29.62		-

		IM-3CI133		ATTAAGCACTTCTTTCATGAGTTTATCACCTTCAAGTACAGCTTTCATGGTCTTTGGATTATTAATGTCAGGTATATCCTCATGTCTCACATCTCTTAACTTTTGGACAACAATTCTAAATCTGAGATCTTATTATCTGCCATTAAAGACTATGCCATTATTCCCTTGGGCTCTCTTGATAACTGGAGGAATGCTTTTATTAACATTACCAATCTTATCAGGAGCTCTTCTAATGGTCTTGGCTGATCTTCATTCTAATACACTTTTCTTTGATCCAATCTTTGGAGGAGATCCTATATTCTATCAACACTTATTT		Chromista		Myzozoa		Dinophyceae		Gymnodiniales		Gymnodiniaceae								Non-Target						1		1.69		-

		IM-982T3B		ATTGAGCACTTCTTTCATGAATTTATCACCTTCAAGTACATCTTTTATGGTCTTTGGCCTATTATTGTCAGGTATATCCTCATCTGTTACATCTGTTAACTTTTTGATAACAATTCTAAATATGAGATCTTATTATGTGTCATTAAAGACTATACCATTATTCCCTTGGGCTATTTTTATAACAGGAGCTATGCTTTTATTAACATTACCAATCTTATCTGGAGCTCTTCTAATGGTCTTGGCTGATCTTCATTCTAATACACTTTTATTTGATCCAGTTTTTGGAGGTGATCCTATACTCTATCAGCACTTATTT		Chromista		Myzozoa		Dinophyceae		Gymnodiniales										Non-Target				There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		0.93		-

		IM-E446V1		ATTAAGCACTTCTTTCATGAGCTTATCACCTTCAAGTACAGGATTTCTTATCTTTGGATTATTAATCTCAGGTATATCCTCATGTCTCACATCTCTTAACTTTTGGACAACAATTCTAAATCTGAGATCTTATTATCTGACATTAAAGACTATGCCATTATTCCCTTGGGCTCTCTTGATTACAGGAGGAATGCTTTTATTAACATTACCAATCTTATCAGGAGCTCTTCTAATGGTCTTGGCTGATCTTCATTCTAATACACTTTTCTTTGATCCAATCTTTGGAGGAGATCCTATATTCTATCAACACTTATTT		Chromista		Myzozoa		Dinophyceae												Non-Target						1		-		3.49

		IM-00YBED		ATTAAGCACATCTTTCATGAGTTTATCACCTTCAAGTACAGGAAATCTTACTATTGGATTATTAATCTCAGGTATATCTTCATGTCTCACCTCTCTTAACTTTTGGACAACAATTGTAAATCTGAGATCTTATTCTCTGACATTAAAGACTATGCCATTATTCCCTTGGGCTCTCTTGATTACTGGAGGAATGCTTTTATTAACATTACCAATCTTTACAGGAGCTCTTATAATGGTCATGGCTGATCTTCATTCTAATACACTTTTCTTTGATCCAATCTTTGGAGGAGATCCTATATTCTATCAACATTTATTT		Chromista		Myzozoa		Dinophyceae												Non-Target						1		1.32		-

		IM-820ZO0		ACTGTCTAGTGCAACTTCCCACTCAGGAGGTGCTGTTGATTTAGCGATTTTTAGTTTACACCTTTCTGGAGCATCATCAATTTTAGGTGCTATTAACTTCATTTGTACAATTTTCAACATGAGAGTTAAAAGTTTATCATTCCACAATTTACCATTATTTGTTTGGTCAGTTTTAATTACAGCTTTTTTACTGTTGTTATCATTACCTGTATTAGCAGGAGCAATCACAATGTTACTAACTGATCGAAATTTTAACACTACTTTCTTTGATCCAGCTGGAGGAGGAGATCCAGTATTATACCAACATCTTTTC		Chromista		Ochrophyta		Bacillariophyceae		Thalassiosirales		Thalassiosiraceae		Thalassiosira		Thalassiosira punctigera				Non-Target				There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		2.93		-

		IM-9R3WL5		ATTGTCTAGTGGAACTTCTCACTCAGGAGGTGCTGTTGATTTAGCAATTTTTAGTTTACACCTTTCTGGAGCATCATCAATTTTAGGTGCTATTAACTTCATTTGTACAATTTTCAACATGAGAGTTAAAAGTTTATCATTTCATAACTTGCCACTATTTGTTTGGGCAGTTTTAATTACAGCTTTTTTACTGTTGTTATCATTACCTGTATTAGCAGGAGCAATTACAATGTTACTAACTGATCGAAATTTTAACACTACTTTTTTTGATCCAGCTGGAGGAGGAGATCCAGTATTGTATCAGCATCTTTTC		Chromista		Ochrophyta		Bacillariophyceae		Thalassiosirales		Thalassiosiraceae		Thalassiosira						Non-Target				There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		2		4.08		6.34

		IM-095E6D		TCTAAGTCATATTACGAGCCACTCTGGTGGTGCAGTTGATTTAGCTATTTTCAGTTTACATTTATCTGGAGCGAGCAGTATTTTAGGGGCGATTAACTTTATTACCACTATCTTTAACATGCGTGGGCCTGGTCTGGGCTTCCATCGCTTACCTTTATTTGTGTGGTCTGTTCTGATTACGGCCTTCTTACTTCTTCTCTCTTTACCGGTTTTAGCGGGAGCGATTACGATGCTGTTAACGGATCGTAACTTCAATACCTCGTTCTTTGATCCGGCGGGCGGAGGTGACCCTATTTTGTTCCAGCACCTTTTT		Plantae		Chlorophyta		Mamiellophyceae		Mamiellales		Bathycoccaceae		Bathycoccus		Bathycoccus prasinos				Non-Target				There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		-		2.15





Species Data Table Read Counts



		Species Data Table Read Counts

		NMSeqID		Sequence		Kingdom		Phylum		Class		Order		Family		Genus		Species		IUCN Threat Status		Target Status		Invasive		Comments		Number of samples in which OTU occurs		ST05A		ST08

		IM-1PCYW1		TTTAGCAAGAAACCTGGCCCATGCAGGACCATCCGTTGACCTGGCCATCTTCTCACTTCATATCGCCGGAGCATCCTCAATTTTAGGGGCTATTAACTTCATTACAACAGTAATTAACATACGATGAAAAGGCCTTCAACTTGAACGAGTCCCACTGTTTGTATGATCTGTAAAAATTACAGCAATTCTTCTTCTTTTATCTCTTCCAGTACTAGCAGGAGCCATTACTATGCTCCTTACTGACCGAAACCTAAATACTGCCTTCTTCGACCCTGCCGGGGGCGGTGACCCTGTACTGTACCAACATTTATTC		Animalia		Annelida		Polychaeta				Arenicolidae		Arenicola		Arenicola defodiens				Target						2		31		54

		IM-74ME44		TGTCAGCAAATATTGCACATGCAGGACCTTCTGTAGACCTAGCAATTTTTTCACTACATTTAGCTGGGGCCAGATCTATTTTAGGGGCTCTAAATTTTATTACAACAATCATTAATATGCGATGACAAGGGTTACGACTTGAACGAATCCCTTTATTTGTCTGAGCTGTAAAAATTACTGCAGTTTTATTACTTTTATCTCTGCCTGTACTTGCAGGAGCTATTACAATATTATTAACAGATCGTAATTTAAATACCTCTTTTTTTGATCCTGCTGGGGGCGGGGATCCTATTTTATACCAACATCTTTTT		Animalia		Annelida		Polychaeta				Protodriloididae		Protodriloides		Protodriloides symbioticus				Target				There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		-		1548

		IM-8MUV4Z		TTTAAGCAATCTGGTTGGACACCCGGGTGCTGCGGTCGATATGGCCATATTTAGTCTGCATCTTGCCGGTATCTCCTCAATTCTGGGTTCTATCAATATGATAGTTACTATCTTTAATATGCGAACTCCCGGAATGGGGCTATTCACAATGCCTCTTTTTGTTTGGTCAATTTTAATCACAGCGTTTCTACTGGTATTAGCACTTCCGGTTCTTGCCGGTGCAATTACCATGTTACTTACTGACCGTAATTTTGGTACCAGCTTCTTCTCTCCCGAAGGCGGAGGTGATCCGGTATTATTTCAGCATCTGTTC		Animalia		Cnidaria		Hydrozoa		Anthoathecata		Bougainvilliidae		Bougainvillia						Target				There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		171		-

		IM-5C7S77		ATAAGTGATTTAATAGGTCAACCAGGAATAAGAGTTGATTTGGCTATTTTCAGATTACATATTGCGGGAGCTTCCTCCATCGGAGGTTCTATTAACTTTTTATGTACTATTATTAATTTACGAACTCCTGGAATAACATGACAAGAATTACCTCTTTTTATTTGAAGAGTGTTTTTTACAGCTATTTTATTAGTTCTTTCTTTACCAGTTTTTGCAGGTGGGATTACAATACTTTTAACAGATCGTAATTTTAATACTAGATTTTTTACTCCAGGAGGAGGAGGAGATCCAGTTTTATTTGTACATTTATTT		Animalia		Xenacoelomorpha				Acoela		Isodiametridae		Archaphanostoma		Archaphanostoma ylvae				Target						2		1909		35

		IM-SV11YX		ATTAAGCACTTCTTTCATGAGTTTATCACCTTCAACTACAGCTTATCTTATCTTTGGATTATTAATCTCAGGTATATCCTCATGTCTCACATCTATTAACTTTTTTATTACAATTCTTAATCTGAGATCTTATTATCTTACATTAAAGACTATGCTATTATTCCCATGGGCTCTCTTGATAACAGGAGGAATGCTATTATTAACATTACCAATCTTGTCAGGTGCATTACTAATGGTCTCAGCTGATCTTCATTCTAATACACTTTTCTTTGATCCTATCTTTGGAGGAGATCCTATATTCTATCAACACTTATTT		Chromista		Myzozoa		Dinophyceae		Gymnodiniales		Brachidiniaceae								Non-Target						1		1052		-

		IM-3CI133		ATTAAGCACTTCTTTCATGAGTTTATCACCTTCAAGTACAGCTTTCATGGTCTTTGGATTATTAATGTCAGGTATATCCTCATGTCTCACATCTCTTAACTTTTGGACAACAATTCTAAATCTGAGATCTTATTATCTGCCATTAAAGACTATGCCATTATTCCCTTGGGCTCTCTTGATAACTGGAGGAATGCTTTTATTAACATTACCAATCTTATCAGGAGCTCTTCTAATGGTCTTGGCTGATCTTCATTCTAATACACTTTTCTTTGATCCAATCTTTGGAGGAGATCCTATATTCTATCAACACTTATTT		Chromista		Myzozoa		Dinophyceae		Gymnodiniales		Gymnodiniaceae								Non-Target						1		60		-

		IM-982T3B		ATTGAGCACTTCTTTCATGAATTTATCACCTTCAAGTACATCTTTTATGGTCTTTGGCCTATTATTGTCAGGTATATCCTCATCTGTTACATCTGTTAACTTTTTGATAACAATTCTAAATATGAGATCTTATTATGTGTCATTAAAGACTATACCATTATTCCCTTGGGCTATTTTTATAACAGGAGCTATGCTTTTATTAACATTACCAATCTTATCTGGAGCTCTTCTAATGGTCTTGGCTGATCTTCATTCTAATACACTTTTATTTGATCCAGTTTTTGGAGGTGATCCTATACTCTATCAGCACTTATTT		Chromista		Myzozoa		Dinophyceae		Gymnodiniales										Non-Target				There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		33		-

		IM-E446V1		ATTAAGCACTTCTTTCATGAGCTTATCACCTTCAAGTACAGGATTTCTTATCTTTGGATTATTAATCTCAGGTATATCCTCATGTCTCACATCTCTTAACTTTTGGACAACAATTCTAAATCTGAGATCTTATTATCTGACATTAAAGACTATGCCATTATTCCCTTGGGCTCTCTTGATTACAGGAGGAATGCTTTTATTAACATTACCAATCTTATCAGGAGCTCTTCTAATGGTCTTGGCTGATCTTCATTCTAATACACTTTTCTTTGATCCAATCTTTGGAGGAGATCCTATATTCTATCAACACTTATTT		Chromista		Myzozoa		Dinophyceae												Non-Target						1		-		65

		IM-00YBED		ATTAAGCACATCTTTCATGAGTTTATCACCTTCAAGTACAGGAAATCTTACTATTGGATTATTAATCTCAGGTATATCTTCATGTCTCACCTCTCTTAACTTTTGGACAACAATTGTAAATCTGAGATCTTATTCTCTGACATTAAAGACTATGCCATTATTCCCTTGGGCTCTCTTGATTACTGGAGGAATGCTTTTATTAACATTACCAATCTTTACAGGAGCTCTTATAATGGTCATGGCTGATCTTCATTCTAATACACTTTTCTTTGATCCAATCTTTGGAGGAGATCCTATATTCTATCAACATTTATTT		Chromista		Myzozoa		Dinophyceae												Non-Target						1		47		-

		IM-820ZO0		ACTGTCTAGTGCAACTTCCCACTCAGGAGGTGCTGTTGATTTAGCGATTTTTAGTTTACACCTTTCTGGAGCATCATCAATTTTAGGTGCTATTAACTTCATTTGTACAATTTTCAACATGAGAGTTAAAAGTTTATCATTCCACAATTTACCATTATTTGTTTGGTCAGTTTTAATTACAGCTTTTTTACTGTTGTTATCATTACCTGTATTAGCAGGAGCAATCACAATGTTACTAACTGATCGAAATTTTAACACTACTTTCTTTGATCCAGCTGGAGGAGGAGATCCAGTATTATACCAACATCTTTTC		Chromista		Ochrophyta		Bacillariophyceae		Thalassiosirales		Thalassiosiraceae		Thalassiosira		Thalassiosira punctigera				Non-Target				There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		104		-

		IM-9R3WL5		ATTGTCTAGTGGAACTTCTCACTCAGGAGGTGCTGTTGATTTAGCAATTTTTAGTTTACACCTTTCTGGAGCATCATCAATTTTAGGTGCTATTAACTTCATTTGTACAATTTTCAACATGAGAGTTAAAAGTTTATCATTTCATAACTTGCCACTATTTGTTTGGGCAGTTTTAATTACAGCTTTTTTACTGTTGTTATCATTACCTGTATTAGCAGGAGCAATTACAATGTTACTAACTGATCGAAATTTTAACACTACTTTTTTTGATCCAGCTGGAGGAGGAGATCCAGTATTGTATCAGCATCTTTTC		Chromista		Ochrophyta		Bacillariophyceae		Thalassiosirales		Thalassiosiraceae		Thalassiosira						Non-Target				There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		2		145		118

		IM-095E6D		TCTAAGTCATATTACGAGCCACTCTGGTGGTGCAGTTGATTTAGCTATTTTCAGTTTACATTTATCTGGAGCGAGCAGTATTTTAGGGGCGATTAACTTTATTACCACTATCTTTAACATGCGTGGGCCTGGTCTGGGCTTCCATCGCTTACCTTTATTTGTGTGGTCTGTTCTGATTACGGCCTTCTTACTTCTTCTCTCTTTACCGGTTTTAGCGGGAGCGATTACGATGCTGTTAACGGATCGTAACTTCAATACCTCGTTCTTTGATCCGGCGGGCGGAGGTGACCCTATTTTGTTCCAGCACCTTTTT		Plantae		Chlorophyta		Mamiellophyceae		Mamiellales		Bathycoccaceae		Bathycoccus		Bathycoccus prasinos				Non-Target				There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		-		40





Metrics by Sample Table



		Metrics by Sample Table

		Sample ID		Sample Type		Species Richness (number of OTUs)		Number of OTUs named at species level		Evolutionary Diversity

		ST05A		Client sample		3		2		0.81

		ST08		Client sample		3		3		0.72





Quality Control Table



		Quality Control Table

		Sample Information																Quality Control						Percentage Reads				Result

		Kit ID		NMID		Sample ID		Sample Type		Latitude		Longitude		Date Sampled		Date Received		DNA Amplified		Sequencing QC		Target OTUs Detected		% Target		% Non-Target		Reported		Comment

		MSB-01-02522		61031		ST05A		Client Sample		53.271227		0.320825		05/12/2025		19/12/2025		Yes		Yes		Yes		59.43		40.57		Yes		Sample reported

		MSB-01-02508		61030		ST08		Client Sample		53.271425		0.322331		04/12/2025		19/12/2025		Yes		Yes		Yes		88.01		11.99		Yes		Sample reported

		MSB-01-02501		61029		ST02		Client Sample		53.270956		0.319751		04/12/2025		19/12/2025		Yes		No		N/A		N/A		N/A		No		Data QC failed, no species reported
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Data Description



		Thank you for choosing NatureMetrics 
Please read the following information to help you understand the data in this file. For more information on how to interpret your results please see our Report Interpretation Guide. This file contains four tables: Species Data Table Percentages, Species Data Table Read Counts, Metrics by Sample Table, Quality Control Table

		www.naturemetrics.com/report-interpretation-guide

		Species Data Table Percentages 
This table provides a list of all the species detected in each of your samples. Where a species was detected in a sample, the percentage of DNA sequences assigned to that species is provided. A dash indicates that the species was not detected in the sample. Additionally, for each species the following is included:

• The OTU DNA sequence
• The taxonomic identification: Kingdom, Phylum, Class, Order, Family, Genus, Species
• The Common Name* 
• CHEGD Fungal Group
• IUCN Red List Threat Status^
• Invasive status: A Yes/No status indicating whether the species is listed as invasive in the country the sample was taken from**
• Target Status: Our tests are targeted to detect certain groups of species, but species outside these targeted groups are sometimes detected incidentally. We call these Non-Targets. Non-Targets can provide useful additional information from your samples and for your project. These are reported in this table but are not included in the PDF report and do not contribute to calculation of metrics.  
• Number of samples in which the species occurs

		*  Only available for species named at the species level. Provided for vertebrates, fish and mammals.
** Only available for species named at the species level. Not available for bacteria, eukaryotes and fungi.
^ Only available for species named at the species level and not applicable for bacteria.

		Species Data Table Read Counts 
This table is very similar to the Species Data Table Percentages table, but Read Counts (the number of DNA sequences assigned to a species) are reported for each species in each sample rather than the percentage of DNA sequences. This is useful if you intend to publish results or intend to run further analyses on the data. A dash indicates that the species was not detected in the sample.

		Metrics by Sample Table 
This table provides the metric values for each sample for each applicable metric. More information on how each metric is calculated is provided in the Report Interpretation Guide (link towards top of this page). The available metrics are:

• Species Richness
• Evolutionary Diversity
• IUCN Red List Threatened Species (not applicable to bacteria tests)
• Invasive Species (GRIIS) (not applicable to bacteria, soil fungi, eukaryotes tests)
• Bacterial Functional Diversity (applicable only to bacterial tests)
• Fungal Functional Diversity (applicable only to fungi tests)
• Soil Fungal : Bacterial Ratio (applicable only to soil samples)
• Fish: Food-Chain Integrity (applicable only to the Marine water fish (excl sharks & rays) test)
• Fish: Commercial Value (applicable only to the Marine water fish (excl sharks & rays) test)
• Fish: Prevalence of Sensitive Species (applicable only to the Marine water fish (excl sharks & rays) test)
• Marine Sediment Pollution Index (applicable only to the Marine sediment invertebrates test)
•CHEGD  Fungal Species (applicable only to fungi test run on samples from the United Kingdom)                                                                                                                                                                                              

		Quality Control Table
This table provides information on each sample, an overview of how each sample progressed through each of our quality control steps and shows the outcome of what is reported. More information on each Quality Control step is provided in the Report Interpretation Guide. The table is comprised of four sections

Sample Information
• Kit ID: Unique kit reference, as provided by NatureMetrics.
• Sample ID: Unique sample reference, as provided by the customer.
• Sample Type: Field sample or Field blank.
• Latitude and Longitude coordinates of sampling sites (if provided).
• Volume Filtered (applicable only to aquatic kits): Volume of water a customer has passed through a filter.
• Date Received: Date the sample was received at a NatureMetrics lab.

Quality Control
• DNA Amplified (Yes/No): This shows if target DNA was amplified and sequenced.
• Passed Data QC (Yes/No): Whether a sequenced sample contained high quality data.
• Target OTUs Detected (Yes/No): This shows if target species were detected. Our tests are targeted to detect certain groups of species.

Percentage Reads
• % Target: The percentage of target species DNA sequences that were identified in the sample.
• % Non-Target: The percentage of reads belonging to non- target species DNA sequences that were identified in the sample.

Result	
• Reported (Yes/No): If samples passed all QC steps and contained either target or non-target species then it is classed as reported.
• Outcome (Yes/No): A statement on whether a sample was reported, if it had target species or only non-target species, and, if applicable, whether any contamination was found in Field blanks.



http://www.naturemetrics.com/report-interpretation-guide

Species Data Table Percentages



		Species Data Table Percentages

		NMSeqID		Sequence		Kingdom		Phylum		Class		Order		Family		Genus		Species		IUCN Threat Status		Target Status		Comments		Number of samples in which OTU occurs		ST02		ST05A		ST08

		IM-64S50P		CGCCCGTCGCTACTACCGATTGAATGGTTTAGTGAGATCCTCGGATTGGACCCGGCCCGTCGGGCAACCGATGGGCCGGTGGCACGAGAAGACGATCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Annelida		Polychaeta		Phyllodocida		Nephtyidae								Target				1		-		0.03		-

		IM-VX32S3		CGCCCGTCGCTACTACCGATTGAATGGTTTAGTGAGACCCTCGGATTCGTCCCGGCGCGGCCGGTTACGGTTGCGCCGGTGCGCGGAGAAGACGGTCGAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Annelida		Polychaeta		Phyllodocida		Syllidae								Target				1		0.04		-		-

		IM-3T47I9		CGCCCGTCGCTACTACCGATTGGATGGTTTAGTGAGATCCTCGGATTGGCCCCGGCTATTCGGCGGGTTCGCTCGTCGAGCCGTGGTGCCGAGAAGACGCTCAAACTTGATCATCTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Annelida		Polychaeta		Sabellida		Sabellariidae								Target				2		1.14		-		0.05

		IM-1LPO24		CGCCCGTCGCTACTACCGATTGAGCGTCCCAGTGAGTTGATTGGAGACCGCGGCGATGGCCCTCGTGGCCTTTTCGCACCTGTCGGTTCAAATTCACCGAACTTAGATGCTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Annelida		Polychaeta		Spionida		Magelonidae		Magelona		Magelona mirabilis				Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		0.06		-		-

		IM-4X0KRW		CGCCCGTCGCTACTACCGATTGGATGGTTTAGTGAGACCCTCGGATCGGTCCCGACTCGGGGATGTTCTCTGCCCTGGTTGTGGTTCGCCGAGAAGACGGTCAAACTTGACTATCTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Annelida		Polychaeta		Spionida		Spionidae		Scolelepis						Target				1		-		-		0.03

		IM-JP1988		CGCCCGTCGCTACTACCGATTGGATGGTTTAGTGAGACCCTCGGATTGGTCCCGGCACGGTGGGCAACCGCCGAGCCGTGGCGCCGAAAAGACGGTCAAACTTGACTATCTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Annelida		Polychaeta		Spionida		Spionidae		Spiophanes						Target				1		-		-		0.07

		IM-G02Y19		CGCCCGTCGCTACTACCGATTGGATGGTTTAGTGAGATCCTCGGATTGGTCCCGGTGCGGCTTCTGGTCGCGCCGGAGTGCCGAAAAGAATGTCGAACTTGATCATCTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Annelida		Polychaeta		Terebellida		Cirratulidae		Tharyx						Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		0.10		-		-

		IM-7WZB1S		CGCCCGTCGCTACTACCGATTGGATGGTTTAGTGAGATCCTCGGATTGGTCCTGGCGTGGCGGGCAACCGCCGTGCCAGTGTGCCGAGAAGACGATCGAACTTGATCATCTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Annelida		Polychaeta		Terebellida		Terebellidae								Target				1		0.04		-		-

		IM-R7IQJ8		CGCCCGTCGCTACTACCGATCGGATGGTTTAGCGAGATCCTCGGATTGGTCCCGGCGCAGCGGGCGACCGCCGTGCCGGTGTGCCGAGAAGACGATCGAACTTGATCATCTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Annelida		Polychaeta		Terebellida		Terebellidae								Target				1		0.32		-		-

		IM-1OD8KB		CGCCCGTCGCTACTACCGATTGGATGGTTTAGTGAGGAACTCGGATCGGTCCTTATTCGCCGGGTAACCGGTGAGCAGGTGTGCCTAGAAGAACTTCGAACTTGATCATCTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Annelida		Polychaeta				Arenicolidae		Arenicola		Arenicola marina				Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		3		3.39		0.62		0.72

		IM-VQ2839		CGCCCGTCGCTACTACCGATTGGATGGTTTAGTGAGACACTCGGATCGGCGCCGGTCCTCCTGGCAACAGGTAGACTGGATTGCCCGAGAAGAATTTCAAACTTGACTATCTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Annelida		Polychaeta				Protodriloididae		Protodriloides		Protodriloides chaetifer				Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		-		1.08		-

		IM-785KC9		CGCCCGTCGCTACTACCGACTGGATGGTTTAGTGAGGTGGACGGAATGGCGCGGCTCTGCCTGGCGACAGGCTAAGCTGATCGCTGTGAAGTCTACCGAACTTGTTCATCTGGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Annelida		Polychaeta				Protodriloididae		Protodriloides		Protodriloides symbioticus				Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		-		-		4.26

		IM-5A865N		CGCCCGTCGCTACTACCGATTGGATGGTTTAGTGAGACCCTCGGATTGGCACCTTGTCGCCTGGCAACAGGTGGCGTGGATCTGTTCCAAGAAGAAGTTCGAACTTGACTATCTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Annelida		Polychaeta				Protodriloididae								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		2		0.09		0.04		-

		IM-DI27BL		CGCCCGTCGCTACTACCGATTGGATGGTTTAGTGAGATCCTCGGATTGGTCCCGGCGTTGCTGGGTTCTCCTGGCTGCCGGTGTGCTGAGAAGACGATCAAACTTGATCATCTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Annelida		Polychaeta				Scalibregmatidae		Scalibregma		Scalibregma inflatum				Target				1		0.07		-		-

		IM-B8Q40G		CGCCCGTCGCTACTACCGATTGAATGTCTTAGTGAGTAATTTGGAAATATTTTCTGGCTAGTAATAGTCTGAAGACGTTAAAGAATTGCAAACTGTGGCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Arthropoda		Hexanauplia		Calanoida		Acartiidae		Acartia		Acartia bifilosa				Target				1		0.51		-		-

		IM-OW54J2		CGCCCGTCGCTACTACCGATTGAGTGTTTTAGTGAGGTCCTCGGATTGATAGCCTGGCGGTTAACGCTGCCTAGCTAACGAAAAGACGACCAAACTGTAGCACTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Arthropoda		Hexanauplia		Calanoida		Centropagidae		Centropages						Target				1		1.41		-		-

		IM-78CRWY		CGCCCGTCGCTACTACCGATTGAGTGTTTTAGTGAGGTCCTCGGATTGCTTTCCTGGCGGTTAACGCTGCCTAGTTGGCGAAAAGACGACCAAACTGTAGCACTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Arthropoda		Hexanauplia		Calanoida		Temoridae		Temora						Target				1		0.41		-		-

		IM-1145ZC		CGCCCGTCGCTACTACCGATTGAACGTTTTAGTGAGGTATTTGGACTGGGCCTTGGGAGGATTCGTTCTCCCATGTTGCTCGGGAAGACTCCCAAACTTGAGCGTTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Arthropoda		Hexanauplia		Cyclopoida		Oithonidae		Oithona		Oithona similis				Target				1		0.11		-		-

		IM-P83S4M		CGCCCGTCGCTACTACCGATTGAATGTTTTAGTGAGGTATTTGGATCGGCGCTTGAGAGGTTAACGCCTTTCTTGTGCTGAAAAGACTCCCAAACTTGAGCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Arthropoda		Hexanauplia		Harpacticoida		Ectinosomatidae		Microsetella		Microsetella norvegica				Target				1		0.06		-		-

		IM-FJ7I3H		CGCCCGTCGCTACTACCGATTGAATGTTTTAGTGAGGTATTTGGATCGGCGCTTTCCAGGTTAACGCTTTGATTGTGCTGAAAAGACTCCCAAACTTGAGCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Arthropoda		Hexanauplia		Harpacticoida		Ectinosomatidae								Target				1		-		0.91		-

		IM-716FPU		CGCCCGTCGCTACTACCGATTGAACGTTTTAGTGAGGTATTTGGATTTGGCCAGAAGCGGTTCGCGCCGTTTCTGTTGCCGGAGAAGACTCCCAAACTTGAGCGTTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Arthropoda		Hexanauplia		Harpacticoida		Nannopodidae								Target				1		0.04		-		-

		IM-HXM91Z		CGCCCGTCGCTACTACCGATTGAACGTTTTAGTGAGGTATTTGGATTGGGCCTCTTGCGGTTCGCGCCGCTAGTGTTGCCCGAGAAGACTCCCAAACTTGAGCGTTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Arthropoda		Hexanauplia		Harpacticoida										Target				3		0.06		0.07		0.95

		IM-LE7ZL7		CGCCCGTCGCTACTACCGATTGAACGTTTTAGTGAGGTATTTGGATCGGCGCTCTGGAGGTTCGCGCCTCCATTGTGCTGAAAAGACTCCCAAACTTGAGCGTTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Arthropoda		Hexanauplia		Harpacticoida										Target				2		-		3.71		0.07

		IM-K12RM7		CGCCCGTCGCTACTACCGATTGAACGTTTTAGTGAGGTGTTTGGATCGGACCTCTTGGGACTCGCGTCCCGAGTGTTGTCTGAGAAGATCCCCAAACTTGAGCGTTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Arthropoda		Hexanauplia												Target				1		-		0.03		-

		IM-106TRX		CGCCCGTCGCTACTACCGATTGAACGTTTTAGTGAGGTATTTGGACCGGACCTCCGACGGTTAATCCCATCGGTGCTGTCTGGGAAGACTCCCAAACTTGAGCGTTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Arthropoda		Hexanauplia												Target				1		0.07		-		-

		IM-Y2S674		CGCCCGTCGCTACTACCGATTGAACGTTTTAGTGAGGTATTTGGACTGGGCCTTTCAGGGTTTACGCCTTGATTGTTGTCCGGGAAGACTCCCAAACTTGAGCGTTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Arthropoda		Hexanauplia												Target				1		0.37		-		-

		IM-3W8ZED		CGCCCGTCGCTACTACCGATTGAGTGGTTTAGTGAGGCCCACGGACTGCGCGCGGCACCCGGCGCTTCGGCGTCGCGTCGCGAGCGGAAAGTGAGACGAACTTGATCACTTCTAGGAAGTAAAAGTCGTAACAAGGTTTTC		Animalia		Bryozoa		Gymnolaemata		Cheilostomatida		Electridae		Electra						Target				1		4.83		-		-

		IM-5IOJ12		CGCCCGTCGCTACTACCGATTGAGTGGTTTAGTGAGGCTCACGGACTGCGAGCGGCACTCGGCGCTTTCGGGCGTCGCGCCGCGAGCGGAAAGTGAGACGAACTTGATCACTTCTAGGAAGTAAAAGTCGTAACAAGGTTTTC		Animalia		Bryozoa		Gymnolaemata		Cheilostomatida		Flustridae								Target				1		0.50		-		-

		IM-7TB475		CGCCCGTCGCTACTACCGATTGAGTGGTTTAGTGAGGCCCACGGACGGCCCGCGGCACTCGGCGCTTCGGCGTCGCGTCGCGGACTGAAAGTGAGACGAACTTGATCACTTCTAGGAAGTAAAAGTCGTAACAAGGTTTTC		Animalia		Bryozoa		Gymnolaemata		Cheilostomatida		Scrupariidae		Scruparia						Target				1		1.33		-		-

		IM-N6Q261		CGCCCGTCGCTACTACCGATTGAGTGGTTTAGTGAGGCTCACGGACTGCGAGCGGCACACGGCGGCCCCCGGGTCGCCGCGCCGCGAGCGGAAAGTGAGACGAACTTGATCACTTCTAGGAAGTAAAAGTCGTAACAAGGTTTTC		Animalia		Bryozoa		Gymnolaemata		Cheilostomatida										Target				1		0.04		-		-

		IM-8O6JA8		CGCCCGTCGCTACTACCGATTGAGTGGTTTAGTGAGGCCCGCGGACCGCGGGCGGCATCCGGCGGGAGACCGTCGCGCCGCCTGTTCGGGAAGCGGTACGAACTTGATCACTTCTAGGAAGTAAAAGTCGTAACAAGGTTTTC		Animalia		Bryozoa		Gymnolaemata		Ctenostomatida		Vesiculariidae								Target				1		0.05		-		-

		IM-T7R5AP		CGCCCGTCGCTACTACCGATCGAACGATGTAGTGAGGTCCTCGGACTGGCATCTACTCGGAAGCCGGGTTCGCTCGGTAGAAGAGCTTGTTTGCCGGGAAGAGTACCAAACTGAATCGTTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Chaetognatha		Sagittoidea		Aphragmophora		Sagittidae		Parasagitta						Target				1		0.11		-		-

		IM-W6PT9N		CGCCCGTCGCTACTACCGATTGGATGGCTTAGTGAGGTCCTCGGATCGGCCCCGCCGGAGTCTTCACGGCTCTGGCGCGCGTGCCGAGAAGACGATCAAACTTGACTATCTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Chordata		Actinopterygii		Gadiformes										Target				2		0.09		-		0.04

		IM-ZTEG21		CGCCCGTCGCTACTACCGATTGGATGGTTTAGTGAGGTCCTCGGATCGGCCCCGCCGGGATCGGTCACGGTCCTGGTGGAGCGCCGAGAAGACGATCAAACTTGACTATCTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Chordata		Actinopterygii		Perciformes		Ammodytidae								Target				2		0.26		-		0.03

		IM-WILW70		CGCCCGTCGCTACTACCGATTGAATGGTTCAGTGAGATAATCGGATAGGTAACTCGGTAAGCAGCAATGTTTACCAAGCATACATAGAAGACGATCAAACTCAGTCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Chordata		Appendicularia		Copelata		Oikopleuridae		Oikopleura		Oikopleura dioica				Target				1		0.18		-		-

		IM-3WRN3M		CGCCCGTCGCTACTACCGATTGAATGGTTTAGTGAGGTCCTCCGACTGGATCTGGCGCGGTCGGCAACGGCCGAGCCGGCAACCGGGAAGACGATCTAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Chordata		Ascidiacea		Phlebobranchia										Target				1		0.11		-		-

		IM-7ZJ0Y5		CGCCCGTCGCTACTACCGATTGAATGGTTTAGTGAGGCTCTCGGATCGGCCCCGCTGTGGCTGGCAACAGTCCTGGCGGCGCGCTGAAAAGACAGTCGAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Chordata		Ascidiacea		Stolidobranchia		Molgulidae		Molgula						Target				1		0.22		-		-

		IM-QD743N		CGCCCGTCGCTACTACCGATTGAATGGTTTAGTGAGGACTCCTGATTGGCGCCGCCGCCCCGGCAACGGAGCAGCGGACCTGCCGAAAAGTTGTTCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Cnidaria		Anthozoa		Actiniaria										Target				2		0.41		-		0.08

		IM-ZU6909		CGCCCGTCGCTACTACCGATTGAATGGTTTAGTGAGATCTTTGGATTGGCGCTGGAGAGGGTTCGCGCCTTTTCCAGAATGCTGAAAAATTGCTCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Cnidaria		Hydrozoa		Leptothecata		Campanulariidae								Target				1		0.05		-		-

		IM-42QP5T		CGCCCGTCGCTACTACCGATTGGATGGATTAGTGAGATCTCTGGATTGGCACTATGGGGGTATTCGCGTACTCCCTTAGCTCGCTGAAAAGTTGCTCAAACTAATTTATCTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Cnidaria		Hydrozoa		Leptothecata		Eirenidae								Target				1		0.07		-		-

		IM-9ZIS0Y		CGCCCGTCGCTACTACCGATTGAACGGTTTAATGAGAACTCCGGATTGGCCTCCTTTGCGCTGCCTCGTGTGGTGCATTGCGTGGCCGAGAAGTTGTTCAAATTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Cnidaria		Hydrozoa		Leptothecata		Plumulariidae		Plumularia						Target				1		0.07		-		-

		IM-B3JS3F		CGCCCGTCGCTACTACCGATTGAATGGTTTAGTGAGATCTCCGGATTGGCTGCCTTGGTACCTTCACGGGTCCAACGGTTTAGCCGAAAAGCTGTTCGAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Cnidaria		Hydrozoa		Leptothecata		Sertulariidae								Target				1		0.09		-		-

		IM-W63NY2		CGCCCGTCGCTACTACCGATTGAATGGTTTAGTGAGATCTCGGGATTGGAGACGTTGCGCCGCAAGGCACATCGTCCTCGAGAACTTGATCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Ctenophora		Tentaculata		Cydippida		Pleurobrachiidae		Pleurobrachia		Pleurobrachia pileus				Target				1		0.09		-		-

		IM-BM07UW		CGCCCGTCGCTACTACCGATTGAATGGTTTAGTGAGATCCTCGGACGGGCCGCGGCGGGGCGCCTCTGGCGCCTCGCTCGTGCGCCCGGAAGACGATCGAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Echinodermata		Asteroidea												Target				1		0.07		-		-

		IM-9M25ON		CGCCCGTCGCTACTACCGATTGAATGGTTTAGCGAGATTCTCGGATCGGGCCTTGTTCGTGCGCAAGCATGGACGAGATCTGAGAAGAAACTCAAGCTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTTC		Animalia		Gastrotricha				Chaetonotida		Chaetonotidae								Target				1		-		-		0.09

		IM-S7RLD5		CGCCCGTCGCTACTACCGATTGAATGGTTTAGCGAGAACCTCGGATTGGACCCTGTTCGTGCGCAAGCATGGACGAGGCCTGAGAAGAAGCTCAAGCTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTTC		Animalia		Gastrotricha				Chaetonotida		Chaetonotidae								Target				1		-		-		0.23

		IM-V82CEK		CGCCCGTCGCTACTACCGATTGAATGGTTTAGCGAGATTCTCGGATCGAACCTTGTTCGTGCGCAAGCATGGACGAGGATTGAGAAGAAACTCAAGCTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTTC		Animalia		Gastrotricha				Chaetonotida		Chaetonotidae								Target				1		-		-		1.52

		IM-DR3B9U		CGCCCGTCGCTACTACCGATTGAATGGTTTAGCGAGATTCTCGGATCGGGCCTTGCTCGAGGTAAAACTTGTACGAGGTCTGAGAAGAAGTTCAAGCTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTTC		Animalia		Gastrotricha				Chaetonotida		Chaetonotidae								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		-		0.06		-

		IM-9YPN05		CGCCCGTCGCTACTACCGATTGAATGGTTTAGTGAGATACTCGGATCATGCGCTGGTAGCAGGTAACTGTCTACCTGTGCAAGAAAAGAATATCAAACTTGGTCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Gastrotricha				Chaetonotida		Xenotrichulidae		Draculiciteria						Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		-		-		0.09

		IM-QTH36Z		CGCCCGTCGCTACTACCGATTGAATGGTTTAGTGAGATACTCGGATAATGCCTTGATAGCGGGTAACCGTCTACCAAAGCAAGAAAAGAATATCAAACTTGGTCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Gastrotricha				Chaetonotida		Xenotrichulidae								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		-		-		0.15

		IM-N52V2P		CGCCCGTCGCTACTACCGACTGAATCGTTCGTTGAGTTCCTCGGATCGACTGTTTGCAGTGCTCACGCATTGCAGCCGTGTCGAGAAGAGGCGCTAGACCAGCGATTTGGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Gastrotricha				Macrodasyida		Turbanellidae		Turbanella		Turbanella cornuta				Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		-		-		0.04

		IM-R9M36M		CGCCCGTCGCTACTACCGATCGTTCCCGTTAATGAGCGCCTCGGATTGGTCCCGTGGCCGGCTTCGCGGCCGGCTTTGGCGTGCCGAGAAGATGTGCAAATTATCAGGAATAGAGGAAGTAAAAGTCGTAACAAGGTATCC		Animalia		Mollusca		Bivalvia		Adapedonta		Pharidae		Ensis						Target				3		1.03		0.08		0.14

		IM-43MKF0		CGCCCGTCGCTACTACCGATCGCTCCAGTTAATGAGCTCTTCGGATTGGTCCCGCGGCCCGGCCTCCGGGTCGGGCTGCGTCTGGTGCCGAGAAGATGCGCAAATTGACCGGAGTAGAGGGAGTAAAAGTCGTAACAAGGTATCC		Animalia		Mollusca		Bivalvia		Myida		Pholadidae		Barnea						Target				1		-		-		0.04

		IM-FXXQ42		CGCCCGTCGCTACTACCGATCGCTCTAGTTGATGAGCCCTTCGGATTGGTCCCTTGGGTGGCGGTCTTCGGGCCGCTCTCTCGGCGCATCGAAAAGATGGGCGAATTGACCGGAGTAGAGGAAGTAAAAGTCGTAACAAGGTATCC		Animalia		Mollusca		Bivalvia		Venerida		Veneridae								Target				1		0.04		-		-

		IM-BA3454		CGCCCGTCGCTACTACCGATTGGGAAAATTTCAGAATGCTTAGGACTGGGACTTGTTTGGCTTCACGGTCTTACTTGTACTGGAAATAAGTATAATGATATTTTCCTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Nematoda		Adenophorea		Desmodorida		Chromadoridae								Target				1		-		-		0.08

		IM-F886M0		CGCCCGTCGCTACTACCGATTGGATGTGTTAGTGAGGTTTTCCGACCGAGACAATGGCGGTCTCTGATTGCCGTTTGTCTTGGAAAGATCATCGAACTAACATATCTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Nematoda		Adenophorea		Enoplida		Oncholaimidae								Target				1		-		-		0.46

		IM-6R17E6		CGCCCGTCGCTACTACCGATTGGATGATTTAGTGAGGCCCTCGGACTGGTACCGGCGCTGCTTCACGGCTGCGCCGGACTCTGGGAAGAAGGCCTAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Nematoda						Marimermithidae		Marimermis						Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		-		-		0.12

		IM-9ZY47C		CGCCCGTCGCTACTACCGATTGAATGTTCTGGTGAAATCATTGAAGTGATGCTTATCGGGTGGTCTCCACTCGATAGGATATTGCGAAGAGGCTTAAACCTGAGCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Platyhelminthes				Dolichomicrostomida		Dolichomacrostomidae		Paromalostomum		Paromalostomum dubium				Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		-		-		2.90

		IM-T3S756		CGCCCGTCGCTACTACCGATTGAATGGTTTAGCAAGGTCCTCGGATTGACGCCGACAAGATGTTCGCATCTCGTCGGATGCTTGAAAAGACGATCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Platyhelminthes				Macrostomorpha		Macrostomidae								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		-		-		0.08

		IM-VQS9Q8		CGCCCGTCGCTACTACCGATTGGATGGTCTAGTGAGGTTATTGGATTCGTGCTGGTGAGCGTGGCAACACAATTACCAGCGTGGAGAAGATAATCGAACGAGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Platyhelminthes				Prolecithophora		Pseudostomidae								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		0.18		-		-

		IM-1I29W7		CGCCCGTCGCTACTACCGATTGAATGGTTTAGTGAGGTCATTGGACTGGTATTGATCGGGCGGCCTCCGCTTGGTCGATGTCGGGAAGAAGATCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Platyhelminthes				Proseriata		Ciliopharyngiellidae		Ciliopharyngiella		Ciliopharyngiella constricta				Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		-		-		1.11

		IM-379XH8		CGCCCGTCGCTACTACCGATTGAATGGTTTAGTGAGGTCCTCGGATTGGTGCCTTTGGAGTAGTCTCTGCTCTGTTGGTGCCGAGAAGACGATCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Platyhelminthes				Proseriata		Coelogynoporidae								Target				2		0.06		0.10		-

		IM-E15XI7		CGCCCGTCGCTACTACCGATTGAATGGTTTAGTGAGGTCTCTGGATTGGTGCTGACGAGATGGCTCCCATTTTGTTGGTATCGAGAAGAAGATCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Platyhelminthes				Proseriata		Otoplanidae								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		2		-		38.02		9.68

		IM-L4689O		CGCCCGTCGCTACTACCGATTGAATGGTTTAGTGAGGTCCTCGGATTGGTGCCAACGAAGTGGCCTCCACTTTGTCGGCGTCGAGAAGACGATCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Platyhelminthes				Proseriata										Target				1		-		0.35		-

		IM-036VN5		CGCCCGTCGCTACTACCGATTGAATGGTTTAGTGAGGTCCTCGGATTGGTGTCAGTGGAGTACTTTGTGCTCTGTCGGTGCCGAGAAGACGATCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Platyhelminthes				Proseriata										Target				1		-		3.11		-

		IM-0M2N9C		CGCCCGTCGCTACTACCGATTGAATGGTTTAGTGAGGTCCTCGGATTGGTGTCGACGGATTACTTGTTTCTCTGTCGGCGTCGAGAAGACGATCAAACTTGGTCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Platyhelminthes				Proseriata										Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		2		0.06		0.05		-

		IM-K71S2A		CGCCCGTCGCTACTACCGATTGAATGGTTTGGTGAGGCGTCTGGATTGAAGCTAACTAAGTGGTTTCCACTTTATCGGCTTTGAAAAATTCGTCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Platyhelminthes				Rhabdocoela		Cheliplanidae		Cheliplana						Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		-		-		3.23

		IM-12FXU1		CGCCCGTCGCTACTACCGATTGAACGGTTTAGTGAGGCCTTTGGATTGAGGCCAACGAAGTGGTTCGCCACCTTGTTGGCTTCGAAAAAGTGGTCAAACTTGGTCGTTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Platyhelminthes				Rhabdocoela		Cicerinidae		Cicerina		Cicerina tetradactyla				Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		-		-		2.24

		IM-U3Q12I		CGCCCGTCGCTACTACCGATTGAATGGTTTAGTGAGGTCATCGGATTGACGGTATGGGAGTGACTTGTCATTCTTAATATTGTCGAAAAGATAATCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Platyhelminthes				Rhabdocoela		Provorticidae		Baicalellia						Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		-		0.07		-

		IM-950VTV		CGCCCGTCGCTACTACCGATTGAATGGTTTGGTGAGGCCTTTGGATTGAGCCTATTGAAGAGTTTTGCGCTTTATGTGGTTCGAGAAAATCGTCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Platyhelminthes				Rhabdocoela		Schizorhynchidae								Target				1		-		0.07		-

		IM-8BF76Q		CGCCCGTCGCTACTACCGATTGAATGGTTTAGTGAGGCTTTTGGATTGGGGCTGATGAAGTGGTTTACCATTTCGTCGATCTCGAGAAAATCGTCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Platyhelminthes				Rhabdocoela										Target				2		0.05		-		1.36

		IM-111Q1W		CGCCCGTCGCTACTACCGATTGAATGGTTTGGTGAGGCCTTTGGATTGAGCCTATTGAAGTGGTTTCCATTTCTTTGGTTCGAGAAAATCGTCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Platyhelminthes				Rhabdocoela										Target				2		-		0.53		0.79

		IM-54W3F4		CGCCCGTCGCTACTACCGATTGAATGGCTTAGTGAGGTCCTCGGATTGGTGCCAGCGGAGTGGTCTCCACTCTGTGGGTATCGAGAAGACGATCAAACTTGGTCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Platyhelminthes														Target				1		0.25		-		-

		IM-68I0BS		CGCCCGTCGCTACTACCGATTGAATGGTTTAGTGAGGTCCTCGGATTGGTGCTGACGAGGTGGTTCCCATCTTGTTGGTGTCGAGAAGACGATCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Platyhelminthes														Target				2		-		0.09		0.05

		IM-IY54O5		CGCCCGTCGCTACTACCGATTGAATGGTTTAGTGAGCACTCTGGATTGGTTCCCCCGAGCGCCAGCAATGGTGCGCGGAGGATTTACCGAGAAGTTGTGCTAACTGTATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Porifera		Demospongiae		Poecilosclerida		Acarnidae		Iophon						Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		0.16		-		-

		IM-VC6IO4		CGCCCGTCGCTACTACTGATTGGGCGTTCAAGTGAGAAATTTGGATGTTTGGAGCTTGATGACCGTTGGGTTTCAGATAGAACAGACTCAAGCTTGAGTGTCTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Xenacoelomorpha				Acoela		Isodiametridae		Pseudaphanostoma						Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		2		-		0.12		1.49

		IM-JA5W5T		CGCCCGTCGCTACTACCGATTGGACGCTGAAGCGAGCTCTATGGAGGGTTCGAAACAACCACTTTGTGGATGTTAGAACACAAAATAGCTCAAGCTTCGACGTCTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Xenacoelomorpha				Acoela		Paratomellidae		Paratomella		Paratomella unichaeta				Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		-		-		0.89

		IM-GZW7X4		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAATCTTCGGACCGTGACTTTGATTTGTTTACTCAAAACGCTGTTACGGGAAGTTGATTAAACCTTACCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Bigyra		Labyrinthulea		Thraustochytrida		Aplanochytriidae		Aplanochytrium		Aplanochytrium kerguelense				Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		3		0.57		0.04		0.13

		IM-1P0M65		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAATCTTTGGACTGCGACATTGTTTTGTTCATTCAAAACGCTGTTGCGGGAAGTTGATTAAACCTTACCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Bigyra		Labyrinthulea		Thraustochytrida		Aplanochytriidae								Target				1		0.12		-		-

		IM-1J1UBV		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAATCTTCGGATTGTAGCTTTGTTTTCTTCACGGAAAATATTGCTGTGAGAAGTTGATTAAATCTTACCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Bigyra		Labyrinthulea		Thraustochytrida		Aplanochytriidae								Target				1		-		-		0.27

		IM-200DG4		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAAACAACGGACTGCACTACTGTTGGAGCTTTTAGTTCCTTGGTTGAGCGGAAAGTTGTTTAAACCTTACCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Bigyra		Labyrinthulea		Thraustochytrida		Oblongichytriidae		Oblongichytrium						Target				1		0.16		-		-

		IM-A160T6		CGCCCGTCGCACCTACCGATTGAATGGTGCGGTGAAATCTTTGGACCATGATTTTCTCTTGCTTTCGGGCAAGATATTTTCGCGGGAAGTTGATTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Bigyra		Labyrinthulea		Thraustochytrida		Oblongichytriidae		Oblongichytrium						Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		0.32		-		-

		IM-2TV8YL		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAATCTTTGGACCGTGACATTGTTTTGCTTTCGGGCAAAACGCTGTTGTGGGAAGTTGATTAAACCTTACCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Bigyra		Labyrinthulea		Thraustochytrida		Oblongichytriidae								Target				2		0.33		0.04		-

		IM-Q9AG78		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAATCTTTGGATCGTGACATTGTCTTGCTTTCGGGCAAGACTTCGTTGTGAGAAGTTGATTAAACCTTACCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Bigyra		Labyrinthulea		Thraustochytrida		Oblongichytriidae								Target				1		-		-		0.03

		IM-97QZ77		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAATGTTCGGACTGCGGCAATGTTCCCGTTTCGGAAACGCTGTCGTGGGAAGTTCCTTAAACCTTACCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Bigyra		Labyrinthulea		Thraustochytrida		Oblongichytriidae								Target				2		-		0.07		0.04

		IM-3A943O		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAATTTTCGGACCGTGGCAGTGTCCCCTTCATTGGAGACGCCGCCGTGGGAAGTTAATTAAACCTTACCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Bigyra		Labyrinthulea		Thraustochytrida		Oblongichytriidae								Target				1		-		-		0.13

		IM-AI6B4S		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAAACTTTGGACCGTGACTTTGCCTTTCTTTCGGGAAAGCGTTGTCGTGGGAAGTTGTTTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Bigyra		Labyrinthulea		Thraustochytrida		Thraustochytriidae								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		0.18		-		-

		IM-74M7FH		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAATCTTTGGACTGTGGCTTTGTCTTACTCTGTAAGACGCTGTTGCGGGAAATTGATTAAACCTTACCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Bigyra		Labyrinthulea		Thraustochytrida										Target				1		0.07		-		-

		IM-7OY47S		CGCCCGTCGCACCTACCGATTGAATGCTCCGGTGAAACTTTCGGATCGCGGCGTTGTGCCTTTACGGGCCGACGCTGTGAGAAGTTATTTAAACCTTAGCATTTAGAGGAAGGTAAAGTCGTAACAAGGTTTCC		Chromista		Bigyra						Bicosoecaceae		Bicosoeca		Bicosoeca vacillans				Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		0.05		-		-

		IM-BQ0F0J		CGCCCGTCGCTACTACCGATTGAATGTCTTAGTGAGGACCACGGATCGCTGTCTTGGGTGGCAACACCTCTGACGGTGAGAAGTGGTCCAAACTTGAACATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Chromista		Cercozoa						Massisteriidae		Massisteria		Massisteria marina				Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		0.10		-		-

		IM-8NT5H5		CGCCCGTCGCTACTACCGATTGAATGTCTTAGTGAGGACCACGGATCGCCGTTTTGGGTGGCAACACCCCTAATGGTGAAAAGTGGTCCAAACTTGAACATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Chromista		Cercozoa						Massisteriidae		Massisteria						Target				1		-		-		0.03

		IM-5B46W4		CGCCCGTCGCTACTACCGATTGAATGTCTTAGTGAGGACCAGGGATGCCTGGCGTCGGGCGAGAGCCCGGCGCCGGGGAGAACTGGTCCAAACTTGGGGATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Chromista		Cercozoa						Massisteriidae		Massisteria						Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		0.05		-		-

		IM-3A9BP1		CGCCCGTCGCTACTACCGATTGGACGTTTTGGTGAGGCTCAGGGATCGTGGCCTGCGTGTGGTTCGCCACTGCGGGCATGCGAGAACTGAAACAAACCTGAGCGTCTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Chromista		Cercozoa						Paulinellideae		Paulinella						Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		-		-		0.09

		IM-H391E4		CGCCCGTCGCTACTACCGATTGGACGTTTTGGTGAGGCTCAGGGAATGTAGCTGTTCGGTGGTTCGCTACTGAACGGCACGCATGAACTGAAACAAACCTGAGCGTCTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Chromista		Cercozoa						Paulinellideae								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		0.05		-		-

		IM-KYB6Y3		CGCCCGTCGCTACTACCGATTGAATGGCTTAGTGAGCTCTCTGGACTGTTGTATCTCGTTGGAAACTTCGAGGCACATACGGGAAGGAGATCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Chromista		Cercozoa						Protaspidae								Target				1		0.07		-		-

		IM-UW0G12		CGCCCGTCGCTACTACCGATTGAATGGCTTAGTGAGCCCTCTGGACTGTTGTAATTCGTTGGCAACTTCGAGTCACATACGGGAAGGAGGTCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Chromista		Cercozoa						Protaspidae								Target				1		0.06		-		-

		IM-Y8588M		CGCCCGTCGCTACTACCGATTGAATGGCTTAGTGAGCTCTCTGGATTGTTGCACCTTTGTGGAAACGCAGAGGAGCATACGAAAAGGAGATCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Chromista		Cercozoa						Protaspidae								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		0.21		-		-

		IM-5453RF		CGCCCGTCGCTACTACCGATTGAATGATTTAGTGAGCTGCAGGGACTGCCGTAATTGAAAGGGTTTCCTTTCTTTTATGATAGGAACTGCTACAAACTTGGCCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Chromista		Cercozoa						Pseudopirsoniidae		Pseudopirsonia		Pseudopirsonia mucosa				Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		3		0.36		0.03		0.17

		IM-SP8O0Y		CGCCCGTCGCTACTACCGATTGAACGGCTTAGTGAGTATTATGGACCGATGCTAGTGTTGGGTTTCCTTCACTATGTATTGCGGAAGTAACGCAAACTTGGTCGTTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Chromista		Cercozoa														Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		0.27		-		-

		IM-M6L7RK		CGCCCGTCGCTACTACCGATTGAATGGCTTAGTGAGCTCTCTGGACTGTTGCACGCTGTTGGAAACTTCGGTGCGCACACGGGAAGGAGATCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Chromista		Cercozoa														Target				3		0.93		0.33		0.97

		IM-8K45O2		CGCCCGTCGCTACTACCGATTGAACGGCTTAGTGAGTTTTACGGACTGACGCTGGTATTGGGTAACCTTTACCATGTGTTGTGGAAGTAAATCAAACTTGATCGTTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Chromista		Cercozoa														Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		0.12		-		-

		IM-62JI50		CGCCCGTCGCTACTACCGATTGGACGTTTTGGTGAGGTTCAGGGAAAGTAGCTGTGCGGTGGTTCTCCACTGCGTTGCACGCTTGAACTGACCCAAACCTGAGCGTCTAGAGGAAGTAAAAGTCGTAACAAGGTCTCC		Chromista		Cercozoa														Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		0.10		-		-

		IM-76J09S		CGCCCGTCGCTACTACCGATTGAATGGCTTAGTGAGCTCTTTGGACTGCGGCATTCCTCTGGGGTTTCTCAGATGTGCTGCGGAAAGAGGGACAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Chromista		Cercozoa														Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		2		-		0.22		0.26

		IM-6L4Y2H		CGCCCGTCGCTACTACCGATTGAATGGCTTAGTGAGCTCTCTGGACTGTTGCGCGGGGTTGGAAACTTCGCCGCGCTTGCGGGAAGGAGATCTAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Chromista		Cercozoa														Target				1		-		-		0.06

		IM-18RL2O		CGCCCGTCGACTCTACCGATTGAATGGTTCGGTGAAAACTTTGGACTGTGGCATTGTCCTTCATTGGACTTCGCCGTAGGAAATTGTTTAAACCTCATCATTTAGAGGAAGAATAAGTCGTAACAAGGTTTCC		Chromista		Cercozoa														Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		2		0.19		-		0.03

		IM-V3680O		CGCCCGTCGCTACTACCGATTGAATGACTCAGTGAGTTGCAGGGATTGTTGCCTACGATTGGGCTTCCAATTGTAAGCATGCGAGAACTGTCGCAAACTCGCTCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Chromista		Cercozoa														Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		2		-		0.10		0.03

		IM-FTK764		CGCCCGTCGCTACTACCGATTGAATGGCTTAGTGAGCTCTCTGGACTGTTGCACCTTGTTGGAAACTTCGGGGAGCATACGGGAAGGAGATCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Chromista		Cercozoa														Target				2		0.46		0.05		-

		IM-XR0B2W		CGCCCGTCGCTACTACCGATTGAATGGCTTAGTGAGCTCTCTGGACTGTTGCGCGTTGTTGGAAACTTCAGCGTGCATACGGGAAGGAGATCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Chromista		Cercozoa														Target				1		-		-		0.05

		IM-8Z4U17		CGCCCGTCGCTACTACCGATTGAATGGCTTAGTGAGCTCTCTGGACTGTTGCACTACCGTTGGTAACTTCGGTGAGCATACGGGAAGGAGATCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Chromista		Cercozoa														Target				3		0.46		0.06		0.06

		IM-03NR73		CGCCCGTCGCTACTACCGATTGAATGGCTTAGTGAGCTCTCTGGACTGTTGTATCCTGTTGGCAACTTCAGGACACATACGGGAAGGAGATCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Chromista		Cercozoa														Target				2		0.10		-		0.04

		IM-3ZO418		CGCCCGTCGCTACTACCGATTGAATGGCTTAGTGAGGTTCAAGGAGTGCGTCATCCAGTTGGGTTTCCTTCTGTTTGCATGCGTGAATTGAAACAAACTTGATTATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Chromista		Cercozoa														Target				2		0.05		-		0.05

		IM-G480B2		CGCCCGTCGCTACTACCGATTGAATGGCTTAGTGAGGTTCAGGGAGTGCGTCTTCCAGTTGGGTTTCCTTCTGCCTGTATGCGTGAACTGAAACAAACTTGATTATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Chromista		Cercozoa														Target				1		-		-		0.04

		IM-7L71G0		CGCCCGTCGCTACTACCGATTGAATGGCTTAGTGAGCTCTCTGGACTGTTGCGTCTCGTTGGAAACTTCGGGATGCATACGGGAAGGAGATCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Chromista		Cercozoa														Target				3		0.06		0.04		0.19

		IM-7YG7UN		CGCCCGTCGCTACTACCGATTGGACGTTTTGGTGAGGTTCAGGGAAAGTAGCTTTGCGGTAGTTCGCTACTGCGCTGCACGCTTGAACTGACCCAAACCTGAGCGTCTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Chromista		Cercozoa														Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		0.57		-		-

		IM-6I3OH1		CGCCCGTCGCTACTACCGATTGAACGGCTTAGTGAGTTTTATGGACCGGCGCAGGTGTTGGGTTTCCCTCCATCATGTGCTGCGGAAGTAAATCAAACTTGATCGTTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Chromista		Cercozoa														Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		0.30		-		-

		IM-7J30X8		CGCCCGTCGCTACTACCGATTGAATGGCTTAGTGAGTTCTCTGGACTGTTGCACGTTGTTGGAAACTTCAGCGAGCTTTCGGGAAGGAGACCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Chromista		Cercozoa														Target				1		-		-		0.08

		IM-Z4L5GG		CGCCCGTCGCTACTACCGATTGAACGGCTTAGTGAGTTTTACGGACTGGCGCTGGTGTTGGGTAACCTTCACCATGCGCTGCGGAAGTAAATCAAACTTGATCGTTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Chromista		Cercozoa														Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		0.33		-		-

		IM-A59Q41		CGCCCGTCGCTACTACCGATTGAATGGTTTGGTGAGCCTCACGGATTGGCGACCTCGCTAGGTTCGCCTGGTTTGGTTGTCGAGAAGTGATGCAAACCTGACTATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Chromista		Cercozoa														Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		0.12		-		-

		IM-3MFVW3		CGCCCGTCGCTACTACCGATTGAACGGCTTAGTGAGTTTTATGGACCGATACTGGCATCGGGTTTCCTTTGCCATGTATTGTGGAAGTAATGCAAACTTGATCGTTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Chromista		Cercozoa														Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		-		-		0.06

		IM-3BFAD8		CGCCCGTCGCTACTACCGATTGAATGGCTTAGTGAGCTCTCTGGACTGTTGCGCTGTGTTGGCAACTTCACTGCGTATACGGGAAGGAGATCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Chromista		Cercozoa														Target				1		-		-		0.04

		IM-TL4DN3		CGCCCGTCGCTACTACCGATTGAATGGCTTAGTGAGCTCTCTGGACTGTTGCATTTCGTTGGAAACTTCGTTATGCATGCGGGAAGGAGATCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Chromista		Cercozoa														Target				2		0.48		-		0.04

		IM-T0I331		CGCCCGTCGCTACTACCGATTGAACGGCTTAGTGAGTTTTACGGACCGAAGCTGGTGTTGGGTTTCCCTTCACTATGTTTTGCGGAAGTAAATCAAACTTGATCGTTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Chromista		Cercozoa														Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		2		-		0.18		0.15

		IM-B9B0ID		CGCCCGTCGCTACTACCGATTGAATGGCTTAGTGAGCCTCAGGGATTGTTGCACTTCGAGGGGTTTCTCTTGAGGAGCAGCCGAGAACTGAGTCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Chromista		Cercozoa														Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		0.13		-		-

		IM-XY4493		CGCCCGTCGCTACTACCGATTGAACGGCTTAGTGAGTATTACGGACCGAAGCTTCTGTTGGGTTTCCTTCAGAACGCTTTGCGGAAGTAACGCAAACTTGGTCGTTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Chromista		Cercozoa														Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		2		0.08		-		0.04

		IM-520J5S		CGCCCGTCGCTACTACCGATTGAATGGCTTAGTGAGCTCTCTGGACTGATGCGTTGTGTTGGAAACTTCGCTACGCATTCGGGAAGGAGATCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Chromista		Cercozoa														Target				2		-		0.06		0.07

		IM-E3470E		CGCCCGTCGCTACTACCGATTGAATGGCTTAGTGAGCTCTCTGGACTGATGTGTGGTGTTGGCAACTTCACTACGCACTCGGGAAGGAGATCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTTC		Chromista		Cercozoa														Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		3		0.09		0.03		0.07

		IM-QJ1U30		CGCCCGTCGCTACTACCGATTGAATGGCTTAGTGAGCTCTCTGGACTGCTGTATTGCGTTGGCAACTTCGCAGTATGTGCGGGAAGGAGATCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Chromista		Cercozoa														Target				1		0.04		-		-

		IM-798EBU		CGCCCGTCGCTACTACCGATTGAATGACTTAGTGAGCTTTCTGGACTGTTGCGCCTCGTTGGCAACTTCGAAGCGTGACGGGAAGGAAATCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Chromista		Cercozoa														Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		0.12		-		-

		IM-991C3S		CGCCCGTCGCTACTACCGATTGAATGGTTTGGTGAGCCTCACGGATTGGCGACTTGGCTAGACTTGTTCTGGCTTGGTTGTCGAGAAGTGATGCAAACCTGACTATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Chromista		Cercozoa														Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		0.10		-		-

		IM-GY5668		CGCCCGTCGCTCCTACCGATACCGGGTGATGTGGTGAACTTTTTGGACTGAAATTCAGGAAGATACGTAAACCTTATCACCTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Ciliophora		Gymnostomatea		Pleurostomatida		Amphileptidae								Target				1		-		-		0.04

		IM-X0QMD3		CGCCCGTCGCTCCTACCGATACCGGGTGATGTGGTGAACTTTTTGGACCGAATTTCGGGAAGATACGTAAACCTTATCACCTAGAGGAAGGATAAGTCGTAACAAGGTTTCC		Chromista		Ciliophora		Gymnostomatea		Pleurostomatida		Amphileptidae								Target				1		-		0.11		-

		IM-TU8534		CGCCCGTCGCTCCTACCGATACCGGGTGATGTGCTGAATCTTTTGGACCGTTTTCGGGAAGATATATAAAGCTTATCACCTAGAGGAAGGAAAAGTCGTAACAAGGTTTCC		Chromista		Ciliophora		Gymnostomatea		Pleurostomatida		Loxophyllidae								Target				1		-		-		0.05

		IM-1462BW		CGCCCGTCGCTCCTACCGATACCGGGTGATGAGTTGAATCTATTGGACTGGAATCCAGAAAAATATGTAAAACTTATCACCTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Ciliophora		Gymnostomatea		Pleurostomatida										Target				1		-		-		0.04

		IM-5VF6W0		CGCCCGTCGCTCCTACCGATACCGGGTGATCCGGTGAACCTTTTGGACCGTTCGCGGAAATAAACGTAAACCATATCACCTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Ciliophora		Gymnostomatea		Spathidiida		Lacrymariidae		Lacrymaria						Target				1		-		-		0.04

		IM-4E7NU1		CGCCCGTCGCTCCTACCGATACCGGGTGATCCGGTGAACCTTTTGGACCGTTTCTTCGGAAATAAACGTAAACCATATCACCTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Ciliophora		Gymnostomatea		Spathidiida		Lacrymariidae		Lacrymaria						Target				1		-		0.08		-

		IM-GGZ4D5		CGCCCGTCGCTCCTACCGATACCGGGTGATCCGGTGAACCTTTTGGACCGAAACCGGAAATAAACGTAAACCATATCACCTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Ciliophora		Gymnostomatea		Spathidiida										Target				1		-		0.04		-

		IM-O46VNA		CGCCCGTCGCTCCTACCGATACCGGGTGTTCCGGTGAACCTTTTGGACCGTTTCGGAAATAAACGTAAACCATAACACCTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Ciliophora		Gymnostomatea		Spathidiida										Target				1		0.30		-		-

		IM-348HUX		CGCCCGTCGCTCCTACCGATACCGGGTGATCCGGTGAACCTTTTGGACCGATCTCGGAAAAAGACGTAAACCATATCACCTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Ciliophora		Gymnostomatea		Spathidiida										Target				1		-		-		0.14

		IM-4UV15U		CGCCCGTCGCTCCTACCGATTTCGAGTGATGAGGTGAACCCTTCGGACCGAGCGCTATGCGAGCGGGAAGTTGAGTAAATCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTATCT		Chromista		Ciliophora		Heterotrichea		Heterotrichida										Target				1		0.04		-		-

		IM-KAD722		CGCCCGTCGCTCCTACCGATTTCGAGTGATCCGGTGAACCTTTCGGACTGCTGCGCAAGCATGCGGAATGTCAAGTAAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Ciliophora		Hypotrichea		Euplotida		Gastrocirrhidae								Target				1		0.04		-		-

		IM-AGD6V2		CGCCCGTCGCTCCTACCGATTGGGTGATGCGGTGAGCCTTTCGGACTGGCGTCTAACGCTAGGAAGTCATGCAAATCTCATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Ciliophora		Hypotrichea		Oxytrichida		Peritromidae								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		2		0.05		0.03		-

		IM-R4Y535		CGCCCGTCGCTCCTACCGATTTCGAGTGATCCGGTGAACCTTTTGGACCGCGCGGGGTCTCGTGCCCAGCGTGGGAAATCAAGTAAATCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Ciliophora		Hypotrichea		Stichotrichida		Strongylidiidae		Strongylidium						Target				1		-		-		0.06

		IM-O2XS07		CGCCCGTCGCTCCTACCGATTTCGAGTGGTCCGGTGAACCTTTCGGACTGCGCGGGGCCCCGTGCTCCGCGCGGAAAGTCAAGTAAACTGTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Ciliophora		Hypotrichea												Target				2		-		0.07		0.24

		IM-4RP11B		CGCCCGTCGCTCCTACCGATTTCGAGTGATCCTGTGAACCTTTTGGACTGTGCAGTTCCTCGTGTTCTGCGCGGAAAATCAAGTAAACAGTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Ciliophora		Hypotrichea												Target				1		0.13		-		-

		IM-E472S0		CGCCCGTCGCTCCTACCGATTCGAGTGGTTCGGCGAATTCTTCGGATTGAAACCCCTTGGGTTTCAAAAAGTTGTGTAAGCCATATCACTTAGAGGAAGGATAAGGCGTAACAAGGTTTCC		Chromista		Ciliophora		Kinetofragminophora		Suctorida		Acinetidae								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		0.09		-		-

		IM-H623K3		CGCCCGTCGCTCCTACCGATTTCGAGTGATCCGGTGAACCTTCTGGACGGCGGTAGCCCTCGAGGCTACTGTTGGAAGTTAAGTAAATCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Ciliophora		Oligohymenophorea		Hymenostomatida		Cinetochilidae		Sathrophilus						Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		-		-		0.04

		IM-G6C478		CGCCCGTCGCTCCTACCGATTTCGAGTGATCCGGTGAACCTTCTGGACTGAGAGTGCTTGCACCTTCGGGAAGTTAAGTAAACCTAATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Ciliophora		Oligohymenophorea		Hymenostomatida		Parauronematidae								Target				1		0.04		-		-

		IM-II1QA0		CGCCCGTCGCTCCTACCGATTTCGAGTGGTCCGGTGAACCTTTTGGACTGAGTTAGCAATGACTCGGAAAGTTAAGTAAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Ciliophora		Oligohymenophorea												Target				1		0.04		-		-

		IM-NTD140		CGCCCGTCGCTCCTACCGATTTCGAGTGATCCGGTGAACCTTCTGGACTGATCATGGTCTCGGCCGTGAGCGGGAAGTTAAGTAAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Ciliophora		Oligohymenophorea												Target				2		0.05		-		0.03

		IM-I6DYN6		CGCCCGTCGCTAGTACCGATTTCGAGTGGTCCGGTGAACCTTTCGGACTGGGGAAGCCTTGAGCAACCCCGGAAAGTCAAGTAAACCACATCACTTAGAGGAACTAAAAGTCGTAACAAGGTTTCC		Chromista		Ciliophora		Oligotrichea		Choreotrichida		Strobilidiidae								Target				1		-		-		0.05

		IM-TNM657		CGCCCGTCGCTCCTACCGATTTCGAGTGGTCCGGTGAACCATTTGGACCGAAGACAACTTCGTGTAGTTTTTGGAAAATCTAGTAAACCACATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Ciliophora		Oligotrichea		Choreotrichida		Strombidinopsidae		Parastrombidinopsis		Parastrombidinopsis minima				Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		2		1.05		-		0.04

		IM-CI0S54		CGCCCGTCGCTCCTACCGATTTCGAGTGGTCCGGTGAACCGTTCGGACCGTGGGCGCCCTCGTGGAGCCCGTGGAAAGTCCAGTAAACCACATCACTTAGAGGAAGGATAAGTCGTAACAAGGTTTCC		Chromista		Ciliophora		Oligotrichea		Choreotrichida		Strombidinopsidae		Strombidinopsis		Strombidinopsis acuminata				Target				2		-		0.10		0.09

		IM-602NP9		CGCCCGTCGCTCCTACCGATTTCGAGTGGTCCGGTGAACCGTTCGGACCGTGGGTTCCCTTGTGGAGTCCGTGGAAAGTCCAGTAAACCACATCACTTAGAGGAAGGATAAGTCGTAACAAGGTTTCC		Chromista		Ciliophora		Oligotrichea		Choreotrichida		Strombidinopsidae		Strombidinopsis						Target				1		0.30		-		-

		IM-0OTDN9		CGCCCGTCGCTCCTACCGATTTCGGGTGGTCCGGTGAACCCTTTGGACCTACATGCGGACTTGAGCCGCGCACGGGGAAGTCGAGTAAACCACATCACCTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Ciliophora		Oligotrichea		Oligotrichida		Tintinnidae								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		0.33		-		-

		IM-W1AY07		CGCCCGTCGCTCCTACCGATTGAGTGGTCCGGTGAATCTTTCGGACTGCGCGAAGTCTCGTGCTTTGTCGCGGAAAGTCAGGTAAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Ciliophora		Oligotrichea		Strombidiida		Strombidiidae								Target				1		-		0.07		-

		IM-3MHMU4		CGCCCGTCGCTCCTACCGATTTCGAGTGTTCCGGTGAATCTTTCGGACTGCGCGCGGCTCTGTGCCGGGTCGCGGAAAGTCAGGTAAATCTTAACACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Ciliophora		Oligotrichea		Strombidiida		Strombidiidae								Target				1		0.08		-		-

		IM-GJS79G		CGCCCGTCGCTACTACCGATTTCGAGTGGTCCGGTGAATCTTTTGGACTGTGTGCCGTCTTGTCGGTGTCGCGGAAAGTCAGGTAAACCTTATCACTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Chromista		Ciliophora		Oligotrichea		Strombidiida		Strombidiidae								Target				2		0.57		-		0.07

		IM-N56N1G		CGCCCGTCGCTCCTACCGATTTCGAGTGGTCCGGTGAACCCTTTGGACTGAAGATGCCTCGTGCATTTTTAGAAAGTCGAGTAAACCACATCACTTAGAGGAAGGAAAAGTCGTAACAAGGTTTCC		Chromista		Ciliophora		Oligotrichea		Tintinnida		Codonellidae								Target				1		0.48		-		-

		IM-Q3KR2K		CGCCCGTCGCTCCTACCGATTTCGAGTGGTCCGGTGAACCCTTTGGACCGAGAGCGTCTTGTGCGCTTTTGGAAAGTCGAGTAAACCACATCACTTAGAGGAAGGAAAAGTCGTAACAAGGTTTCC		Chromista		Ciliophora		Oligotrichea		Tintinnida										Target				1		0.76		-		-

		IM-4RRL8A		CGCCCGTCGCTCCTACCGATTTCGAGTGGTCCGGTGAATCTTTCGGACTGCGCGCGGCTTCGTGCCGTGTCGCGGAAAGTCAGGTAAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Ciliophora		Oligotrichea												Target				3		0.34		0.21		0.08

		IM-QLB07W		CGCCCGTCGCTCCTACCGATTTCGAGTGGTCCGGTGAATCTTTTGGACCGCGCGCGGCTTCGTGCCGTGTTGTGGAAAATCAGGTAAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Ciliophora		Oligotrichea												Target				1		0.58		-		-

		IM-T0500V		CGCCCGTCGCTCCTACCGATTTCGAGTGGTCCGGTGAACCTTTCGGACCGAGAGTGGCCCTGTGCTGCTTTTGGAAAGTCAAGTAAACCACATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Ciliophora		Oligotrichea												Target				1		0.47		-		-

		IM-5T871C		CGCCCGTCGCTCCTACCGATTTCGAGTGGTCCGGTGAGTCCTTTGGACCGGAGGGGGCTCCTGCCCTCACTGGAAAATCGTGCAAACCAAATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Ciliophora		Oligotrichea												Target				1		0.46		-		-

		IM-C2P185		CGCCCGTCGCTCCTACCGATTCGAGTGATTCGGCGAATTCTTCGGACTGGCTCTCACGAGCTCGGAAAGTTGTGTAAGCCATATCACTTAGAGGAAGGATAAGGCGTAACAAGGTTTCC		Chromista		Ciliophora		Phyllopharyngea				Ephelotidae								Target				1		0.20		-		-

		IM-0MT0HW		CGCCCGTCGCTCCTACCGATTTCGAGTGATTCGGTGAACCTTCTGGACCGTGTGTGTCCACGAGACACATATGGGAAGTTAAGTAAACCATGTCACTTAGAGGAAGGAGAAGTCGTAACAAGGTATCC		Chromista		Ciliophora		Prostomatea		Prostomatida		Urotrichidae								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		0.20		-		-

		IM-9V97SC		CGCCCGTCGCTCCTACCGATTGAGTGGTTCGGTGAACTTTTCGGACTGCGATCATTTTAATGTTTGCGGGAAGTTAATTAAACCATATCACTTAGAGGAAGGAAAAGTCGTAACAAGGTTTCC		Chromista		Ciliophora														Target				1		0.33		-		-

		IM-H5Q4AW		CGCCCGTCGCTCCTACCGATTCGGGTGATCCGGTGAGCCTTTTGGACTTGTCTGTTTCAGATGAGAAAATCAAGCGAACCTTATCACCTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Ciliophora														Target				1		0.04		-		-

		IM-3WI27B		CGCCCGTCGCTCCTACCGATTGAGTGATCAGGTGAACTCTTTGGACATTGCCTCACGGCGTTGGAAGTTGAGTAAATCTTATTACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Ciliophora														Target				1		-		-		0.03

		IM-5NQ00V		CGCCCGTCGCTCCTACCGATTTCGAGTGATCCGGTGAACCTTTTGGACCGCGGGGCTTTCGGGTTCTGTGGAAAATCAAGTAAACCACATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Ciliophora														Target				1		0.06		-		-

		IM-L85EJA		CGCCCGTCGCTCCTACCGATTTCGAGTGGTTCGGTGAACCTTTCGGACCGAGAACAGTCTCGTGCTGTTTTTGGAAAGTCAAGTAAATCATATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Ciliophora														Target				1		0.09		-		-

		IM-8294TU		CGCCCGTCGCTCCTACCGATTTCGAGTGGTCCGGTGAACCTTTCGGACTGCGTAGGGTCTCGTGCCCTGTGCGGAAAGTCAAGTAAATTGTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Ciliophora														Target				1		-		-		0.17

		IM-70Q35K		CGCCCGTCGCTCCTACCGATTTTGAGTGATCCGGTGAACCTTTTGGACTGCGGTGTCTTTATGGCATTCGTGGGAAGTTAAGTAAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Ciliophora														Target				1		0.06		-		-

		IM-49U5N8		CGCCCGTCGCTCCTACCGATTTCGAGTGGTCCGGTGAACCTTTTGGACCGCGTGGGCCCGACCTAACGTGGAAAATCAAGTAAACCATATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Ciliophora														Target				1		0.10		-		-

		IM-RZL4K4		CGCCCGTCGCTCCTACCGATTTGAGTGATCCGGTGAACCTTTTGGACCGGAGGTGCTTCTGTACTTCTGGAAAATCAAGTAAACCACATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Ciliophora														Target				1		-		-		0.05

		IM-QU92NP		CGCCCGTCGCTTCTACCGATTTCGAGTGGTCCGGTGAGCCTTTTGGACCGTCAGCAATGATGGAAAATCAAGCAAACCTTATCACTTAGAGGAAGAACAAGTCGTAACAAGGTTTCC		Chromista		Ciliophora														Target				1		0.05		-		-

		IM-9E0OAU		CGCCCGTCGCTACTACCGATTGAATGGCTTAGTGAGATCTTCGGATTGCTGGCCTTGCCTTGGCAACAGGGCTTGGTTGCAAAAAGTTGATCAAACTTGGTCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Chromista		Cryptophyta		Cryptophyceae		Cryptomonadales		Cryptomonadaceae		Goniomonas		Goniomonas pacifica				Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		0.06		-		-

		IM-C9C82V		CGCCCGTCGCTCCTACCGATTGAATGATCCGGTGAAATCTTCGGATGGCTGGCATAGGCTTCGCAAGTTGTCTTTGCTGCTAAAAGTTGATTAAACCTTATCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Cryptophyta		Cryptophyceae		Cryptomonadales		Cryptomonadaceae		Goniomonas						Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		2		-		0.04		0.05

		IM-0Y3Z9S		CGCCCGTCGCTGCTACCGATTGGATGGTCCGGTGAGAACTCTGGATTGCGGTCATAAGCCGGTCTCCGGTGCATGACTGCGAGAAGTTGATCGAACCTTATCATCTAGAGGAAGCAAAAGTCGTAACAAGGTTTCC		Chromista		Cryptophyta		Cryptophyceae		Cryptomonadales		Cyathomonadaceae		Telonema						Target				2		0.05		-		0.06

		IM-B1WHP0		CGCCCGTCGCTCCTACCGATTGGATGGTCCGGTGAAATGTTCGGATTTATAGTATTGCGCGGGTGCGTTTTTATTATAAAAAAGTTCATTGAGCCTTATCATCTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Cryptophyta		Cryptophyceae		Pyrenomonadales		Chroomonadaceae								Target				1		-		-		0.04

		IM-NBA192		CGCCCGTCGCTCCTACCGATTGAATGGTCCGGTGAAATCTTCGGATTGCTGGATAGGAGGGCAACCACCTATCTGCGAGAAGTTGCTTGAACCTTATCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Cryptophyta		Cryptophyceae		Pyrenomonadales		Geminigeraceae		Teleaulax		Teleaulax amphioxeia				Target				1		0.04		-		-

		IM-93WMQE		CGCCCGTCGCTCCTACCGATTGAATGGTCCGGCGAAATCTTCGGATTGCGGACCTTGGCATTTATTTGTCTTGGTTGCGAGAAGTTGATTAAACCTTATCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Cryptophyta		Cryptophyceae		Pyrenomonadales		Pyrenomonadaceae								Target				2		-		0.05		0.04

		IM-ZE16B2		CGCCCGTCGCTCTTACCGATGGACTTCTCTGTGAGTTTGAGGGACTGGCACTTTATAATTAATTTATTTTAATAACTGTGCTATGGAAACTTAAACGAACAGTGTGGTCTAAAGGAAAGAGAAGTCGTAACAAGGCATCT		Chromista		Foraminifera		Globothalamea		Lituolida		Trochamminidae								Target				3		0.49		0.15		0.22

		IM-Y837X2		CGCCCGTCGCTCTTACCGATGGACTTCTCTGTGAGTTTGAGGGACTTGCGCTTTATAATATATTTATTTATATTATTTGCGCTACGGAAACTTAAACGAACAGTGTGGTCTAAAGGAAAGAGAAGTCGTAACAAGGCATCT		Chromista		Foraminifera		Globothalamea		Rotaliida		Bolivinitidae								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		0.04		-		-

		IM-J39M5O		CGCCCGTCGCTCTTACCGATGGACTTCTCTGTGAGTTTGAGGGACTGGGTATTTTAAACCTATGGAAACTTAAACGAACAGTGTGGTCTAAAGGAAAGAGAAGTCGTAACAAGGCTTCT		Chromista		Foraminifera		Globothalamea		Rotaliida										Target				1		0.15		-		-

		IM-0OSU57		CGCCCGTCGCTCTTACCGATGGACTTCTCTGTGAGTTTGAGGGACTGGATTTAAATTTTTAAACCTATGGAAACTTAAACGAACAGGGTGGTCTAAAGGAAAGAGAAGTCGTAACAAGGCATCA		Chromista		Foraminifera		Globothalamea		Rotaliida										Target				1		0.15		-		-

		IM-KNO422		CGCCCGTCGCTCTTACCGATGGACTTCGCTGTGAGTTTGAGGGACTGGCTCTCTCGAGAGCTATGGAAACTTAAACGAACAGTGTGGTCTAAAGGAAAGAGAAGTCGTAACAAGGCATCG		Chromista		Foraminifera		Globothalamea												Target				2		0.04		-		0.05

		IM-K76E7B		CGCCCGTCGCTCTTACCGATGGACTTCTCTGTGAGTTTGAGGGACTGGATCTGTTTTTTCAGACCTATGGAAACTTAAACGAACAGGGTGGTCTAAAGGAAAGAGAAGTCGTAACAAGGCATCG		Chromista		Foraminifera		Globothalamea												Target				1		0.07		-		-

		IM-413G6C		CGCCCGTCGCTCTTACCGATGGACTTCTCTGTGAGTTTGAGGGACTGGCTCAAAACAGCCTTTGTGTTGTTTGAGCTATGGAAACTTACACGAACAGTGAGGTCTAAAGGAAAGAAAAGTCGTAACAAGGCATCG		Chromista		Foraminifera		Monothalamea		Astrorhizida		Crithioninidae								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		-		-		0.09

		IM-S46I23		CGCCCGTCGCTCTTACCGATGGACTATTCTGTGAGTTTGCAGGACGGGACTTCTCCTTTTGGTTGAAGTCTATATGAATGTACACGAACAGTGTGGTCTAAAGGAAAGAGAAGTCGTAACAAGGCATCA		Chromista		Foraminifera		Monothalamea		Astrorhizida		Crithioninidae								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		0.06		-		-

		IM-GG4AG7		CGCCCGTCGCTCTTACCGATGGACTATTCTGTGAGTTTACAGGAAGGGAATTCTACTTATTTATTTAAGTTGAATTCTATATGAATGTACACGAACAGTGTGGTCTAAAGGAAAGAGAAGTCGTAACAAGGCATCA		Chromista		Foraminifera		Monothalamea												Target				1		0.04		-		-

		IM-HZ0MW3		CGCCCGTCGCTCTTACCGATGGACTTCTCTGTGAGTTTGAGGGACTGGCTCTTCTTCTTGAGCTATGGAAACTCAAACGAACAGTGTGGTCTAAAGGAAAGAGAAGTCGTAACAAGGCATCG		Chromista		Foraminifera														Target				2		0.46		0.04		-

		IM-JK3B25		CGCCCGTCGCTCTTACCGATGGACTTCGCTGCGAGTTTGAGGGACTGGCAATTATGCTGTTAGAGGGTCCTTCGGGTCTTTCCTCTTTCGGTTTGCTATGGAAACTTAAACGAACAGTGTGGTCTAAAGGAAAGAGAAGTCGTAACAAGGCATCT		Chromista		Foraminifera														Target				1		0.06		-		-

		IM-W9O220		CGCCCGTCGCTCTTACCGATGGACTTCGCTGTGAGTTTGAGGGACTGGCTCTCCTTACTGAGCTATGGAAACTCAAACGAACAGTGTGGTCTAAAGGAAAGAGAAGTCGTAACAAGGCATCG		Chromista		Foraminifera														Target				1		0.04		-		-

		IM-GAK230		CGCCCGTCGCTCTTACCGATGGACTTCTCTGTGAGTTTGAGGGACTGGTCTTCTCTTTGCAAAAGGAGCAAAACTATGGAAACTTAAACGAACAGTGTGGTCTAAAGGAAAGAGAAGTCGTAACAAGGCATCG		Chromista		Foraminifera														Target				2		0.62		-		0.03

		IM-K6B9G2		CGCCCGTCGCTCTTACCGATGGACTTCGCTGCGAGTTTGAGGGACTGGCAATTATGCTGCTCGAGGGACCTTCGGGTCACCACTTGTAGTTTGCTATGGAAACTCAAACGAACAGTGTGGTCTAAAGGAAAGAGAAGTCGTAACAAGGCATCT		Chromista		Foraminifera														Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		0.28		-		-

		IM-HA7L0B		CGCCCGTCGCTCTTACCGATGGACTTCTCTGTGAGTTTGAGGGACTGGTGTCCTGTCTTTTGTGCAGCGATGCTATGGAAACTTAAACGAACAGTGTGGTCTAAAGGAAAGAGAAGTCGTAACAAGGCATCG		Chromista		Foraminifera														Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		0.08		-		-

		IM-1BDR1N		CGCCCGTCGCTCCTACCGATTGAATGATCCGGTGAGGCCCCCGGACTGGGGCGACGCATTCGGTTCGCCGGACGCGACGCTCCGGGAAGCTGTCCAAACCTTATTATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Haptophyta		Prymnesiophyceae		Phaeocystales		Phaeocystaceae		Phaeocystis						Target				3		0.18		0.04		0.17

		IM-321JD6		CGCCCGTCGCTCCTACCGATTGAATGGTCCGGTGAGAACGTCGGATCACGCACTCGACACTGGGTTTTTGCTCAGTGACTTGCGCGAGAGAAGTTGTTCAAACCTTACCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Heliozoa				Centrohelida		Acanthocystidae								Target				1		0.04		-		-

		IM-J2LD8M		CGCCCGTCGCTCCTACCGATTGAATGGTCCGGTGAGAACGTCGGATCACGCATAGGATGCTGGTTCGCCAGCGACTTGTGCGGGAAAAGTTGTTCAAACCTTACCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Heliozoa				Centrohelida		Acanthocystidae								Target				1		0.09		-		-

		IM-YV998H		CGCCCGTCGCTCCTACCGATTGAATGGTCCGGTGAGAACGTCGGATCACGCGCGTGATGCTGGTTCGCCAGTGACTTGCGCGAGAGAAGTTGTTCAAACCTTACCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Heliozoa				Centrohelida		Acanthocystidae								Target				3		0.50		0.03		0.11

		IM-TBCP62		CGCCCGTCGCTCCTACCGATTGAATGGTCCGGTGAGAACGTCGGATCACGCGTGCGACGTTGGTTCGCCAGCGACATATGCGAGAGAAGTTGTTCAAACCTTACCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Heliozoa				Centrohelida		Acanthocystidae								Target				1		0.08		-		-

		IM-0I884V		CGCCCGTCGCTCCTACCGATTGAATGGTCCGGTGAGAACGTCGGATCACGCACTCGTTGCTTCACGGCGACTTGTGCGAGAGAAGTTGTTCAAACCTTACCATTTAGAGGAAGGAGAAGTCGTAACAAGGTCTCC		Chromista		Heliozoa				Centrohelida		Acanthocystidae								Target				1		0.06		-		-

		IM-07PN5Y		CGCCCGTCGCTCCTACCGATTGAATGGTCCGGTGAGAACGTCGGATCACGCGTTTGACGTTGGTTCGCCAACGATAGATGCGAGAGAAGTTGTTCAAACCTTACCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Heliozoa				Centrohelida		Acanthocystidae								Target				1		0.13		-		-

		IM-19NKOI		CGCCCGTCGCTCCTACCGATTGAATGGTCCGGTGAGAACGTCGGATCACGCGCTTCGTTGGGGTTTCCCCCGACTTGCGCGAGAGAAGTTGTTCAAACCTTACCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Heliozoa				Centrohelida		Acanthocystidae								Target				1		0.08		-		-

		IM-IS8261		CGCCCGTCGCTCCTACCGATTGAATGGTCCGGTGAGAACGTCGGATCACGCGCCTTGCGCTGGTTCGCCAGTGCGGAGTGCGAGAGAAGTTGTTCAAACCTTACCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Heliozoa				Centrohelida		Acanthocystidae								Target				1		0.10		-		-

		IM-343Q8J		CGCCCGTCGCTCCTACCGATTGAATGGTCCGGTGAGAACTTCGGATCACGCGCGGGATACGGGTTCGCCCGTGACTTGCGCGAGAGAAGCTGTTCAAACCTTACCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Heliozoa				Centrohelida		Acanthocystidae								Target				1		0.13		-		-

		IM-9MQ7DX		CGCCCGTCGCTCCTACCGATTGAATGGTCCGGTGAGAACTCCGGATCACGCGCGTGACGCTGGTTCGCCTGTGACATGCGCGAGAGAAGTTGTTCAAACCTTACCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Heliozoa				Centrohelida		Acanthocystidae								Target				1		0.07		-		-

		IM-QHT1Y9		CGCCCGTCGCTCCTACCGATTGAATGGTCCGGTGAGAACGTCGGATTTTGCACTCGATACGGGGCAACTCGTGACTTGTGCGAGAGAAGTTGTTCAAACCTTACCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Heliozoa				Centrohelida										Target				1		0.10		-		-

		IM-2S9VUV		CGCCCGTCGCTCCTACCGATTGAATGGTCCGGTGAGAACGTCGGATCACGCGATGGATGCCAGTTCGCTGGTGACCTCCGCGAGAGAAGTTGTTCAAACCTTACCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Heliozoa				Centrohelida										Target				1		1.45		-		-

		IM-Y1211D		CGCCCGTCGCTCCTACCGATTGAATGGTCCGGTGAGAACGTCGGATTTTGCATTCGACACAGGCAACTGTGACTTATGCGAGAGAAGTTGTTCAAACCTTACCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Heliozoa				Centrohelida										Target				1		0.43		-		-

		IM-861M1T		CGCCCGTCGCTCCTACCGATTGAATGGTCCGGTGAGAACGTCGGATCACGCGCTCGTTGCTGCAAAGCGACTTGTGTGAGAGAAGTTGTTCAAACCTTACCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Heliozoa				Centrohelida										Target				1		0.10		-		-

		IM-UPH96D		CGCCCGTCGCTCCTACCGATTGAATGACCCGGTGAGAACGTCGGATCACGCATTAGATGCTGGGAAACCAGTGACTTATGCGAGAGAAGTTGTTCAAACCTTGCCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Heliozoa				Centrohelida										Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		0.07		-		-

		IM-3CDP5B		CGCCCGTCGCTACTACCGATTGAATGGTTTAGTGAGGTCTTGGGATTGGTGCTCTGGAGCTGGCAACAGCACTATTGTGCCGAGAACTTGCCCAAACTTGGTCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Chromista		Myzozoa		Conoidasida		Eucoccidiorida		Eimeriidae								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		0.10		-		-

		IM-U4QT00		CGCCCGTCGCTCCTACCGATTGAGTGATCCGGTGAATAATTCGGACGGCAGCCTTTTCCAGTTTCTGGAAGTGGCAGCTGGAAGTTTAGTGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Myzozoa		Dinophyceae		Coccidiniales		Syndiniaceae		Hematodinium						Target				1		0.06		-		-

		IM-9B7D0N		CGCCCGTCGCTCCTACCGATTGAGTGATCCGGTGAATAATTCGGACTGCAGCAGTGCTTGGTCCTCCGGGCTTTGCAGTGGAAAGTTTAGTGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Myzozoa		Dinophyceae		Gymnodiniales		Gymnodiniaceae		Gyrodinium		Gyrodinium dominans				Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		0.08		-		-

		IM-J42MGD		CGCCCGTCGCTCCTACCGATTGAGTGCTCAGGTGAACCATTCGGACTGCAGCAGTGTTCGGATTCCGAGTATTGCAGCGGAAAGTTTCGTGAACCTCATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Myzozoa		Dinophyceae		Gymnodiniales		Gymnodiniaceae		Nusuttodinium		Nusuttodinium poecilochroum				Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		-		0.08		-

		IM-W0178L		CGCCCGTCGCTCCTACCGATTGAGTGATCCGGTGAACCATTCGGACTGCAGCAATGTTTGGATCCCGAGCGTTGCAGCGGAAAGTCTCGTGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Myzozoa		Dinophyceae		Gymnodiniales		Gymnodiniaceae		Spiniferodinium		Spiniferodinium galeiforme				Target				3		0.11		0.31		0.09

		IM-08X1UL		CGCCCGTCGCTCCTACCGATTGAGTGATCCGGTGAATAATTCGGACTGCAGCAATGTTTGGATCCCGAACGTTGTAGCGGAAAGTTTAGTGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Myzozoa		Dinophyceae		Gymnodiniales		Gymnodiniaceae								Target				3		0.49		0.06		0.29

		IM-H3BZ98		CGCCCGTCGCTCCTACCGATTGAGTGATCCGATGAATAATTCGGACTGCAGCAGTGTTTGGATCCCGAACGTTGCCGCGGAAAGTTTAGTGAATCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Myzozoa		Dinophyceae		Gymnodiniales		Gymnodiniaceae								Target				1		-		-		0.09

		IM-23RTCZ		CGCCCGTCGCTCCTACCGATTGAATGCTCAGGTGAGCCATTCGGACCTCCATCATAGCGGTTTCCGTTTTGATAGAGGAAAGTCTTGCGAACCTTATCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Myzozoa		Dinophyceae		Gymnodiniales		Kareniaceae		Karlodinium		Karlodinium veneficum				Target				1		0.34		-		-

		IM-J0FK08		CGCCCGTCGCTCCTACCGATTGAATGCTCAGGTGAGCTATTCGGACCGACATCATGCTGGTTCCCAGTTTTGATATTGGAAAGTCTCGCGAACCTTATCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Myzozoa		Dinophyceae		Gymnodiniales		Kareniaceae								Target				1		0.05		-		-

		IM-2C561X		CGCCCGTCGCTCCTACCGATTGAATGCTCAGGTGAGCCTTTCGGACCTCCATCGTGTCGGTTTCGATTTCGATGGAGGGAAGTCATGCGAACCTTATCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Myzozoa		Dinophyceae		Gymnodiniales		Kareniaceae								Target				1		-		0.04		-

		IM-M6K1HK		CGCCCGTCGCTCCTACCGATTGAGTGTTACGGTGAGTAATTCGGACCGCGGCTCCGCTTGGTTCCCGAACGTTGCCGTGGAAAGTCTAGCGAACCTTAATACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Myzozoa		Dinophyceae		Gymnodiniales		Polykrikaceae		Polykrikos						Target				2		-		1.30		0.56

		IM-Z9910D		CGCCCGTCGCTCCTACCGATTGAGTGATCCGGTGAATAATTCGGACCGCGGCAGTGTTTGGATCCCAAGCGTTGCCATGGAAAGTTTAGTGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Myzozoa		Dinophyceae		Gymnodiniales										Target				2		0.05		-		0.04

		IM-2VF451		CGCCCGTCGCTCCTACCGATTGAGTGATCCGGTGAATAATTCGGACTGCAGCAGTGTTCGGCAACGAGCGTTGCAGCGGAAAGTTTAGTGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Myzozoa		Dinophyceae		Peridiniales		Heterocapsaceae		Heterocapsa		Heterocapsa rotundata				Target				1		0.15		-		-

		IM-64IY83		CGCCCGTCGCTCCTACCGATTGAGTGCTCAGGTGAATAGTATGGACTGCATCAGTGTTCGGTCTCCGAATGTTGAAGCGAGAAATTCTGTGAATCTTATTGCTTAGAGGAAGGAGAAGTCGTAACAAGGTTTTC		Chromista		Myzozoa		Dinophyceae		Peridiniales		Oxytoxaceae		Adenoides		Adenoides eludens				Target				1		0.50		-		-

		IM-Q9BQ7U		CGCCCGTCGCTCCTACCGATTGAGTGATCCGGTGAATAATTTGGACTGCAGCGGCGTTCAGTTCCTGATCGCTGTAGCGGAAAGTTTAGTGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Myzozoa		Dinophyceae		Peridiniales		Oxytoxaceae		Adenoides		Adenoides eludens				Target				1		-		0.10		-

		IM-5DPN03		CGCCCGTCGCTCCTACCGATTGAGTGATCCGGTGAATAATTCGGACTGTGGCATCGTCCAGAGCAATCTGGATTTTGTCGTGGAAAGTTTAGTGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Myzozoa		Dinophyceae		Peridiniales		Pfiesteriaceae								Target				1		-		-		0.13

		IM-F15DQK		CGCCCGTCGCTCCTACTGATTGAGTGATCCGGTAAATAATTCGGACTGCGGCTCTGTTCAGTTCCTGTCTAGTGCTGCACAAAGTTTAATGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Myzozoa		Dinophyceae		Peridiniales		Protoperidiniaceae								Target				1		0.11		-		-

		IM-5X0Q5P		CGCCCGTCGCTCCTACCGATTGAGCAATCCGGTGAATATTTCGGACCGGACCCTGTCGGGGCAACTCGTTCAGGGACTGGAAAGTCAAGTTAACCTTATTGCTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Myzozoa		Dinophyceae		Syndiniales		Amoebophryaceae		Amoebophrya						Target				1		0.07		-		-

		IM-1454OQ		CGCCCGTCGCTCCTACCGATTGAGTGGTCCGGTGAATACTTTGGACTGTAGTAACGTCTGGTTCCTGGATGTTGCATCAGGAAATTGAGTAAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Myzozoa		Dinophyceae				Amphidiniaceae		Amphidinium		Amphidinium corpulentum				Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		3		0.13		0.90		0.07

		IM-J77E8V		CGCCCGTCGCTCCTACCGATTGAGTGATCCGGTGAATAATTCGGACTGCAGCAGTGTTCAGTTCCTGAACGTTGCAGCGGAAAGTTTAGTGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Myzozoa		Dinophyceae												Target				3		1.77		0.39		0.30

		IM-ZEF89W		CGCCCGTCGCTCCTACCGATTGAGTGATCCGGTGAATAATTTGGACTGCAACTATGTTTGGTTCCTGAACATTGTGGTGGGAAGTCTAATGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Myzozoa		Dinophyceae												Target				1		-		-		0.08

		IM-A4GW6L		CGCCCGTCGCTCCTACCGATTGAGTGATCCGGTGAATAATTCGGACTGCAGTCGTGTTCAGTTCCTGAACGTGGCAGCGGAAAGTCTCGTGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Myzozoa		Dinophyceae												Target				3		0.72		0.03		0.08

		IM-12Z74Y		CGCCCGTCGCTCCTACCGATTGAGTGATCCGGTGAATAATTCGGACCGCAGCAATGTTCAGCTCCTGAACGTTGCAGTGGAAAGTCTAGTGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Myzozoa		Dinophyceae												Target				2		0.25		-		0.05

		IM-Y44W91		CGCCCGTCGCTCCTACCGATTGAATGGTCCGGTGAATACTTCGGACTGTGAAATGTTTAGTTTCTATCCATTTCACGGAAAGTTGAATAAACCTTATCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Myzozoa		Dinophyceae												Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		2		0.12		-		0.04

		IM-KBU580		CGCCCGTCGCTCCTACCGATTGAGTGATTCGGTGAATACTTCGGACCGCAGCAGTGCTCAGCTCCTGAACGTTGCAGCGGAAAGTCGATTGAACCTCATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Myzozoa		Dinophyceae												Target				1		0.10		-		-

		IM-B7H8D9		CGCCCGTCGCTCCTACCGATTGAGTGATCCGGTGAATAATTCGGACTGCAGCAGCATTCAGTCTCTGAAAGTTGCAGCGGAAAGTTTAGTGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Myzozoa		Dinophyceae												Target				2		-		0.12		2.15

		IM-MR5S96		CGCCCGTCGCTCCTACCGATTGAATGATCCGGTGAATAATTCGGACTGCAGCAGCGTTCGGTTCCTGAGCGTCGCAGTAGAAAGTTTAGTGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Myzozoa		Dinophyceae												Target				3		0.09		5.52		0.08

		IM-F6348E		CGCCCGTCGCTCCTACCGATTGAGTGATCCGGTGAATAATTCGGACTGCAGCTGCGCTCAGTTCCTGAGTGCTGCAGCGGAAAGTCTAGTGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Myzozoa		Dinophyceae												Target				1		-		-		0.03

		IM-114G5E		CGCCCGTCGCTCCTACCGATTGAATGATCCGGTGAATAATTCGGACTGCAGCAATGTTCGGTTCCTGGACGTCGCAGTGGAAAGTCTAGTGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Myzozoa		Dinophyceae												Target				1		-		1.03		-

		IM-7XJOY1		CGCCCGTCGCTCCTACCGATTGAGTGATCCGGTGAATAATTCGGACTGCAGCAGTGTTCAGCTTCTGGGCATTGCAGCGGAAAGTCTAGTGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Myzozoa		Dinophyceae												Target				2		0.06		-		0.09

		IM-42N9EO		CGCCCGTCGCTCCTACCGATTGAGTGATCCGGTGAATAATTCGGACTGCAGCAATGCTCGGTTCCTGCGTGTTGCAGCAGAAAGTCTAGTGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Myzozoa		Dinophyceae												Target				1		-		-		0.04

		IM-90ZX80		CGCCCGTCGCTCCTACCGATTGAGTGATCCGGTGAATACTTCGGACTGCAGCAGTGTTCGGATTCTCTGGACGCTGCAGCGGAAAGTTGAGTGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Myzozoa		Dinophyceae												Target				2		0.57		0.06		-

		IM-3OKE37		CGCCCGTCGCTCCTACCGATTGAGTGATCCGGTGAATAATTCAGACTGCAGCATTGCTCAGTTCTTGAGCATTGCAGCGGGAAGTTTAGTGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Myzozoa		Dinophyceae												Target				2		-		0.32		0.19

		IM-86P0TF		CGCCCGTCGCTCCTACCGATTGAGTGATCCGGTGAATAATCCAGACTGCAGCTTTGTCCAGTTCCTGAACATTGTAGCGGAAAGTTTAGTGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Myzozoa		Dinophyceae												Target				1		0.07		-		-

		IM-07FE22		CGCCCGTCGCTCCTACCGATTGAGTGATCCGGTGAATAATTCGGACTGCGACACTGTTTGGTTCCTGAACTTTGTTGCGGAAAGTTTAGTGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Myzozoa		Dinophyceae												Target				1		-		-		0.08

		IM-2G1AO0		CGCCCGTCGCTCCTACCGATTGAGTGTTCCTGTGAATTGTTCGAACTGCAGCAATCATCAGTTTCTGGAGTTTGTAGCGGAAAGTTCTGTAAATAGGGCCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Myzozoa		Dinophyceae												Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		0.05		-		-

		IM-VXJY19		CGCCCGTCGCTACTACCGATTGAATGGCTTAGTGAGCTCTAGGGACTGTTGCCGCTCGTTGGGTTTCCTTCTTGCGGTGTACGGGAACTAGATCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Chromista		Myzozoa		Dinophyceae												Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		0.91		-		-

		IM-IU6427		CGCCCGTCGCTCCTACCGATTGAGTGATCCGGTGAATAATTCGGACTGCAGTGGTGCTTGGTTCCTAAGTTCTGCAGTGGGAAGTCTAGTAAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Myzozoa		Dinophyceae												Target				1		-		-		0.04

		IM-GK2364		CGCCCGTCGCTCCTACCGATTGAGTGTTTCGGTGAATAATTCGGACTGCAGCATTGCTCAGTTCCTGGGCGCTGCCGCGGAAAGTTTAGTAAACCTCAACACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Myzozoa		Dinophyceae												Target				1		0.13		-		-

		IM-228OVW		TGCCCATTGCACTTACCAATTGAATGGTCCGGTGAAGCCTTGGGATTGTGGTTTGGTTCCTTCATTGGGACCTGACCATGAGAACTCGTCTAAACCTTATCATTTAGAGGAAGGTAAAGTCGTAACAAGGTTTCT		Chromista		Ochrophyta		Bacillariophyceae		Anaulales		Anaulaceae								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		2		-		0.03		0.03

		IM-F3KBF0		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGCCTCGGGATTGTGGCGAGTTCCCTTTATTGGGAGTTTGTCGCGAGAACTTGTCTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae		Bacillariales		Bacillariaceae								Target				3		2.02		1.07		0.61

		IM-BRM945		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGCCTCGGGATTGTGGTTATTTTCCTTTATTGGAAGTTAGTCACGAGAACCTGTCTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae		Bacillariales		Bacillariaceae								Target				1		0.05		-		-

		IM-V2QJD1		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGCCTCGGGATTGTGGCCTGTTCCCTTTATTGGGGGCTAGTCGCGAGAACTTGTCTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae		Bacillariales		Bacillariaceae								Target				3		0.50		0.22		0.17

		IM-1K5P63		CGCCCGTCGCACCTACCGATTGAGTGGTCCGGTGAAGACTCCGGATTGTGGTTGTTTCCTTTATTGGGAATGACCGTGAGAAGTTGTCTGAACCTTATCACTTAGAGGAAGGTGAAGTCGTAACAAGGTCTCC		Chromista		Ochrophyta		Bacillariophyceae		Chaetocerotales		Chaetocerotaceae		Chaetoceros		Chaetoceros pseudocurvisetus				Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		0.07		-		-

		IM-4KGRW9		CGCCCGTCGCACCTACCGATTGAGTGGTCCGGTGAATTCTCGGGATTGTGGTTGATTTCTTTTATTAGGATTCGACTGCGAGAACTTGTGTAAACCTTATCACTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae		Chaetocerotales		Chaetocerotaceae		Chaetoceros						Target				1		0.22		-		-

		IM-C1H1Z6		CGCCCGTCGCACCTACCGATTGAGTGGTCCGGTGAACCCTCGGGATCGCATGCAATTTCTTTCATTAGAATTTGACTGTCGAGAACTTGTGTAAACCTTATCACTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae		Chaetocerotales		Chaetocerotaceae		Chaetoceros						Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		0.04		-		-

		IM-BE5324		CGCCCGTCGCACCTACCGATTGAATGGCTCGGTGAAGGCTGAGGAACGTGGGCATATGCCTTTATTGGTGTGAGTCCATGTGAGATGGTTTGAACCTCGTCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae		Coscinodiscales		Heliopeltaceae		Actinoptychus		Actinoptychus splendens				Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		3		4.08		0.03		0.96

		IM-J10A52		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAAACCTGGGATATTAGATATGTGCTGTTTTAGGTATGTGTTTAGTAGAACTCGTTTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae		Coscinodiscales		Hemidiscaceae		Actinocyclus		Actinocyclus curvatulus				Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		2		0.12		-		0.04

		IM-3CU277		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGCCTCGGGATTGTGACTGTTCTGCTTTATTGTGGTCGGTTGCGAGAACTTGTCTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae		Fragilariales		Fragilariaceae		Asterionella						Target				2		0.05		-		0.06

		IM-K82C61		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGCCTCGGGATTGCGATGAGTTTCCTTTATTGGGAGTTCGTCGCGAGAACTTGTCTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae		Fragilariales										Target				1		0.09		-		-

		IM-5MMV0P		CGCCCGTCGCACCTACCGATTGAATGCTCCCGTGAGGCCTTTGGACCGTGGCTGATGTCTCCTTCATTGGAGACGTAGCTGTGGGAAATTGTCCAAACGTTAGCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae		Melosirales		Stephanopyxidaceae		Stephanopyxis		Stephanopyxis turris				Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		0.16		-		-

		IM-JW6NB0		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAATCTTCGGACCGAGCAATGATCAGCAATGGTCGATGCTTGGAAAGTCGCTTAAACCTTACCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae		Melosirales		Stephanopyxidaceae		Stephanopyxis						Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		0.12		-		-

		IM-616ECT		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAATCTTCGGACCGAGCGATGGGGGGCAACCTCCGACGCTTGGAAAGTCGCTTAAACCTTACCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae		Melosirales		Stephanopyxidaceae								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		-		-		0.05

		IM-927M0H		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAATCTCGGGATTGTGGCCAGTTCACTTTATTGGGAGTTGGCTGTGAGAACTTGCTTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae		Naviculales		Naviculaceae		Navicula		Navicula avium				Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		3		0.27		0.24		0.17

		IM-427CR7		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGCCTCGGGATTGTGGCCAGTTCACTTTATTGGGAGTTGGCTGCGAGAACTTGTCTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae		Naviculales		Naviculaceae		Navicula						Target				3		2.57		1.79		1.54

		IM-4QI2WU		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGCCTCGGGATTGTGACCAGTTTACTTTATTGTGAGTTGGTTGTGAGAACTTGTCTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae		Naviculales		Naviculaceae								Target				3		4.64		0.75		0.82

		IM-25K5AB		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGCCTCGGGATTGTGACCAGTTTCCTTTATTGGGAGTTGGTCACGAGAACTTGTCTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae		Naviculales		Naviculaceae								Target				3		0.20		0.07		0.06

		IM-N28WK9		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGCCTCGAGATTGCAGCCAGTTTCCTTTATTGGGAGTTGGTTGTGAGAACTTGTCTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae		Naviculales		Naviculaceae								Target				3		1.47		0.48		0.23

		IM-G329GX		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAGGCCTCGAGATTGTGACCAGTTTCCTTTATTGGGAGTTGGTTGTGAGAACTTGTCCAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae		Naviculales		Naviculaceae								Target				1		0.21		-		-

		IM-3IB093		CGCCCGTCACACCTACCGATTGAATGGTCCTGTGAAGCCTCAAGATTGCAGCCAGTTTCTTTTATTGGGAGTTGGTTGTGAGAACTTGTATAAACCTTATCACTTAGAGGAAGGTGAAGTTGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae		Naviculales		Naviculaceae								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		0.04		-		-

		IM-DV05AV		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGCCTCGGGATTGTGGTCAGTTTGCTTTATTGCGAGTTGATTGCGAGAACTTGTCTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae		Naviculales		Pleurosigmataceae								Target				3		0.30		19.59		0.58

		IM-Z94V97		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGCCTCGGGATTGTGGCCGGTGCCTTTATTGGTGCCGGTTGCGAGAACTTGTCTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae		Naviculales										Target				3		0.13		0.08		0.20

		IM-90DMB5		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGCCTCGGGATTGTGACAGGTGCCTTTATTGGTGTCAGTCGCGAGAACTTGTCTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae		Naviculales										Target				1		-		-		0.03

		IM-26LV99		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGCCTCGGGATTGTGACCTGTGCCTTTACTGGTGTTGGTCGCGAGAACTTGTCTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae		Naviculales										Target				1		0.04		-		-

		IM-873J3I		CACCCGTCGCACCTACTGATTGAATGGTCCGGTGAAGCCTCGGGATTGTGACCAGTGCCTTTATTGGTGTTGGTTGCGAGAACTTGTCTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae		Naviculales										Target				3		0.25		0.15		0.11

		IM-R33KKK		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGCCTCGGGATTGTGGCCAGTGTCCTTTATTGGGTGTTGGCTGTGAGAACTTGTCTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae		Naviculales										Target				2		0.05		-		0.08

		IM-DH6G5C		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGCCTCGGGATTGTAACGAGTACCTTTATTGGTGTTGGTTGCGAGAACTTGTCTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae		Naviculales										Target				3		0.33		0.17		0.39

		IM-J2N7J8		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGCCTCGGGAATGTGACCAGCTCCTTTATTGGGGTTGGTTGCGTGAACTTGTCTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae		Naviculales										Target				1		0.13		-		-

		IM-JP0ES7		CTACCAATTGAATGGTCAGGTGAAGCCTCAGGATTGTGGTCAGTTTGCTTTATTGCAAGTTGATTTCGAGAACTTGTCTAAACCTTATCATTTAGAGGAAGGTGAAGTCATAACAAGGTTTTC		Chromista		Ochrophyta		Bacillariophyceae		Naviculales										Target				1		-		0.09		-

		IM-W4695B		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGCCTCGGGATTGTGGTCAGCTTCCTTCATTGGAGACTGACTGTGAGAACCTGTCTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae		Rhizosoleniales		Rhizosoleniaceae		Rhizosolenia						Target				1		0.59		-		-

		IM-03U55W		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAGGCCTCGGGATTGTGGTCTGGTTGCTTTATTGGAACCTGACTGTGAGAACCTGTCCAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae		Rhizosoleniales		Rhizosoleniaceae								Target				3		0.27		0.08		0.11

		IM-3QW9EZ		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGCCTCGGGATTGTGGTCAGGTTGCTTTATTGGAATCTGACTATGAGAACCTGTCTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae		Rhizosoleniales		Rhizosoleniaceae								Target				1		0.20		-		-

		IM-2Y3M45		CGCCCGTCGCACCTACCGATTGGATGGTCCGGTGAAGCCTCGGGATTGTGACCGGTGCCTTTATTGGTGTTGGTCGCGAGAACTTGTCTAAACCTTATCATCTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae		Thalassiophysales		Catenulaceae								Target				3		0.94		0.12		0.08

		IM-Q43Z3G		CGCCCGTCGCACCTACCGATTGAGCGGTCCGATAAAGGCTCGGGAAAAGTCCTCGTTTCCTTCACTGGAGACTTGAATTTTGAACCTGTCTAAATCTTATCGCTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae		Thalassiosirales		Lauderiaceae		Lauderia						Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		0.08		-		-

		IM-RDTM27		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGACTCGGGATTGTGGTTAGGCTCCTTCATTGGGGCCTGACCGCGAGAACTTGTCTGAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae		Thalassiosirales		Thalassiosiraceae								Target				1		0.09		-		-

		IM-0L213A		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGACTCGGGATTGTGGTTTGGCTCTTTCATTAGGGCCTGACTGTGAGAACTTGTCTGAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae		Thalassiosirales		Thalassiosiraceae								Target				3		1.08		0.07		0.09

		IM-638SF5		CGCCCGTCGCACCTACCGATTGAATGCTCCCGTGAGGCTTTTGGACCGCGGTTGACTGCTCCTTCATTGGAGTGGTAGTTGCGGGAAGTTATCCAAACGTTAGCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae		Thalassiosirales		Thalassiosiraceae								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		0.21		-		-

		IM-X7C224		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAGGACTCGGGATTGTGGTTTAGCTCCTTCATTGGGGCCTGACTGCGAGAACTTGTCCGAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae		Thalassiosirales										Target				3		3.34		0.14		0.24

		IM-52N5CN		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAGGACTCGGGACTGTGGTTTGGCTCCTTCATTGGGGCCTGACCGCGGGAACTTGTCCAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae		Thalassiosirales										Target				2		0.61		-		0.06

		IM-53FWWY		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGACTCGGGACTGTGGCCTGGCTCCTTCATTGGGGCTTGGCCGCGGGAACTTGTCTGAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae		Thalassiosirales										Target				3		0.86		0.05		0.12

		IM-03KJ58		CGCCCGTCGCATCTACCGATTGGATGGTCCGGTGAAGCCTCGGGATTGTGGTCAGGTTCCTTCATTGGGACCTGACCGTGAGAACTTGTCTAAACCTTATCATCTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae												Target				1		0.82		-		-

		IM-72G79T		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAGGCCTCGGGATTGTGGCCTGGTAGCTTTATTGGTACCTGGCCGTGAGAACTTGTCCAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae												Target				1		0.32		-		-

		IM-0L8RZY		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGCCTCGAGATTGTGACCAGTGCCTTTATTGGTGCCAGTTGCGAGAACTTGTCTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae												Target				1		-		0.05		-

		IM-CL1309		CGCCCGTCGCACCTACCGATTGGATGGTCCGGTGAAGCCTCGGGATTGTGGTTTGGCTCCTTTATTGGGGCTAAGCCGCGAGAACTTGTCTAAACCTTATCATCTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae												Target				1		-		-		0.04

		IM-C4QE82		CGCCCGTCGCACCTACCGATTGGATGGTCCGGTGAAGCCTCGGGATTGTGGTTCTGCCGCTTTATTGTGGCTGACCGCGAGAACTTGTCTAAACCTTATCATCTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae												Target				2		0.08		-		0.04

		IM-966Z6Q		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGCCTCGGGATTGTGACTAGTTCCCTTCATTGGGGATTGGTCGCGAGAACTTGTCTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae												Target				3		0.51		0.05		0.08

		IM-N878JJ		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAGGCCTCGGGATTGTGGCCCCCGCCATTAATTTGGTGGAGGCCGCGAGAACTTGTCCAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae												Target				1		0.25		-		-

		IM-9C47W8		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGCCTCGGGATTGCGGTTTAGTTCCTTTATTGGTACTTTACTGTGAGAACTTGTCTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae												Target				1		0.07		-		-

		IM-QTON96		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGCCTCGGGATTGTGACCATTGCCTTCATTGGTGTTGGTTGCGAGAACTTGTCTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae												Target				2		-		0.17		0.23

		IM-0AD064		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGCCTCGGGATTGTGGTCTGGTTCCTTTACTGGGACTTGACCGCGAGAACTTGTCTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae												Target				1		0.17		-		-

		IM-I4UT56		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGCCTCGGGATCGTGGTTTGGTTCCTTCATTGGGACCTGACCGTGAGAACTTGTCTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae												Target				3		10.67		11.45		48.25

		IM-W13UUU		CGCCCGTCGCATCTACCGATTGAATGGTCCGGTGAGGCCTCGAGATTGTGGTCTGGTTCCTTCATTGGGACCTGACCGCGAGAACCTGTCCAAACCTTATCATTTAGAGGAAGATGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae												Target				1		0.09		-		-

		IM-C4YQQ4		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAGGCCTCGGGATTGTGGCTCCTGCTATTCAGTTAGTGGGGGCCGCGAGAACTTGTCCAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae												Target				2		0.52		-		0.08

		IM-Y8I9DG		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGCCTCGGGATTGTGACTAGTTGGCTTTACTGTCGACTTGTCGCGAGAACTTGTCTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae												Target				1		-		0.04		-

		IM-X1HDG9		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGCCTCGGGAATGTGACCAGTTCGCTTCATTGTGAGTTGGTTGCGTGAACTTGTCTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae												Target				2		0.08		-		0.06

		IM-78NUS8		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGCCTCGGGATTGCGATAGGTTCCCTTTACTGGGAGTTTGTCGCGAGAACTTGTCTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae												Target				2		0.09		-		0.06

		IM-U07OQ3		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGCCTCGGGATTGTGACTAATGTGCCTTGATTGGTGTTTGGTTGCGAGAACTTGTCTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae												Target				1		-		-		0.03

		IM-U3AJW0		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGCCTCGGGATTGTGTCCAGCTCGCTTTATTGGGAGTTGGTCGTGAAAACTTGTCTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae												Target				2		-		0.29		0.35

		IM-Z90Y22		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGCCTCGAGATTGTGGTTGGGTTGCTTCATTGAAGCCTGATTGCGAGAACTTGTCTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae												Target				1		0.05		-		-

		IM-CGG82W		CACCCGTCGCACCTACCAATTGGATGGTCCGGTGAAGCCTCGGGATTGTGATTTGTACTTTATTGGTGTTGGTTGCGAGAACTTGTCTAAACCTTATCATCTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae												Target				1		0.05		-		-

		IM-4F9HOI		CGCCCGTCACATCTACCAATTGGATGGTCCGGTGAAGCCTCGGGATTGTGGTCAGCTTCCTTCATTGGGACCTGACTGTGAGAACTTGTCTAAACCTCATCATCTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae												Target				1		0.11		-		-

		IM-00WICX		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGCCTCGGGATTGTGACTTGTACCTTTATTGGTATTAGCTGCAAGAACTTGTCTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae												Target				3		0.92		0.05		0.09

		IM-R5G5YD		CGCCCGTCGCACCTACCGATTGAATGATCCGGTGAAGCCTCGGGATTTTGACCAGTCCCTTTGTTGGTACTGGTTGCAAGAACTTGTCTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae												Target				2		-		0.17		0.05

		IM-7DU580		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGCCTCGGGATTGCAACTAGTACCTTTACTGTTGTTGGATGCAAGAACTTGTCTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae												Target				1		0.07		-		-

		IM-TYQ6X4		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGACTCGGGATTATAGTCTGGTTCCTTCATTGGAACTTGACTGTGAAAACTTGTCTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae												Target				1		0.18		-		-

		IM-575YE2		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAGGACTCGGGACTGTGGCCTTTGCTATTCACTTAGTGAAGGCCGCGGGAACTTGTCCAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae												Target				2		0.20		-		0.03

		IM-US374Q		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGCCTCGAGACTGTTGCCAATGCCTTCATTGGTGTTGGATGCAGGAACTTGTCTAAACCTTATTATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae												Target				3		0.90		0.28		0.17

		IM-QY94WP		ACCTACCGATTGAATGATTCGGTGAAACTTTCGGACCGTGGACAGGACGCTCTCGGGCGACTTGACCGTGGGAAGTTATTTAAACCTCATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Chrysophyceae		Ochromonadales		Chromulinaceae								Target				1		0.08		-		-

		IM-7W8W8I		CGCCCGTCGCACCTACCGATTGAATGGTTCGGTGAAAATCTCGGACTGCGGCTTGGATGCCTTCGGGCAACCAGGCTGTGGAAAGTTGTTTAAACCTCATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Chrysophyceae		Ochromonadales		Paraphysomonadaceae		Paraphysomonas						Target				1		0.34		-		-

		IM-8UN61B		CGCCCGTCGCTCCTACCGATTGGGTGTGCTGGTGAAGTGTTCGGATTGGTTTCAGCGGATGGCAACATCGGCCGTTACTGAGAAGATCATTAAACCCTCCCACCTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Chrysophyceae		Synurales		Mallomonadaceae		Microglena		Microglena reginae				Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		-		0.04		-

		IM-BK1L51		CGCCCGTCGCACCTACCGATTGAATGATTCGGTGAAAATTTCGGACCGCGGCTTCGTCGCTTCGGTGACTTGGCTGTGGGAAGTTATTTAAACCTCATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Chrysophyceae												Target				1		0.88		-		-

		IM-2NY223		CGCCCGTCGCACCTACCGATCGAAGGTCATGATGAGCCCTCAGGATAGTTGTTTGGTCCCTCACGGGTCCTTACGGTTAGAATTTGTGCAAATCCTTGCCTTTAGAGGAAGGTGAAGTCGTAACAAGGTTACC		Chromista		Ochrophyta		Dictyochophyceae		Pedinellales		Pedinellaceae								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		2		0.04		-		0.03

		IM-M9GC92		CGCCCGTCGCACCTACCGATTGAATGATTCGGTGAAAATTTCGGACTGTAGCAGCGCGCCCTTCATTGGATGCACTGCCGTGGGAAGTTATTTAAACCTCATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Raphidophyceae		Chattonellales		Vacuolariaceae								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		0.05		-		-

		IM-ZIQ0G6		CGCCCGTCGCTACTACCGATTGAACGGTTTAGTGAGTTATACGGACTTGGTCATCTCGTTGGGTTTCCTTCGAATTGTACTGAGGAAGTAGCGCAAACTTGACCGTTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Raphidophyceae				Thaumatomastigaceae		Thaumatomastix						Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		0.10		-		-

		IM-09C6TY		CGCCCGTCGCTACTACCGATTGAACGGTTTAGTGAGTTATACGGACTTGGTCGCCTCGTTGGGTTTCCTTCGAGGTGCACTGAGGAAGTAGCGCAAACTTGACCGTTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Raphidophyceae				Thaumatomastigaceae								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		2		0.21		-		0.06

		IM-I82AQ3		CGCCCGTCGCTACTACCGATTGAATGGCTTAGTGAGGTTCAAGGAGTGCGTCTCTTGGTTGGGTTTCCTTCCACTAGATGCGTGAATTGAAACAAACTTGATTATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Raphidophyceae												Target				1		-		-		0.06

		IM-YJN891		CGCCCGTCGCACCTACCGATTGAATGACTCGGTGAAAAATTGGGACCGTCAATAGCCTTGCTTTATTGCGAAGTTGTTTATGGGAACTTTTTTTAACCTCGCCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Oomycota		Peronosporea		Peronosporales										Target				1		0.07		-		-

		IM-X0N1YF		CGCCCGTCGCACCTACCGATTGAATGACTCGGTGAAAAATTGGGACTGTGAATTAGCTTGCTTCATTGCGAACTTTTTTGTGGGAACTTTTTTTAACCTCGCCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Oomycota		Peronosporea												Target				1		0.14		-		-

		IM-17Y1EK		CGCCCGTCGCACCTACCGATTGAATGACTCGATGAAATATTGGGACTGTGAATTTGCTTGCTTTATTGCGAACTTATTTGTGGGAACTTTTTTTAATCTCGCCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Oomycota		Peronosporea												Target				1		0.06		-		-

		IM-367OQ5		CGCCCGTCGCTCCTACCGATTTTGAGTGGTCCGGTGAACCTAAAGGACCGTGGCCGGGCTTGACCCGATCGTGGGAATAGAAGTAAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista																Target				1		0.06		-		-

		IM-8Y3TLH		CGCCCGTCGCTCCTACCGATTGAGTGATCCGGTGAATCATTCGGACCGCAGCAGAACCCAGTTCCTGGGACCTGCAGTGGGAAGTTTCGTGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista																Target				1		0.07		-		-

		IM-WUL0L5		CGCCCGTCGCTACTACCGATTGAACGCTTTAATGAGCTCTACGGATTGAGACTTCTCTTTGGGTTTCCTTAGAGTTGCACTTGAGAAGTAGCGCAAATTTGAGCGTTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Chromista																Target				1		0.33		-		-

		IM-6RIDR4		CGCCCGTCGCTCCTACCGATTGAATGGTCCGGTGAGAACGTCGGATCACGCGCAATGGCCACTGGTTCGCTAGTGACCTGCGCGAGAGAAGTTGTTCAAACCTTACCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista																Target				1		0.05		-		-

		IM-4BWCJ2		CGCCCGTCGCTCCTACCGATTGAATGGTCCGGTGAGAACGTCGGATTTTGCGCGGATTTTCTGGTTCGCCAGATGCTGCTGCGAGAGAAGTTGTTCAAACCTTACCATTTAGAGGAAGGAGAAGTCGTAACAAGGTCTCC		Fungi		Ascomycota		Lecanoromycetes		Caliciales		Physciaceae		Oxnerella		Oxnerella micra				Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		0.12		-		-

		IM-1ER126		CGCCCGTCGCTACTACCGATTGAATGGCTCAGTGAGGCTTCCGGACTGGCCTAAAAGAGACGGCAACGTTTTTTTAGGGCCGGAAAGTTGTCCAAACTCGGTCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Fungi		Ascomycota														Target				1		0.10		-		-

		IM-6798IR		CGCCCGTCGCTACTACCGATTGAATGGCTTAGTGAGGTCTCCGGATTGGCTTTGGGGAGCCGGCGACGGCACCCTATTGCTGAGAAGCTGATCAAACTTGGTCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Fungi		Basidiomycota		Agaricomycetes												Target				1		0.06		-		-

		IM-II57TN		CGCCCGTCGCTACTACCGATTGAATGGCTTAGTGAGGTCTTCGGATTGGTTTCGAGCAGCCGGCAACGGCAGCTTGTTACTGAAAAGTTGATCAAACTTGGTCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Fungi		Basidiomycota		Agaricomycetes												Target				1		0.04		-		-

		IM-U95L46		CGCCCGTCGCTACTACCGATTGAATGGCTTAGTGAGGTTTCCGGATTGGCTTTGAGGACCCGGCAACGGGATCTTATTGCTGAGAAGCTACCCAAACTTGGTCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Fungi		Basidiomycota		Tremellomycetes		Cystofilobasidiales										Target				1		0.23		-		-

		IM-YB8N4U		CGCCCGTCGCTACTACCGATTGAATGGCTTAGTGAGACCTCCGGATTGGCGCTCTGCCGCCGCAAGGCGCGGAGTGCTGAAAAGCTGGTCAAACTTGGTCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Fungi		Chytridiomycota		Chytridiomycetes		Chytridiales		Chytridiaceae								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		2		-		0.04		0.08

		IM-43A8V6		CGCCCGTCGCTAGTACCGATTGAATGGCTTAGTGAGACCTCCGGATTAGTGACTCATTGGGGGCAACCCCGAAGAATTATTGAGAAGCTGGTCAAACTTGGTCATTTAGAGGAACTAAAAGTCGTAACAAGGTAACC		Fungi		Chytridiomycota		Rhizophydiomycetes		Rhizophydiales										Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		0.05		-		-

		IM-W3OU72		CGCCCGTCGCTACTACCGATTGAATGGCTTAGTGAGACCTCCGGATCGATATTTAGAACTTGGCAACAGGATCCATTTGTTGAAAAGTTGGTCAAACTTGGTCATTTAGAGGAAGTAAAAGTCGTAACAAGGTAACC		Fungi		Chytridiomycota														Target				1		0.05		-		-

		IM-FL1ZU5		CGCCCGTCGCTACTACCGATTGAATGGTTTAGTGAGACTTCTGGATTGTCTGAGTTTGCGCTGTTTCAGTGCTTTTTTAGATGAGAAGTTAGTCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Fungi		Entomophthoromycota		Entomophthoromycetes		Entomophthorales		Entomophthoraceae		Pandora						Target				1		0.04		-		-

		IM-L4047M		CGCCCGTCGCTCCTACCGATTGGGTGTGCTGGTGAAGTGTTCGGATTGGTTTTAGTCGATGGCAACACCGGCTATTACTGAGAAGATCATTAAACCCTCCCACCTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Plantae		Chlorophyta		Chlorophyceae												Target				1		-		0.06		-

		IM-FSGJ12		CGCCCGTCGCTCCTACCGATTGAATGGTCCGGTGAAGCGTTCGGACTATGACTCTCTGACGGTTCGCCGTCTAAGTGTCGTGGGAAGTTCGTTGAACCTTATCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Plantae		Chlorophyta		Mamiellophyceae		Mamiellales		Bathycoccaceae		Bathycoccus		Bathycoccus prasinos				Target				1		-		-		0.06

		IM-H98F15		CGCCCGTCGCTCCTACCGATTGAATGTGTTGGTGAGGAGTTCGGATTGATGTCCTTTGGTGGTTCGCCACTAATAGACGTTGAGAAGTTCTCCAAACCGCCCCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Plantae		Chlorophyta		Prasinophyceae		Chlorodendrales		Chlorodendraceae								Target				1		-		0.07		-

		IM-8P91DR		CGCCCGTCGCTCCTACCGATTGAATGGTCCGGTGAAATGTTCGGACCGCCGCGAAACGGACGGTTCGCCGTCAGCTTCGCAGTGGGAAGTTCATTAAACCTTATCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Plantae		Chlorophyta		Prasinophyceae		Pyramimonadales		Pyramimonadaceae		Pyramimonas		Pyramimonas australis				Target				1		0.05		-		-

		IM-VT378H		CGCCCGTCGCTCCTACCGATTGAATGGTCCGGTGAAATGTTCGGACCGCGGCATGGCGGACGGTTCGCCGTCAGCCTCGCTGCGGGAAGTTCATTAAACCTTATCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Plantae		Chlorophyta		Prasinophyceae		Pyramimonadales		Pyramimonadaceae		Pyramimonas						Target				1		-		0.18		-

		IM-950UE1		CGCCCGTCGCTCCTACCGATTTCGAGTGTTCCGGTGAACCTTTCGGACCGAGGTCGCCCCCGAGGCGGCCATGGAAAGTCAAGTAAACCACAACACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Plantae		Chlorophyta														Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		2		3.25		-		0.03

		IM-896LNO		CGCCCGTCGCTACTACCGATTGAATGGCTTAGTGAGACCTCCGGATTGGTAAATAGAACCTGGCAACAGGATCCTTTTACTGAAAAGCTGGTCAAACTTGGTCATTTAGAGGAAGTAAAAGTCGTAACAAGGTAACC		Plantae		Tracheophyta		Magnoliopsida		Fabales		Fabaceae								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		0.14		-		-

		IM-20GEKJ		CGCCCGTCGCTGCTACCGATGTTTGGTCCGGTGAAATCTTAGGACTCGCGACTTTCACTTGCTTTGCTCTCGGGTAGAGCGAGTTTGTTGTGGGGAATTTGAGTAAACCTTGCTAAATAGAGGAAGCAAAAGTCGTAACAAGGTATTC		Protozoa		Amoebozoa		Discosea		Dactylopodida		Vexilliferidae		Neoparamoeba						Target				1		0.08		-		-

		IM-NPX400		CGCCCGTCGCTGCTACCGATGTTTGGTCCGGTGAAATGTTAGGACTCGCTGCATTCACTTGCTTTGCTTTCGGGTAGAGCGAGTTTGCGGTGGGGAATTTCAGTAAACCTTGCTAAATAGAGGAAGCAAAAGTCGTAACAAGGTATTC		Protozoa		Amoebozoa		Discosea		Dactylopodida		Vexilliferidae								Target				1		0.14		-		-

		IM-4M4L34		CGCCCGTCGCTGCTACCGATTGGATGGTCCGGTGAAATCCTCGGATAGCAGTAAATACTTTACTTTGTAAAGTTTACTGCTAGAAGTTGATTAAACCTTATCATCTAGAGGAAGCAAAAGTCGTAACAAGGTTTCC		Protozoa		Amoebozoa		Discosea		Vannellida		Vannellidae		Vannella						Target				1		0.09		-		-

		IM-F8M8UN		CGCCCGTCGCTCCTACCGATTGGATGGTCCGGTGAAATTTTCGGATCGTGGCTCGTCGCCTAGTAGATTTCGGTTTACGGGTTGAGCCGTGAAAAGTTAATTAAACCTTATCATCTAGAGGAAGGAGAAGTCGTAACAAGGTATCC		Protozoa		Amoebozoa		Discosea				Vermistellidae		Vermistella						Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		0.13		-		-

		IM-2SDR87		CGCCCGTCGCTCCTACCGATCGAACGGTCCGGCGAGATCCCTGGAGCCCGGCTCTTGCGCGGCCCGGTCCTCCGGGCCGCCGGGCGCGGGCGAAGCCGATCGAACCTTACCGTTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Protozoa		Amoebozoa		Lobosa		Amoebida		Acanthamoebidae								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		0.04		-		-

		IM-5049EX		CGCCCGTCGCTCCTACCGATGAATGGTCCGGTGAGGATTTAGGAGGACCGCAGATTTTGGTGTAAAAGCCATTCTGTTGTTTTGTCCAAATTCATTCAAACCTTATCATTTAAAGGAAGGAGAAGTCGTAACAAGGTTTCC		Protozoa		Amoebozoa		Lobosa		Amoebida		Flabellulidae								Target				1		0.11		-		-

		IM-3I9G5I		CGCCCGTCGCTCCTACCGATGAATGGTCCGGTGAGGATTTAGGAGGATCGTGGATTTTGGTGTTAAAGCCATTCCATTGTTTTGTCCAAATTTATTCAAACCTTATCATTTAAAGGAAGGAGAAGTCGTAACAAGGTTTCC		Protozoa		Amoebozoa		Lobosa		Amoebida		Flabellulidae								Target				1		0.08		-		-

		IM-4E8WK4		CGCCCGTCGCTCCTACCGATTGAATGGTCCGGTGAGAACTCAGGACGGCAGTGCTTTAGTTTATCCGCAAGGGTAAGCGGGTACAGTCGGAATTTGTTCAAACCTTACCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Protozoa		Amoebozoa		Lobosa		Amoebida		Hartmannellidae								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		0.06		-		-

		IM-5U8AXM		CGCCCGTCGCTCCTACCGATGAATGGTCCGGTGAAATTTTAGGATTGAAAACAGATACTTATTGATTTCGGTTAATAAGTTTGTTTTTGAAAATTTAAGTAAACCTTACCATTTAGAGGAAGGAGAAGTCGTAACAAGGTATCC		Protozoa		Amoebozoa		Lobosa		Amoebida		Paramoebidae		Korotnevella						Target				1		0.07		-		-

		IM-OQRN68		CGCCCGTCGCTCCTACCGATGTTTGGTCCGGTGAAATCTTAGGATTCGTGGCATGCGCTCGTCGGCTCTTTCGGGGGAAGGTGAGTTTGCCGTGGAGAATTTGAGTAAACCTTGCCAAATAGAGGAAGGAGAAGTCGTAACAAGGTATTC		Protozoa		Amoebozoa		Lobosa		Amoebida		Paramoebidae		Paramoeba						Target				2		-		0.04		0.11

		IM-90X68S		CGCCCGTCGCTCCTACCGATGTTTGGTCCGGTGAAATCTTAGGATCTGTGACATACACTTGCTGTGCTCTCGGGTGTAGTGAGTTTGTTGTGGAGAATTTGAGTAAACCTTGCCAAGTAGAGGAAGGAGAAGTCGTAACAAGGTATTC		Protozoa		Amoebozoa		Lobosa		Amoebida		Paramoebidae								Target				1		0.06		-		-

		IM-39HPJ9		CGCCCGTCGCTAGTACCGATTGAGTGATCCGGTGAGGATTCAGGATGGCAGAGCTTTAGCGTGCCCGAAAGGGTACGCGGGTTCAGCCAGAATCTCTTCAAACCGTGTCACTTAGAGGAACTAAAAGTCGTAACAAGGTTTCC		Protozoa		Amoebozoa		Tubulinea				Nolandellidae		Nolandella						Target				1		0.14		-		-

		IM-5K6V17		CGCCCGTCGCTAGTACCGATTGAATGATCTGGTGAGAACTCAGGACGGCGGAGCTGCGGCTTATTCGCAAGAGTAAGCGGGCTCTACCGGAACATGTTCAAATCATGTCATTTAGAGGAACTAAAAGTCGTAACAAGGTTTCC		Protozoa		Amoebozoa		Tubulinea				Nolandellidae								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		0.07		-		-

		IM-V73CQ3		CGCCCGTCGCTCCTACCGATTGAATGATCCGGTGAAATCTTCGGATTGTGACCCATGGCCTGTGGGTTCGCTTGCAGGTCGGGTTGTGAGAAGTTGCTTAAACCTTATCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Protozoa		Amoebozoa		Variosea		Acanthopodida		Corallomyxidae		Stygamoeba						Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		0.14		-		-

		IM-O52EQT		CGCCCGTCGCTAGTACCGATTGAATGATCCGGTGAGGATTCAGGATGGCAGAACTTTAGTTTGTCCGAAAGGATAAGCGGGTTCAGCCAGAATTTGTTCAAACCGTGTCATTTAGAGGAACTAAAAGTCGTAACAAGGTTTCC		Protozoa		Amoebozoa														Target				1		0.23		-		-

		IM-8R0JRK		CGCCCGTCGCTCCTACCGATTGGATGTTCCGGTGAGGATTCTGGACTCTGGGTTTAGTGTCTTGAGGTTCTGCTTCTTGACTCGCTCGGGGAAAATTATTCAAATCTTAACATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Protozoa		Amoebozoa														Target				1		-		-		0.04

		IM-NA37NJ		CGCCCGTCGCTACTACCGATTGAATGATTTTGTGAGGTCTCGGGATCAGCCGTTACCAACCAGGCAACTGGTTAGTTTTGGCAGAGAACTTGCACAAACATGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Protozoa		Choanozoa		Choanoflagellatea		Choanoflagellida		Acanthoecidae		Bicosta		Bicosta minor				Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		0.06		-		-

		IM-X6288T		CGCCCGTCGCTACTACCGATTGAATGGTTTAGTGAGATTTTGGGACTGACATGGGTAGGTTGGCAACAACCCGCCTGAGTTGGGAACTTGCTCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Protozoa		Choanozoa		Choanoflagellatea		Choanoflagellida		Acanthoecidae		Diaphanoeca		Diaphanoeca grandis				Target				1		0.08		-		-

		IM-2NCW83		CGCCCGTCGCTACTACCGATTGAATGGTTTAGTGAGATCTCGGGATCAGGCCGCGACGGCTGGCAACAGCCCAGCGGTCAGAGAACTTGCTCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Protozoa		Choanozoa		Choanoflagellatea		Choanoflagellida		Acanthoecidae								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		0.08		-		-

		IM-ZS369L		CGCCCGTCGCTACTACCGATTGAATGGTTTAGTGAGGTCTCGGGACTGGCGTCCAGGCGGGGAAACCTGCCTTTTTGCCGGGAACCTGATCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Protozoa		Choanozoa		Choanoflagellatea		Choanoflagellida		Salpingoecidae		Salpingoeca						Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		0.06		-		-

		IM-6KSV5Y		CGCCCGTCGCTACTACCGATTGAATGGTTTAGTGAGGCCTCGGGATCAGCCTTTTTTCTCGGGCAACCGAGAAGTTAGGCAGAGAACTTGGACAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Protozoa		Choanozoa		Choanoflagellatea		Choanoflagellida		Stephanoecidae								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		0.05		-		-

		IM-N0MA8O		CGCCCGTCGCTACTACCGATTGAATGGTTTAGTGAGGCCTCGGGATCAGCTCTTATTTCCGGGCAACCGGAGCTTCGAGTCGAGAACTTGGACAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Protozoa		Choanozoa		Choanoflagellatea		Choanoflagellida		Stephanoecidae								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		0.20		-		-

		IM-TUI974		CGCCCGTCGTTGCTACCGATTGATCTGCTGGTAGAGATTGGCCGAATCGGTGATTTAGTGGAAACGCTTCTTTACTGGTGAAACCAATCAATATCGTCAGGTTAGAGGAAGCAAAAGTCGTAACAAGGTTGCT		Protozoa		Euglenozoa		Diplonemea		Diplonemida		Hemistasiidae		Hemistasia						Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		0.05		-		-

		IM-SSP9Z2		CGCCCGTCGTTGCTACCGATTGATCTGCGGGTAGAGATTGGCCGAATTGGTCTTTTTGTGGCAACGCAATTTGACTGGTGAAACCAATCAATATCCTCAGGTTAGAGGAAGCAAAAGTCGTAACAAGGTTGCT		Protozoa		Euglenozoa		Diplonemea		Diplonemida		Hemistasiidae								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		0.06		-		-

		IM-1XDK26		CGCCCGTCGTTGTTTCCGATGATGGTGCAATACAGGTGATCGGACAGACGAACCTCTGGTTTGTCTGAAAGTTCACCGATATTTCTTCAATAGAGGAAGTAAAAGTCGTAACAAGGTAGCT		Protozoa		Euglenozoa		Kinetoplastea												Target				1		0.10		-		-

		IM-49ESTO		CGCCCGTCGTTGCTACCGATTGGGTGACTGACAGAGATTGCTGGACTGTGCCCACTCTCGGGTGGAATGCAGGAAGTCAACCAATGTTTATCATCTAGAGGAAGCAAAAGTCGTAACAAGGTAGCT		Protozoa		Euglenozoa														Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		0.10		-		-

		IM-60TLSB		CGCCCGTCGTTGCTACCGATTGGCTGTGGGATAGAGCTGGACGGAGATGCTTCTTGGGGGCTTTGTACCACTTGGAGTGTCGAATTTCAGCAATATTTCTCAGCTAGAGGAAGCAAAAGTCGTAACAAGGTTGCT		Protozoa		Euglenozoa														Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		2		0.11		-		0.11

		IM-LV75JV		CGCCCGTCGCTACTACCGATTGAATGGCTTAGTGAGCTTCAGGGATTGGTGACTTTGGTTGGGTTTCCTGCCATTTTCACCGAGAACTGAATCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Protozoa		Sarcomastigophora		Phytomastigophora		Ebriida		Cercomonadidae								Target				1		0.07		-		-

		IM-M87D2Z		CGCCCGTCGCTCCTACCGATTGAATGGTCCGGTGAGCTCTTCGGACCGACTGGGTTCCTCTGGCAACAGAGGCCCGTGTTGGGAAGTTGCGCTAATCTTATCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Protozoa		Sulcozoa		Thecomonadea		Apusomonadida		Apusomonadidae								Target				1		-		-		0.06

		IM-A796VG		CGCCCGTCGCTCCTACCGATTGAATGACCCGGTGAGGCTTTCGGACTGGCTCAGTGTTCTTGGAAACAAGAGATTGAGCCGGGAAGATATCCTAACCTTGCCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Protozoa		Sulcozoa		Thecomonadea		Apusomonadida		Apusomonadidae								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		0.17		-		-

		IM-05PC64		CGCCCGTCGCTCCTACCGATTGAATGACCCGGTGAGGCTTCCGGACTGCCTGCGTTGTATCGGCAACGGTCGACACGGGCGGGAAGTTATCCTAACCTTGCCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Protozoa		Sulcozoa		Thecomonadea		Apusomonadida		Apusomonadidae								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		0.05		-		-

		IM-QGX58D		CGCCCGTCGCTACTACCGATTGGATGGTTTAATGAGGCTCAAGGACTGTTGCACTTAGTTGAGCAATCTTCTTTGCGCATACTGGAATTGAGACAAATTTGATCATCTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Protozoa				Filosia		Aconchulinida		Cyphoderiidae								Target				2		0.09		-		0.05

		IM-1NG35J		CGCCCGTCGCTACTACCGATTGGATGTTTTAATGAGGCTCGTGGACTGTTGCACTTAGTTGAGCAATCTTCTTTGCGCATACTGGAAGCGAGACAAATTTGATCATCTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Protozoa				Filosia		Aconchulinida		Cyphoderiidae								Target				1		0.53		-		-

		IM-E4E05B		CGCCCGTCGCACCTACCGATTGAATGGTTCGGTGAAAATTCCGGACTGCAGCCTCGCTTTCTTCATTGAAGGTGTGGCCGCGGAAAGCTATTTAAACCTCATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Protozoa										Pirsonia		Pirsonia verrucosa				Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		0.14		-		-

		IM-U62M7J		CGCCCGTCGCACCTACCGATTGAATGGTTCGGTGAAAATTTCAGACTGTAGCTTCGTTTCCTTCATTGAAGACGTTGCCGTGGAAAGATATTTAAACCTCATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Protozoa																Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		2		0.11		0.06		-
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		IM-64S50P		CGCCCGTCGCTACTACCGATTGAATGGTTTAGTGAGATCCTCGGATTGGACCCGGCCCGTCGGGCAACCGATGGGCCGGTGGCACGAGAAGACGATCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Annelida		Polychaeta		Phyllodocida		Nephtyidae								Target				1		-		24		-

		IM-VX32S3		CGCCCGTCGCTACTACCGATTGAATGGTTTAGTGAGACCCTCGGATTCGTCCCGGCGCGGCCGGTTACGGTTGCGCCGGTGCGCGGAGAAGACGGTCGAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Annelida		Polychaeta		Phyllodocida		Syllidae								Target				1		12		-		-

		IM-3T47I9		CGCCCGTCGCTACTACCGATTGGATGGTTTAGTGAGATCCTCGGATTGGCCCCGGCTATTCGGCGGGTTCGCTCGTCGAGCCGTGGTGCCGAGAAGACGCTCAAACTTGATCATCTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Annelida		Polychaeta		Sabellida		Sabellariidae								Target				2		334		-		32

		IM-1LPO24		CGCCCGTCGCTACTACCGATTGAGCGTCCCAGTGAGTTGATTGGAGACCGCGGCGATGGCCCTCGTGGCCTTTTCGCACCTGTCGGTTCAAATTCACCGAACTTAGATGCTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Annelida		Polychaeta		Spionida		Magelonidae		Magelona		Magelona mirabilis				Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		18		-		-

		IM-4X0KRW		CGCCCGTCGCTACTACCGATTGGATGGTTTAGTGAGACCCTCGGATCGGTCCCGACTCGGGGATGTTCTCTGCCCTGGTTGTGGTTCGCCGAGAAGACGGTCAAACTTGACTATCTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Annelida		Polychaeta		Spionida		Spionidae		Scolelepis						Target				1		-		-		21

		IM-JP1988		CGCCCGTCGCTACTACCGATTGGATGGTTTAGTGAGACCCTCGGATTGGTCCCGGCACGGTGGGCAACCGCCGAGCCGTGGCGCCGAAAAGACGGTCAAACTTGACTATCTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Annelida		Polychaeta		Spionida		Spionidae		Spiophanes						Target				1		-		-		41

		IM-G02Y19		CGCCCGTCGCTACTACCGATTGGATGGTTTAGTGAGATCCTCGGATTGGTCCCGGTGCGGCTTCTGGTCGCGCCGGAGTGCCGAAAAGAATGTCGAACTTGATCATCTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Annelida		Polychaeta		Terebellida		Cirratulidae		Tharyx						Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		29		-		-

		IM-7WZB1S		CGCCCGTCGCTACTACCGATTGGATGGTTTAGTGAGATCCTCGGATTGGTCCTGGCGTGGCGGGCAACCGCCGTGCCAGTGTGCCGAGAAGACGATCGAACTTGATCATCTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Annelida		Polychaeta		Terebellida		Terebellidae								Target				1		12		-		-

		IM-R7IQJ8		CGCCCGTCGCTACTACCGATCGGATGGTTTAGCGAGATCCTCGGATTGGTCCCGGCGCAGCGGGCGACCGCCGTGCCGGTGTGCCGAGAAGACGATCGAACTTGATCATCTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Annelida		Polychaeta		Terebellida		Terebellidae								Target				1		95		-		-

		IM-1OD8KB		CGCCCGTCGCTACTACCGATTGGATGGTTTAGTGAGGAACTCGGATCGGTCCTTATTCGCCGGGTAACCGGTGAGCAGGTGTGCCTAGAAGAACTTCGAACTTGATCATCTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Annelida		Polychaeta				Arenicolidae		Arenicola		Arenicola marina				Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		3		995		465		450

		IM-VQ2839		CGCCCGTCGCTACTACCGATTGGATGGTTTAGTGAGACACTCGGATCGGCGCCGGTCCTCCTGGCAACAGGTAGACTGGATTGCCCGAGAAGAATTTCAAACTTGACTATCTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Annelida		Polychaeta				Protodriloididae		Protodriloides		Protodriloides chaetifer				Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		-		806		-

		IM-785KC9		CGCCCGTCGCTACTACCGACTGGATGGTTTAGTGAGGTGGACGGAATGGCGCGGCTCTGCCTGGCGACAGGCTAAGCTGATCGCTGTGAAGTCTACCGAACTTGTTCATCTGGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Annelida		Polychaeta				Protodriloididae		Protodriloides		Protodriloides symbioticus				Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		-		-		2657

		IM-5A865N		CGCCCGTCGCTACTACCGATTGGATGGTTTAGTGAGACCCTCGGATTGGCACCTTGTCGCCTGGCAACAGGTGGCGTGGATCTGTTCCAAGAAGAAGTTCGAACTTGACTATCTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Annelida		Polychaeta				Protodriloididae								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		2		27		29		-

		IM-DI27BL		CGCCCGTCGCTACTACCGATTGGATGGTTTAGTGAGATCCTCGGATTGGTCCCGGCGTTGCTGGGTTCTCCTGGCTGCCGGTGTGCTGAGAAGACGATCAAACTTGATCATCTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Annelida		Polychaeta				Scalibregmatidae		Scalibregma		Scalibregma inflatum				Target				1		20		-		-

		IM-B8Q40G		CGCCCGTCGCTACTACCGATTGAATGTCTTAGTGAGTAATTTGGAAATATTTTCTGGCTAGTAATAGTCTGAAGACGTTAAAGAATTGCAAACTGTGGCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Arthropoda		Hexanauplia		Calanoida		Acartiidae		Acartia		Acartia bifilosa				Target				1		150		-		-

		IM-OW54J2		CGCCCGTCGCTACTACCGATTGAGTGTTTTAGTGAGGTCCTCGGATTGATAGCCTGGCGGTTAACGCTGCCTAGCTAACGAAAAGACGACCAAACTGTAGCACTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Arthropoda		Hexanauplia		Calanoida		Centropagidae		Centropages						Target				1		415		-		-

		IM-78CRWY		CGCCCGTCGCTACTACCGATTGAGTGTTTTAGTGAGGTCCTCGGATTGCTTTCCTGGCGGTTAACGCTGCCTAGTTGGCGAAAAGACGACCAAACTGTAGCACTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Arthropoda		Hexanauplia		Calanoida		Temoridae		Temora						Target				1		120		-		-

		IM-1145ZC		CGCCCGTCGCTACTACCGATTGAACGTTTTAGTGAGGTATTTGGACTGGGCCTTGGGAGGATTCGTTCTCCCATGTTGCTCGGGAAGACTCCCAAACTTGAGCGTTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Arthropoda		Hexanauplia		Cyclopoida		Oithonidae		Oithona		Oithona similis				Target				1		33		-		-

		IM-P83S4M		CGCCCGTCGCTACTACCGATTGAATGTTTTAGTGAGGTATTTGGATCGGCGCTTGAGAGGTTAACGCCTTTCTTGTGCTGAAAAGACTCCCAAACTTGAGCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Arthropoda		Hexanauplia		Harpacticoida		Ectinosomatidae		Microsetella		Microsetella norvegica				Target				1		19		-		-

		IM-FJ7I3H		CGCCCGTCGCTACTACCGATTGAATGTTTTAGTGAGGTATTTGGATCGGCGCTTTCCAGGTTAACGCTTTGATTGTGCTGAAAAGACTCCCAAACTTGAGCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Arthropoda		Hexanauplia		Harpacticoida		Ectinosomatidae								Target				1		-		682		-

		IM-716FPU		CGCCCGTCGCTACTACCGATTGAACGTTTTAGTGAGGTATTTGGATTTGGCCAGAAGCGGTTCGCGCCGTTTCTGTTGCCGGAGAAGACTCCCAAACTTGAGCGTTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Arthropoda		Hexanauplia		Harpacticoida		Nannopodidae								Target				1		12		-		-

		IM-HXM91Z		CGCCCGTCGCTACTACCGATTGAACGTTTTAGTGAGGTATTTGGATTGGGCCTCTTGCGGTTCGCGCCGCTAGTGTTGCCCGAGAAGACTCCCAAACTTGAGCGTTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Arthropoda		Hexanauplia		Harpacticoida										Target				3		17		50		590

		IM-LE7ZL7		CGCCCGTCGCTACTACCGATTGAACGTTTTAGTGAGGTATTTGGATCGGCGCTCTGGAGGTTCGCGCCTCCATTGTGCTGAAAAGACTCCCAAACTTGAGCGTTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Arthropoda		Hexanauplia		Harpacticoida										Target				2		-		2766		44

		IM-K12RM7		CGCCCGTCGCTACTACCGATTGAACGTTTTAGTGAGGTGTTTGGATCGGACCTCTTGGGACTCGCGTCCCGAGTGTTGTCTGAGAAGATCCCCAAACTTGAGCGTTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Arthropoda		Hexanauplia												Target				1		-		26		-

		IM-106TRX		CGCCCGTCGCTACTACCGATTGAACGTTTTAGTGAGGTATTTGGACCGGACCTCCGACGGTTAATCCCATCGGTGCTGTCTGGGAAGACTCCCAAACTTGAGCGTTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Arthropoda		Hexanauplia												Target				1		21		-		-

		IM-Y2S674		CGCCCGTCGCTACTACCGATTGAACGTTTTAGTGAGGTATTTGGACTGGGCCTTTCAGGGTTTACGCCTTGATTGTTGTCCGGGAAGACTCCCAAACTTGAGCGTTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Arthropoda		Hexanauplia												Target				1		109		-		-

		IM-3W8ZED		CGCCCGTCGCTACTACCGATTGAGTGGTTTAGTGAGGCCCACGGACTGCGCGCGGCACCCGGCGCTTCGGCGTCGCGTCGCGAGCGGAAAGTGAGACGAACTTGATCACTTCTAGGAAGTAAAAGTCGTAACAAGGTTTTC		Animalia		Bryozoa		Gymnolaemata		Cheilostomatida		Electridae		Electra						Target				1		1418		-		-

		IM-5IOJ12		CGCCCGTCGCTACTACCGATTGAGTGGTTTAGTGAGGCTCACGGACTGCGAGCGGCACTCGGCGCTTTCGGGCGTCGCGCCGCGAGCGGAAAGTGAGACGAACTTGATCACTTCTAGGAAGTAAAAGTCGTAACAAGGTTTTC		Animalia		Bryozoa		Gymnolaemata		Cheilostomatida		Flustridae								Target				1		147		-		-

		IM-7TB475		CGCCCGTCGCTACTACCGATTGAGTGGTTTAGTGAGGCCCACGGACGGCCCGCGGCACTCGGCGCTTCGGCGTCGCGTCGCGGACTGAAAGTGAGACGAACTTGATCACTTCTAGGAAGTAAAAGTCGTAACAAGGTTTTC		Animalia		Bryozoa		Gymnolaemata		Cheilostomatida		Scrupariidae		Scruparia						Target				1		390		-		-

		IM-N6Q261		CGCCCGTCGCTACTACCGATTGAGTGGTTTAGTGAGGCTCACGGACTGCGAGCGGCACACGGCGGCCCCCGGGTCGCCGCGCCGCGAGCGGAAAGTGAGACGAACTTGATCACTTCTAGGAAGTAAAAGTCGTAACAAGGTTTTC		Animalia		Bryozoa		Gymnolaemata		Cheilostomatida										Target				1		13		-		-

		IM-8O6JA8		CGCCCGTCGCTACTACCGATTGAGTGGTTTAGTGAGGCCCGCGGACCGCGGGCGGCATCCGGCGGGAGACCGTCGCGCCGCCTGTTCGGGAAGCGGTACGAACTTGATCACTTCTAGGAAGTAAAAGTCGTAACAAGGTTTTC		Animalia		Bryozoa		Gymnolaemata		Ctenostomatida		Vesiculariidae								Target				1		15		-		-

		IM-T7R5AP		CGCCCGTCGCTACTACCGATCGAACGATGTAGTGAGGTCCTCGGACTGGCATCTACTCGGAAGCCGGGTTCGCTCGGTAGAAGAGCTTGTTTGCCGGGAAGAGTACCAAACTGAATCGTTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Chaetognatha		Sagittoidea		Aphragmophora		Sagittidae		Parasagitta						Target				1		31		-		-

		IM-W6PT9N		CGCCCGTCGCTACTACCGATTGGATGGCTTAGTGAGGTCCTCGGATCGGCCCCGCCGGAGTCTTCACGGCTCTGGCGCGCGTGCCGAGAAGACGATCAAACTTGACTATCTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Chordata		Actinopterygii		Gadiformes										Target				2		27		-		22

		IM-ZTEG21		CGCCCGTCGCTACTACCGATTGGATGGTTTAGTGAGGTCCTCGGATCGGCCCCGCCGGGATCGGTCACGGTCCTGGTGGAGCGCCGAGAAGACGATCAAACTTGACTATCTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Chordata		Actinopterygii		Perciformes		Ammodytidae								Target				2		75		-		20

		IM-WILW70		CGCCCGTCGCTACTACCGATTGAATGGTTCAGTGAGATAATCGGATAGGTAACTCGGTAAGCAGCAATGTTTACCAAGCATACATAGAAGACGATCAAACTCAGTCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Chordata		Appendicularia		Copelata		Oikopleuridae		Oikopleura		Oikopleura dioica				Target				1		52		-		-

		IM-3WRN3M		CGCCCGTCGCTACTACCGATTGAATGGTTTAGTGAGGTCCTCCGACTGGATCTGGCGCGGTCGGCAACGGCCGAGCCGGCAACCGGGAAGACGATCTAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Chordata		Ascidiacea		Phlebobranchia										Target				1		33		-		-

		IM-7ZJ0Y5		CGCCCGTCGCTACTACCGATTGAATGGTTTAGTGAGGCTCTCGGATCGGCCCCGCTGTGGCTGGCAACAGTCCTGGCGGCGCGCTGAAAAGACAGTCGAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Chordata		Ascidiacea		Stolidobranchia		Molgulidae		Molgula						Target				1		66		-		-

		IM-QD743N		CGCCCGTCGCTACTACCGATTGAATGGTTTAGTGAGGACTCCTGATTGGCGCCGCCGCCCCGGCAACGGAGCAGCGGACCTGCCGAAAAGTTGTTCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Cnidaria		Anthozoa		Actiniaria										Target				2		120		-		50

		IM-ZU6909		CGCCCGTCGCTACTACCGATTGAATGGTTTAGTGAGATCTTTGGATTGGCGCTGGAGAGGGTTCGCGCCTTTTCCAGAATGCTGAAAAATTGCTCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Cnidaria		Hydrozoa		Leptothecata		Campanulariidae								Target				1		15		-		-

		IM-42QP5T		CGCCCGTCGCTACTACCGATTGGATGGATTAGTGAGATCTCTGGATTGGCACTATGGGGGTATTCGCGTACTCCCTTAGCTCGCTGAAAAGTTGCTCAAACTAATTTATCTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Cnidaria		Hydrozoa		Leptothecata		Eirenidae								Target				1		22		-		-

		IM-9ZIS0Y		CGCCCGTCGCTACTACCGATTGAACGGTTTAATGAGAACTCCGGATTGGCCTCCTTTGCGCTGCCTCGTGTGGTGCATTGCGTGGCCGAGAAGTTGTTCAAATTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Cnidaria		Hydrozoa		Leptothecata		Plumulariidae		Plumularia						Target				1		20		-		-

		IM-B3JS3F		CGCCCGTCGCTACTACCGATTGAATGGTTTAGTGAGATCTCCGGATTGGCTGCCTTGGTACCTTCACGGGTCCAACGGTTTAGCCGAAAAGCTGTTCGAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Cnidaria		Hydrozoa		Leptothecata		Sertulariidae								Target				1		27		-		-

		IM-W63NY2		CGCCCGTCGCTACTACCGATTGAATGGTTTAGTGAGATCTCGGGATTGGAGACGTTGCGCCGCAAGGCACATCGTCCTCGAGAACTTGATCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Ctenophora		Tentaculata		Cydippida		Pleurobrachiidae		Pleurobrachia		Pleurobrachia pileus				Target				1		27		-		-

		IM-BM07UW		CGCCCGTCGCTACTACCGATTGAATGGTTTAGTGAGATCCTCGGACGGGCCGCGGCGGGGCGCCTCTGGCGCCTCGCTCGTGCGCCCGGAAGACGATCGAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Echinodermata		Asteroidea												Target				1		20		-		-

		IM-9M25ON		CGCCCGTCGCTACTACCGATTGAATGGTTTAGCGAGATTCTCGGATCGGGCCTTGTTCGTGCGCAAGCATGGACGAGATCTGAGAAGAAACTCAAGCTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTTC		Animalia		Gastrotricha				Chaetonotida		Chaetonotidae								Target				1		-		-		54

		IM-S7RLD5		CGCCCGTCGCTACTACCGATTGAATGGTTTAGCGAGAACCTCGGATTGGACCCTGTTCGTGCGCAAGCATGGACGAGGCCTGAGAAGAAGCTCAAGCTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTTC		Animalia		Gastrotricha				Chaetonotida		Chaetonotidae								Target				1		-		-		144

		IM-V82CEK		CGCCCGTCGCTACTACCGATTGAATGGTTTAGCGAGATTCTCGGATCGAACCTTGTTCGTGCGCAAGCATGGACGAGGATTGAGAAGAAACTCAAGCTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTTC		Animalia		Gastrotricha				Chaetonotida		Chaetonotidae								Target				1		-		-		947

		IM-DR3B9U		CGCCCGTCGCTACTACCGATTGAATGGTTTAGCGAGATTCTCGGATCGGGCCTTGCTCGAGGTAAAACTTGTACGAGGTCTGAGAAGAAGTTCAAGCTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTTC		Animalia		Gastrotricha				Chaetonotida		Chaetonotidae								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		-		43		-

		IM-9YPN05		CGCCCGTCGCTACTACCGATTGAATGGTTTAGTGAGATACTCGGATCATGCGCTGGTAGCAGGTAACTGTCTACCTGTGCAAGAAAAGAATATCAAACTTGGTCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Gastrotricha				Chaetonotida		Xenotrichulidae		Draculiciteria						Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		-		-		57

		IM-QTH36Z		CGCCCGTCGCTACTACCGATTGAATGGTTTAGTGAGATACTCGGATAATGCCTTGATAGCGGGTAACCGTCTACCAAAGCAAGAAAAGAATATCAAACTTGGTCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Gastrotricha				Chaetonotida		Xenotrichulidae								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		-		-		93

		IM-N52V2P		CGCCCGTCGCTACTACCGACTGAATCGTTCGTTGAGTTCCTCGGATCGACTGTTTGCAGTGCTCACGCATTGCAGCCGTGTCGAGAAGAGGCGCTAGACCAGCGATTTGGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Gastrotricha				Macrodasyida		Turbanellidae		Turbanella		Turbanella cornuta				Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		-		-		23

		IM-R9M36M		CGCCCGTCGCTACTACCGATCGTTCCCGTTAATGAGCGCCTCGGATTGGTCCCGTGGCCGGCTTCGCGGCCGGCTTTGGCGTGCCGAGAAGATGTGCAAATTATCAGGAATAGAGGAAGTAAAAGTCGTAACAAGGTATCC		Animalia		Mollusca		Bivalvia		Adapedonta		Pharidae		Ensis						Target				3		304		62		87

		IM-43MKF0		CGCCCGTCGCTACTACCGATCGCTCCAGTTAATGAGCTCTTCGGATTGGTCCCGCGGCCCGGCCTCCGGGTCGGGCTGCGTCTGGTGCCGAGAAGATGCGCAAATTGACCGGAGTAGAGGGAGTAAAAGTCGTAACAAGGTATCC		Animalia		Mollusca		Bivalvia		Myida		Pholadidae		Barnea						Target				1		-		-		22

		IM-FXXQ42		CGCCCGTCGCTACTACCGATCGCTCTAGTTGATGAGCCCTTCGGATTGGTCCCTTGGGTGGCGGTCTTCGGGCCGCTCTCTCGGCGCATCGAAAAGATGGGCGAATTGACCGGAGTAGAGGAAGTAAAAGTCGTAACAAGGTATCC		Animalia		Mollusca		Bivalvia		Venerida		Veneridae								Target				1		13		-		-

		IM-BA3454		CGCCCGTCGCTACTACCGATTGGGAAAATTTCAGAATGCTTAGGACTGGGACTTGTTTGGCTTCACGGTCTTACTTGTACTGGAAATAAGTATAATGATATTTTCCTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Nematoda		Adenophorea		Desmodorida		Chromadoridae								Target				1		-		-		51

		IM-F886M0		CGCCCGTCGCTACTACCGATTGGATGTGTTAGTGAGGTTTTCCGACCGAGACAATGGCGGTCTCTGATTGCCGTTTGTCTTGGAAAGATCATCGAACTAACATATCTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Nematoda		Adenophorea		Enoplida		Oncholaimidae								Target				1		-		-		289

		IM-6R17E6		CGCCCGTCGCTACTACCGATTGGATGATTTAGTGAGGCCCTCGGACTGGTACCGGCGCTGCTTCACGGCTGCGCCGGACTCTGGGAAGAAGGCCTAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Nematoda						Marimermithidae		Marimermis						Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		-		-		74

		IM-9ZY47C		CGCCCGTCGCTACTACCGATTGAATGTTCTGGTGAAATCATTGAAGTGATGCTTATCGGGTGGTCTCCACTCGATAGGATATTGCGAAGAGGCTTAAACCTGAGCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Platyhelminthes				Dolichomicrostomida		Dolichomacrostomidae		Paromalostomum		Paromalostomum dubium				Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		-		-		1806

		IM-T3S756		CGCCCGTCGCTACTACCGATTGAATGGTTTAGCAAGGTCCTCGGATTGACGCCGACAAGATGTTCGCATCTCGTCGGATGCTTGAAAAGACGATCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Platyhelminthes				Macrostomorpha		Macrostomidae								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		-		-		47

		IM-VQS9Q8		CGCCCGTCGCTACTACCGATTGGATGGTCTAGTGAGGTTATTGGATTCGTGCTGGTGAGCGTGGCAACACAATTACCAGCGTGGAGAAGATAATCGAACGAGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Platyhelminthes				Prolecithophora		Pseudostomidae								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		52		-		-

		IM-1I29W7		CGCCCGTCGCTACTACCGATTGAATGGTTTAGTGAGGTCATTGGACTGGTATTGATCGGGCGGCCTCCGCTTGGTCGATGTCGGGAAGAAGATCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Platyhelminthes				Proseriata		Ciliopharyngiellidae		Ciliopharyngiella		Ciliopharyngiella constricta				Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		-		-		690

		IM-379XH8		CGCCCGTCGCTACTACCGATTGAATGGTTTAGTGAGGTCCTCGGATTGGTGCCTTTGGAGTAGTCTCTGCTCTGTTGGTGCCGAGAAGACGATCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Platyhelminthes				Proseriata		Coelogynoporidae								Target				2		19		76		-

		IM-E15XI7		CGCCCGTCGCTACTACCGATTGAATGGTTTAGTGAGGTCTCTGGATTGGTGCTGACGAGATGGCTCCCATTTTGTTGGTATCGAGAAGAAGATCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Platyhelminthes				Proseriata		Otoplanidae								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		2		-		28364		6036

		IM-L4689O		CGCCCGTCGCTACTACCGATTGAATGGTTTAGTGAGGTCCTCGGATTGGTGCCAACGAAGTGGCCTCCACTTTGTCGGCGTCGAGAAGACGATCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Platyhelminthes				Proseriata										Target				1		-		264		-

		IM-036VN5		CGCCCGTCGCTACTACCGATTGAATGGTTTAGTGAGGTCCTCGGATTGGTGTCAGTGGAGTACTTTGTGCTCTGTCGGTGCCGAGAAGACGATCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Platyhelminthes				Proseriata										Target				1		-		2318		-

		IM-0M2N9C		CGCCCGTCGCTACTACCGATTGAATGGTTTAGTGAGGTCCTCGGATTGGTGTCGACGGATTACTTGTTTCTCTGTCGGCGTCGAGAAGACGATCAAACTTGGTCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Platyhelminthes				Proseriata										Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		2		19		35		-

		IM-K71S2A		CGCCCGTCGCTACTACCGATTGAATGGTTTGGTGAGGCGTCTGGATTGAAGCTAACTAAGTGGTTTCCACTTTATCGGCTTTGAAAAATTCGTCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Platyhelminthes				Rhabdocoela		Cheliplanidae		Cheliplana						Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		-		-		2012

		IM-12FXU1		CGCCCGTCGCTACTACCGATTGAACGGTTTAGTGAGGCCTTTGGATTGAGGCCAACGAAGTGGTTCGCCACCTTGTTGGCTTCGAAAAAGTGGTCAAACTTGGTCGTTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Platyhelminthes				Rhabdocoela		Cicerinidae		Cicerina		Cicerina tetradactyla				Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		-		-		1396

		IM-U3Q12I		CGCCCGTCGCTACTACCGATTGAATGGTTTAGTGAGGTCATCGGATTGACGGTATGGGAGTGACTTGTCATTCTTAATATTGTCGAAAAGATAATCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Platyhelminthes				Rhabdocoela		Provorticidae		Baicalellia						Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		-		52		-

		IM-950VTV		CGCCCGTCGCTACTACCGATTGAATGGTTTGGTGAGGCCTTTGGATTGAGCCTATTGAAGAGTTTTGCGCTTTATGTGGTTCGAGAAAATCGTCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Platyhelminthes				Rhabdocoela		Schizorhynchidae								Target				1		-		51		-

		IM-8BF76Q		CGCCCGTCGCTACTACCGATTGAATGGTTTAGTGAGGCTTTTGGATTGGGGCTGATGAAGTGGTTTACCATTTCGTCGATCTCGAGAAAATCGTCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Platyhelminthes				Rhabdocoela										Target				2		14		-		850

		IM-111Q1W		CGCCCGTCGCTACTACCGATTGAATGGTTTGGTGAGGCCTTTGGATTGAGCCTATTGAAGTGGTTTCCATTTCTTTGGTTCGAGAAAATCGTCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Platyhelminthes				Rhabdocoela										Target				2		-		395		492

		IM-54W3F4		CGCCCGTCGCTACTACCGATTGAATGGCTTAGTGAGGTCCTCGGATTGGTGCCAGCGGAGTGGTCTCCACTCTGTGGGTATCGAGAAGACGATCAAACTTGGTCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Platyhelminthes														Target				1		74		-		-

		IM-68I0BS		CGCCCGTCGCTACTACCGATTGAATGGTTTAGTGAGGTCCTCGGATTGGTGCTGACGAGGTGGTTCCCATCTTGTTGGTGTCGAGAAGACGATCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Platyhelminthes														Target				2		-		68		29

		IM-IY54O5		CGCCCGTCGCTACTACCGATTGAATGGTTTAGTGAGCACTCTGGATTGGTTCCCCCGAGCGCCAGCAATGGTGCGCGGAGGATTTACCGAGAAGTTGTGCTAACTGTATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Porifera		Demospongiae		Poecilosclerida		Acarnidae		Iophon						Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		48		-		-

		IM-VC6IO4		CGCCCGTCGCTACTACTGATTGGGCGTTCAAGTGAGAAATTTGGATGTTTGGAGCTTGATGACCGTTGGGTTTCAGATAGAACAGACTCAAGCTTGAGTGTCTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Xenacoelomorpha				Acoela		Isodiametridae		Pseudaphanostoma						Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		2		-		89		930

		IM-JA5W5T		CGCCCGTCGCTACTACCGATTGGACGCTGAAGCGAGCTCTATGGAGGGTTCGAAACAACCACTTTGTGGATGTTAGAACACAAAATAGCTCAAGCTTCGACGTCTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Animalia		Xenacoelomorpha				Acoela		Paratomellidae		Paratomella		Paratomella unichaeta				Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		-		-		553

		IM-GZW7X4		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAATCTTCGGACCGTGACTTTGATTTGTTTACTCAAAACGCTGTTACGGGAAGTTGATTAAACCTTACCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Bigyra		Labyrinthulea		Thraustochytrida		Aplanochytriidae		Aplanochytrium		Aplanochytrium kerguelense				Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		3		166		28		78

		IM-1P0M65		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAATCTTTGGACTGCGACATTGTTTTGTTCATTCAAAACGCTGTTGCGGGAAGTTGATTAAACCTTACCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Bigyra		Labyrinthulea		Thraustochytrida		Aplanochytriidae								Target				1		36		-		-

		IM-1J1UBV		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAATCTTCGGATTGTAGCTTTGTTTTCTTCACGGAAAATATTGCTGTGAGAAGTTGATTAAATCTTACCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Bigyra		Labyrinthulea		Thraustochytrida		Aplanochytriidae								Target				1		-		-		170

		IM-200DG4		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAAACAACGGACTGCACTACTGTTGGAGCTTTTAGTTCCTTGGTTGAGCGGAAAGTTGTTTAAACCTTACCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Bigyra		Labyrinthulea		Thraustochytrida		Oblongichytriidae		Oblongichytrium						Target				1		46		-		-

		IM-A160T6		CGCCCGTCGCACCTACCGATTGAATGGTGCGGTGAAATCTTTGGACCATGATTTTCTCTTGCTTTCGGGCAAGATATTTTCGCGGGAAGTTGATTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Bigyra		Labyrinthulea		Thraustochytrida		Oblongichytriidae		Oblongichytrium						Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		94		-		-

		IM-2TV8YL		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAATCTTTGGACCGTGACATTGTTTTGCTTTCGGGCAAAACGCTGTTGTGGGAAGTTGATTAAACCTTACCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Bigyra		Labyrinthulea		Thraustochytrida		Oblongichytriidae								Target				2		97		29		-

		IM-Q9AG78		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAATCTTTGGATCGTGACATTGTCTTGCTTTCGGGCAAGACTTCGTTGTGAGAAGTTGATTAAACCTTACCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Bigyra		Labyrinthulea		Thraustochytrida		Oblongichytriidae								Target				1		-		-		17

		IM-97QZ77		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAATGTTCGGACTGCGGCAATGTTCCCGTTTCGGAAACGCTGTCGTGGGAAGTTCCTTAAACCTTACCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Bigyra		Labyrinthulea		Thraustochytrida		Oblongichytriidae								Target				2		-		50		25

		IM-3A943O		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAATTTTCGGACCGTGGCAGTGTCCCCTTCATTGGAGACGCCGCCGTGGGAAGTTAATTAAACCTTACCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Bigyra		Labyrinthulea		Thraustochytrida		Oblongichytriidae								Target				1		-		-		81

		IM-AI6B4S		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAAACTTTGGACCGTGACTTTGCCTTTCTTTCGGGAAAGCGTTGTCGTGGGAAGTTGTTTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Bigyra		Labyrinthulea		Thraustochytrida		Thraustochytriidae								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		52		-		-

		IM-74M7FH		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAATCTTTGGACTGTGGCTTTGTCTTACTCTGTAAGACGCTGTTGCGGGAAATTGATTAAACCTTACCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Bigyra		Labyrinthulea		Thraustochytrida										Target				1		21		-		-

		IM-7OY47S		CGCCCGTCGCACCTACCGATTGAATGCTCCGGTGAAACTTTCGGATCGCGGCGTTGTGCCTTTACGGGCCGACGCTGTGAGAAGTTATTTAAACCTTAGCATTTAGAGGAAGGTAAAGTCGTAACAAGGTTTCC		Chromista		Bigyra						Bicosoecaceae		Bicosoeca		Bicosoeca vacillans				Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		16		-		-

		IM-BQ0F0J		CGCCCGTCGCTACTACCGATTGAATGTCTTAGTGAGGACCACGGATCGCTGTCTTGGGTGGCAACACCTCTGACGGTGAGAAGTGGTCCAAACTTGAACATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Chromista		Cercozoa						Massisteriidae		Massisteria		Massisteria marina				Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		29		-		-

		IM-8NT5H5		CGCCCGTCGCTACTACCGATTGAATGTCTTAGTGAGGACCACGGATCGCCGTTTTGGGTGGCAACACCCCTAATGGTGAAAAGTGGTCCAAACTTGAACATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Chromista		Cercozoa						Massisteriidae		Massisteria						Target				1		-		-		17

		IM-5B46W4		CGCCCGTCGCTACTACCGATTGAATGTCTTAGTGAGGACCAGGGATGCCTGGCGTCGGGCGAGAGCCCGGCGCCGGGGAGAACTGGTCCAAACTTGGGGATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Chromista		Cercozoa						Massisteriidae		Massisteria						Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		14		-		-

		IM-3A9BP1		CGCCCGTCGCTACTACCGATTGGACGTTTTGGTGAGGCTCAGGGATCGTGGCCTGCGTGTGGTTCGCCACTGCGGGCATGCGAGAACTGAAACAAACCTGAGCGTCTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Chromista		Cercozoa						Paulinellideae		Paulinella						Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		-		-		55

		IM-H391E4		CGCCCGTCGCTACTACCGATTGGACGTTTTGGTGAGGCTCAGGGAATGTAGCTGTTCGGTGGTTCGCTACTGAACGGCACGCATGAACTGAAACAAACCTGAGCGTCTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Chromista		Cercozoa						Paulinellideae								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		14		-		-

		IM-KYB6Y3		CGCCCGTCGCTACTACCGATTGAATGGCTTAGTGAGCTCTCTGGACTGTTGTATCTCGTTGGAAACTTCGAGGCACATACGGGAAGGAGATCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Chromista		Cercozoa						Protaspidae								Target				1		20		-		-

		IM-UW0G12		CGCCCGTCGCTACTACCGATTGAATGGCTTAGTGAGCCCTCTGGACTGTTGTAATTCGTTGGCAACTTCGAGTCACATACGGGAAGGAGGTCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Chromista		Cercozoa						Protaspidae								Target				1		18		-		-

		IM-Y8588M		CGCCCGTCGCTACTACCGATTGAATGGCTTAGTGAGCTCTCTGGATTGTTGCACCTTTGTGGAAACGCAGAGGAGCATACGAAAAGGAGATCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Chromista		Cercozoa						Protaspidae								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		62		-		-

		IM-5453RF		CGCCCGTCGCTACTACCGATTGAATGATTTAGTGAGCTGCAGGGACTGCCGTAATTGAAAGGGTTTCCTTTCTTTTATGATAGGAACTGCTACAAACTTGGCCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Chromista		Cercozoa						Pseudopirsoniidae		Pseudopirsonia		Pseudopirsonia mucosa				Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		3		106		24		103

		IM-SP8O0Y		CGCCCGTCGCTACTACCGATTGAACGGCTTAGTGAGTATTATGGACCGATGCTAGTGTTGGGTTTCCTTCACTATGTATTGCGGAAGTAACGCAAACTTGGTCGTTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Chromista		Cercozoa														Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		78		-		-

		IM-M6L7RK		CGCCCGTCGCTACTACCGATTGAATGGCTTAGTGAGCTCTCTGGACTGTTGCACGCTGTTGGAAACTTCGGTGCGCACACGGGAAGGAGATCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Chromista		Cercozoa														Target				3		272		243		608

		IM-8K45O2		CGCCCGTCGCTACTACCGATTGAACGGCTTAGTGAGTTTTACGGACTGACGCTGGTATTGGGTAACCTTTACCATGTGTTGTGGAAGTAAATCAAACTTGATCGTTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Chromista		Cercozoa														Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		36		-		-

		IM-62JI50		CGCCCGTCGCTACTACCGATTGGACGTTTTGGTGAGGTTCAGGGAAAGTAGCTGTGCGGTGGTTCTCCACTGCGTTGCACGCTTGAACTGACCCAAACCTGAGCGTCTAGAGGAAGTAAAAGTCGTAACAAGGTCTCC		Chromista		Cercozoa														Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		29		-		-

		IM-76J09S		CGCCCGTCGCTACTACCGATTGAATGGCTTAGTGAGCTCTTTGGACTGCGGCATTCCTCTGGGGTTTCTCAGATGTGCTGCGGAAAGAGGGACAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Chromista		Cercozoa														Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		2		-		164		165

		IM-6L4Y2H		CGCCCGTCGCTACTACCGATTGAATGGCTTAGTGAGCTCTCTGGACTGTTGCGCGGGGTTGGAAACTTCGCCGCGCTTGCGGGAAGGAGATCTAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Chromista		Cercozoa														Target				1		-		-		38

		IM-18RL2O		CGCCCGTCGACTCTACCGATTGAATGGTTCGGTGAAAACTTTGGACTGTGGCATTGTCCTTCATTGGACTTCGCCGTAGGAAATTGTTTAAACCTCATCATTTAGAGGAAGAATAAGTCGTAACAAGGTTTCC		Chromista		Cercozoa														Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		2		55		-		21

		IM-V3680O		CGCCCGTCGCTACTACCGATTGAATGACTCAGTGAGTTGCAGGGATTGTTGCCTACGATTGGGCTTCCAATTGTAAGCATGCGAGAACTGTCGCAAACTCGCTCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Chromista		Cercozoa														Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		2		-		76		21

		IM-FTK764		CGCCCGTCGCTACTACCGATTGAATGGCTTAGTGAGCTCTCTGGACTGTTGCACCTTGTTGGAAACTTCGGGGAGCATACGGGAAGGAGATCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Chromista		Cercozoa														Target				2		135		39		-

		IM-XR0B2W		CGCCCGTCGCTACTACCGATTGAATGGCTTAGTGAGCTCTCTGGACTGTTGCGCGTTGTTGGAAACTTCAGCGTGCATACGGGAAGGAGATCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Chromista		Cercozoa														Target				1		-		-		33

		IM-8Z4U17		CGCCCGTCGCTACTACCGATTGAATGGCTTAGTGAGCTCTCTGGACTGTTGCACTACCGTTGGTAACTTCGGTGAGCATACGGGAAGGAGATCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Chromista		Cercozoa														Target				3		136		46		40

		IM-03NR73		CGCCCGTCGCTACTACCGATTGAATGGCTTAGTGAGCTCTCTGGACTGTTGTATCCTGTTGGCAACTTCAGGACACATACGGGAAGGAGATCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Chromista		Cercozoa														Target				2		28		-		27

		IM-3ZO418		CGCCCGTCGCTACTACCGATTGAATGGCTTAGTGAGGTTCAAGGAGTGCGTCATCCAGTTGGGTTTCCTTCTGTTTGCATGCGTGAATTGAAACAAACTTGATTATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Chromista		Cercozoa														Target				2		14		-		29

		IM-G480B2		CGCCCGTCGCTACTACCGATTGAATGGCTTAGTGAGGTTCAGGGAGTGCGTCTTCCAGTTGGGTTTCCTTCTGCCTGTATGCGTGAACTGAAACAAACTTGATTATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Chromista		Cercozoa														Target				1		-		-		25

		IM-7L71G0		CGCCCGTCGCTACTACCGATTGAATGGCTTAGTGAGCTCTCTGGACTGTTGCGTCTCGTTGGAAACTTCGGGATGCATACGGGAAGGAGATCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Chromista		Cercozoa														Target				3		18		27		117

		IM-7YG7UN		CGCCCGTCGCTACTACCGATTGGACGTTTTGGTGAGGTTCAGGGAAAGTAGCTTTGCGGTAGTTCGCTACTGCGCTGCACGCTTGAACTGACCCAAACCTGAGCGTCTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Chromista		Cercozoa														Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		167		-		-

		IM-6I3OH1		CGCCCGTCGCTACTACCGATTGAACGGCTTAGTGAGTTTTATGGACCGGCGCAGGTGTTGGGTTTCCCTCCATCATGTGCTGCGGAAGTAAATCAAACTTGATCGTTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Chromista		Cercozoa														Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		89		-		-

		IM-7J30X8		CGCCCGTCGCTACTACCGATTGAATGGCTTAGTGAGTTCTCTGGACTGTTGCACGTTGTTGGAAACTTCAGCGAGCTTTCGGGAAGGAGACCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Chromista		Cercozoa														Target				1		-		-		48

		IM-Z4L5GG		CGCCCGTCGCTACTACCGATTGAACGGCTTAGTGAGTTTTACGGACTGGCGCTGGTGTTGGGTAACCTTCACCATGCGCTGCGGAAGTAAATCAAACTTGATCGTTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Chromista		Cercozoa														Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		97		-		-

		IM-A59Q41		CGCCCGTCGCTACTACCGATTGAATGGTTTGGTGAGCCTCACGGATTGGCGACCTCGCTAGGTTCGCCTGGTTTGGTTGTCGAGAAGTGATGCAAACCTGACTATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Chromista		Cercozoa														Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		35		-		-

		IM-3MFVW3		CGCCCGTCGCTACTACCGATTGAACGGCTTAGTGAGTTTTATGGACCGATACTGGCATCGGGTTTCCTTTGCCATGTATTGTGGAAGTAATGCAAACTTGATCGTTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Chromista		Cercozoa														Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		-		-		37

		IM-3BFAD8		CGCCCGTCGCTACTACCGATTGAATGGCTTAGTGAGCTCTCTGGACTGTTGCGCTGTGTTGGCAACTTCACTGCGTATACGGGAAGGAGATCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Chromista		Cercozoa														Target				1		-		-		28

		IM-TL4DN3		CGCCCGTCGCTACTACCGATTGAATGGCTTAGTGAGCTCTCTGGACTGTTGCATTTCGTTGGAAACTTCGTTATGCATGCGGGAAGGAGATCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Chromista		Cercozoa														Target				2		141		-		24

		IM-T0I331		CGCCCGTCGCTACTACCGATTGAACGGCTTAGTGAGTTTTACGGACCGAAGCTGGTGTTGGGTTTCCCTTCACTATGTTTTGCGGAAGTAAATCAAACTTGATCGTTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Chromista		Cercozoa														Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		2		-		131		94

		IM-B9B0ID		CGCCCGTCGCTACTACCGATTGAATGGCTTAGTGAGCCTCAGGGATTGTTGCACTTCGAGGGGTTTCTCTTGAGGAGCAGCCGAGAACTGAGTCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Chromista		Cercozoa														Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		37		-		-

		IM-XY4493		CGCCCGTCGCTACTACCGATTGAACGGCTTAGTGAGTATTACGGACCGAAGCTTCTGTTGGGTTTCCTTCAGAACGCTTTGCGGAAGTAACGCAAACTTGGTCGTTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Chromista		Cercozoa														Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		2		24		-		27

		IM-520J5S		CGCCCGTCGCTACTACCGATTGAATGGCTTAGTGAGCTCTCTGGACTGATGCGTTGTGTTGGAAACTTCGCTACGCATTCGGGAAGGAGATCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Chromista		Cercozoa														Target				2		-		46		46

		IM-E3470E		CGCCCGTCGCTACTACCGATTGAATGGCTTAGTGAGCTCTCTGGACTGATGTGTGGTGTTGGCAACTTCACTACGCACTCGGGAAGGAGATCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTTC		Chromista		Cercozoa														Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		3		25		25		43

		IM-QJ1U30		CGCCCGTCGCTACTACCGATTGAATGGCTTAGTGAGCTCTCTGGACTGCTGTATTGCGTTGGCAACTTCGCAGTATGTGCGGGAAGGAGATCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Chromista		Cercozoa														Target				1		13		-		-

		IM-798EBU		CGCCCGTCGCTACTACCGATTGAATGACTTAGTGAGCTTTCTGGACTGTTGCGCCTCGTTGGCAACTTCGAAGCGTGACGGGAAGGAAATCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Chromista		Cercozoa														Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		36		-		-

		IM-991C3S		CGCCCGTCGCTACTACCGATTGAATGGTTTGGTGAGCCTCACGGATTGGCGACTTGGCTAGACTTGTTCTGGCTTGGTTGTCGAGAAGTGATGCAAACCTGACTATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Chromista		Cercozoa														Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		29		-		-

		IM-GY5668		CGCCCGTCGCTCCTACCGATACCGGGTGATGTGGTGAACTTTTTGGACTGAAATTCAGGAAGATACGTAAACCTTATCACCTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Ciliophora		Gymnostomatea		Pleurostomatida		Amphileptidae								Target				1		-		-		26

		IM-X0QMD3		CGCCCGTCGCTCCTACCGATACCGGGTGATGTGGTGAACTTTTTGGACCGAATTTCGGGAAGATACGTAAACCTTATCACCTAGAGGAAGGATAAGTCGTAACAAGGTTTCC		Chromista		Ciliophora		Gymnostomatea		Pleurostomatida		Amphileptidae								Target				1		-		82		-

		IM-TU8534		CGCCCGTCGCTCCTACCGATACCGGGTGATGTGCTGAATCTTTTGGACCGTTTTCGGGAAGATATATAAAGCTTATCACCTAGAGGAAGGAAAAGTCGTAACAAGGTTTCC		Chromista		Ciliophora		Gymnostomatea		Pleurostomatida		Loxophyllidae								Target				1		-		-		30

		IM-1462BW		CGCCCGTCGCTCCTACCGATACCGGGTGATGAGTTGAATCTATTGGACTGGAATCCAGAAAAATATGTAAAACTTATCACCTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Ciliophora		Gymnostomatea		Pleurostomatida										Target				1		-		-		22

		IM-5VF6W0		CGCCCGTCGCTCCTACCGATACCGGGTGATCCGGTGAACCTTTTGGACCGTTCGCGGAAATAAACGTAAACCATATCACCTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Ciliophora		Gymnostomatea		Spathidiida		Lacrymariidae		Lacrymaria						Target				1		-		-		22

		IM-4E7NU1		CGCCCGTCGCTCCTACCGATACCGGGTGATCCGGTGAACCTTTTGGACCGTTTCTTCGGAAATAAACGTAAACCATATCACCTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Ciliophora		Gymnostomatea		Spathidiida		Lacrymariidae		Lacrymaria						Target				1		-		59		-

		IM-GGZ4D5		CGCCCGTCGCTCCTACCGATACCGGGTGATCCGGTGAACCTTTTGGACCGAAACCGGAAATAAACGTAAACCATATCACCTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Ciliophora		Gymnostomatea		Spathidiida										Target				1		-		33		-

		IM-O46VNA		CGCCCGTCGCTCCTACCGATACCGGGTGTTCCGGTGAACCTTTTGGACCGTTTCGGAAATAAACGTAAACCATAACACCTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Ciliophora		Gymnostomatea		Spathidiida										Target				1		89		-		-

		IM-348HUX		CGCCCGTCGCTCCTACCGATACCGGGTGATCCGGTGAACCTTTTGGACCGATCTCGGAAAAAGACGTAAACCATATCACCTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Ciliophora		Gymnostomatea		Spathidiida										Target				1		-		-		86

		IM-4UV15U		CGCCCGTCGCTCCTACCGATTTCGAGTGATGAGGTGAACCCTTCGGACCGAGCGCTATGCGAGCGGGAAGTTGAGTAAATCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTATCT		Chromista		Ciliophora		Heterotrichea		Heterotrichida										Target				1		12		-		-

		IM-KAD722		CGCCCGTCGCTCCTACCGATTTCGAGTGATCCGGTGAACCTTTCGGACTGCTGCGCAAGCATGCGGAATGTCAAGTAAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Ciliophora		Hypotrichea		Euplotida		Gastrocirrhidae								Target				1		12		-		-

		IM-AGD6V2		CGCCCGTCGCTCCTACCGATTGGGTGATGCGGTGAGCCTTTCGGACTGGCGTCTAACGCTAGGAAGTCATGCAAATCTCATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Ciliophora		Hypotrichea		Oxytrichida		Peritromidae								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		2		15		25		-

		IM-R4Y535		CGCCCGTCGCTCCTACCGATTTCGAGTGATCCGGTGAACCTTTTGGACCGCGCGGGGTCTCGTGCCCAGCGTGGGAAATCAAGTAAATCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Ciliophora		Hypotrichea		Stichotrichida		Strongylidiidae		Strongylidium						Target				1		-		-		39

		IM-O2XS07		CGCCCGTCGCTCCTACCGATTTCGAGTGGTCCGGTGAACCTTTCGGACTGCGCGGGGCCCCGTGCTCCGCGCGGAAAGTCAAGTAAACTGTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Ciliophora		Hypotrichea												Target				2		-		52		151

		IM-4RP11B		CGCCCGTCGCTCCTACCGATTTCGAGTGATCCTGTGAACCTTTTGGACTGTGCAGTTCCTCGTGTTCTGCGCGGAAAATCAAGTAAACAGTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Ciliophora		Hypotrichea												Target				1		39		-		-

		IM-E472S0		CGCCCGTCGCTCCTACCGATTCGAGTGGTTCGGCGAATTCTTCGGATTGAAACCCCTTGGGTTTCAAAAAGTTGTGTAAGCCATATCACTTAGAGGAAGGATAAGGCGTAACAAGGTTTCC		Chromista		Ciliophora		Kinetofragminophora		Suctorida		Acinetidae								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		25		-		-

		IM-H623K3		CGCCCGTCGCTCCTACCGATTTCGAGTGATCCGGTGAACCTTCTGGACGGCGGTAGCCCTCGAGGCTACTGTTGGAAGTTAAGTAAATCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Ciliophora		Oligohymenophorea		Hymenostomatida		Cinetochilidae		Sathrophilus						Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		-		-		28

		IM-G6C478		CGCCCGTCGCTCCTACCGATTTCGAGTGATCCGGTGAACCTTCTGGACTGAGAGTGCTTGCACCTTCGGGAAGTTAAGTAAACCTAATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Ciliophora		Oligohymenophorea		Hymenostomatida		Parauronematidae								Target				1		13		-		-

		IM-II1QA0		CGCCCGTCGCTCCTACCGATTTCGAGTGGTCCGGTGAACCTTTTGGACTGAGTTAGCAATGACTCGGAAAGTTAAGTAAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Ciliophora		Oligohymenophorea												Target				1		12		-		-

		IM-NTD140		CGCCCGTCGCTCCTACCGATTTCGAGTGATCCGGTGAACCTTCTGGACTGATCATGGTCTCGGCCGTGAGCGGGAAGTTAAGTAAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Ciliophora		Oligohymenophorea												Target				2		16		-		18

		IM-I6DYN6		CGCCCGTCGCTAGTACCGATTTCGAGTGGTCCGGTGAACCTTTCGGACTGGGGAAGCCTTGAGCAACCCCGGAAAGTCAAGTAAACCACATCACTTAGAGGAACTAAAAGTCGTAACAAGGTTTCC		Chromista		Ciliophora		Oligotrichea		Choreotrichida		Strobilidiidae								Target				1		-		-		30

		IM-TNM657		CGCCCGTCGCTCCTACCGATTTCGAGTGGTCCGGTGAACCATTTGGACCGAAGACAACTTCGTGTAGTTTTTGGAAAATCTAGTAAACCACATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Ciliophora		Oligotrichea		Choreotrichida		Strombidinopsidae		Parastrombidinopsis		Parastrombidinopsis minima				Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		2		307		-		28

		IM-CI0S54		CGCCCGTCGCTCCTACCGATTTCGAGTGGTCCGGTGAACCGTTCGGACCGTGGGCGCCCTCGTGGAGCCCGTGGAAAGTCCAGTAAACCACATCACTTAGAGGAAGGATAAGTCGTAACAAGGTTTCC		Chromista		Ciliophora		Oligotrichea		Choreotrichida		Strombidinopsidae		Strombidinopsis		Strombidinopsis acuminata				Target				2		-		75		54

		IM-602NP9		CGCCCGTCGCTCCTACCGATTTCGAGTGGTCCGGTGAACCGTTCGGACCGTGGGTTCCCTTGTGGAGTCCGTGGAAAGTCCAGTAAACCACATCACTTAGAGGAAGGATAAGTCGTAACAAGGTTTCC		Chromista		Ciliophora		Oligotrichea		Choreotrichida		Strombidinopsidae		Strombidinopsis						Target				1		88		-		-

		IM-0OTDN9		CGCCCGTCGCTCCTACCGATTTCGGGTGGTCCGGTGAACCCTTTGGACCTACATGCGGACTTGAGCCGCGCACGGGGAAGTCGAGTAAACCACATCACCTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Ciliophora		Oligotrichea		Oligotrichida		Tintinnidae								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		96		-		-

		IM-W1AY07		CGCCCGTCGCTCCTACCGATTGAGTGGTCCGGTGAATCTTTCGGACTGCGCGAAGTCTCGTGCTTTGTCGCGGAAAGTCAGGTAAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Ciliophora		Oligotrichea		Strombidiida		Strombidiidae								Target				1		-		50		-

		IM-3MHMU4		CGCCCGTCGCTCCTACCGATTTCGAGTGTTCCGGTGAATCTTTCGGACTGCGCGCGGCTCTGTGCCGGGTCGCGGAAAGTCAGGTAAATCTTAACACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Ciliophora		Oligotrichea		Strombidiida		Strombidiidae								Target				1		23		-		-

		IM-GJS79G		CGCCCGTCGCTACTACCGATTTCGAGTGGTCCGGTGAATCTTTTGGACTGTGTGCCGTCTTGTCGGTGTCGCGGAAAGTCAGGTAAACCTTATCACTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Chromista		Ciliophora		Oligotrichea		Strombidiida		Strombidiidae								Target				2		167		-		42

		IM-N56N1G		CGCCCGTCGCTCCTACCGATTTCGAGTGGTCCGGTGAACCCTTTGGACTGAAGATGCCTCGTGCATTTTTAGAAAGTCGAGTAAACCACATCACTTAGAGGAAGGAAAAGTCGTAACAAGGTTTCC		Chromista		Ciliophora		Oligotrichea		Tintinnida		Codonellidae								Target				1		142		-		-

		IM-Q3KR2K		CGCCCGTCGCTCCTACCGATTTCGAGTGGTCCGGTGAACCCTTTGGACCGAGAGCGTCTTGTGCGCTTTTGGAAAGTCGAGTAAACCACATCACTTAGAGGAAGGAAAAGTCGTAACAAGGTTTCC		Chromista		Ciliophora		Oligotrichea		Tintinnida										Target				1		224		-		-

		IM-4RRL8A		CGCCCGTCGCTCCTACCGATTTCGAGTGGTCCGGTGAATCTTTCGGACTGCGCGCGGCTTCGTGCCGTGTCGCGGAAAGTCAGGTAAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Ciliophora		Oligotrichea												Target				3		100		153		50

		IM-QLB07W		CGCCCGTCGCTCCTACCGATTTCGAGTGGTCCGGTGAATCTTTTGGACCGCGCGCGGCTTCGTGCCGTGTTGTGGAAAATCAGGTAAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Ciliophora		Oligotrichea												Target				1		170		-		-

		IM-T0500V		CGCCCGTCGCTCCTACCGATTTCGAGTGGTCCGGTGAACCTTTCGGACCGAGAGTGGCCCTGTGCTGCTTTTGGAAAGTCAAGTAAACCACATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Ciliophora		Oligotrichea												Target				1		137		-		-

		IM-5T871C		CGCCCGTCGCTCCTACCGATTTCGAGTGGTCCGGTGAGTCCTTTGGACCGGAGGGGGCTCCTGCCCTCACTGGAAAATCGTGCAAACCAAATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Ciliophora		Oligotrichea												Target				1		134		-		-

		IM-C2P185		CGCCCGTCGCTCCTACCGATTCGAGTGATTCGGCGAATTCTTCGGACTGGCTCTCACGAGCTCGGAAAGTTGTGTAAGCCATATCACTTAGAGGAAGGATAAGGCGTAACAAGGTTTCC		Chromista		Ciliophora		Phyllopharyngea				Ephelotidae								Target				1		59		-		-

		IM-0MT0HW		CGCCCGTCGCTCCTACCGATTTCGAGTGATTCGGTGAACCTTCTGGACCGTGTGTGTCCACGAGACACATATGGGAAGTTAAGTAAACCATGTCACTTAGAGGAAGGAGAAGTCGTAACAAGGTATCC		Chromista		Ciliophora		Prostomatea		Prostomatida		Urotrichidae								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		58		-		-

		IM-9V97SC		CGCCCGTCGCTCCTACCGATTGAGTGGTTCGGTGAACTTTTCGGACTGCGATCATTTTAATGTTTGCGGGAAGTTAATTAAACCATATCACTTAGAGGAAGGAAAAGTCGTAACAAGGTTTCC		Chromista		Ciliophora														Target				1		98		-		-

		IM-H5Q4AW		CGCCCGTCGCTCCTACCGATTCGGGTGATCCGGTGAGCCTTTTGGACTTGTCTGTTTCAGATGAGAAAATCAAGCGAACCTTATCACCTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Ciliophora														Target				1		13		-		-

		IM-3WI27B		CGCCCGTCGCTCCTACCGATTGAGTGATCAGGTGAACTCTTTGGACATTGCCTCACGGCGTTGGAAGTTGAGTAAATCTTATTACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Ciliophora														Target				1		-		-		21

		IM-5NQ00V		CGCCCGTCGCTCCTACCGATTTCGAGTGATCCGGTGAACCTTTTGGACCGCGGGGCTTTCGGGTTCTGTGGAAAATCAAGTAAACCACATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Ciliophora														Target				1		18		-		-

		IM-L85EJA		CGCCCGTCGCTCCTACCGATTTCGAGTGGTTCGGTGAACCTTTCGGACCGAGAACAGTCTCGTGCTGTTTTTGGAAAGTCAAGTAAATCATATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Ciliophora														Target				1		25		-		-

		IM-8294TU		CGCCCGTCGCTCCTACCGATTTCGAGTGGTCCGGTGAACCTTTCGGACTGCGTAGGGTCTCGTGCCCTGTGCGGAAAGTCAAGTAAATTGTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Ciliophora														Target				1		-		-		106

		IM-70Q35K		CGCCCGTCGCTCCTACCGATTTTGAGTGATCCGGTGAACCTTTTGGACTGCGGTGTCTTTATGGCATTCGTGGGAAGTTAAGTAAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Ciliophora														Target				1		18		-		-

		IM-49U5N8		CGCCCGTCGCTCCTACCGATTTCGAGTGGTCCGGTGAACCTTTTGGACCGCGTGGGCCCGACCTAACGTGGAAAATCAAGTAAACCATATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Ciliophora														Target				1		30		-		-

		IM-RZL4K4		CGCCCGTCGCTCCTACCGATTTGAGTGATCCGGTGAACCTTTTGGACCGGAGGTGCTTCTGTACTTCTGGAAAATCAAGTAAACCACATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Ciliophora														Target				1		-		-		34

		IM-QU92NP		CGCCCGTCGCTTCTACCGATTTCGAGTGGTCCGGTGAGCCTTTTGGACCGTCAGCAATGATGGAAAATCAAGCAAACCTTATCACTTAGAGGAAGAACAAGTCGTAACAAGGTTTCC		Chromista		Ciliophora														Target				1		14		-		-

		IM-9E0OAU		CGCCCGTCGCTACTACCGATTGAATGGCTTAGTGAGATCTTCGGATTGCTGGCCTTGCCTTGGCAACAGGGCTTGGTTGCAAAAAGTTGATCAAACTTGGTCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Chromista		Cryptophyta		Cryptophyceae		Cryptomonadales		Cryptomonadaceae		Goniomonas		Goniomonas pacifica				Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		19		-		-

		IM-C9C82V		CGCCCGTCGCTCCTACCGATTGAATGATCCGGTGAAATCTTCGGATGGCTGGCATAGGCTTCGCAAGTTGTCTTTGCTGCTAAAAGTTGATTAAACCTTATCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Cryptophyta		Cryptophyceae		Cryptomonadales		Cryptomonadaceae		Goniomonas						Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		2		-		27		32

		IM-0Y3Z9S		CGCCCGTCGCTGCTACCGATTGGATGGTCCGGTGAGAACTCTGGATTGCGGTCATAAGCCGGTCTCCGGTGCATGACTGCGAGAAGTTGATCGAACCTTATCATCTAGAGGAAGCAAAAGTCGTAACAAGGTTTCC		Chromista		Cryptophyta		Cryptophyceae		Cryptomonadales		Cyathomonadaceae		Telonema						Target				2		14		-		35

		IM-B1WHP0		CGCCCGTCGCTCCTACCGATTGGATGGTCCGGTGAAATGTTCGGATTTATAGTATTGCGCGGGTGCGTTTTTATTATAAAAAAGTTCATTGAGCCTTATCATCTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Cryptophyta		Cryptophyceae		Pyrenomonadales		Chroomonadaceae								Target				1		-		-		26

		IM-NBA192		CGCCCGTCGCTCCTACCGATTGAATGGTCCGGTGAAATCTTCGGATTGCTGGATAGGAGGGCAACCACCTATCTGCGAGAAGTTGCTTGAACCTTATCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Cryptophyta		Cryptophyceae		Pyrenomonadales		Geminigeraceae		Teleaulax		Teleaulax amphioxeia				Target				1		12		-		-

		IM-93WMQE		CGCCCGTCGCTCCTACCGATTGAATGGTCCGGCGAAATCTTCGGATTGCGGACCTTGGCATTTATTTGTCTTGGTTGCGAGAAGTTGATTAAACCTTATCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Cryptophyta		Cryptophyceae		Pyrenomonadales		Pyrenomonadaceae								Target				2		-		37		26

		IM-ZE16B2		CGCCCGTCGCTCTTACCGATGGACTTCTCTGTGAGTTTGAGGGACTGGCACTTTATAATTAATTTATTTTAATAACTGTGCTATGGAAACTTAAACGAACAGTGTGGTCTAAAGGAAAGAGAAGTCGTAACAAGGCATCT		Chromista		Foraminifera		Globothalamea		Lituolida		Trochamminidae								Target				3		143		110		136

		IM-Y837X2		CGCCCGTCGCTCTTACCGATGGACTTCTCTGTGAGTTTGAGGGACTTGCGCTTTATAATATATTTATTTATATTATTTGCGCTACGGAAACTTAAACGAACAGTGTGGTCTAAAGGAAAGAGAAGTCGTAACAAGGCATCT		Chromista		Foraminifera		Globothalamea		Rotaliida		Bolivinitidae								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		12		-		-

		IM-J39M5O		CGCCCGTCGCTCTTACCGATGGACTTCTCTGTGAGTTTGAGGGACTGGGTATTTTAAACCTATGGAAACTTAAACGAACAGTGTGGTCTAAAGGAAAGAGAAGTCGTAACAAGGCTTCT		Chromista		Foraminifera		Globothalamea		Rotaliida										Target				1		43		-		-

		IM-0OSU57		CGCCCGTCGCTCTTACCGATGGACTTCTCTGTGAGTTTGAGGGACTGGATTTAAATTTTTAAACCTATGGAAACTTAAACGAACAGGGTGGTCTAAAGGAAAGAGAAGTCGTAACAAGGCATCA		Chromista		Foraminifera		Globothalamea		Rotaliida										Target				1		44		-		-

		IM-KNO422		CGCCCGTCGCTCTTACCGATGGACTTCGCTGTGAGTTTGAGGGACTGGCTCTCTCGAGAGCTATGGAAACTTAAACGAACAGTGTGGTCTAAAGGAAAGAGAAGTCGTAACAAGGCATCG		Chromista		Foraminifera		Globothalamea												Target				2		12		-		32

		IM-K76E7B		CGCCCGTCGCTCTTACCGATGGACTTCTCTGTGAGTTTGAGGGACTGGATCTGTTTTTTCAGACCTATGGAAACTTAAACGAACAGGGTGGTCTAAAGGAAAGAGAAGTCGTAACAAGGCATCG		Chromista		Foraminifera		Globothalamea												Target				1		21		-		-

		IM-413G6C		CGCCCGTCGCTCTTACCGATGGACTTCTCTGTGAGTTTGAGGGACTGGCTCAAAACAGCCTTTGTGTTGTTTGAGCTATGGAAACTTACACGAACAGTGAGGTCTAAAGGAAAGAAAAGTCGTAACAAGGCATCG		Chromista		Foraminifera		Monothalamea		Astrorhizida		Crithioninidae								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		-		-		54

		IM-S46I23		CGCCCGTCGCTCTTACCGATGGACTATTCTGTGAGTTTGCAGGACGGGACTTCTCCTTTTGGTTGAAGTCTATATGAATGTACACGAACAGTGTGGTCTAAAGGAAAGAGAAGTCGTAACAAGGCATCA		Chromista		Foraminifera		Monothalamea		Astrorhizida		Crithioninidae								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		18		-		-

		IM-GG4AG7		CGCCCGTCGCTCTTACCGATGGACTATTCTGTGAGTTTACAGGAAGGGAATTCTACTTATTTATTTAAGTTGAATTCTATATGAATGTACACGAACAGTGTGGTCTAAAGGAAAGAGAAGTCGTAACAAGGCATCA		Chromista		Foraminifera		Monothalamea												Target				1		12		-		-

		IM-HZ0MW3		CGCCCGTCGCTCTTACCGATGGACTTCTCTGTGAGTTTGAGGGACTGGCTCTTCTTCTTGAGCTATGGAAACTCAAACGAACAGTGTGGTCTAAAGGAAAGAGAAGTCGTAACAAGGCATCG		Chromista		Foraminifera														Target				2		136		31		-

		IM-JK3B25		CGCCCGTCGCTCTTACCGATGGACTTCGCTGCGAGTTTGAGGGACTGGCAATTATGCTGTTAGAGGGTCCTTCGGGTCTTTCCTCTTTCGGTTTGCTATGGAAACTTAAACGAACAGTGTGGTCTAAAGGAAAGAGAAGTCGTAACAAGGCATCT		Chromista		Foraminifera														Target				1		19		-		-

		IM-W9O220		CGCCCGTCGCTCTTACCGATGGACTTCGCTGTGAGTTTGAGGGACTGGCTCTCCTTACTGAGCTATGGAAACTCAAACGAACAGTGTGGTCTAAAGGAAAGAGAAGTCGTAACAAGGCATCG		Chromista		Foraminifera														Target				1		13		-		-

		IM-GAK230		CGCCCGTCGCTCTTACCGATGGACTTCTCTGTGAGTTTGAGGGACTGGTCTTCTCTTTGCAAAAGGAGCAAAACTATGGAAACTTAAACGAACAGTGTGGTCTAAAGGAAAGAGAAGTCGTAACAAGGCATCG		Chromista		Foraminifera														Target				2		182		-		17

		IM-K6B9G2		CGCCCGTCGCTCTTACCGATGGACTTCGCTGCGAGTTTGAGGGACTGGCAATTATGCTGCTCGAGGGACCTTCGGGTCACCACTTGTAGTTTGCTATGGAAACTCAAACGAACAGTGTGGTCTAAAGGAAAGAGAAGTCGTAACAAGGCATCT		Chromista		Foraminifera														Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		81		-		-

		IM-HA7L0B		CGCCCGTCGCTCTTACCGATGGACTTCTCTGTGAGTTTGAGGGACTGGTGTCCTGTCTTTTGTGCAGCGATGCTATGGAAACTTAAACGAACAGTGTGGTCTAAAGGAAAGAGAAGTCGTAACAAGGCATCG		Chromista		Foraminifera														Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		24		-		-

		IM-1BDR1N		CGCCCGTCGCTCCTACCGATTGAATGATCCGGTGAGGCCCCCGGACTGGGGCGACGCATTCGGTTCGCCGGACGCGACGCTCCGGGAAGCTGTCCAAACCTTATTATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Haptophyta		Prymnesiophyceae		Phaeocystales		Phaeocystaceae		Phaeocystis						Target				3		52		30		109

		IM-321JD6		CGCCCGTCGCTCCTACCGATTGAATGGTCCGGTGAGAACGTCGGATCACGCACTCGACACTGGGTTTTTGCTCAGTGACTTGCGCGAGAGAAGTTGTTCAAACCTTACCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Heliozoa				Centrohelida		Acanthocystidae								Target				1		12		-		-

		IM-J2LD8M		CGCCCGTCGCTCCTACCGATTGAATGGTCCGGTGAGAACGTCGGATCACGCATAGGATGCTGGTTCGCCAGCGACTTGTGCGGGAAAAGTTGTTCAAACCTTACCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Heliozoa				Centrohelida		Acanthocystidae								Target				1		25		-		-

		IM-YV998H		CGCCCGTCGCTCCTACCGATTGAATGGTCCGGTGAGAACGTCGGATCACGCGCGTGATGCTGGTTCGCCAGTGACTTGCGCGAGAGAAGTTGTTCAAACCTTACCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Heliozoa				Centrohelida		Acanthocystidae								Target				3		147		25		70

		IM-TBCP62		CGCCCGTCGCTCCTACCGATTGAATGGTCCGGTGAGAACGTCGGATCACGCGTGCGACGTTGGTTCGCCAGCGACATATGCGAGAGAAGTTGTTCAAACCTTACCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Heliozoa				Centrohelida		Acanthocystidae								Target				1		23		-		-

		IM-0I884V		CGCCCGTCGCTCCTACCGATTGAATGGTCCGGTGAGAACGTCGGATCACGCACTCGTTGCTTCACGGCGACTTGTGCGAGAGAAGTTGTTCAAACCTTACCATTTAGAGGAAGGAGAAGTCGTAACAAGGTCTCC		Chromista		Heliozoa				Centrohelida		Acanthocystidae								Target				1		18		-		-

		IM-07PN5Y		CGCCCGTCGCTCCTACCGATTGAATGGTCCGGTGAGAACGTCGGATCACGCGTTTGACGTTGGTTCGCCAACGATAGATGCGAGAGAAGTTGTTCAAACCTTACCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Heliozoa				Centrohelida		Acanthocystidae								Target				1		38		-		-

		IM-19NKOI		CGCCCGTCGCTCCTACCGATTGAATGGTCCGGTGAGAACGTCGGATCACGCGCTTCGTTGGGGTTTCCCCCGACTTGCGCGAGAGAAGTTGTTCAAACCTTACCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Heliozoa				Centrohelida		Acanthocystidae								Target				1		23		-		-

		IM-IS8261		CGCCCGTCGCTCCTACCGATTGAATGGTCCGGTGAGAACGTCGGATCACGCGCCTTGCGCTGGTTCGCCAGTGCGGAGTGCGAGAGAAGTTGTTCAAACCTTACCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Heliozoa				Centrohelida		Acanthocystidae								Target				1		29		-		-

		IM-343Q8J		CGCCCGTCGCTCCTACCGATTGAATGGTCCGGTGAGAACTTCGGATCACGCGCGGGATACGGGTTCGCCCGTGACTTGCGCGAGAGAAGCTGTTCAAACCTTACCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Heliozoa				Centrohelida		Acanthocystidae								Target				1		39		-		-

		IM-9MQ7DX		CGCCCGTCGCTCCTACCGATTGAATGGTCCGGTGAGAACTCCGGATCACGCGCGTGACGCTGGTTCGCCTGTGACATGCGCGAGAGAAGTTGTTCAAACCTTACCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Heliozoa				Centrohelida		Acanthocystidae								Target				1		22		-		-

		IM-QHT1Y9		CGCCCGTCGCTCCTACCGATTGAATGGTCCGGTGAGAACGTCGGATTTTGCACTCGATACGGGGCAACTCGTGACTTGTGCGAGAGAAGTTGTTCAAACCTTACCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Heliozoa				Centrohelida										Target				1		29		-		-

		IM-2S9VUV		CGCCCGTCGCTCCTACCGATTGAATGGTCCGGTGAGAACGTCGGATCACGCGATGGATGCCAGTTCGCTGGTGACCTCCGCGAGAGAAGTTGTTCAAACCTTACCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Heliozoa				Centrohelida										Target				1		425		-		-

		IM-Y1211D		CGCCCGTCGCTCCTACCGATTGAATGGTCCGGTGAGAACGTCGGATTTTGCATTCGACACAGGCAACTGTGACTTATGCGAGAGAAGTTGTTCAAACCTTACCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Heliozoa				Centrohelida										Target				1		126		-		-

		IM-861M1T		CGCCCGTCGCTCCTACCGATTGAATGGTCCGGTGAGAACGTCGGATCACGCGCTCGTTGCTGCAAAGCGACTTGTGTGAGAGAAGTTGTTCAAACCTTACCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Heliozoa				Centrohelida										Target				1		30		-		-

		IM-UPH96D		CGCCCGTCGCTCCTACCGATTGAATGACCCGGTGAGAACGTCGGATCACGCATTAGATGCTGGGAAACCAGTGACTTATGCGAGAGAAGTTGTTCAAACCTTGCCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Heliozoa				Centrohelida										Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		22		-		-

		IM-3CDP5B		CGCCCGTCGCTACTACCGATTGAATGGTTTAGTGAGGTCTTGGGATTGGTGCTCTGGAGCTGGCAACAGCACTATTGTGCCGAGAACTTGCCCAAACTTGGTCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Chromista		Myzozoa		Conoidasida		Eucoccidiorida		Eimeriidae								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		28		-		-

		IM-U4QT00		CGCCCGTCGCTCCTACCGATTGAGTGATCCGGTGAATAATTCGGACGGCAGCCTTTTCCAGTTTCTGGAAGTGGCAGCTGGAAGTTTAGTGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Myzozoa		Dinophyceae		Coccidiniales		Syndiniaceae		Hematodinium						Target				1		17		-		-

		IM-9B7D0N		CGCCCGTCGCTCCTACCGATTGAGTGATCCGGTGAATAATTCGGACTGCAGCAGTGCTTGGTCCTCCGGGCTTTGCAGTGGAAAGTTTAGTGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Myzozoa		Dinophyceae		Gymnodiniales		Gymnodiniaceae		Gyrodinium		Gyrodinium dominans				Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		24		-		-

		IM-J42MGD		CGCCCGTCGCTCCTACCGATTGAGTGCTCAGGTGAACCATTCGGACTGCAGCAGTGTTCGGATTCCGAGTATTGCAGCGGAAAGTTTCGTGAACCTCATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Myzozoa		Dinophyceae		Gymnodiniales		Gymnodiniaceae		Nusuttodinium		Nusuttodinium poecilochroum				Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		-		62		-

		IM-W0178L		CGCCCGTCGCTCCTACCGATTGAGTGATCCGGTGAACCATTCGGACTGCAGCAATGTTTGGATCCCGAGCGTTGCAGCGGAAAGTCTCGTGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Myzozoa		Dinophyceae		Gymnodiniales		Gymnodiniaceae		Spiniferodinium		Spiniferodinium galeiforme				Target				3		31		229		59

		IM-08X1UL		CGCCCGTCGCTCCTACCGATTGAGTGATCCGGTGAATAATTCGGACTGCAGCAATGTTTGGATCCCGAACGTTGTAGCGGAAAGTTTAGTGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Myzozoa		Dinophyceae		Gymnodiniales		Gymnodiniaceae								Target				3		143		42		181

		IM-H3BZ98		CGCCCGTCGCTCCTACCGATTGAGTGATCCGATGAATAATTCGGACTGCAGCAGTGTTTGGATCCCGAACGTTGCCGCGGAAAGTTTAGTGAATCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Myzozoa		Dinophyceae		Gymnodiniales		Gymnodiniaceae								Target				1		-		-		54

		IM-23RTCZ		CGCCCGTCGCTCCTACCGATTGAATGCTCAGGTGAGCCATTCGGACCTCCATCATAGCGGTTTCCGTTTTGATAGAGGAAAGTCTTGCGAACCTTATCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Myzozoa		Dinophyceae		Gymnodiniales		Kareniaceae		Karlodinium		Karlodinium veneficum				Target				1		100		-		-

		IM-J0FK08		CGCCCGTCGCTCCTACCGATTGAATGCTCAGGTGAGCTATTCGGACCGACATCATGCTGGTTCCCAGTTTTGATATTGGAAAGTCTCGCGAACCTTATCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Myzozoa		Dinophyceae		Gymnodiniales		Kareniaceae								Target				1		14		-		-

		IM-2C561X		CGCCCGTCGCTCCTACCGATTGAATGCTCAGGTGAGCCTTTCGGACCTCCATCGTGTCGGTTTCGATTTCGATGGAGGGAAGTCATGCGAACCTTATCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Myzozoa		Dinophyceae		Gymnodiniales		Kareniaceae								Target				1		-		27		-

		IM-M6K1HK		CGCCCGTCGCTCCTACCGATTGAGTGTTACGGTGAGTAATTCGGACCGCGGCTCCGCTTGGTTCCCGAACGTTGCCGTGGAAAGTCTAGCGAACCTTAATACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Myzozoa		Dinophyceae		Gymnodiniales		Polykrikaceae		Polykrikos						Target				2		-		968		347

		IM-Z9910D		CGCCCGTCGCTCCTACCGATTGAGTGATCCGGTGAATAATTCGGACCGCGGCAGTGTTTGGATCCCAAGCGTTGCCATGGAAAGTTTAGTGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Myzozoa		Dinophyceae		Gymnodiniales										Target				2		14		-		23

		IM-2VF451		CGCCCGTCGCTCCTACCGATTGAGTGATCCGGTGAATAATTCGGACTGCAGCAGTGTTCGGCAACGAGCGTTGCAGCGGAAAGTTTAGTGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Myzozoa		Dinophyceae		Peridiniales		Heterocapsaceae		Heterocapsa		Heterocapsa rotundata				Target				1		43		-		-

		IM-64IY83		CGCCCGTCGCTCCTACCGATTGAGTGCTCAGGTGAATAGTATGGACTGCATCAGTGTTCGGTCTCCGAATGTTGAAGCGAGAAATTCTGTGAATCTTATTGCTTAGAGGAAGGAGAAGTCGTAACAAGGTTTTC		Chromista		Myzozoa		Dinophyceae		Peridiniales		Oxytoxaceae		Adenoides		Adenoides eludens				Target				1		146		-		-

		IM-Q9BQ7U		CGCCCGTCGCTCCTACCGATTGAGTGATCCGGTGAATAATTTGGACTGCAGCGGCGTTCAGTTCCTGATCGCTGTAGCGGAAAGTTTAGTGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Myzozoa		Dinophyceae		Peridiniales		Oxytoxaceae		Adenoides		Adenoides eludens				Target				1		-		78		-

		IM-5DPN03		CGCCCGTCGCTCCTACCGATTGAGTGATCCGGTGAATAATTCGGACTGTGGCATCGTCCAGAGCAATCTGGATTTTGTCGTGGAAAGTTTAGTGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Myzozoa		Dinophyceae		Peridiniales		Pfiesteriaceae								Target				1		-		-		81

		IM-F15DQK		CGCCCGTCGCTCCTACTGATTGAGTGATCCGGTAAATAATTCGGACTGCGGCTCTGTTCAGTTCCTGTCTAGTGCTGCACAAAGTTTAATGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Myzozoa		Dinophyceae		Peridiniales		Protoperidiniaceae								Target				1		31		-		-

		IM-5X0Q5P		CGCCCGTCGCTCCTACCGATTGAGCAATCCGGTGAATATTTCGGACCGGACCCTGTCGGGGCAACTCGTTCAGGGACTGGAAAGTCAAGTTAACCTTATTGCTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Myzozoa		Dinophyceae		Syndiniales		Amoebophryaceae		Amoebophrya						Target				1		22		-		-

		IM-1454OQ		CGCCCGTCGCTCCTACCGATTGAGTGGTCCGGTGAATACTTTGGACTGTAGTAACGTCTGGTTCCTGGATGTTGCATCAGGAAATTGAGTAAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Myzozoa		Dinophyceae				Amphidiniaceae		Amphidinium		Amphidinium corpulentum				Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		3		37		673		46

		IM-J77E8V		CGCCCGTCGCTCCTACCGATTGAGTGATCCGGTGAATAATTCGGACTGCAGCAGTGTTCAGTTCCTGAACGTTGCAGCGGAAAGTTTAGTGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Myzozoa		Dinophyceae												Target				3		521		288		188

		IM-ZEF89W		CGCCCGTCGCTCCTACCGATTGAGTGATCCGGTGAATAATTTGGACTGCAACTATGTTTGGTTCCTGAACATTGTGGTGGGAAGTCTAATGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Myzozoa		Dinophyceae												Target				1		-		-		49

		IM-A4GW6L		CGCCCGTCGCTCCTACCGATTGAGTGATCCGGTGAATAATTCGGACTGCAGTCGTGTTCAGTTCCTGAACGTGGCAGCGGAAAGTCTCGTGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Myzozoa		Dinophyceae												Target				3		212		24		49

		IM-12Z74Y		CGCCCGTCGCTCCTACCGATTGAGTGATCCGGTGAATAATTCGGACCGCAGCAATGTTCAGCTCCTGAACGTTGCAGTGGAAAGTCTAGTGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Myzozoa		Dinophyceae												Target				2		72		-		33

		IM-Y44W91		CGCCCGTCGCTCCTACCGATTGAATGGTCCGGTGAATACTTCGGACTGTGAAATGTTTAGTTTCTATCCATTTCACGGAAAGTTGAATAAACCTTATCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Myzozoa		Dinophyceae												Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		2		36		-		26

		IM-KBU580		CGCCCGTCGCTCCTACCGATTGAGTGATTCGGTGAATACTTCGGACCGCAGCAGTGCTCAGCTCCTGAACGTTGCAGCGGAAAGTCGATTGAACCTCATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Myzozoa		Dinophyceae												Target				1		30		-		-

		IM-B7H8D9		CGCCCGTCGCTCCTACCGATTGAGTGATCCGGTGAATAATTCGGACTGCAGCAGCATTCAGTCTCTGAAAGTTGCAGCGGAAAGTTTAGTGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Myzozoa		Dinophyceae												Target				2		-		88		1340

		IM-MR5S96		CGCCCGTCGCTCCTACCGATTGAATGATCCGGTGAATAATTCGGACTGCAGCAGCGTTCGGTTCCTGAGCGTCGCAGTAGAAAGTTTAGTGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Myzozoa		Dinophyceae												Target				3		25		4118		49

		IM-F6348E		CGCCCGTCGCTCCTACCGATTGAGTGATCCGGTGAATAATTCGGACTGCAGCTGCGCTCAGTTCCTGAGTGCTGCAGCGGAAAGTCTAGTGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Myzozoa		Dinophyceae												Target				1		-		-		21

		IM-114G5E		CGCCCGTCGCTCCTACCGATTGAATGATCCGGTGAATAATTCGGACTGCAGCAATGTTCGGTTCCTGGACGTCGCAGTGGAAAGTCTAGTGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Myzozoa		Dinophyceae												Target				1		-		771		-

		IM-7XJOY1		CGCCCGTCGCTCCTACCGATTGAGTGATCCGGTGAATAATTCGGACTGCAGCAGTGTTCAGCTTCTGGGCATTGCAGCGGAAAGTCTAGTGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Myzozoa		Dinophyceae												Target				2		18		-		54

		IM-42N9EO		CGCCCGTCGCTCCTACCGATTGAGTGATCCGGTGAATAATTCGGACTGCAGCAATGCTCGGTTCCTGCGTGTTGCAGCAGAAAGTCTAGTGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Myzozoa		Dinophyceae												Target				1		-		-		28

		IM-90ZX80		CGCCCGTCGCTCCTACCGATTGAGTGATCCGGTGAATACTTCGGACTGCAGCAGTGTTCGGATTCTCTGGACGCTGCAGCGGAAAGTTGAGTGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Myzozoa		Dinophyceae												Target				2		167		47		-

		IM-3OKE37		CGCCCGTCGCTCCTACCGATTGAGTGATCCGGTGAATAATTCAGACTGCAGCATTGCTCAGTTCTTGAGCATTGCAGCGGGAAGTTTAGTGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Myzozoa		Dinophyceae												Target				2		-		237		119

		IM-86P0TF		CGCCCGTCGCTCCTACCGATTGAGTGATCCGGTGAATAATCCAGACTGCAGCTTTGTCCAGTTCCTGAACATTGTAGCGGAAAGTTTAGTGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Myzozoa		Dinophyceae												Target				1		22		-		-

		IM-07FE22		CGCCCGTCGCTCCTACCGATTGAGTGATCCGGTGAATAATTCGGACTGCGACACTGTTTGGTTCCTGAACTTTGTTGCGGAAAGTTTAGTGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Myzozoa		Dinophyceae												Target				1		-		-		47

		IM-2G1AO0		CGCCCGTCGCTCCTACCGATTGAGTGTTCCTGTGAATTGTTCGAACTGCAGCAATCATCAGTTTCTGGAGTTTGTAGCGGAAAGTTCTGTAAATAGGGCCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Myzozoa		Dinophyceae												Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		14		-		-

		IM-VXJY19		CGCCCGTCGCTACTACCGATTGAATGGCTTAGTGAGCTCTAGGGACTGTTGCCGCTCGTTGGGTTTCCTTCTTGCGGTGTACGGGAACTAGATCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Chromista		Myzozoa		Dinophyceae												Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		266		-		-

		IM-IU6427		CGCCCGTCGCTCCTACCGATTGAGTGATCCGGTGAATAATTCGGACTGCAGTGGTGCTTGGTTCCTAAGTTCTGCAGTGGGAAGTCTAGTAAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Myzozoa		Dinophyceae												Target				1		-		-		24

		IM-GK2364		CGCCCGTCGCTCCTACCGATTGAGTGTTTCGGTGAATAATTCGGACTGCAGCATTGCTCAGTTCCTGGGCGCTGCCGCGGAAAGTTTAGTAAACCTCAACACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Myzozoa		Dinophyceae												Target				1		39		-		-

		IM-228OVW		TGCCCATTGCACTTACCAATTGAATGGTCCGGTGAAGCCTTGGGATTGTGGTTTGGTTCCTTCATTGGGACCTGACCATGAGAACTCGTCTAAACCTTATCATTTAGAGGAAGGTAAAGTCGTAACAAGGTTTCT		Chromista		Ochrophyta		Bacillariophyceae		Anaulales		Anaulaceae								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		2		-		24		18

		IM-F3KBF0		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGCCTCGGGATTGTGGCGAGTTCCCTTTATTGGGAGTTTGTCGCGAGAACTTGTCTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae		Bacillariales		Bacillariaceae								Target				3		592		797		382

		IM-BRM945		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGCCTCGGGATTGTGGTTATTTTCCTTTATTGGAAGTTAGTCACGAGAACCTGTCTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae		Bacillariales		Bacillariaceae								Target				1		14		-		-

		IM-V2QJD1		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGCCTCGGGATTGTGGCCTGTTCCCTTTATTGGGGGCTAGTCGCGAGAACTTGTCTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae		Bacillariales		Bacillariaceae								Target				3		147		163		109

		IM-1K5P63		CGCCCGTCGCACCTACCGATTGAGTGGTCCGGTGAAGACTCCGGATTGTGGTTGTTTCCTTTATTGGGAATGACCGTGAGAAGTTGTCTGAACCTTATCACTTAGAGGAAGGTGAAGTCGTAACAAGGTCTCC		Chromista		Ochrophyta		Bacillariophyceae		Chaetocerotales		Chaetocerotaceae		Chaetoceros		Chaetoceros pseudocurvisetus				Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		20		-		-

		IM-4KGRW9		CGCCCGTCGCACCTACCGATTGAGTGGTCCGGTGAATTCTCGGGATTGTGGTTGATTTCTTTTATTAGGATTCGACTGCGAGAACTTGTGTAAACCTTATCACTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae		Chaetocerotales		Chaetocerotaceae		Chaetoceros						Target				1		66		-		-

		IM-C1H1Z6		CGCCCGTCGCACCTACCGATTGAGTGGTCCGGTGAACCCTCGGGATCGCATGCAATTTCTTTCATTAGAATTTGACTGTCGAGAACTTGTGTAAACCTTATCACTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae		Chaetocerotales		Chaetocerotaceae		Chaetoceros						Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		13		-		-

		IM-BE5324		CGCCCGTCGCACCTACCGATTGAATGGCTCGGTGAAGGCTGAGGAACGTGGGCATATGCCTTTATTGGTGTGAGTCCATGTGAGATGGTTTGAACCTCGTCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae		Coscinodiscales		Heliopeltaceae		Actinoptychus		Actinoptychus splendens				Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		3		1197		24		596

		IM-J10A52		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAAACCTGGGATATTAGATATGTGCTGTTTTAGGTATGTGTTTAGTAGAACTCGTTTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae		Coscinodiscales		Hemidiscaceae		Actinocyclus		Actinocyclus curvatulus				Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		2		36		-		27

		IM-3CU277		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGCCTCGGGATTGTGACTGTTCTGCTTTATTGTGGTCGGTTGCGAGAACTTGTCTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae		Fragilariales		Fragilariaceae		Asterionella						Target				2		16		-		35

		IM-K82C61		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGCCTCGGGATTGCGATGAGTTTCCTTTATTGGGAGTTCGTCGCGAGAACTTGTCTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae		Fragilariales										Target				1		27		-		-

		IM-5MMV0P		CGCCCGTCGCACCTACCGATTGAATGCTCCCGTGAGGCCTTTGGACCGTGGCTGATGTCTCCTTCATTGGAGACGTAGCTGTGGGAAATTGTCCAAACGTTAGCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae		Melosirales		Stephanopyxidaceae		Stephanopyxis		Stephanopyxis turris				Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		48		-		-

		IM-JW6NB0		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAATCTTCGGACCGAGCAATGATCAGCAATGGTCGATGCTTGGAAAGTCGCTTAAACCTTACCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae		Melosirales		Stephanopyxidaceae		Stephanopyxis						Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		35		-		-

		IM-616ECT		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAATCTTCGGACCGAGCGATGGGGGGCAACCTCCGACGCTTGGAAAGTCGCTTAAACCTTACCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae		Melosirales		Stephanopyxidaceae								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		-		-		29

		IM-927M0H		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAATCTCGGGATTGTGGCCAGTTCACTTTATTGGGAGTTGGCTGTGAGAACTTGCTTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae		Naviculales		Naviculaceae		Navicula		Navicula avium				Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		3		80		177		107

		IM-427CR7		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGCCTCGGGATTGTGGCCAGTTCACTTTATTGGGAGTTGGCTGCGAGAACTTGTCTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae		Naviculales		Naviculaceae		Navicula						Target				3		754		1339		958

		IM-4QI2WU		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGCCTCGGGATTGTGACCAGTTTACTTTATTGTGAGTTGGTTGTGAGAACTTGTCTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae		Naviculales		Naviculaceae								Target				3		1363		563		514

		IM-25K5AB		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGCCTCGGGATTGTGACCAGTTTCCTTTATTGGGAGTTGGTCACGAGAACTTGTCTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae		Naviculales		Naviculaceae								Target				3		60		54		39

		IM-N28WK9		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGCCTCGAGATTGCAGCCAGTTTCCTTTATTGGGAGTTGGTTGTGAGAACTTGTCTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae		Naviculales		Naviculaceae								Target				3		432		358		142

		IM-G329GX		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAGGCCTCGAGATTGTGACCAGTTTCCTTTATTGGGAGTTGGTTGTGAGAACTTGTCCAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae		Naviculales		Naviculaceae								Target				1		62		-		-

		IM-3IB093		CGCCCGTCACACCTACCGATTGAATGGTCCTGTGAAGCCTCAAGATTGCAGCCAGTTTCTTTTATTGGGAGTTGGTTGTGAGAACTTGTATAAACCTTATCACTTAGAGGAAGGTGAAGTTGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae		Naviculales		Naviculaceae								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		12		-		-

		IM-DV05AV		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGCCTCGGGATTGTGGTCAGTTTGCTTTATTGCGAGTTGATTGCGAGAACTTGTCTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae		Naviculales		Pleurosigmataceae								Target				3		88		14616		363

		IM-Z94V97		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGCCTCGGGATTGTGGCCGGTGCCTTTATTGGTGCCGGTTGCGAGAACTTGTCTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae		Naviculales										Target				3		39		60		127

		IM-90DMB5		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGCCTCGGGATTGTGACAGGTGCCTTTATTGGTGTCAGTCGCGAGAACTTGTCTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae		Naviculales										Target				1		-		-		17

		IM-26LV99		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGCCTCGGGATTGTGACCTGTGCCTTTACTGGTGTTGGTCGCGAGAACTTGTCTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae		Naviculales										Target				1		13		-		-

		IM-873J3I		CACCCGTCGCACCTACTGATTGAATGGTCCGGTGAAGCCTCGGGATTGTGACCAGTGCCTTTATTGGTGTTGGTTGCGAGAACTTGTCTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae		Naviculales										Target				3		74		115		70

		IM-R33KKK		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGCCTCGGGATTGTGGCCAGTGTCCTTTATTGGGTGTTGGCTGTGAGAACTTGTCTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae		Naviculales										Target				2		14		-		51

		IM-DH6G5C		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGCCTCGGGATTGTAACGAGTACCTTTATTGGTGTTGGTTGCGAGAACTTGTCTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae		Naviculales										Target				3		97		130		245

		IM-J2N7J8		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGCCTCGGGAATGTGACCAGCTCCTTTATTGGGGTTGGTTGCGTGAACTTGTCTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae		Naviculales										Target				1		37		-		-

		IM-JP0ES7		CTACCAATTGAATGGTCAGGTGAAGCCTCAGGATTGTGGTCAGTTTGCTTTATTGCAAGTTGATTTCGAGAACTTGTCTAAACCTTATCATTTAGAGGAAGGTGAAGTCATAACAAGGTTTTC		Chromista		Ochrophyta		Bacillariophyceae		Naviculales										Target				1		-		67		-

		IM-W4695B		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGCCTCGGGATTGTGGTCAGCTTCCTTCATTGGAGACTGACTGTGAGAACCTGTCTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae		Rhizosoleniales		Rhizosoleniaceae		Rhizosolenia						Target				1		173		-		-

		IM-03U55W		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAGGCCTCGGGATTGTGGTCTGGTTGCTTTATTGGAACCTGACTGTGAGAACCTGTCCAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae		Rhizosoleniales		Rhizosoleniaceae								Target				3		78		58		69

		IM-3QW9EZ		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGCCTCGGGATTGTGGTCAGGTTGCTTTATTGGAATCTGACTATGAGAACCTGTCTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae		Rhizosoleniales		Rhizosoleniaceae								Target				1		58		-		-

		IM-2Y3M45		CGCCCGTCGCACCTACCGATTGGATGGTCCGGTGAAGCCTCGGGATTGTGACCGGTGCCTTTATTGGTGTTGGTCGCGAGAACTTGTCTAAACCTTATCATCTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae		Thalassiophysales		Catenulaceae								Target				3		277		92		53

		IM-Q43Z3G		CGCCCGTCGCACCTACCGATTGAGCGGTCCGATAAAGGCTCGGGAAAAGTCCTCGTTTCCTTCACTGGAGACTTGAATTTTGAACCTGTCTAAATCTTATCGCTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae		Thalassiosirales		Lauderiaceae		Lauderia						Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		23		-		-

		IM-RDTM27		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGACTCGGGATTGTGGTTAGGCTCCTTCATTGGGGCCTGACCGCGAGAACTTGTCTGAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae		Thalassiosirales		Thalassiosiraceae								Target				1		27		-		-

		IM-0L213A		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGACTCGGGATTGTGGTTTGGCTCTTTCATTAGGGCCTGACTGTGAGAACTTGTCTGAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae		Thalassiosirales		Thalassiosiraceae								Target				3		317		49		57

		IM-638SF5		CGCCCGTCGCACCTACCGATTGAATGCTCCCGTGAGGCTTTTGGACCGCGGTTGACTGCTCCTTCATTGGAGTGGTAGTTGCGGGAAGTTATCCAAACGTTAGCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae		Thalassiosirales		Thalassiosiraceae								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		62		-		-

		IM-X7C224		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAGGACTCGGGATTGTGGTTTAGCTCCTTCATTGGGGCCTGACTGCGAGAACTTGTCCGAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae		Thalassiosirales										Target				3		980		103		151

		IM-52N5CN		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAGGACTCGGGACTGTGGTTTGGCTCCTTCATTGGGGCCTGACCGCGGGAACTTGTCCAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae		Thalassiosirales										Target				2		180		-		35

		IM-53FWWY		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGACTCGGGACTGTGGCCTGGCTCCTTCATTGGGGCTTGGCCGCGGGAACTTGTCTGAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae		Thalassiosirales										Target				3		254		39		75

		IM-03KJ58		CGCCCGTCGCATCTACCGATTGGATGGTCCGGTGAAGCCTCGGGATTGTGGTCAGGTTCCTTCATTGGGACCTGACCGTGAGAACTTGTCTAAACCTTATCATCTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae												Target				1		242		-		-

		IM-72G79T		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAGGCCTCGGGATTGTGGCCTGGTAGCTTTATTGGTACCTGGCCGTGAGAACTTGTCCAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae												Target				1		93		-		-

		IM-0L8RZY		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGCCTCGAGATTGTGACCAGTGCCTTTATTGGTGCCAGTTGCGAGAACTTGTCTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae												Target				1		-		35		-

		IM-CL1309		CGCCCGTCGCACCTACCGATTGGATGGTCCGGTGAAGCCTCGGGATTGTGGTTTGGCTCCTTTATTGGGGCTAAGCCGCGAGAACTTGTCTAAACCTTATCATCTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae												Target				1		-		-		22

		IM-C4QE82		CGCCCGTCGCACCTACCGATTGGATGGTCCGGTGAAGCCTCGGGATTGTGGTTCTGCCGCTTTATTGTGGCTGACCGCGAGAACTTGTCTAAACCTTATCATCTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae												Target				2		24		-		23

		IM-966Z6Q		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGCCTCGGGATTGTGACTAGTTCCCTTCATTGGGGATTGGTCGCGAGAACTTGTCTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae												Target				3		151		41		50

		IM-N878JJ		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAGGCCTCGGGATTGTGGCCCCCGCCATTAATTTGGTGGAGGCCGCGAGAACTTGTCCAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae												Target				1		72		-		-

		IM-9C47W8		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGCCTCGGGATTGCGGTTTAGTTCCTTTATTGGTACTTTACTGTGAGAACTTGTCTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae												Target				1		22		-		-

		IM-QTON96		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGCCTCGGGATTGTGACCATTGCCTTCATTGGTGTTGGTTGCGAGAACTTGTCTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae												Target				2		-		124		145

		IM-0AD064		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGCCTCGGGATTGTGGTCTGGTTCCTTTACTGGGACTTGACCGCGAGAACTTGTCTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae												Target				1		51		-		-

		IM-I4UT56		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGCCTCGGGATCGTGGTTTGGTTCCTTCATTGGGACCTGACCGTGAGAACTTGTCTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae												Target				3		3133		8543		30093

		IM-W13UUU		CGCCCGTCGCATCTACCGATTGAATGGTCCGGTGAGGCCTCGAGATTGTGGTCTGGTTCCTTCATTGGGACCTGACCGCGAGAACCTGTCCAAACCTTATCATTTAGAGGAAGATGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae												Target				1		25		-		-

		IM-C4YQQ4		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAGGCCTCGGGATTGTGGCTCCTGCTATTCAGTTAGTGGGGGCCGCGAGAACTTGTCCAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae												Target				2		152		-		50

		IM-Y8I9DG		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGCCTCGGGATTGTGACTAGTTGGCTTTACTGTCGACTTGTCGCGAGAACTTGTCTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae												Target				1		-		33		-

		IM-X1HDG9		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGCCTCGGGAATGTGACCAGTTCGCTTCATTGTGAGTTGGTTGCGTGAACTTGTCTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae												Target				2		23		-		37

		IM-78NUS8		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGCCTCGGGATTGCGATAGGTTCCCTTTACTGGGAGTTTGTCGCGAGAACTTGTCTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae												Target				2		26		-		35

		IM-U07OQ3		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGCCTCGGGATTGTGACTAATGTGCCTTGATTGGTGTTTGGTTGCGAGAACTTGTCTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae												Target				1		-		-		20

		IM-U3AJW0		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGCCTCGGGATTGTGTCCAGCTCGCTTTATTGGGAGTTGGTCGTGAAAACTTGTCTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae												Target				2		-		220		218

		IM-Z90Y22		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGCCTCGAGATTGTGGTTGGGTTGCTTCATTGAAGCCTGATTGCGAGAACTTGTCTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae												Target				1		14		-		-

		IM-CGG82W		CACCCGTCGCACCTACCAATTGGATGGTCCGGTGAAGCCTCGGGATTGTGATTTGTACTTTATTGGTGTTGGTTGCGAGAACTTGTCTAAACCTTATCATCTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae												Target				1		15		-		-

		IM-4F9HOI		CGCCCGTCACATCTACCAATTGGATGGTCCGGTGAAGCCTCGGGATTGTGGTCAGCTTCCTTCATTGGGACCTGACTGTGAGAACTTGTCTAAACCTCATCATCTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae												Target				1		33		-		-

		IM-00WICX		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGCCTCGGGATTGTGACTTGTACCTTTATTGGTATTAGCTGCAAGAACTTGTCTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae												Target				3		271		40		55

		IM-R5G5YD		CGCCCGTCGCACCTACCGATTGAATGATCCGGTGAAGCCTCGGGATTTTGACCAGTCCCTTTGTTGGTACTGGTTGCAAGAACTTGTCTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae												Target				2		-		130		32

		IM-7DU580		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGCCTCGGGATTGCAACTAGTACCTTTACTGTTGTTGGATGCAAGAACTTGTCTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae												Target				1		21		-		-

		IM-TYQ6X4		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGACTCGGGATTATAGTCTGGTTCCTTCATTGGAACTTGACTGTGAAAACTTGTCTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae												Target				1		52		-		-

		IM-575YE2		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAGGACTCGGGACTGTGGCCTTTGCTATTCACTTAGTGAAGGCCGCGGGAACTTGTCCAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae												Target				2		59		-		20

		IM-US374Q		CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGCCTCGAGACTGTTGCCAATGCCTTCATTGGTGTTGGATGCAGGAACTTGTCTAAACCTTATTATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Bacillariophyceae												Target				3		263		207		103

		IM-QY94WP		ACCTACCGATTGAATGATTCGGTGAAACTTTCGGACCGTGGACAGGACGCTCTCGGGCGACTTGACCGTGGGAAGTTATTTAAACCTCATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Chrysophyceae		Ochromonadales		Chromulinaceae								Target				1		23		-		-

		IM-7W8W8I		CGCCCGTCGCACCTACCGATTGAATGGTTCGGTGAAAATCTCGGACTGCGGCTTGGATGCCTTCGGGCAACCAGGCTGTGGAAAGTTGTTTAAACCTCATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Chrysophyceae		Ochromonadales		Paraphysomonadaceae		Paraphysomonas						Target				1		100		-		-

		IM-8UN61B		CGCCCGTCGCTCCTACCGATTGGGTGTGCTGGTGAAGTGTTCGGATTGGTTTCAGCGGATGGCAACATCGGCCGTTACTGAGAAGATCATTAAACCCTCCCACCTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Chrysophyceae		Synurales		Mallomonadaceae		Microglena		Microglena reginae				Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		-		33		-

		IM-BK1L51		CGCCCGTCGCACCTACCGATTGAATGATTCGGTGAAAATTTCGGACCGCGGCTTCGTCGCTTCGGTGACTTGGCTGTGGGAAGTTATTTAAACCTCATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Chrysophyceae												Target				1		258		-		-

		IM-2NY223		CGCCCGTCGCACCTACCGATCGAAGGTCATGATGAGCCCTCAGGATAGTTGTTTGGTCCCTCACGGGTCCTTACGGTTAGAATTTGTGCAAATCCTTGCCTTTAGAGGAAGGTGAAGTCGTAACAAGGTTACC		Chromista		Ochrophyta		Dictyochophyceae		Pedinellales		Pedinellaceae								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		2		12		-		18

		IM-M9GC92		CGCCCGTCGCACCTACCGATTGAATGATTCGGTGAAAATTTCGGACTGTAGCAGCGCGCCCTTCATTGGATGCACTGCCGTGGGAAGTTATTTAAACCTCATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Raphidophyceae		Chattonellales		Vacuolariaceae								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		14		-		-

		IM-ZIQ0G6		CGCCCGTCGCTACTACCGATTGAACGGTTTAGTGAGTTATACGGACTTGGTCATCTCGTTGGGTTTCCTTCGAATTGTACTGAGGAAGTAGCGCAAACTTGACCGTTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Raphidophyceae				Thaumatomastigaceae		Thaumatomastix						Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		29		-		-

		IM-09C6TY		CGCCCGTCGCTACTACCGATTGAACGGTTTAGTGAGTTATACGGACTTGGTCGCCTCGTTGGGTTTCCTTCGAGGTGCACTGAGGAAGTAGCGCAAACTTGACCGTTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Raphidophyceae				Thaumatomastigaceae								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		2		62		-		38

		IM-I82AQ3		CGCCCGTCGCTACTACCGATTGAATGGCTTAGTGAGGTTCAAGGAGTGCGTCTCTTGGTTGGGTTTCCTTCCACTAGATGCGTGAATTGAAACAAACTTGATTATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Chromista		Ochrophyta		Raphidophyceae												Target				1		-		-		36

		IM-YJN891		CGCCCGTCGCACCTACCGATTGAATGACTCGGTGAAAAATTGGGACCGTCAATAGCCTTGCTTTATTGCGAAGTTGTTTATGGGAACTTTTTTTAACCTCGCCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Oomycota		Peronosporea		Peronosporales										Target				1		21		-		-

		IM-X0N1YF		CGCCCGTCGCACCTACCGATTGAATGACTCGGTGAAAAATTGGGACTGTGAATTAGCTTGCTTCATTGCGAACTTTTTTGTGGGAACTTTTTTTAACCTCGCCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Oomycota		Peronosporea												Target				1		40		-		-

		IM-17Y1EK		CGCCCGTCGCACCTACCGATTGAATGACTCGATGAAATATTGGGACTGTGAATTTGCTTGCTTTATTGCGAACTTATTTGTGGGAACTTTTTTTAATCTCGCCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Chromista		Oomycota		Peronosporea												Target				1		18		-		-

		IM-367OQ5		CGCCCGTCGCTCCTACCGATTTTGAGTGGTCCGGTGAACCTAAAGGACCGTGGCCGGGCTTGACCCGATCGTGGGAATAGAAGTAAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista																Target				1		19		-		-

		IM-8Y3TLH		CGCCCGTCGCTCCTACCGATTGAGTGATCCGGTGAATCATTCGGACCGCAGCAGAACCCAGTTCCTGGGACCTGCAGTGGGAAGTTTCGTGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista																Target				1		21		-		-

		IM-WUL0L5		CGCCCGTCGCTACTACCGATTGAACGCTTTAATGAGCTCTACGGATTGAGACTTCTCTTTGGGTTTCCTTAGAGTTGCACTTGAGAAGTAGCGCAAATTTGAGCGTTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Chromista																Target				1		97		-		-

		IM-6RIDR4		CGCCCGTCGCTCCTACCGATTGAATGGTCCGGTGAGAACGTCGGATCACGCGCAATGGCCACTGGTTCGCTAGTGACCTGCGCGAGAGAAGTTGTTCAAACCTTACCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Chromista																Target				1		14		-		-

		IM-4BWCJ2		CGCCCGTCGCTCCTACCGATTGAATGGTCCGGTGAGAACGTCGGATTTTGCGCGGATTTTCTGGTTCGCCAGATGCTGCTGCGAGAGAAGTTGTTCAAACCTTACCATTTAGAGGAAGGAGAAGTCGTAACAAGGTCTCC		Fungi		Ascomycota		Lecanoromycetes		Caliciales		Physciaceae		Oxnerella		Oxnerella micra				Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		35		-		-

		IM-1ER126		CGCCCGTCGCTACTACCGATTGAATGGCTCAGTGAGGCTTCCGGACTGGCCTAAAAGAGACGGCAACGTTTTTTTAGGGCCGGAAAGTTGTCCAAACTCGGTCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Fungi		Ascomycota														Target				1		30		-		-

		IM-6798IR		CGCCCGTCGCTACTACCGATTGAATGGCTTAGTGAGGTCTCCGGATTGGCTTTGGGGAGCCGGCGACGGCACCCTATTGCTGAGAAGCTGATCAAACTTGGTCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Fungi		Basidiomycota		Agaricomycetes												Target				1		18		-		-

		IM-II57TN		CGCCCGTCGCTACTACCGATTGAATGGCTTAGTGAGGTCTTCGGATTGGTTTCGAGCAGCCGGCAACGGCAGCTTGTTACTGAAAAGTTGATCAAACTTGGTCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Fungi		Basidiomycota		Agaricomycetes												Target				1		13		-		-

		IM-U95L46		CGCCCGTCGCTACTACCGATTGAATGGCTTAGTGAGGTTTCCGGATTGGCTTTGAGGACCCGGCAACGGGATCTTATTGCTGAGAAGCTACCCAAACTTGGTCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Fungi		Basidiomycota		Tremellomycetes		Cystofilobasidiales										Target				1		68		-		-

		IM-YB8N4U		CGCCCGTCGCTACTACCGATTGAATGGCTTAGTGAGACCTCCGGATTGGCGCTCTGCCGCCGCAAGGCGCGGAGTGCTGAAAAGCTGGTCAAACTTGGTCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Fungi		Chytridiomycota		Chytridiomycetes		Chytridiales		Chytridiaceae								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		2		-		33		49

		IM-43A8V6		CGCCCGTCGCTAGTACCGATTGAATGGCTTAGTGAGACCTCCGGATTAGTGACTCATTGGGGGCAACCCCGAAGAATTATTGAGAAGCTGGTCAAACTTGGTCATTTAGAGGAACTAAAAGTCGTAACAAGGTAACC		Fungi		Chytridiomycota		Rhizophydiomycetes		Rhizophydiales										Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		15		-		-

		IM-W3OU72		CGCCCGTCGCTACTACCGATTGAATGGCTTAGTGAGACCTCCGGATCGATATTTAGAACTTGGCAACAGGATCCATTTGTTGAAAAGTTGGTCAAACTTGGTCATTTAGAGGAAGTAAAAGTCGTAACAAGGTAACC		Fungi		Chytridiomycota														Target				1		15		-		-

		IM-FL1ZU5		CGCCCGTCGCTACTACCGATTGAATGGTTTAGTGAGACTTCTGGATTGTCTGAGTTTGCGCTGTTTCAGTGCTTTTTTAGATGAGAAGTTAGTCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Fungi		Entomophthoromycota		Entomophthoromycetes		Entomophthorales		Entomophthoraceae		Pandora						Target				1		13		-		-

		IM-L4047M		CGCCCGTCGCTCCTACCGATTGGGTGTGCTGGTGAAGTGTTCGGATTGGTTTTAGTCGATGGCAACACCGGCTATTACTGAGAAGATCATTAAACCCTCCCACCTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Plantae		Chlorophyta		Chlorophyceae												Target				1		-		44		-

		IM-FSGJ12		CGCCCGTCGCTCCTACCGATTGAATGGTCCGGTGAAGCGTTCGGACTATGACTCTCTGACGGTTCGCCGTCTAAGTGTCGTGGGAAGTTCGTTGAACCTTATCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Plantae		Chlorophyta		Mamiellophyceae		Mamiellales		Bathycoccaceae		Bathycoccus		Bathycoccus prasinos				Target				1		-		-		36

		IM-H98F15		CGCCCGTCGCTCCTACCGATTGAATGTGTTGGTGAGGAGTTCGGATTGATGTCCTTTGGTGGTTCGCCACTAATAGACGTTGAGAAGTTCTCCAAACCGCCCCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Plantae		Chlorophyta		Prasinophyceae		Chlorodendrales		Chlorodendraceae								Target				1		-		53		-

		IM-8P91DR		CGCCCGTCGCTCCTACCGATTGAATGGTCCGGTGAAATGTTCGGACCGCCGCGAAACGGACGGTTCGCCGTCAGCTTCGCAGTGGGAAGTTCATTAAACCTTATCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Plantae		Chlorophyta		Prasinophyceae		Pyramimonadales		Pyramimonadaceae		Pyramimonas		Pyramimonas australis				Target				1		14		-		-

		IM-VT378H		CGCCCGTCGCTCCTACCGATTGAATGGTCCGGTGAAATGTTCGGACCGCGGCATGGCGGACGGTTCGCCGTCAGCCTCGCTGCGGGAAGTTCATTAAACCTTATCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Plantae		Chlorophyta		Prasinophyceae		Pyramimonadales		Pyramimonadaceae		Pyramimonas						Target				1		-		134		-

		IM-950UE1		CGCCCGTCGCTCCTACCGATTTCGAGTGTTCCGGTGAACCTTTCGGACCGAGGTCGCCCCCGAGGCGGCCATGGAAAGTCAAGTAAACCACAACACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Plantae		Chlorophyta														Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		2		956		-		17

		IM-896LNO		CGCCCGTCGCTACTACCGATTGAATGGCTTAGTGAGACCTCCGGATTGGTAAATAGAACCTGGCAACAGGATCCTTTTACTGAAAAGCTGGTCAAACTTGGTCATTTAGAGGAAGTAAAAGTCGTAACAAGGTAACC		Plantae		Tracheophyta		Magnoliopsida		Fabales		Fabaceae								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		42		-		-

		IM-20GEKJ		CGCCCGTCGCTGCTACCGATGTTTGGTCCGGTGAAATCTTAGGACTCGCGACTTTCACTTGCTTTGCTCTCGGGTAGAGCGAGTTTGTTGTGGGGAATTTGAGTAAACCTTGCTAAATAGAGGAAGCAAAAGTCGTAACAAGGTATTC		Protozoa		Amoebozoa		Discosea		Dactylopodida		Vexilliferidae		Neoparamoeba						Target				1		24		-		-

		IM-NPX400		CGCCCGTCGCTGCTACCGATGTTTGGTCCGGTGAAATGTTAGGACTCGCTGCATTCACTTGCTTTGCTTTCGGGTAGAGCGAGTTTGCGGTGGGGAATTTCAGTAAACCTTGCTAAATAGAGGAAGCAAAAGTCGTAACAAGGTATTC		Protozoa		Amoebozoa		Discosea		Dactylopodida		Vexilliferidae								Target				1		40		-		-

		IM-4M4L34		CGCCCGTCGCTGCTACCGATTGGATGGTCCGGTGAAATCCTCGGATAGCAGTAAATACTTTACTTTGTAAAGTTTACTGCTAGAAGTTGATTAAACCTTATCATCTAGAGGAAGCAAAAGTCGTAACAAGGTTTCC		Protozoa		Amoebozoa		Discosea		Vannellida		Vannellidae		Vannella						Target				1		25		-		-

		IM-F8M8UN		CGCCCGTCGCTCCTACCGATTGGATGGTCCGGTGAAATTTTCGGATCGTGGCTCGTCGCCTAGTAGATTTCGGTTTACGGGTTGAGCCGTGAAAAGTTAATTAAACCTTATCATCTAGAGGAAGGAGAAGTCGTAACAAGGTATCC		Protozoa		Amoebozoa		Discosea				Vermistellidae		Vermistella						Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		38		-		-

		IM-2SDR87		CGCCCGTCGCTCCTACCGATCGAACGGTCCGGCGAGATCCCTGGAGCCCGGCTCTTGCGCGGCCCGGTCCTCCGGGCCGCCGGGCGCGGGCGAAGCCGATCGAACCTTACCGTTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Protozoa		Amoebozoa		Lobosa		Amoebida		Acanthamoebidae								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		13		-		-

		IM-5049EX		CGCCCGTCGCTCCTACCGATGAATGGTCCGGTGAGGATTTAGGAGGACCGCAGATTTTGGTGTAAAAGCCATTCTGTTGTTTTGTCCAAATTCATTCAAACCTTATCATTTAAAGGAAGGAGAAGTCGTAACAAGGTTTCC		Protozoa		Amoebozoa		Lobosa		Amoebida		Flabellulidae								Target				1		31		-		-

		IM-3I9G5I		CGCCCGTCGCTCCTACCGATGAATGGTCCGGTGAGGATTTAGGAGGATCGTGGATTTTGGTGTTAAAGCCATTCCATTGTTTTGTCCAAATTTATTCAAACCTTATCATTTAAAGGAAGGAGAAGTCGTAACAAGGTTTCC		Protozoa		Amoebozoa		Lobosa		Amoebida		Flabellulidae								Target				1		24		-		-

		IM-4E8WK4		CGCCCGTCGCTCCTACCGATTGAATGGTCCGGTGAGAACTCAGGACGGCAGTGCTTTAGTTTATCCGCAAGGGTAAGCGGGTACAGTCGGAATTTGTTCAAACCTTACCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Protozoa		Amoebozoa		Lobosa		Amoebida		Hartmannellidae								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		19		-		-

		IM-5U8AXM		CGCCCGTCGCTCCTACCGATGAATGGTCCGGTGAAATTTTAGGATTGAAAACAGATACTTATTGATTTCGGTTAATAAGTTTGTTTTTGAAAATTTAAGTAAACCTTACCATTTAGAGGAAGGAGAAGTCGTAACAAGGTATCC		Protozoa		Amoebozoa		Lobosa		Amoebida		Paramoebidae		Korotnevella						Target				1		22		-		-

		IM-OQRN68		CGCCCGTCGCTCCTACCGATGTTTGGTCCGGTGAAATCTTAGGATTCGTGGCATGCGCTCGTCGGCTCTTTCGGGGGAAGGTGAGTTTGCCGTGGAGAATTTGAGTAAACCTTGCCAAATAGAGGAAGGAGAAGTCGTAACAAGGTATTC		Protozoa		Amoebozoa		Lobosa		Amoebida		Paramoebidae		Paramoeba						Target				2		-		29		66

		IM-90X68S		CGCCCGTCGCTCCTACCGATGTTTGGTCCGGTGAAATCTTAGGATCTGTGACATACACTTGCTGTGCTCTCGGGTGTAGTGAGTTTGTTGTGGAGAATTTGAGTAAACCTTGCCAAGTAGAGGAAGGAGAAGTCGTAACAAGGTATTC		Protozoa		Amoebozoa		Lobosa		Amoebida		Paramoebidae								Target				1		17		-		-

		IM-39HPJ9		CGCCCGTCGCTAGTACCGATTGAGTGATCCGGTGAGGATTCAGGATGGCAGAGCTTTAGCGTGCCCGAAAGGGTACGCGGGTTCAGCCAGAATCTCTTCAAACCGTGTCACTTAGAGGAACTAAAAGTCGTAACAAGGTTTCC		Protozoa		Amoebozoa		Tubulinea				Nolandellidae		Nolandella						Target				1		42		-		-

		IM-5K6V17		CGCCCGTCGCTAGTACCGATTGAATGATCTGGTGAGAACTCAGGACGGCGGAGCTGCGGCTTATTCGCAAGAGTAAGCGGGCTCTACCGGAACATGTTCAAATCATGTCATTTAGAGGAACTAAAAGTCGTAACAAGGTTTCC		Protozoa		Amoebozoa		Tubulinea				Nolandellidae								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		21		-		-

		IM-V73CQ3		CGCCCGTCGCTCCTACCGATTGAATGATCCGGTGAAATCTTCGGATTGTGACCCATGGCCTGTGGGTTCGCTTGCAGGTCGGGTTGTGAGAAGTTGCTTAAACCTTATCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Protozoa		Amoebozoa		Variosea		Acanthopodida		Corallomyxidae		Stygamoeba						Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		42		-		-

		IM-O52EQT		CGCCCGTCGCTAGTACCGATTGAATGATCCGGTGAGGATTCAGGATGGCAGAACTTTAGTTTGTCCGAAAGGATAAGCGGGTTCAGCCAGAATTTGTTCAAACCGTGTCATTTAGAGGAACTAAAAGTCGTAACAAGGTTTCC		Protozoa		Amoebozoa														Target				1		67		-		-

		IM-8R0JRK		CGCCCGTCGCTCCTACCGATTGGATGTTCCGGTGAGGATTCTGGACTCTGGGTTTAGTGTCTTGAGGTTCTGCTTCTTGACTCGCTCGGGGAAAATTATTCAAATCTTAACATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Protozoa		Amoebozoa														Target				1		-		-		27

		IM-NA37NJ		CGCCCGTCGCTACTACCGATTGAATGATTTTGTGAGGTCTCGGGATCAGCCGTTACCAACCAGGCAACTGGTTAGTTTTGGCAGAGAACTTGCACAAACATGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Protozoa		Choanozoa		Choanoflagellatea		Choanoflagellida		Acanthoecidae		Bicosta		Bicosta minor				Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		17		-		-

		IM-X6288T		CGCCCGTCGCTACTACCGATTGAATGGTTTAGTGAGATTTTGGGACTGACATGGGTAGGTTGGCAACAACCCGCCTGAGTTGGGAACTTGCTCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Protozoa		Choanozoa		Choanoflagellatea		Choanoflagellida		Acanthoecidae		Diaphanoeca		Diaphanoeca grandis				Target				1		24		-		-

		IM-2NCW83		CGCCCGTCGCTACTACCGATTGAATGGTTTAGTGAGATCTCGGGATCAGGCCGCGACGGCTGGCAACAGCCCAGCGGTCAGAGAACTTGCTCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Protozoa		Choanozoa		Choanoflagellatea		Choanoflagellida		Acanthoecidae								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		23		-		-

		IM-ZS369L		CGCCCGTCGCTACTACCGATTGAATGGTTTAGTGAGGTCTCGGGACTGGCGTCCAGGCGGGGAAACCTGCCTTTTTGCCGGGAACCTGATCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Protozoa		Choanozoa		Choanoflagellatea		Choanoflagellida		Salpingoecidae		Salpingoeca						Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		17		-		-

		IM-6KSV5Y		CGCCCGTCGCTACTACCGATTGAATGGTTTAGTGAGGCCTCGGGATCAGCCTTTTTTCTCGGGCAACCGAGAAGTTAGGCAGAGAACTTGGACAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Protozoa		Choanozoa		Choanoflagellatea		Choanoflagellida		Stephanoecidae								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		14		-		-

		IM-N0MA8O		CGCCCGTCGCTACTACCGATTGAATGGTTTAGTGAGGCCTCGGGATCAGCTCTTATTTCCGGGCAACCGGAGCTTCGAGTCGAGAACTTGGACAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Protozoa		Choanozoa		Choanoflagellatea		Choanoflagellida		Stephanoecidae								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		58		-		-

		IM-TUI974		CGCCCGTCGTTGCTACCGATTGATCTGCTGGTAGAGATTGGCCGAATCGGTGATTTAGTGGAAACGCTTCTTTACTGGTGAAACCAATCAATATCGTCAGGTTAGAGGAAGCAAAAGTCGTAACAAGGTTGCT		Protozoa		Euglenozoa		Diplonemea		Diplonemida		Hemistasiidae		Hemistasia						Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		14		-		-

		IM-SSP9Z2		CGCCCGTCGTTGCTACCGATTGATCTGCGGGTAGAGATTGGCCGAATTGGTCTTTTTGTGGCAACGCAATTTGACTGGTGAAACCAATCAATATCCTCAGGTTAGAGGAAGCAAAAGTCGTAACAAGGTTGCT		Protozoa		Euglenozoa		Diplonemea		Diplonemida		Hemistasiidae								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		18		-		-

		IM-1XDK26		CGCCCGTCGTTGTTTCCGATGATGGTGCAATACAGGTGATCGGACAGACGAACCTCTGGTTTGTCTGAAAGTTCACCGATATTTCTTCAATAGAGGAAGTAAAAGTCGTAACAAGGTAGCT		Protozoa		Euglenozoa		Kinetoplastea												Target				1		29		-		-

		IM-49ESTO		CGCCCGTCGTTGCTACCGATTGGGTGACTGACAGAGATTGCTGGACTGTGCCCACTCTCGGGTGGAATGCAGGAAGTCAACCAATGTTTATCATCTAGAGGAAGCAAAAGTCGTAACAAGGTAGCT		Protozoa		Euglenozoa														Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		29		-		-

		IM-60TLSB		CGCCCGTCGTTGCTACCGATTGGCTGTGGGATAGAGCTGGACGGAGATGCTTCTTGGGGGCTTTGTACCACTTGGAGTGTCGAATTTCAGCAATATTTCTCAGCTAGAGGAAGCAAAAGTCGTAACAAGGTTGCT		Protozoa		Euglenozoa														Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		2		32		-		67

		IM-LV75JV		CGCCCGTCGCTACTACCGATTGAATGGCTTAGTGAGCTTCAGGGATTGGTGACTTTGGTTGGGTTTCCTGCCATTTTCACCGAGAACTGAATCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Protozoa		Sarcomastigophora		Phytomastigophora		Ebriida		Cercomonadidae								Target				1		20		-		-

		IM-M87D2Z		CGCCCGTCGCTCCTACCGATTGAATGGTCCGGTGAGCTCTTCGGACCGACTGGGTTCCTCTGGCAACAGAGGCCCGTGTTGGGAAGTTGCGCTAATCTTATCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Protozoa		Sulcozoa		Thecomonadea		Apusomonadida		Apusomonadidae								Target				1		-		-		40

		IM-A796VG		CGCCCGTCGCTCCTACCGATTGAATGACCCGGTGAGGCTTTCGGACTGGCTCAGTGTTCTTGGAAACAAGAGATTGAGCCGGGAAGATATCCTAACCTTGCCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Protozoa		Sulcozoa		Thecomonadea		Apusomonadida		Apusomonadidae								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		51		-		-

		IM-05PC64		CGCCCGTCGCTCCTACCGATTGAATGACCCGGTGAGGCTTCCGGACTGCCTGCGTTGTATCGGCAACGGTCGACACGGGCGGGAAGTTATCCTAACCTTGCCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCC		Protozoa		Sulcozoa		Thecomonadea		Apusomonadida		Apusomonadidae								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		15		-		-

		IM-QGX58D		CGCCCGTCGCTACTACCGATTGGATGGTTTAATGAGGCTCAAGGACTGTTGCACTTAGTTGAGCAATCTTCTTTGCGCATACTGGAATTGAGACAAATTTGATCATCTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Protozoa				Filosia		Aconchulinida		Cyphoderiidae								Target				2		27		-		29

		IM-1NG35J		CGCCCGTCGCTACTACCGATTGGATGTTTTAATGAGGCTCGTGGACTGTTGCACTTAGTTGAGCAATCTTCTTTGCGCATACTGGAAGCGAGACAAATTTGATCATCTAGAGGAAGTAAAAGTCGTAACAAGGTTTCC		Protozoa				Filosia		Aconchulinida		Cyphoderiidae								Target				1		157		-		-

		IM-E4E05B		CGCCCGTCGCACCTACCGATTGAATGGTTCGGTGAAAATTCCGGACTGCAGCCTCGCTTTCTTCATTGAAGGTGTGGCCGCGGAAAGCTATTTAAACCTCATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Protozoa										Pirsonia		Pirsonia verrucosa				Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		42		-		-

		IM-U62M7J		CGCCCGTCGCACCTACCGATTGAATGGTTCGGTGAAAATTTCAGACTGTAGCTTCGTTTCCTTCATTGAAGACGTTGCCGTGGAAAGATATTTAAACCTCATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCC		Protozoa																Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		2		31		46		-





Metrics by Sample Table



		Metrics by Sample Table

		Sample ID		Sample Type		Species Richness (number of OTUs)		Number of OTUs named at species level		Evolutionary Diversity

		ST02		Client sample		281		31		23.42

		ST05A		Client sample		96		12		8.34

		ST08		Client sample		155		17		13.97





Quality Control Table



		Quality Control Table

		Sample Information																Quality Control						Percentage Reads				Result

		Kit ID		NMID		Sample ID		Sample Type		Latitude		Longitude		Date Sampled		Date Received		DNA Amplified		Sequencing QC		Target OTUs Detected		% Target		% Non-Target		Reported		Comment

		MSB-01-02501		61029		ST02		Client Sample		53.270956		0.319751		04/12/2025		19/12/2025		Yes		Yes		Yes		100		0		Yes		Sample reported

		MSB-01-02522		61031		ST05A		Client Sample		53.271227		0.320825		05/12/2025		19/12/2025		Yes		Yes		Yes		100		0		Yes		Sample reported

		MSB-01-02508		61030		ST08		Client Sample		53.271425		0.322331		04/12/2025		19/12/2025		Yes		Yes		Yes		100		0		Yes		Sample reported
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		Thank you for choosing NatureMetrics 
Please read the following information to help you understand the data in this file. For more information on how to interpret your results please see our Report Interpretation Guide. This file contains four tables: Species Data Table Percentages, Species Data Table Read Counts, Metrics by Sample Table, Quality Control Table

		www.naturemetrics.com/report-interpretation-guide

		Species Data Table Percentages 
This table provides a list of all the species detected in each of your samples. Where a species was detected in a sample, the percentage of DNA sequences assigned to that species is provided. A dash indicates that the species was not detected in the sample. Additionally, for each species the following is included:

• The OTU DNA sequence
• The taxonomic identification: Kingdom, Phylum, Class, Order, Family, Genus, Species
• The Common Name* 
• CHEGD Fungal Group
• IUCN Red List Threat Status^
• Invasive status: A Yes/No status indicating whether the species is listed as invasive in the country the sample was taken from**
• Target Status: Our tests are targeted to detect certain groups of species, but species outside these targeted groups are sometimes detected incidentally. We call these Non-Targets. Non-Targets can provide useful additional information from your samples and for your project. These are reported in this table but are not included in the PDF report and do not contribute to calculation of metrics.  
• Number of samples in which the species occurs

		*  Only available for species named at the species level. Provided for vertebrates, fish and mammals.
** Only available for species named at the species level. Not available for bacteria, eukaryotes and fungi.
^ Only available for species named at the species level and not applicable for bacteria.

		Species Data Table Read Counts 
This table is very similar to the Species Data Table Percentages table, but Read Counts (the number of DNA sequences assigned to a species) are reported for each species in each sample rather than the percentage of DNA sequences. This is useful if you intend to publish results or intend to run further analyses on the data. A dash indicates that the species was not detected in the sample.

		Metrics by Sample Table 
This table provides the metric values for each sample for each applicable metric. More information on how each metric is calculated is provided in the Report Interpretation Guide (link towards top of this page). The available metrics are:

• Species Richness
• Evolutionary Diversity
• IUCN Red List Threatened Species (not applicable to bacteria tests)
• Invasive Species (GRIIS) (not applicable to bacteria, soil fungi, eukaryotes tests)
• Bacterial Functional Diversity (applicable only to bacterial tests)
• Fungal Functional Diversity (applicable only to fungi tests)
• Soil Fungal : Bacterial Ratio (applicable only to soil samples)
• Fish: Food-Chain Integrity (applicable only to the Marine water fish (excl sharks & rays) test)
• Fish: Commercial Value (applicable only to the Marine water fish (excl sharks & rays) test)
• Fish: Prevalence of Sensitive Species (applicable only to the Marine water fish (excl sharks & rays) test)
• Marine Sediment Pollution Index (applicable only to the Marine sediment invertebrates test)
•CHEGD  Fungal Species (applicable only to fungi test run on samples from the United Kingdom)                                                                                                                                                                                              

		Quality Control Table
This table provides information on each sample, an overview of how each sample progressed through each of our quality control steps and shows the outcome of what is reported. More information on each Quality Control step is provided in the Report Interpretation Guide. The table is comprised of four sections

Sample Information
• Kit ID: Unique kit reference, as provided by NatureMetrics.
• Sample ID: Unique sample reference, as provided by the customer.
• Sample Type: Field sample or Field blank.
• Latitude and Longitude coordinates of sampling sites (if provided).
• Volume Filtered (applicable only to aquatic kits): Volume of water a customer has passed through a filter.
• Date Received: Date the sample was received at a NatureMetrics lab.

Quality Control
• DNA Amplified (Yes/No): This shows if target DNA was amplified and sequenced.
• Passed Data QC (Yes/No): Whether a sequenced sample contained high quality data.
• Target OTUs Detected (Yes/No): This shows if target species were detected. Our tests are targeted to detect certain groups of species.

Percentage Reads
• % Target: The percentage of target species DNA sequences that were identified in the sample.
• % Non-Target: The percentage of reads belonging to non- target species DNA sequences that were identified in the sample.

Result	
• Reported (Yes/No): If samples passed all QC steps and contained either target or non-target species then it is classed as reported.
• Outcome (Yes/No): A statement on whether a sample was reported, if it had target species or only non-target species, and, if applicable, whether any contamination was found in Field blanks.
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Species Data Table Percentages



		Species Data Table Percentages

		NMSeqID		Sequence		Kingdom		Phylum		Class		Order		Family		Genus		Species		Target Status		Comments		Number of samples in which OTU occurs		ST02		ST05A		ST08

		IM-7VE48C		TACATAGGCTCCAAGCGTTGTTCGGAATTACTGGGCGTAAAGCGAGTGTAGGCGGTCCGCCAAGTCGATTGTGAAATCTCCCGGCTCAACTGGGAGGGTGCGGTCGAAACTGGCGGACTAGAGTTCGGGAGAGGAGAGTGGAATTCCTGGTGTAGCGGTGAAATGCGTAGATATCAGGAGGAACACCGGCGGTGAAGACGGCTCTCTGGACCGATACTGACGCTGAGACTCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Acidobacteriota		Acidobacteriae		Acidobacteriales		Acidobacteriaceae		Acidobacterium				Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		-		0.05		-

		IM-G2F967		TACGGGGGGGGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGTCCGAGAAGTTTCGGGTGAAAGCCCCGGGCTCAACCCGGGAAGGTCCCGGAAAACCATCGGACTTGAGTGCTGGAGAGGCAAGCGGAATTTCTGGTGTAGCGGTGAAATGCGTAGATATCAGAAGGAACATCAGAGGCGAAGGCGGCTTGCTGGACAGCAACTGACGCTGAGGCGCGAAAGCCAGGGGAGCGAACGGG		Bacteria		Acidobacteriota		Acidobacteriae		Acidobacteriales		Acidobacteriaceae		Acidobacterium				Target				1		-		0.06		-

		IM-99ZQ9R		TACGGAGGGGGCAAGCGTTATTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGCCAGATAAGTCAAAGGTGAAATCCCTCGGCTCAACCGAGGAACTGCCTCTGAAACTATCTGGCTAGAGACTGGGAGAGGACAGTGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCTGTCTGGACCAGTTCTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Acidobacteriota		Acidobacteriae		Acidobacteriales		Acidobacteriaceae		Acidobacterium				Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		3		0.31		0.19		0.37

		IM-X2U08I		TACAGAGGGAGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGTCCACCAAGTCTTGTGTGAAATCCCCTGGCTCAACTAGGGAACTGCATAGGAAACTGGTGGACTTGAGTTCGGGAGAGGGAAGCGGAATTCCGGGTGTAGCGGTGAAATGCGTAGATATCCGGAGGAACACCGGTGGCGAAGGCGGCTTCCTGGACCGACACTGACGCTGAGGCGCGAAAGCTAGGGTAGCAAACGGG		Bacteria		Acidobacteriota		Acidobacteriae		Acidobacteriales		Acidobacteriaceae		Acidobacterium				Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		-		0.07		-

		IM-A38G3N		TACGGAGGGGGCTAGCGTTATTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGCCTGGAAAGTTGAAGGTGAAATCCCTCGGCTCAACCGAGGAACTGCCTTCAAAACTGCCAGGCTAGAGTATGGGAGGGGACAGTGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCTGTCTGGACCATTACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Acidobacteriota		Acidobacteriae		Acidobacteriales		Acidobacteriaceae						Target				3		0.36		0.46		0.44

		IM-6STQ69		TACGGAGGGGGCTAGCGTTATTCGGAATTATTGGGCGTAAAGGGCGCGTAGGCGGCTTGGTAGGTCAAAGGTGAAATCCCTCAGCTCAACTGAGGAACTGCCTTTGAAACCACCTGGCTCGAGGCTGGGAGGGGGTAGCGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACACCTGTGGCGAAGGCGGCTACCTGGACCAGTTCTGACGCTGAGGCGCGAAAGTGTGGGGAGCAAACAGG		Bacteria		Acidobacteriota		Acidobacteriae		Acidobacteriales		Acidobacteriaceae						Target				3		0.05		0.22		0.33

		IM-4V5O42		TACGGGGGGGGCAAGCGTTATTCGGAATTACTGGGCGTAAAGAGCGCGTAGGCGGCCAGGTATGTCAAAGGTGAAATCCCTCGGCTCAACCGAGGAACTGCCTTTGAAACTGCCTGGCTCGAGGCTGGGAGGGGATAGTGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACACCTGTGGCGAAGGCGGCTATCTGGACCAGTTCTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Acidobacteriota		Acidobacteriae		Acidobacteriales		Acidobacteriaceae						Target				3		0.05		0.11		0.20

		IM-J92RL8		TACGGAGGGGGCAAGCGTTATTCGGAATTACTGGGCGTAAAGGGCACGTAGGCGGCCTCGCAAGTCAAAGGTGAAATCCCTCGGCTCAACCGAGGAACTGCCTTTGAAACTGCTTGGCTAGAGACTGGGAGGGGGCAGTGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCTGCCTGGACCAGTTCTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Acidobacteriota		Acidobacteriae		Acidobacteriales		Acidobacteriaceae						Target				3		0.20		0.16		0.11

		IM-S6MTU3		TACGGAGGGGGCGAGCGTTATTCGGAATTATTGGGCGTAAAGGGCGCGCAGGCGGCTTGGCAAGTCAAAGGTGAAATCCCTCGGCTCAACCGAGGAACTGCCTTTGAAACTGCCTCGCTAGAGACTGGGAGGGGGTGGCGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCCACCTGGACCAGTTCTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Acidobacteriota		Acidobacteriae		Acidobacteriales		Acidobacteriaceae						Target				3		0.06		0.08		0.06

		IM-2C50T0		TACGGGGGGGGCAAGCGTTATTCGGAATTACTGGGCGTAAAGAGCACGTAGGCGGCCATGTAAGTGAAAGGTGAAATCCCTCGGCTCAACCGAGGAACTGCCTTTCAAACTGCCTGGCTTGAGTCTGGGAGGGGATAGTGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACACCCGTGGCGAAGGCGGCTATCTGGACCAGTTCTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Acidobacteriota		Acidobacteriae		Acidobacteriales		Acidobacteriaceae						Target				3		0.06		0.16		0.19

		IM-B9IJ88		TACGGGGGGGGCGAGCGTTATTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGCCAAGCAAGTCGAAAGTGAAATCCCTCGGCTTAACCGAGGAACTGCTTTCGAAACTGCGTGGCTAGAGGCTGGGAGGGGGCAGTGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGACTGCCTGGACCAGTTCTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Acidobacteriota		Acidobacteriae		Acidobacteriales		Acidobacteriaceae						Target				2		-		0.08		0.10

		IM-T7Q9TY		TACGGAGGGGGCTAGCGTTATTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGCCTAGTAAGTCAAAGGTGAAATCCCTCGGCTCAACCGAGGAACTGCCTTTGAAACTACTAGGCTAGAGGCTGGGAGGGGGCAGTGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCTGCCTGGACCAGTTCTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Acidobacteriota		Acidobacteriae		Acidobacteriales		Acidobacteriaceae						Target				3		0.04		0.09		0.18

		IM-KY4RV1		TACGGAGGGGGCCAGCGTTGTTCGGAATCATTGGGCGTAAAGGGCGCGTAGGCGGCTTGGCAAGTCAGTTGTGAAATCCCTCGGCTCAACCGAGGAACTGCGACTGATACTGCCAGGCTTGAGTCCCGGAGAGGGTGGCGGAATTCCCAGTGTAGCGGTGAAATGCGTAGATATTGGGAGGAACACCGGTGGCGAAGGCGGCCACCTGGACGGGTACTGACGCTGAGGCGCGAAAGCTAGGGGAGCAAACAGG		Bacteria		Acidobacteriota		Acidobacteriae		Acidobacteriales		Acidobacteriaceae						Target				2		-		0.10		0.11

		IM-NT64R4		TACGGAGGGGGCTAGCGTTGTTCGGAATTATTGGGCGTAAAGGGCGCGTAGGCGGCCTGGTAAGTCAGTTGTGAAAGCCCTCGGCTCAACCGAGGAATTGCGACTGATACTGCCGGGCTTGAGTCCCGGAGAGGGTAGCGGAATTCCCAGTGTAGCGGTGAAATGCGTAGATATTGGGAGGAACATCGGTGGCGAAGGCGGCTACCTGGACGGGTACTGACGCTGAGGCGCGAAAGCTAGGGGAGCAAACAGG		Bacteria		Acidobacteriota		Acidobacteriae		Acidobacteriales		Acidobacteriaceae						Target				3		0.10		0.16		0.11

		IM-932PG4		TACGTAGGCTCCAAGCGTTGTTCGGAATTACTGGGCGTAAAGCGAGTGTAGGCGGTCCGCCAAGTCAGTTGTGAAATCTCCCGGCTCAACCGGGAGGGTGCGACTGAAACTGGCGGACTTGAGTCCGGGAGAGGAGAGTGGAATTCCTGGTGTAGCGGTGAAATGCGTAGATATCAGGAGGAACATCGGTGGTGAAGACGGCTCTCTGGACCGGTACTGACGCTGAGACTCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Acidobacteriota		Acidobacteriae		Acidobacteriales		Acidobacteriaceae						Target				2		-		0.10		0.05

		IM-928UF2		TACGGAGGGGGCGAGCGTTATTCGGAATTATTGGGCGTAAAGGGCACGTAGGCGGCCTGGTAGGTCAAAGGTGAAATCCCTCAGCTCAACTGAGGAACTGCCTTTGAAACCACCCGGCTCGAGGCTGGGATGGGGTAGCGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCTACCTGGACCAGTTCTGACGCTCAAGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Acidobacteriota		Acidobacteriae		Acidobacteriales		Acidobacteriaceae						Target				1		-		-		0.05

		IM-48TY0W		CACGGGGGGGGCAAGCGTTATTCGGAATTATTGGGCGTAAAGAGCGCGTAGGCGGCTTGGCAAGTCAAAGGTGAAATCCCTCGGCTCAACCGAGGAACTGCCTTTGAAACTGCTTCGCTAGAGGCTGGGAGGGGGTAGTGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACACCGGTGGCGAAGGCGGCTACCTGGACCAGTTCTGACGCTGAGGCGCGAAAGCGTGGGTAGCAAACAGG		Bacteria		Acidobacteriota		Acidobacteriae		Acidobacteriales		Acidobacteriaceae						Target				2		-		0.05		0.07

		IM-13PZ3B		TACGGAGGGGGCGAGCGTTGTTCGGAATTATTGGGCGTAAAGGGCGCGTAGGCGGCTGTGCAAGTCAGAGGTGAAATCCCTCGGCTCAACCGAGGAACTGCCTCTGATACTGCACAGCTTGAGTCCCGGAGAGGGTGGCGGAATTCCCAGTGTAGCGGTGAAATGCGTAGATATTGGGAGGAACACCAGTGGCGAAGGCGGCCACCTGGACGGGTACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Acidobacteriota		Acidobacteriae		Acidobacteriales		Acidobacteriaceae						Target				3		0.04		0.05		0.04

		IM-H901WH		AACGGAGGGGGCAAGCGTTATTCGGATTTACTGGGCGTAAAGGGCGCGTAGGCGGCATGGCAAGTCGAAGGTGAAATCCCTCGGCCCAACCGAGGAACTGCCTTCGAAACTGCCATGCTAGAGGCTGGGAGGGGGCAGTGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCTGCCTGGACCAGTTCTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Acidobacteriota		Acidobacteriae		Acidobacteriales		Acidobacteriaceae						Target				3		0.11		0.18		0.14

		IM-942LYB		CACGGGGGGGGCGAGCGTTATTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGCCTGACAAGTCAAAGGTGAAAGCCCTCGGCTCAACCGAGGAACTGCCTTTGAAACTGTTTGGCTTGAGGCTGGGAGGGGGTAGTGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACACCGGTGGCGAAGGCGGCTGCCTGGACCAGTTCTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Acidobacteriota		Acidobacteriae		Acidobacteriales		Acidobacteriaceae						Target				1		0.05		-		-

		IM-50YE1P		TACGGAGGGGGCTAGCGTTATTCGGAATTACTGGGCGTAAAGGGCGTGTAGGCGGCTTGATAGGTCAAAGGTGAAATCCCTCGGCTCAACCGAGGAACTGCCTTTGAAACCATCTGGCTCGAGGCTGGGAGGGGGTAGCGGAATTCCTGGTGTAGCGGTGAAATGCGTAGATATCAGGAGGAACACCAGTGGCGAAGGCGGCTACCTGGACCAGTTCTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Acidobacteriota		Acidobacteriae		Acidobacteriales		Acidobacteriaceae						Target				3		0.05		0.10		0.19

		IM-8O05VF		TACGGGGGGGGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGTGCGTAGGCGGCCTAGGCAGTCTGAGGTGAAAGTCCCCGGCTCAACCGGGGGAGGACCTCAGAAACCCGTAGGCTAGAGAGCTGGAGAGGGAAGCGGAATTCCCGGTGGAGCGGTGAAATGCGTAGATATCGGGAGGAACATCGGAGGCGAAGGCGGCTTCCTGGACAGCATCTGACGCTGAGGCACGAAAGCTAGGGGAGCGAACGGG		Bacteria		Acidobacteriota		Acidobacteriae		Acidobacteriales		Acidobacteriaceae						Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		3		0.10		0.07		0.07

		IM-U224N6		AACGGGGGGGGCAAGCGTTATTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGCGTGGTATGTCGAAGGTGAAATCCCTCGGCCCAACCGAGGAACTGCCTTCGAAACTGCCGCGCTAGAGGCTGGGAGGGGGCAGTGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCTGCCTGGACCAGTTCTGACGCTGATGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Acidobacteriota		Acidobacteriae		Acidobacteriales		Acidobacteriaceae						Target				3		0.28		0.68		1.00

		IM-1G5T7W		TACGGAGGGGGCAAGCGTTATTCGGAATTATTGGGCGTAAAGGGCGAGTAGGCGGCCTGGAAAGTCAAAGGTGAAATCCCTCGGCTCAACCGAGGAACTGCCTTTGAGACTGTTAGGCTAGAGTCTGGGAGGGGGTAGCGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCTACCTGGACCAGTACTGACGCTGAATCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Acidobacteriota		Acidobacteriae		Acidobacteriales		Acidobacteriaceae						Target				1		-		-		0.04

		IM-8QN7CP		TACGGGGGGGGCTAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGCTGAAGAAGTTCTGGGTGAAAGCCCCCGGCTCAACCGGGGAAGTGCCTGGAAAACCATTCAGCTGGAGTGCTGGAGAGGCAAGCGGAATTCCTGGTGTAGCGGTGAAATGCGTAGATATCAGGAGGAACACCCGAGGCGAAGGCGGCTTGCTGGACAGACACTGACGCTGAGGCGCGAAAGCCAGGGGAGCAAACGGG		Bacteria		Acidobacteriota		Acidobacteriae		Acidobacteriales		Acidobacteriaceae						Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		0.09		-		-

		IM-86K8M3		TACGGAGGGGGCGAGCGTTATTCGGAATTACTGGGCGTAAAGGGCGTCTAGGCGGCTTGACAAGTCGTAGGTGAAATCCCTCGGCTCAACCGAGGAACTGCCTCCGAAACTGTCAAGCTAGAGTCTGGGAGAGGGCAGCGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCTGCCTGGACCAGTACTGACGCTGAAGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Acidobacteriota		Acidobacteriae		Acidobacteriales		Acidobacteriaceae						Target				2		-		0.08		0.08

		IM-S6W999		TACGGAGGGGGCTAGCGTTGTTCGGAATTATTGGGCGTAAAGGGCGCGTAGGCGGTCAAGCAAGTTGGTGGTGAAATCCCTCGGCTCAACCGAGGAACTGCCCCCAAAACTGCTCGACTTGAGTCCCGGAGAGGGTGACGGAATTCCCAGTGTAGCGGTGAAATGCGTAGATATTGGGAGGAACATCAGTGGCGAAGGCGGTCACCTGGACGGGTACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Acidobacteriota		Acidobacteriae		Acidobacteriales		Acidobacteriaceae						Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		-		-		0.05

		IM-22XYQ8		TACGGAGGGGGCAAGCGTTGTTCGGAATTATTGGGCGTAAAGGGCACGCAGGCGGCTAGGCAAGTTGGTGGTGAAAGCCCTCGGCTCAACCGAGGAATTGCCCCCAAAACTGCTTGGCTTGAGTCCCGGAGAGGGTGACGGAATTCCCAGTGTAGCGGTGAAATGCGTAGATACTGGGAGGAACACCAGTGGCGAAGGCGGTCACCTGGACGGGTACTGACGCTCATGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Acidobacteriota		Acidobacteriae		Acidobacteriales		Acidobacteriaceae						Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		-		0.05		-

		IM-39V8CG		GACAGAGGTGGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGCAGGCGGTTCGTCAAGTCCCGTGTGAAATCCCCCGGCTCAACTGGGGAACTGCGCGGGAAACTAGCGGGCTTGAGTTCGGGAGAGGAAAGCGGAATTCCGGGTGTAGCGGTGAAATGCGCAGATATCCGGAGGAACACCAGTGGCGAAGGCGGCTTTCTGGACCGACACTGACGCTGAGGCGCGAAAGCTAGGGGAGCGAACGGG		Bacteria		Acidobacteriota		Acidobacteriae		Acidobacteriales								Target				3		0.07		0.10		0.14

		IM-W80DNX		TACAGAGGGGGCGAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGCCGACTAAGTCAGACGTGAAATCCCCAGGCTTAACCTGGGAACTGCGTCTGATACTGGCCGGCTTGAGTTCGGGAGAGGGAAGTGGAATTCCAGGTGTAGCGGTGAAATGCGTAGATATCTGGAGGAACACCGGTGGCGAAGGCGGCTTCCTGGACCGACACTGACGCTGAGGCGCGAAAGCCAGGGGAGCAAACGGG		Bacteria		Acidobacteriota		Acidobacteriae		Acidobacteriales								Target				1		0.04		-		-

		IM-4K92M8		TACGGAGGGGGCGAGCGTTATTCGGAATTATTGGGCGTAAAGGGCAGGTAGGCGGCTTCGTGTGTCTTCTGTGAAAGCCCTCGGCTCAACCGGGGAATTGCAGGGGAAACTGCGGAGCTTGAGTCCGGGAGAGGCTAGTGGAATTCCCAGTGTAGCGGTGAAATGCGTAGATATTGGGAGGAACACCAGTGGCGAAGGCGACTAGCTGGACCGGTACTGACGCTGAGCTGCGAAAGCCAGGGGAGCAAACGGG		Bacteria		Acidobacteriota		Acidobacteriae										Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		3		0.08		0.05		0.04

		IM-YF25H5		TACGGAGGGGGCAAGCGTTGTTCGGAATTATTGGGCGTAAAGGGCACGTAGGCGGTCAGGCAAGTTGGTGGTGAAAGCCCTCGGCTCAACCGAGGAATTGCCCCCAAAACTGCCTGACTTGAGTCCCGGAGAGGGTGGCGGAATTCCCAGTGTAGCGGTGAAATGCGTAGATATTGGGAGGAACACCAGTGGCGAAGGCGGTCACCTGGACGGGTACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Acidobacteriota		Acidobacteriae										Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		3		0.13		0.15		0.17

		IM-P14VB4		TACGGAGGGGGCAAGCGTTATTCGGATTTACTGGGCGTAAAGCGCACGTAGGTGGCATGGTAAGTCAAAGGTGAAAGCCCTCGGCTCAACCGAGGAACTGCCTTTGAAACTGCCTTGCTTGAGTCCGGGAGGGGGGAGCGGAATTCCCAGTGTAGCGGTGAAATGCGTAGATACTGGGAGGAACACCGGTGGCGAAGGCGGCTCCCTGGACCGGTACTGACACTGAGGTGCGAAAGCGTGGGTAGCAAACAGG		Bacteria		Acidobacteriota												Target				1		-		-		0.08

		IM-H02IU5		TACGGGGGGGGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCGCGCAGGCGGCCCGGCAAGTCCTACGTGAAATCCCACAGCTCAACTGTGGAACTGCGTGGGATACTGCCAGGCTTGAGTCCGGGAGAGGAGAGTGGAATTCCCAGTGTAGCGGTGAAATGCGTAGATATTGGGAGGAACACCGGTGGCGAAGGCGGCTCTCTGGACCGGTACTGACGCTGAGGCGCGAAAGCTAGGGGAGCAAACGGG		Bacteria		Acidobacteriota												Target				1		0.06		-		-

		IM-H6T07B		TACGGAGGGGGCAAGCGTTGTTCGGATTTACTGGGCGTAAAGGGCTCGTAGGCGGCCATTTAAGTCGGTTGTGAAATCCCCCGGCTCAACCGGGGAACTGCGACCGATACTGGGTGGCTTGAAGCCGGGAGAGGGATGCGGAATTCCAGGTGTAGCGGTGAAATGCGTAGATATCTGGAGGAACACCCGTGGCGAAGGCGGCATCCTGGACCGGTCTTGACGCTGAGGAGCGAAAGCTAGGGTAGCAAACGGG		Bacteria		Acidobacteriota												Target				3		0.18		0.22		0.18

		IM-660JV1		TACGGGGGGGGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCTCGTAGGCGGCTAGCCAAGTCGGACGTGAAATCCCCAGGCTCAACCTGGGAACTGCGTCCGATACTGGTTGGCTTGAAGCCGGGAGAGGGATGCGGAATTCCAGGTGTAGCGGTGAAATGCGTAGATATCTGGAGGAACACCGGTGGCGAAGGCGGCATCCTGGACCGGTCTTGACGCTGAGGAGCGAAAGCTAGGGGAGCAAACGGG		Bacteria		Acidobacteriota												Target				2		0.18		-		0.06

		IM-MFJC94		TACAGAGGGGGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGCCTGCTAAGTCGAACGTGAAATCCCCGGGCTTAACCCGGGAACTGCGTCCGATACTGGCAGGCTTGAATCCGGGAGAGGGATGTGGAATTCCAGGTGTAGCGGTGAAATGCGTAGATATCTGGAGGAACACCAGTGGCGAAGGCGGCATCCTGGACCGGTATTGACGCTGAGGCGCGAAAGCCAGGGTAGCAAACGGG		Bacteria		Acidobacteriota												Target				3		0.06		0.09		0.05

		IM-9O89GN		TACGGGGGGGGCAAGCGTTGTTCGGATTTACTGGGCGTAAAGGGCTCGTAGGCGGCCACTTAAGTCGGTTGTGAAATCCCTCGGCTCAACCGGGGAACTGCGACCGATACTGAATGGCTTGAAGCCGGGAGAGGGATGCGGAATTCCAGGTGTAGCGGTGAAATGCGTAGATATCTGGAGGAACACCGGTGGCGAAGGCGGCATCCTGGACCGGTCTTGACGCTGAGGAGCGAAAGCTAGGGGAGCGAACGGG		Bacteria		Acidobacteriota												Target				3		0.46		0.32		0.27

		IM-86AVJP		TACGGGGGGGGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGTTCGTAGGTGGCCTGTTAAGTCAGACGTGAAATCCCCCGGCTCAACTGGGGAACTGCGTCTGAAACTGGTGGGCTTGAGTGCAGGAGAGGAACGCGGAATTCCAGGTGTAGCGGTGAAATGCGTAGATATCTGGAGGAACACCGGTGGCGAAGGCGGCGTTCTGGACTGCTACTGACACTGAGGAACGAAAGCCAGGGGAGCAAACGGG		Bacteria		Acidobacteriota												Target				2		-		0.04		0.07

		IM-4591PG		TACGGGGGGGGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGCATCGGAAGTCATGGGTGAAAGCCCCAGGCTCAACCTGGGAATGGCCTGTGAAACCACGGTGCTGGAGTGCTGGAGAGGGAAGCGGAATTCCCAGTGTAGCGGTGAAATGCGTAGATATTGGGAGGAACATCTGTGGCGAAGGCGGCTTCCTGGACAGACACTGACGCTGAGGCGCGAAAGCTAGGGGAGCAAACGGG		Bacteria		Acidobacteriota												Target				1		-		0.04		-

		IM-3Q9DN4		TACGGGGGGGGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCTCGTAGGCGGCCAGCTAAGTCAGACGTGAAATCCCTCGGCTCAACCGAGGAACTGCGTCTGATACTGACTGGCTTGAATCCGGGAGAGGGATGCGGAATTCCAGGTGTAGCGGTGAAATGCGTAGATATCTGGAGGAACACCGGTGGCGAAGGCGGCATCCTGGACCGGTATTGACGCTGAGGAGCGAAAGCCAGGGGAGCAAACGGG		Bacteria		Acidobacteriota												Target				3		0.06		0.07		0.07

		IM-VC177J		TACGGGGGGGGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGCCTTTTAAGTCCCTCGTGAAATCCCACGGCTCAACCGTGGAATTGCGGGGGAAACTAGAAGGCTTGAGTCCGGGAGAGGTGAGTGGAATTCCCAGTGTAGCGGTGAAATGCGTAGATATTGGGAGGAACACCGGTGGCGAAGGCGGCTCACTGGACCGGAACTGACGCTGAGGCGCGAAAGCCAGGGGAGCGAACGGG		Bacteria		Acidobacteriota												Target				1		0.19		-		-

		IM-LL8AX5		TACAGAGGGGGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGCCTGTTAAGTCGAACGTGAAATCCCCGAGCTCAACTCGGGAACTGCGCTCGATACTGGCAGGCTTGAATCCGGGAGAGGGATGCGGAATTCCAGGTGTAGCGGTGAAATGCGTAGATATCTGGAGGAACATCGGTGGCGAAGGCGGCATCCTGGATCGGTATTGACGCTGAGGCGCGAAAGCTAGGGTAGCAAACGGG		Bacteria		Acidobacteriota												Target				1		-		0.04		-

		IM-601GCO		TACGGGGGGGGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGCAGGCGGTTTCGTCAGTCATGGGTGAAAGCCCCGGGCTCAACCCGGGAATGGCCTGTGAAACCACGGAACTGGAGTGCTGGAGAGGGAAGCGGAATTCCCAGTGTAGCGGTGAAATGCGTAGATATTGGGAGGAACATCGGTGGCGAAGGCGGCTTCCTGGACAGACACTGACGCTGAGGCGCGAAAGCCAGGGGAGCGAACGGG		Bacteria		Acidobacteriota												Target				2		-		0.06		0.10

		IM-9GSJ35		TACGGGGGGGGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGTTTCGGAAGTCATGGGTGAAAGTCCTCGGCTCAACCGAGGGATTGCCTGTGAAACCACGGGACTGGAGTGCTGGAGAGGGAAGCGGAATTCCCAGTGTAGCGGTGAAATGCGTAGATATTGGGAGGAACACCTGTGGCGAAGGCGGCTTCCTGGACAGACACTGACGCTGAGGCGCGAAAGCCAGGGGAGCAAACGGG		Bacteria		Acidobacteriota												Target				2		-		0.17		0.21

		IM-4U426V		TACGTAGGGAGCAAGCGTTGTTCGGATTTACTGGGCGTAAAGGGTGCGTAGGCGGCGTGACAAGTCACTTGTGAAATCTCCGGGCTTAACTCGGAGCTGCCAAGTGAAACTGTTGTGCTAGAGTGCAGAAAGGGTAACTGGAATTCTTGGTGTAGCGGTGAAATGCGTAGATATCAAGAGGAACACCTGAGGCGAAGGCGAGTTACTAGGCTGACACTGACGCTGAGGTACGAAAGCTAGGGGAGCGAACGGG		Bacteria		Acidobacteriota												Target				1		0.31		-		-

		IM-4L46CL		TACGGGGGGGGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGTTCGTAGGTGGCCTATCAAGTCAGACGTGAAATCCCTCGGCTCAACCGAGGAACTGCGTCTGAAACTGATGGGCTTGAGTGCAGGAGAGGAACGCGGAATTCCAGGTGTAGCGGTGAAATGCGTAGATATCTGGAGGAACACCGGTGGCGAAGGCGGCGTTCTGGACTGCTACTGACACTGAGGAACGAAAGCTAGGGGAGCGAACGGG		Bacteria		Acidobacteriota												Target				2		-		0.10		0.08

		IM-7BS8L6		TACGTAGGGGGCAAGCGTTGTTCGGATTTACTGGGCGTAAAGGGCGCGTAGGCGGCGTGACAAGTCACTTGTGAAATCTCCAGGCTTAACCTGGAACGGCCAAGTGATACTGTCGTGCTAGAGTACAGAAAGGGCAATCGGAATTCTCGGTGTAGCGGTGAAATGCGTAGATATCGAGAGGAACACCTGAGGCGAAGGCGGGTTGCTAGGCTGATACTGACGCTGAGGCGCGAAAGCTAGGGGAGCGAACGGG		Bacteria		Acidobacteriota												Target				3		0.21		0.06		0.05

		IM-C145M7		TACGTAGGGGGCAAGCGTTGTTCGGATTTACTGGGCGTAAAGGGTGCGTAGGCGGCGTGACAAGTCACTTGTGAAATCTCCGGGCTTAACTCGGAACAGCCAAGTGAAACTGTTGTGCTAGAGTGCAGGAAGGGCAACTGGAATTCTTGGTGTAGCGGTGAAATGCGTAGATATCAAGAGGAACACCTGAGGCGAAGGCGAGTTGCTAGACTGACACTGACGCTGAGGCACGAAAGCTAGGGGAGCGAACGGG		Bacteria		Acidobacteriota												Target				3		0.12		0.22		0.14

		IM-48HJ74		TACGGGGGGGGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGCACAGGAAGTCATGGGTGAAATCCCTCGGCTTAACCGGGGAATGGCCTGTGAAACCACTGTGCTAGAGTGCTGGAGAGGAAAGTGGAATTCCTAGTGTAGCGGTGAAATGCGTAGATATTAGGAGGAACACCTGAGGCGAAGGCGGCTTTCTGGACAGACACTGACGCTGAGGCGCGAAAGCCAGGGGAGCAAACGGG		Bacteria		Acidobacteriota												Target				2		-		0.07		0.11

		IM-3TJ48M		CACGTAGGGACCAAGCGTTGTCCGGATTTATTGGGCGTAAAGAGCTCGTAGGCGGTTTCGTAAGTCGGATGTGAAAACTCAGGGCTCAACCCTGAGACGCCATCTGATACTGCGATGACTGGAGTCCGGTAGGGGAGCATGGAATTCCTGGTGTAGCGGTGGAATGCGCAGATATCAGGAGGAACACCAATGGCGAAGGCAGTGCTCTGGGCCGGTACTGACGCTGAGGAGCGAAAGCATGGGGAGCAAACAGG		Bacteria		Actinobacteriota		Acidimicrobiia		Acidimicrobiales								Target				3		0.16		0.28		0.26

		IM-V259UM		CACGTAGGGACCAAGCGTTGTCCGGATTTATTGGGCGTAAAGGGCTTGTAGGCGGTTCCGTAAGTCGGATGTGAAAACTCAGGGCTCAACCCTGAGACGCCATCCGATACTGCGGTGACTAGAGTCCGGTAGAGGAGCATGGAATTCCTGGTGTAGCGGTGGAATGCGCAGATATCAGGAGGAACACCAACGGCGAAGGCAGTGCTCTGGGCCGGAACTGACGCTGATGAGCGAAAGCATGGGGAGCAAACAGG		Bacteria		Actinobacteriota		Acidimicrobiia		Acidimicrobiales								Target				3		0.05		0.11		0.08

		IM-4X857L		TACGTAGGGGGCGAGCGTTGTCCGGAATCATTGGGCGTAAAGCGCGTGTAGGCGGCCCGTTAAGTCGGATGTGAAAGCCCGGGGCTCAACTCCGGAAATGCATCCGATACTGGCGGGCTTGAGGCAGGTAGAGGAGAGTGGAATTCCCGGTGTAGCGGTGGAATGCGCAGATATCGGGAGGAACACCAGTTGCGAAGGCGGCTCTCTGGGCCTGTCCTGACGCTGAGACGCGAAAGCATGGGGAGCGAACAGG		Bacteria		Actinobacteriota		Actinomycetia		Nitriliruptorales		Nitriliruptoraceae						Target				1		0.14		-		-

		IM-19SEK8		TACGTAGGGGCCAAGCGTTATCCGGATTTATTGGGCGTAAAGAGCTCGTAGGCGGCTTGGCAAGTCGGTGGTGAAATTCCGAGGCTCAACCTCGGAACTGCCATCGAAACTGTCATGGCTAGGGTTCGGTAGAGGAGAGTGGAATTCTCGGTGTAGCGGTGGAATGCGCAGATATCGAGAGGAACACCAGTAGCGAAGGCGGCTCTCTGGGCCGATACCGACGCTGAGGAGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Actinobacteriota		Actinomycetia										Target				3		0.92		0.49		0.36

		IM-J774XP		CACGTGGGGGGCAAGCGTTGTCCGGATTTATTGGGCGTAAAGGGCTCGTAGGCGGCTTGACAAGTCGGGCGTGAAAACCCGGGGCTTAACCCCGGGACGCCGTTCGAAACTGTCATGGCTAGTTTCCGGTAGAGGTGAGTGGAATTCTCGGTGTAGCGGTGAAATGCGCAGATATCGAGAGGAACACCAGTAGCGAAGGCGGCTCACTGGGCCGGTAAAGACGCTGAGGAGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Actinobacteriota		Actinomycetia										Target				3		0.46		0.74		0.61

		IM-BWZN25		TACGTAGGGGCCAAGCGTTATCCGGAATCATTGGGCGTAAAGGGCTCGTAGGCGGCTTGGTAAGTCGGTCGTGAAATACCGAGGCTCAACCTCGGAAGGCCGGTCGAAACTGCCATGGCTAGGGTTCGGTAGAGGAGAGTGGAATTCTCGGTGTAGCGGTGAAATGCGCAGATATCGAGAGGAACACCAGTAGCGAAGGCGGCTCTCTGGGCCGATACCGACGCTGAGGAGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Actinobacteriota		Actinomycetia										Target				3		0.06		0.10		0.09

		IM-L6MX83		TACGTAGGGGGCAAGCGTTGTCCGGATTTATTGGGCGTAAAGGGCTCGTAGGCGGCTCAACAAGTCGGCCGTGAAAACCCAGGGCTCAACCCTGGGACGCCGGTCGATACTGTTGTGGCTTGGGTCCGGTAGAGGAGAATGGAATTCCCGGTGTAGCGGTGAAATGCGCAGATATCGGGAGGAACACCAGTAGCGAAGGCGGTTCTCTGGGCCGGTACCGACGCTGAGGAGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Actinobacteriota		Actinomycetia										Target				3		0.08		0.47		0.61

		IM-2Y068U		TACGTAGGGGGCGAGCGTTGTCCGGATTTATTGGGCGTAAAGGGCTCGTAGGCGGTTTGACAAGTCGGTCGTGAAAACCCGGGGCTCAACCCCGGGACGCCGGTCGAAACTGTCATGACTAGGGTCCGGTAGAGGTGAGTGGAATTCTCGGTGTAGCGGTGAAATGCGCAGATATCGAGAGGAACCCCAGTTGCGAAGGCGGCTCACTGGGCCGGTACCGACGCTGAGGAGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Actinobacteriota		Actinomycetia										Target				3		0.27		0.27		0.16

		IM-GR22H6		TACGTAGGGGCCAAGCGTTGTCCGGATTTATTGGGCGTAAAGGGCTCGTAGGCGGTTTAGTAAGTCAATCGTGAAATGTCGGGGCTCAACCCCGAGACTGCGGTCGAAACTGCTATGACTAGGGTCCGGTAGAGGTGAGTGGAATTCTCGGTGTAGCGGTGAAATGCGCAGATATCGAGAGGAACACCAGTAGCGAAGGCGGCTCACTGGGCCGGTACCGACGCTGAGGAGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Actinobacteriota		Actinomycetia										Target				3		0.06		0.17		0.16

		IM-9W2TP3		TACGGGGGGAGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGCCGAGTAAGTCGCGTGTGAAATGCCGGGGCTCAACCCCGTGCACTGCATGCGATACTGCTTGGCTCGAGAGAGGTAGGGGCGAGCGGAATTCCCGGTGTAGCGGTGGAATGCGTAGATATCGGGAAGAACACCAGTGGCGAAGGCGGCTCGCTGGACCTCTTCTGACGCTGAAGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Actinobacteriota		Actinomycetia										Target				3		0.10		0.10		0.07

		IM-2SB714		CACGTAGGGGGCGAGCGTTGTCCGGATTTATTGGGCGTAAAGGGCTCGTAGGTGGCTTGACAAGTCGGTCGTGAAAACCCGGGGCTCAACCCCGGGACGCCGGTCGAAACTGTCATGGCTAGGGTCCGGTAGAGGTGAGTGGAATTCTCGGTGTAGCGGTGAAATGCGCAGATATCGAGAGGAACACCAGCAGCGAAGGCGGCTCACTGGGCCGGTACCGACACTGAGGAGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Actinobacteriota		Actinomycetia										Target				3		0.05		0.21		0.26

		IM-74U16U		TACGTAGGGTGCAAGCGTTATCCGGAATCATTGGGCGTAAAGAGCTCGTAGGCGGTTCAGCAAGTCGGCTGTGAAAGTTCAAGGCTCAACCTTGAAAATGCAGTCGATACTGCTGTGACTAGAGTCTGGTAGAGGAGAATGGAATTCCCGGTGTAGCGGTGGAATGCGCAGATATCGGGAGGAACACCAGTAGCGAAGGCGGTTCTCTGGGCCTCGACTGACGCTGAGGAGCGAAAGCATGGGTAGCAAACAGG		Bacteria		Actinobacteriota		Actinomycetia										Target				1		0.16		-		-

		IM-RBL04H		TACGTAGGGGGCAAGCGTTGTCCGGATTCATTGGGCGTAAAGAGCTCGTAGGCGGCTTGGCAAGTCGGTCGTGAAATACCGAGGCTCAACCTCGGAACTGCGATCGAAACTGCCATGGCTAGGGTCCGGTAGAGGAGAGTGGAATTCTCGGTGTAGCGGTGAAATGCGCAGATATCGAGAGGAACACCAGTAGCGAAGGCGGCTCTCTGGGCCGGTACCGACGCTGAGGAGCGAAAGCGTGGGGAGCGAACAGG		Bacteria		Actinobacteriota		Actinomycetia										Target				3		0.05		0.18		0.17

		IM-3TO64O		TACGGAGGGAGCTAGCGTTGTTCGGAATCACTGGGCGTAAAGGGCGCGTAGGCGGTCGGGTAAGTCGGGTGTGAAATTCCGGGGCTCAACCCCGCGAACTGCATCCGATACTGCTCGACTAGAGAGAGGTAGGGGCGAGTGGAATTCCCGGTGTAGCGGTGGAATGCGTAGATATCGGGAAGAACACCGGTGGCGAAGGCGGCTCGCTGGGCCTTTTCTGACGCTGAAGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Actinobacteriota		Actinomycetia										Target				2		-		0.08		0.15

		IM-5D0J5E		TACGTAGGGGGCGAGCGTTGTCCGGATTTATTGGGCGTAAAGGGCTCGTAGGCGGTTCAGTAAGTCGGCTGTGAAAGTCCGGGGCTCAACCCCGGAAATGCAGTCGATACTGCTGTGACTAGAATCAGGTAGAGGAGAATGGAATTCCCGGTGTAGCGGTGGAATGCGCAGATATCGGGAGGAACACCAGTAGCGAAGGCGGTTCTCTGGGCCTGTATTGACGCTGAGGAGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Actinobacteriota		Actinomycetia										Target				3		0.33		0.33		0.33

		IM-7PJ17B		TACGTAGGGGCCAAGCGTTGTCCGGATTTATTGGGCGTAAAGGGCTCGTAGGCGGTTTCGTAAGTCGATCGTGAAATGTTGGGGCTCAACCCCAAGACTGCGGTCGAAACTGCGATGACTAGTGTCCGGTAGAGGTGAGTGGAATTCTCGGTGTAGCGGTGAAATGCGCAGATATCGAGAGGAACACCATTAGCGAAGGCGGCTCACTGGGCCGGTACAGACGCTGAGGAGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Actinobacteriota		Actinomycetia										Target				3		0.23		0.22		0.11

		IM-9R1OO7		CACGTAGGGGGCAAGCGTTGTCCGGATTTATTGGGCGTAAAGAGCTCGTAGGCAGTTCAGTCAGTCAGGTGTGAAAACCCAAGGCTCAACCTAGGGACGCCACTTGATACTGCTGTGACTAGAGTCCGGTAGAGGAGTGTGGAATTTCTGGTGTAGCGGTGAAATGCGCAGATATCAGAAGGAACACCAACGGCGAAGGCAGCACTCTGGGCCGGTACTGACGCTGAGGAGCGAAAGCATGGGGAGCGAACAGG		Bacteria		Actinobacteriota		Actinomycetia										Target				2		-		0.08		0.06

		IM-8HIY32		TACGGAGGGAGCGAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGCCTTGTAAGTCGGGTGTGAAATGCCGGGGCTCAACTCCGTGCACTGCACCCGATACTGCTTGGCTAGAGAAAGGTAGAGGCGAGCGGAATTCCCGGTGTAGCGGTGGAATGCGTAGATATCGGGAAGAACATCTGCGGCGAAGGCGGCTCGCTGGGCCTTTTCTGACGCTGAAGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Actinobacteriota		Actinomycetia										Target				3		0.16		0.07		0.06

		IM-TI682U		TACATAGGGGCCAAACGTTGTCCGGATTTATTGGGCGTAAAGGGCTCGTAGGCGGCTTGGAAAGTCAATCGTGAAAACCCGGGGCTCAACCCCGGGACGCCGGTCGAAACTTCCATAGCTAGGGTCCGGTAGAGGTGAGTGGAATTCTCGGTGTAGCGGTGAAATGCGCAGATATCGAGAGGAACACCAGTAGCGAAGGCGGCTCACTGGGCCGGTACCGACGCTGAGGAGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Actinobacteriota		Actinomycetia										Target				2		-		0.06		0.06

		IM-7E42OU		TACGTAGGGACCGAGCGTTATCCGGATTCATTGGGCGTAAAGAGCTCGTAGGCGGCTTAGTCAGTCGGCCGTGAAAACCCGGGGCTCAACCCCGGGACGCCGGTCGATACTGCTATGGCTAGGGTTCGGTAGAGGAGAGTGGAATTCTCGGTGTAGCGGTGAAATGCGCAGATATCGAGAGGAACACCAGTAGCGAAGGCGGCTCTCTGGGCCGACACCGACGCTGAGGAGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Actinobacteriota		Actinomycetia										Target				1		0.06		-		-

		IM-18GW2R		TACGGGGGGAGCAAGCGTTGTTCGGAATCACTGGGCGTAAAGGGCGCGTAGGCGGCCGAGTAAGTCGCGTGTGAAAGGCCGGGGCTCAACCCCGTGTACTGCATGCGATACTGCACGGCTTGAGAAAGGTAGAGGTGAGCGGAATTCCCGGTGTAGCGGTGGAATGCGTAGATATCGGGAAGAACACCAGTGGCGAAGGCGGCTCGCTGGGCCTTTTCTGACGCTGAAGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Actinobacteriota		Actinomycetia										Target				3		0.05		0.16		0.19

		IM-QU5NC7		TACGGAGGGTGCAAGCGTTGTCCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTTGTCTAAGTCATTTGTGAAATCCCGGGGCTCAACTCCGGGGCTGCAGGTGATACTAGACAGCTAGAGCTCGGTAGAGGCGAGTGGAATTCCCGGTGTAGCGGTGGAATGCGTAGATATCGGGAAGAACACCAGTGGCGAAGGCGACTCGCTGGGCCGTAGCTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Actinobacteriota		Actinomycetia										Target				2		-		0.14		0.27

		IM-P0O2LE		TACTGGGGGAGCGAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGCTGGGTCAGTCGCGTGTGAAAGGCCGGGGCTCAACCCCGAGCATTGCACGTGATACTGCCTGGCTCGAGAGAGGTAGGGGCGAGCGGAATTCCCGGTGTAGCGGTGGAATGCGTAGATATCGGGAAGAACACCTGTGGCGAAGGCGGCTCGCTGGACCTTTTCTGACGCTGAAGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Actinobacteriota		Actinomycetia										Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		2		-		0.12		0.14

		IM-ET71F0		TACGGGGGGAGCTAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGCCGAGTCAGTCGCGTGTGAAAGGCCGGGGCTCAACCCCGAGCACTGCACGTGATACTGCCCGGCTAGAGAAAGGTAGAGGCGAGCGGAATTCCCGGTGTAGCGGTGGAATGCGTAGATATCGGGAAGAACACCTGTGGCGAAGGCGGCTCGCTGGGCCTTGTCTGACGCTGAAGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Actinobacteriota		Actinomycetia										Target				2		-		0.11		0.12

		IM-7B2MIF		CACGTAGGGGGCAAGCGTTGTCCGGAATTATTGGGCGTAAAGGGCTCGTAGGCGGCTCAGCAAGTCAATCGTGAAAACCCGAGGCTCAACCTCGGGACGCCGGTTGATACTGCTGTGGCTAGGGTTCGGTAGAGGAGAATGGAATTCCCGGTGTAGCGGTGAAATGCGCAGATATCGGGAGGAACACCAGTAGCGAAGGCGGTTCTCTGGGCCGACACCGACGCTGAGGAGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Actinobacteriota		Actinomycetia										Target				3		0.05		0.14		0.11

		IM-5M1W3H		TACGTAGGGTGCAAGCATTGTCCGGATTTATTGGGCGTAAAGAGCTCGTAGGCGGCTCAGCAAGTCGACCGTGAAAACCTGAGGCTCAACCTCAGGACGCCGGTCGATACTGCTGTGGCTAGAGTACGGTAGAGGAAAGTGGAATTCCCGGTGTAGCGGTGAAATGCGCAGATATCGGGAGGAACACCAGTAGCGAAGGCGGCTTTCTGGGCCGTTACTGACGCTGAGGAGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Actinobacteriota		Actinomycetia										Target				3		0.12		0.11		0.06

		IM-F7NNH2		TACGGAGGGAGCGAGCGTTGTTCGGAATCACTGGGCGTAAAGGGCGCGTAGGCGGCCGAGTAAGTCGTGTGTGAAAGACCGGGGCTCAACTCCGTGTACTGCATGCGATACTGCTCGGCTGGAGAAAGGTAGAGGCGAGTGGAATTCCCGGTGTAGCGGTGGAATGCGTAGATATCGGGAAGAACACCTGTGGCGAAGGCGGCTCGCTGGGCCTTTTCTGACGCTGAAGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Actinobacteriota		Actinomycetia										Target				2		-		0.08		0.10

		IM-848BVP		GACGGAGGGTGCAAGCGTTGTCCGGAATTACTGGGCGTAAAGCGCGCGTAGGTGGTTGTTTAAGTCACTTGTGAAATTCCGGGGCTCAACTCCGGACCTGCAGGTGAGACTGGACAACTGGAGCTCGGTAGAGGCGAGTGGAATTCCCGGTGTAGCGGTGGAATGCGTAGATATCGGGAAGAACACCAGTGGCGAAGGCGACTCGCTGGGCCGATGCTGACACTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Actinobacteriota		Actinomycetia										Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		3		0.04		0.13		0.13

		IM-S3I7LR		TACGTAGGGACCGAGCGTTATCCGGAATTATTGGGCGTAAAGCGCGTGTAGGCGGTCCGTTAAGTCGGCTGTGAAATCCCAGGGCTCAACCCTGGAACTGCAGTCGATACTGGCGGACTTGAGGTAGGTAGAGGAGAGTGGAATTCCCGGTGTAGCGGTGGAATGCGCAGATATCGGGAGGAACACCAATGGCGAAGGCAGCTCTCTGGGCCTTACCTGACGCTGAGACGCGAAAGCGTGGGTAGCAAACAGG		Bacteria		Actinobacteriota		Actinomycetia										Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		0.08		-		-

		IM-R9X5UP		CACGGAGGGCGCGAGCGTTGTTCGGAATCACTGGGCGTAAAGCGCGCGTAGGCGGTTGGATAAGTCGCTTGTGAAAGCCCGGGGCTCAACTCCGGGACGCCAGGCGATACTGTTCGACTAGAGCACGGTAGAGGCAAGTGGAATTCCCGGTGTAGCGGTGGAATGCGTAGATATCGGGAAGAACACCAGTGGCGAAGGCGGCTTGCTGGGCCGTTGCTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Actinobacteriota		Actinomycetia										Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		3		0.08		0.08		0.12

		IM-550TYU		TACGTAGGGGCCAAGCGTTATCCGGATTTATTGGGCGTAAAGAGCTCGTAGGCGGTTTGGTAAGTCGGTCGTGAAAGTCCGAGGCTCAACCTCGGAATGCCGGTCGATACTGCCATGACTAGGGTTCGGTAGAGGAGAGTGGAATTCTCGGTGTAGCGGTGAAATGCGCAGATATCGAGAGGAACACCAGTAGCGAAGGCGGCTCTCTGGGCCGATACCGACGCTGAGGAGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Actinobacteriota												Target				3		0.40		1.17		1.30

		IM-NUD934		CACGTAGGCACCAAGCGTTGTCCGGATTTATTGGGCGTAAAGAGCTCGTAGGCGGTTCAGTTAGTCGGGTGTGAAAACTCTGGGCTCAACCCAGAGACGCCACCCGATACTGCTGTGACTAGAGTACGGTAGGGGAGTGGGGAATTCCTGGTGTAGCGGTGAAATGCGCAGATATCAGGAGGAACACCAGTGGCGAAGGCGCCACTCTGGGCCGTAACTGACGCTGAGGAGCGAAAGCATGGGTAGCAAACAGG		Bacteria		Actinobacteriota												Target				3		0.82		0.36		0.45

		IM-9N5VW1		CACGTAGGCACCAAGCGTTATCCGGATTTATTGGGCGTAAAGAGCTCGTAGGCGGTTTCGTAAGTCGGGTGTGAAAACTCTGGGCTCAACCCAGAGAGGCCACCCGATACTGCGATGACTAGAGTACGGTAGGGGAGCGGGGAATTCCTGGTGTAGCGGTGAAATGCGCAGATATCAGGAGGAACACCAGCGGCGAAGGCGCCGCTCTGGGCCGTAACTGACGCTGAGGAGCGAAAGCATGGGTAGCAAACAGG		Bacteria		Actinobacteriota												Target				3		0.46		0.14		0.10

		IM-9JNPE9		CACGTAGGGGCCAAACGTTGTCCGGATTTATTGGGCGTAAAGGGCTCGTAGGCGGCTCGACAAGTCAACCGTGAAAACCCGGGGCTCAACCCCGGGACGCCGGTCGAAACTGTCGTGGCTAGTGTCCGGTAGAGGTGAGTGGAATTCTCGGTGTAGCGGTGAAATGCGCAGATATCGAGAGGAACACCAGTAGCGAAGGCGGCTCACTGGGCCGGTACAGACGCTGAGGAGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Actinobacteriota												Target				2		-		0.05		0.05

		IM-P2X8L9		TACGTAGGGACCAAGCGTTGTCCGGAATTATTGGGCGTAAAGAGCTCGTAGGCGGTTCGGTAAGTCGGGTGTGAAAATCCAGGGCTCAACCCTGGGACGCCACCCGATACTGCTGTGACTAGAGTCCGGTAGAGGAGCGTGGAATTCCTGGTGTAGCGGTGAAATGCGCAGATATCAGGAGGAACACCAGCGGCGAAGGCGGCGCTCTGGGCCGGTACTGACGCTGAGGAGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Actinobacteriota												Target				3		0.19		0.13		0.08

		IM-363B3Q		TACGTAGGGTCCGAGCGTTATCCGGAATCATTGGGCGTAAAGAGCTCGTAGGCGGTTCAGCAAGTCGGCTGTGAAAGTCCGAGGCTTAACCTCGGAATTGCAGTCGATACTGCTGTGACTCGAGTCCGGTAGAGGAGAATGGAATTCCCGGTGTAGCGGTGAAATGCGCAGATATCGGGAGGAACACCAGTAGCGAAGGCGGTTCTCTGGGCCGGCACTGACGCTGAGGAGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Actinobacteriota												Target				3		0.14		0.11		0.07

		IM-636OU4		GACGTAGGGGGCGAGCGTTGTCCGGATTTATTGGGCGTAAAGGGCTCCTAGGTTGTTCAGTAAGTCGACTGTGAAAATCCAAGGCTCAACCTTGGGACGCCAGTCGATACTGCTGTGACTCGAGTTCGGTAGAGGAGTGTGGAATTCCTGGTGTAGCGGTGAAATGCGCAGATATCAGGAGGAACACCAACGGCGAAGGCAGCACTCTGGGCCGATACTGACACTGAAGAGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Actinobacteriota												Target				1		0.06		-		-

		IM-AN08K9		GACGTAGGGGGCGAGCGTTGTCCGGATTTATTGGGCGTAAAGGGCTCGTAGGTGGTTGCGTAAGTCGGATGTGAAAACTCAGGGCTCAACTCTGAGACGCCATCCGATACTGCGCTGACTTGAGTCCGGTAGAGGAGTGTGGAATTCCTAGTGTAGCGGTGAAATGCGCAGATATTAGGAGGAACACCTATTGCGAAGGCAGCACTCTGGGCCGGAACTGACACTGAGGAGCGAAAGCATGGGTAGCAAACAGG		Bacteria		Actinobacteriota												Target				3		0.11		0.08		0.08

		IM-G053BL		TACGTAGGGGGCGAGCGTTGTCCGGATTTATTGGGCGTAAAGAGCTCGTAGGCGGCTCAGCAAGTCGGCCGTGAAAGCCTGAGGCTCAACCTCAGGACGCCGGTCGAAACTGCTGTGGCTAGGGTCCGGTAGAGGAGAGTGGAATTCCCGGTGTAGCGGTGAAATGCGCAGATATCGGGAGGAACACCAGTAGCGAAGGCGGCTCTCTGGGCCGGCACCGACGCTGAGGAGCGAAAGCTAGGGGAGCAAACAGG		Bacteria		Actinobacteriota												Target				2		-		0.09		0.07

		IM-75D0OB		GACGTAGGGGGCGAGCGTTGTCCGGATTTATTGGGCGTAAAGGGCTCGTAGGCGGTTACGTAAGTCGGATGTGAAAACTCCAGGCTCAACTTGGAGACGCCATCCGATACTGCGTTGACTTGAGTCCGGTAGAGGAGTGTGGAATTCCTAGTGTAGCGGTGAAATGCGCAGATATTAGGAGGAACACCTATTGCGAAGGCAGCACTCTGGGCCGGTACTGACGCTGAGGAGCGAAAGCATGGGTAGCAAACAGG		Bacteria		Actinobacteriota												Target				1		0.06		-		-

		IM-N59J88		CACGTAGGGAGCAAGCGTTGTCCGGATTTATTGGGCGTAAAGAGCTCGTAGGTGGTTCCGTAAGTCGGATGTGAAAACTCAAGGCTCAACCTTGAGACGCCATCCGATACTGCGGTGACTTGAGTTCGGTAGAGGAGTGTGGAATTCCTGGTGTAGCGGTGAAATGCGCAGATATCAGGAGGAACACCAACAGCGAAGGCAGCACTCTGGGCCGATACTGACACTGAGGAGCGAAAGCATGGGGAGCAAACAGG		Bacteria		Actinobacteriota												Target				3		0.07		0.04		0.05

		IM-76G4U4		CACGTAGGGGGCAAGCGTTGTCCGGATTTATTGGGCGTAAAGAGCTCGTAGGCTGTTCGGTAAGTCAGGTGTGAAAGCCCAAGGCTCAACCTTGGGACGCCACTTGATACTGCTGTGACTAGAGTCCGGTAGAGGAGATTGGAATTCCTGGTGTAGCGGTGAAATGCGCAGATATCAGGAGGAACACCAACGGCGAAGGCAGATCTCTGGGCCGGTACTGACGCTGAGGAGCGAAAGCGTGGGGAGCGAACAGG		Bacteria		Actinobacteriota												Target				3		0.56		0.30		0.25

		IM-S295WC		CACGTAGGCATCAAGCGTTATCCGGATTTATTGGGCGTAAAGAGCTCGTAGGCGGTTCGGTAAGTCGGGTGTGAAAACTCTGGGCTCAACCCAGAGAGGCCACTCGATACTGCTGTGACTAGAGTGCGGTAGGGGAGCGGGGAATTCCTGGTGTAGCGGTGAAATGCGCAGATATCAGGAGGAACACCAGTGGCGAAGGCGCCGCTCTGGGCCGTAACTGACGCTGAGGAGCGAAAGCATGGGTAGCAAACAGG		Bacteria		Actinobacteriota												Target				3		0.20		0.12		0.05

		IM-2B3R1U		TACGTAGGGGGCAAGCGTTGTCCGGATTTATTGGGCGTAAAGAGCTCGTAGGCGGCTTAGCAAGTCGGTCGTGAAATACCGAGGCTCAACCTCGGAACGCCGGTCGAAACTGCTATGGCTAGGGTCCGGTAGAGGAGAGTGGAATTCCCGGTGTAGCGGTGAAATGCGCAGATATCGGGAGGAACACCAGTAGCGAAGGCGGCTCTCTGGGCCGGTACCGACGCTGAGGAGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Actinobacteriota												Target				3		0.35		0.38		0.36

		IM-M1G6V5		TACGTAGGGGGCGAGCGTTGTCCGGAATTATTGGGCGTAAAGGGCTCGTAGGCGGCTTGGCAAGTCGATCGTGAAAGCCCGGGGCTTAACCCCGGGACGCCGGTCGATACTGCCATGGCTTGGGTCCGGTAGAGGAGAATGGAATTCCCGGTGTAGCGGTGAAATGCGCAGATATCGGGAGGAACACCAGTAGCGAAGGCGGTTCTCTGGGCCGGTACCGACGCTGAGGAGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Actinobacteriota												Target				3		0.04		0.15		0.18

		IM-R4U030		TACGTAGGGGGCAAGCGTTGTCCGGATTTATTGGGCGTAAAGGGCTCGTAGGCGGCTTAGCAAGTCGGTCGTGAAATACCGGGGCTCAACCCCGGGATGCCGATCGAAACTGCTATGGCTTGGGTCCGGTAGAGGAGAATGGAATTCCCGGTGTAGCGGTGAAATGCGCAGATATCGGGAGGAACACCAACAGCGAAGGCAGTTCTCTGGGCCGGTACCGACGCTGAGGAGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Actinobacteriota												Target				3		0.26		0.45		0.39

		IM-YT69MK		GACGTAGGGGGCGAGCGTTGTCCGGATTTATTGGGCGTAAAGGGCTCGTAGGTGGTTGCGTAAGTCGGATGTGAAAACTCAGGGCTTAACCCTGAGACGCCATCCGATACTGCGCTGACTTGAGTCCGGTAGAGGAGTGTGGAATTCCTGGTGTAGCGGTGAAATGCGCAGATATCAGGAGGAACACCTACAGCGAAGGCAGCACTCTGGGCCGGTACTGACACTGAGGAGCGAAAGCGTGGGTAGCAAACAGG		Bacteria		Actinobacteriota												Target				3		0.20		0.14		0.14

		IM-PTC503		GACGTAGGGGGCGAGCGTTGTCCGGAATCATTGGGCGTAAAGAGCTCGTAGGCGGTTCCGTAAGTCGGATGTGAAAACTCAGGGCTCAACTCTGAGACGCCATCCGATACTGCGGTGACTTGAATCCAGTAGGGGAGTGTGGAATTCCTGGTGTAGCGGTGAAATGCGCAGATATCAGGAGGAACACCTATGGCGAAGGCAGCACTCTGGGCTGGTATTGACGCTGAGGAGCGAAAGCGTGGGTAGCAAACAGG		Bacteria		Actinobacteriota												Target				3		0.09		0.09		0.04

		IM-6C2A5J		CACGTAGGGACCAAGCGTTGTCCGGATTTATTGGGCGTAAAGAGCTCGTAGGCTGTTGCGTAAGTCGGATGTGAAAACTCAGGGCTCAACCCTGAGACGCCATCCGATACTGCGCTGACTAGAGTCCGGTAGGGGAGCATGGAATTCCTGGTGTAGCGGTGAAATGCGCAGATATCAGGAGGAACACCAGTGGCGAAGGCGGTGCTCTGGGCCGGTACTGACGCTGAGGAGCGAAAGCATGGGGAGCGAACAGG		Bacteria		Actinobacteriota												Target				3		0.12		0.24		0.23

		IM-2V92AL		TACGTAGGGGGCAAGCGTTGTCCGGATTCATTGGGCGTAAAGAGCTCGTAGGCGGCTTAGAAAGTCGGTCGTGAAATGCCGAGGCTCAACCTCGGAATGCCGATCGAAACTTCTATGGCTAGGGTCCGGTAGAGGAGAACGGAATTCTCGGTGTAGCGGTGAAATGCGCAGATATCGAGAGGAACACCAGTAGCGAAGGCGGTTCTCTGGGCCGGTACCGACGCTGAGGAGCGAAAGCGTGGGGAGCGAACAGG		Bacteria		Actinobacteriota												Target				2		-		0.06		0.06

		IM-KPB7T0		TACGTAGGGGGCAAGCGTTGTCCGGATTCATTGGGCGTAAAGAGCTCGTAGGCGGCTTAACAAGTCGGTCGTTAAATACCGAGGCTCAACCTCGGAACGCCGATCGAAACTGTTATGGCTAGGGTCCGGTAGAGGAGAATGGAATTCCCGGTGTAGCGGTGAAATGCGCAGATATCGGGAGGAACACCAGTAGCGAAGGCGGTTCTCTGGGCCGGTACCGACGCTGAGGAGCGAAAGCGTGGGGAGCGAACAGG		Bacteria		Actinobacteriota												Target				2		-		0.08		0.04

		IM-Y5S67C		GACGTAGGGGGCGAGCGTTGTCCGGAATTATTGGGCGTAAAGAGCTCGTAGGCGGTTCCGTAAGTCAGATGTGAAAGCTCAGGGCTCAACCCTGAGATGCCATCTGATACTGCGGTGACTTGAATCCAGTAGGGGAGTGTGGAATTCCTGGTGTAGCGGTGAAATGCGCAGATATCAGGAGGAACACCGATGGCGAAGGCAGCACTCTGGGCTGGTATTGACGCTGAGGAGCGAAAGCATGGGTAGCAAACAGG		Bacteria		Actinobacteriota												Target				1		-		-		0.04

		IM-T6WM96		CACGTAGGGATCAAGCGTTGTCCGGAATTATTGGGCGTAAAGAGCTCGTAGGTGGTTCGGTAAGTCGGATGTGAAAACTCGGGGCTCAACCCTGAGACGCCATCCGATACTGCTGTGACTAGAATTCGGTAGAGGAGTGTGGAATTCCTGGTGTAGCGGTGAAATGCGCAGATATCAGGAGGAACACCAACAGCGAAGGCAGCACTCTGGGCCGATATTGACACTGAGGAGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Actinobacteriota												Target				3		0.08		0.10		0.13

		IM-58VIX5		TACGTAGGGGGCAAGCGTTGTCCGGATTTATTGGGCGTAAAGAGCTCGTAGGCGGCTTAGAAAGTCGGCCGTGAAAGCCCGAGGCTCAACCTCGGGATGCCGGTCGAAACTTCTATGGCTAGGGTCCGGTAGAGGAGAGTGGAATTCCCGGTGTAGCGGTGGAATGCGCAGATATCGGGAGGAACACCAGTAGCGAAGGCGGCTCTCTGGGCCGGTACCGACGCTGAGGAGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Actinobacteriota												Target				2		0.05		-		0.04

		IM-8P7X0E		CACGTAGGGGGCGAGCGTTGTCCGGATTTATTGGGCGTAAAGAGCTCGTAGGCGGTTCAACAAGTCGATCGTGAAAGCCCGAGGCTCAACCTCGGGACGCCGGTCGAAACTGTTGTGACTAGGGTCCGGTAGAGGAGAGTGGAATTCTCGGTGTAGCGGTGAAATGCGCAGATATCGAGAGGAACACCAGTAGCGAAGGCGGCTCTCTGGGCCGGTACCGACGCTGAGGAGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Actinobacteriota												Target				3		0.35		0.15		0.06

		IM-KG432K		CACGTAGGGGACAAGCGTTGTCCGGAATTACTGGGCGTAAAGAGCTCGTAGGCGGTTCAGTAAGTCAGATGTGAAAACCCAAGGCTCAACCTTGGGACGCCATTTGATACTGCTGTGACTTGAGTCCGGTAGAGGAGCGTGGAATTCCTGGTGTAGCGGTGAAATGCGCAGATATCAGGAGGAACACCAACGGCGAAGGCAGCGCTCTGGGCCGGTACTGACGCTGAGGAGCGAAAGCATGGGGAGCAAACAGG		Bacteria		Actinobacteriota												Target				3		0.04		0.11		0.17

		IM-TL4425		CACGTAGGGGGCGAGCGTTGTCCGGAATTATTGGGCGTAAAGAGCTCGTAGGCGGTTCGGTAAGTCACGTGTGAAAACCCAGGGCTCAACCCTGGGATGCCACGTGATACTGCTGTGACTGGAGTCCGGTAGAGGAGCGTGGAATTCCTGGTGTAGCGGTGAAATGCGCAGATATCAGGAGGAACACCAACGGCGAAGGCAGCGCTCTGGGCCGGTACTGACGCTGAGGAGCGAAAGCATGGGGAGCGAACAGG		Bacteria		Actinobacteriota												Target				3		0.12		0.14		0.15

		IM-A262DS		CACGTAGGGCGCAAGCGTTGTCCGGATTTATTGGGCGTAAAGAGCTCGTAGGCGGTTTCGTAAGTCGGGTGTGAAAACTCAGGGCTCAACTCTGAGACGCCACCCGATACTGCGATGACTTGAGTCCGGTAGAGGAGTAGGGAATTCCTGGTGTAGCGGTGAAATGCGCAGATATCAGGAGGAACACCGGTAGCGAAGGCGCTACTCTGGGCCGGTACTGACGCTGAGGAGCGAAAGCATGGGGAGCGAACAGG		Bacteria		Actinobacteriota												Target				2		0.09		0.05		-

		IM-B183D5		CACGTAGGGGGCAAGCGTTGTCCGGATTTATTGGGCGTAAAGAGCTCGTAGGCGGCTTAGTTAGTCGGTTGTGAAAACTCAGGGCTCAACCCTGAGACGCCAGCCGATACTGCTATGGCTAGAGTCCGGTAGAGGAGTGTGGAATTCCCAGTGTAGCGGTGAAATGCGCAGATATTGGGAGGAACACCAATGGCGAAGGCAGCACTCTGGGCCGGCACTGACGCTGAGGAGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Actinobacteriota												Target				1		0.08		-		-

		IM-4BQAY0		TACGTAGGGTGCAAGCATTGTCCGGATTTATTGGGCGTAAAGAGCTCGTAGGCGGCTTAACAAGTCGGTCGTGAAATACCGAGGCTCAACCTCGGGGAGTCGGTCGAAACTGTTATAGCTAGAGTACGGTAGAGGAGAGTGGAATTCTCGGTGTAGCGGTGGAATGCGCAGATATCGAGAGGAACACCAGTAGCGAAGGCGGCTCTCTGGGCCGTTACTGACGCTGAGGAGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Actinobacteriota												Target				3		0.20		0.11		0.07

		IM-U8W1VM		TACGTAGGGGGCAAGCGTTGTCCGGAATTATTGGGCGTAAAGAGCATGTAGGCGGTCCCGTAAGTCGGATGTGAAATCTCAGGGCTCAACCCTGAAAATGCATCCGATACTGTGGGACTTGAGGTAGGTAGAGGAGAGTGGAATTTCCGGTGTAGCGGTGGAATGCGCAGATATCGGAAGGAACACCGATGGCGAAGGCAGCTCTCTGGGCCTTACCTGACGCTGAGATGCGAAAGCATGGGTAGCGAACAGG		Bacteria		Actinobacteriota												Target				1		0.04		-		-

		IM-SB1U6M		TACGGAGGATCCAAGCGTTATCCGGATTTATTGGGTTTAAAGGGTGCGTAGGCGGACTAATTAGTCAGTGGTGAAAGCCTGCAGCTTAACTGTAGAATTGCCATTGAAACTGTTAGTCTTGAGTTCAGTTGAGGTGGGCGGAATGTGTCATGTAGCGGTGAAATGCTTAGATATGACACAGAACACCGATTGCGAAGGCAGCTCGCTAAACTGATACTGACGCTGAGGCACGAAAGCGTGGGGAGCGAACAGG		Bacteria		Bacteroidota		Bacteroidia		Bacteroidales								Target				2		-		0.04		0.06

		IM-R5R2D4		TACGGAGGGTGCAAGCGTTATCCGGAATCACTGGGTTTAAAGGGTGCGTAGGCGGCGTTGTAAGTCAGAGGTGAAAGCCCACCGCTTAACGGTGGAATTGCCTTTGATACTGCAGTGCTTGAATCAGGTTGAGGTTAGCGGAATGTGACATGTAGCGGTGAAATGCATAGATATGTCATAGAACACCAATTGCGAAGGCAGCTGGCTAGACCTGTATTGACGCTGAGGCACGAAAGCGTGGGGAGCGAACAGG		Bacteria		Bacteroidota		Bacteroidia		Chitinophagales		Saprospiraceae		Lewinella				Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		3		0.10		0.07		0.05

		IM-N8260D		TACGGAGGGTGCAAGCGTTATCCGGAATTACTGGGTTTAAAGGGTGCGTAGGCGGCAACGTAAGTCAGGAGTGAAAGCTCTCCGCTAAACGGAGGAATTGCTTTTGATACTGCGTAGCTTGAATGGGGTTGAGGTTAGCGGAATGTGGCATGTAGCGGTGAAATGCATAGATATGCCATAGAACACCAATTGCGAAGGCAGCTGACTAGACCTACATTGACGCTGAGGCACGAAAGCGTGGGGAGCGAACAGG		Bacteria		Bacteroidota		Bacteroidia		Chitinophagales		Saprospiraceae						Target				2		-		0.13		0.16

		IM-21RC4E		TACGGAGGGTGCAAGCGTTATCCGGAATTACTGGGTTTAAAGGGTGCGTAGGCGGGTTATTAAGTCAGAGGTGAAAGCTCACCGCTTAACGGTGGAATTGCCTTTGATACTGATAGTCTTGAATTAGGTTGAGGTTGGCGGAATGAGTCATGTAGCGGTGAAATGCATAGATATGACTTAGAACACCGATTGCGAAGGCAGCTGACTGGACCTTTAATTGACGCTGAGGCACGAAAGCGTGGGGAGCGAACAGG		Bacteria		Bacteroidota		Bacteroidia		Chitinophagales		Saprospiraceae						Target				3		0.05		0.06		0.05

		IM-P49K96		TACGGAGGGTGCAAGCGTTATCCGGAATCACTGGGTTTAAAGGGTGCGTAGGCGGCATTGTAAGTCAGAAGTGAAAGCCCCCAGCTCAACTGGGGAATTGCTTTTGATACTGCAGAGCTTGAATCAGGTTGAGGTTAGCGGAATGTGACATGTAGCGGTGAAATGCATAGATATGTCATAGAACACCAATTGCGAAGGCAGCTGGCTAGACCTGAATTGACGCTGAGGCACGAAAGCGTGGGGAGCGAACAGG		Bacteria		Bacteroidota		Bacteroidia		Chitinophagales		Saprospiraceae						Target				1		0.05		-		-

		IM-65Z0ZK		TACGGAGGGTGCAAGCGTTATCCGGAATCACTGGGTTTAAAGGGTGCGTAGGTGGCTTGATAAGTCAGAGGTGAAAGCCCACCGCTTAACGGTGGAACTGCCTTTGATACTGTCAGGCTTGAATAAGGTTGAGGTCGGCGGAATGTGTCATGTAGCGGTGAAATGCATAGATATGACATAGAACACCAATTGCGAAGGCAGCTGGCTAGACCTTTATTGACACTGAGGCACGAAAGCGTGGGGAGCGAACAGG		Bacteria		Bacteroidota		Bacteroidia		Chitinophagales		Saprospiraceae						Target				3		0.06		0.07		0.06

		IM-5IW03J		TACGGAGGGTGCAAGCGTTATCCGGAATCACTGGGTTTAAAGGGTGCGTAGGCGGCGTCGTAAGTCAGAAGTGAAAGCTTACAGCTTAACTGTGAAATTGCTTTTGATACTGCGGTGCTTGAATTAGGTTGAGGTTAGCGGAATGTGACATGTAGCGGTGAAATGCATAGATATGTCATAGAACACCAATTGCGAAGGCAGCTGGCTAGGCCTATATTGACGCTCAGGCACGAAAGCGTGGGGAGCGAACAGG		Bacteria		Bacteroidota		Bacteroidia		Chitinophagales		Saprospiraceae						Target				1		0.04		-		-

		IM-17X3JU		TACGGAGGGTGCAAGCGTTATCCGGAATTACTGGGTTTAAAGGGTGCGTAGGCGGCTATATAAGTCAGGAGTGAAAGGTTCCCGCTAAACGGGAGAAGGTCTTTTGATACTGTATAGCTTGAATAAGGTTGAGGTTAGCGGAATGTGACATGTAGCGGTGAAATGCATAGATATGTCATAGAACACCAATTGCGAAGGCAGCTGGCTAGACCTATATTGACGCTGAGGCACGAAAGCGTGGGGAGCGAACAGG		Bacteria		Bacteroidota		Bacteroidia		Chitinophagales		Saprospiraceae						Target				3		0.11		0.11		0.09

		IM-37G3OW		TACGGAGGGTGCAAGCGTTATCCGGAATTACTGGGTTTAAAGGGTGCGTAGGCGGCCGAATAAGTCAGATGTGAAAGTCATACGCTTAACGTAGGAATTGCATTTGATACTGTACGGCTTGAATCAGGATGAGGTAAGCGGAATGTGGCAAGTAGCGGTGAAATGCATAGATATGCCATAGAACACCAATTGCGAAGGCAGCTTACTAGACCTCGATTGACGCTGAGGCACGAAAGCGTGGGTAGCGAACAGG		Bacteria		Bacteroidota		Bacteroidia		Chitinophagales		Saprospiraceae						Target				3		0.04		0.17		0.17

		IM-R6G90L		TACGGAGGGTGCAAGCGTTGTCCGGATTTATTGGGTTTAAAGGGTGCGTAGGCGGCCTATTAAGTCAGTGGTGAAAGGTATCAGCTTAACTGATGAAGTGCCATTGAAACTAATAGGCTTGAGTACAGACGAGGTAGGCGGAATTTATGGTGTAGCGGTGAAATGCATAGATACCATAAAGAACACCGATAGCGAAGGCAGCTTACTAGACTGTTACTGACGCTGAGGCACGAAAGCGTGGGGAGCGAACAGG		Bacteria		Bacteroidota		Bacteroidia		Cytophagales		Cyclobacteriaceae						Target				3		0.26		0.25		0.18

		IM-63N7RD		TACGGAGGGTCCAAGCGTTGTCCGGAATCACTGGGTGTAAAGGGTGCGCAGGTGGGCTTGTAAGTCAGAGGTGAAATCCCCCGGCCTAACCGGGGAACTGCCTTTGATACTGCAAGTCTTGAGTCTTGGAGAGGTTGCCAGAATTCGTGGTGTAGCGGTGAAATGCGTAGATATCACGAGGAATACCCGAGGCGTAGGCGGGCAACTGGACAAGCACTGACACTGAGGCACGAAAGCGTGGGGAGCGAACAGG		Bacteria		Bacteroidota		Bacteroidia		Cytophagales		Cytophagaceae		Cytophaga				Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		3		0.22		0.48		0.48

		IM-304E4C		TACGGAGGGTGCAAGCGTTGTCCGGAATCACTGGGTGTAAAGGGTGTGTAGGTGGGATTGTAAGTCAGAGGTGAAAGCCCCCGGCCCAACCGGGGAACTGCCTTTGATACTGCAATTCTTGAGTCCTGGAGAGGTCATTAGAATTCGTGGTGTAGCGGTGAAATGCGTAGATATCACGAGGAATACCAGAGGCGTAGGCGGATGACTGGACAGGTACTGACACTGAGGCACGAAAGCGTGGGGAGCAAACAGG		Bacteria		Bacteroidota		Bacteroidia		Cytophagales		Cytophagaceae						Target				1		0.04		-		-

		IM-IOXK80		TACGTAGGGTGCAAGCGTTGTCCGGATTTATTGGGTTTAAAGGGTGCGTAGGCGGCCTGTTAAGTCAGTGGTGAAATCCAACAGCTCAACTGTTGATGTGCCAATGATACTGACAGGCTTGAGTACAGACGAGGTAGGCGGAATTGACAGTGTAGCGGTGAAATGCATAGATATTGTCAAGAACACCGATAGCGAAGGCAGCTTGCTAGCCTGTAACTGACGCTGAGGCACGAAAGTGTGGGGATCAAACAGG		Bacteria		Bacteroidota		Bacteroidia		Cytophagales								Target				1		0.05		-		-

		IM-1R9WW9		TACGGAGGGTGCAAGCGTTGTCCGGATTTATTGGGTTTAAAGGGTGCGTAGGCGGCGTAATAAGTCAGTGGTGAAAGCCGGCAGCTCAACTGTCGAGGTGCCATTGAAACTGTTATGCTTGAGTACAGACGAGGTAGGCGGAATTTATGATGTAGCGGTGAAATGCATAGATATCATAAAGAACACCTATAGCGAAGGCAGCTTACTAGGCTGTAACTGACGCTGAGGCACGAAAGCGTGGGGAGCGAACAGG		Bacteria		Bacteroidota		Bacteroidia		Cytophagales								Target				3		0.09		0.16		0.12

		IM-S9RRM5		TACGGAGGGTGCAAGCGTTGTCCGGATTTATTGGGTTTAAAGGGTACGTAGGCGGCCTGATAAGTCAGTGGTAAAATCCTACAGCTCAACTGTAGAAGGCCCATTGATACTGTCAGGCTTGAGTACTGTTAAGGTAGGCGGAATTGATGGTGTAGCGGTGAAATGCATAGATACCATCAGGAACACCGATTGCGAAGGCAGCTTACTGGGCAGAGACTGACGCTGAGGTACGAAAGCGTGGGGAGCGAACAGG		Bacteria		Bacteroidota		Bacteroidia		Cytophagales								Target				1		0.08		-		-

		IM-8P49AP		TACGGAGGATCCAAGCGTTATCCGGAATCATTGGGTTTAAAGGGTCCGTAGGTGGATAATTAAGTCAGAGGTGAAAGTCTGCAGCTCAACTGTAGAATTGCCTTTGATACTGGTTATCTTGAATTATTGTGAAGTAGTTAGAATATGTAGTGTAGCGGTGAAATGCATAGATATTACATAGAATACCAATTGCGAAGGCAGATTACTAACAATCAATTGACACTGATGGACGAAAGCGTGGGTAGCGAACAGG		Bacteria		Bacteroidota		Bacteroidia		Flavobacteriales		Flavobacteriaceae		Flaviramulus				Target				3		0.38		0.25		0.14

		IM-C6B75L		TACGGAGGGTGCAAGCGTTATCCGGAATCATTGGGTTTAAAGGGTCCGTAGGCGGACTAATAAGTCAGAGGTGAAATCCCGCAGCTCAACTGTGGAACTGCCTTTGAAACTGTTAGTCTTGAGTTATTGTGAAGTGGTTAGAATATGTAGTGTAGCGGTGAAATGCTTAGAGATTACATGGAATACCGATTGCGAAGGCAGATCACTAACAATATACTGACGCTGATGGACGAAAGCGTGGGGAGCGAACAGG		Bacteria		Bacteroidota		Bacteroidia		Flavobacteriales		Flavobacteriaceae		Formosa				Target				3		0.09		0.07		0.05

		IM-727TXQ		TACGGAGGATCCAAGCGTTATCCGGAATCATTGGGTTTAAAGGGTCCGTAGGCGGGACAATCAGTCAGCGGTGAAAGTCTGTGGCTCAACCATAGAATTGCCATTGATACTGTTGTTCTTGAATACTTATGAAGTGGTTGGAATATGTAGTGTAGCGGTGAAATGCATAGATATTACATAGAACACCGATTGCGAAGGCAGATCACTAATAAGTCATTGACGCTGATGGACGAAAGCGTAGGTAGCGAACAGG		Bacteria		Bacteroidota		Bacteroidia		Flavobacteriales		Flavobacteriaceae		Gillisia				Target				1		0.08		-		-

		IM-1UM8A8		TACGGAGGGTGCAAGCGTTATCCGGAATCATTGGGTTTAAAGGGTCCGTAGGCGGACTGATAAGTCAGGGGTGAAATCCAACAGCTTAACTGTTGAACTGCCCTTGATACTGTTAGTCTTGAATTATATGGAAGTAGATAGAATGTGTAGTGTAGCGGTGAAATGCTTAGAGATTACACAGAATACCGATTGCGAAGGCAGTCTACTACGTATATATTGACGCTAATGGACGAAAGCGTGGGGAGCGAACAGG		Bacteria		Bacteroidota		Bacteroidia		Flavobacteriales		Flavobacteriaceae		Lutibacter				Target				2		-		0.06		0.09

		IM-79MIM0		TACGGAGGGTCCAAGCGTTATCCGGAATCATTGGGTTTAAAGGGTCCGTAGGCGGGCAATTAAGTCAGAGGTGAAATCCCACAGCTCAACTGTGGAACTGCCTTTGATACTGGTTGTCTTGAGTTATATTGAAGTGAGTAGAATATGTAGTGTAGCGGTGAAATGCTTAGATATTACATAGAATACCGATTGCGAAGGCAGCTCACTAAGTATATACTGACGCTGATGGACGAAAGCGTGGGGAGCGAACAGG		Bacteria		Bacteroidota		Bacteroidia		Flavobacteriales		Flavobacteriaceae		Maritimimonas				Target				1		0.04		-		-

		IM-4YMD0T		TACGGAGGGTGCAAGCGTTATCCGGAATCATTGGGTTTAAAGGGTCCGTAGGCGGATAGATAAGTCAGAGGTGAAATCCTGCAGCTCAACTGTAGAATTGCCTTTGAAACTGTTTATCTTGAGTTATTGTGAAGTGGTTAGAATATGTAGTGTAGCGGTGAAATGCTTAGAGATTACATGGAATACCGATTGCGAAGGCAGATCACTAACAATATACTGACGCTGATGGACGAAAGCGTGGGGAGCGAACAGG		Bacteria		Bacteroidota		Bacteroidia		Flavobacteriales		Flavobacteriaceae		Pseudofulvibacter		Pseudofulvibacter gastropodicola		Target				1		0.06		-		-

		IM-4J67G1		TACGGAGGGTCCGAGCGTTATCCGGAATTATTGGGTTTAAAGGGTCCGCAGGCGGGCCAGTAAGTCAGGGGTGAAAGTTTGCGGCTTAACCGTAAAATTGCCTTTGATACTGCTGGTCTTGAGTTGCGGTGAAGTGGCCGGAATATGTGGTGTAGCGGTGAAATGCATAGATATCACATAGAACACCGATTGCGAAGGCAGGTCACTAACCGCCGACTGACGCTGATGGACGAAAGCGTGGGGAGCGAACGGG		Bacteria		Bacteroidota		Bacteroidia		Flavobacteriales		Flavobacteriaceae		Robiginitalea				Target				1		-		-		0.05

		IM-5OJQ06		TACGGAGGGTCCGAGCGTTATCCGGAATCATTGGGTTTAAAGGGTCCGTAGGCGGGCAGCTCAGTCAGTGGTGAAAGTCTGCAGCTCAACTGTAGAATTGCCATTGATACTGGTTGTCTTGAATTATTATGAAGTGGTTAGAATATGTAGTGTAGCGGTGAAATGCATAGATATTACATAGAATACCAATTGCGAAGGCAGATCACTAATAATATATTGACGCTGATGGACGAAAGCGTGGGGAGCGAACAGG		Bacteria		Bacteroidota		Bacteroidia		Flavobacteriales		Flavobacteriaceae		Ulvibacter		Ulvibacter antarcticus		Target				3		0.04		0.10		0.09

		IM-J5M511		TACGGAGGATGCAAGCGTTATCCGGAATCATTGGGTTTAAAGGGTCCGTAGGTGGATCGGTCAGTCAGAGGTGAAATCCTGCAGCTCAACTGTAGAACTGCCTTTGATACTGCCGGTCTTGAATTACTGTGAAGTGGTTAGAATATGTAGTGTAGCGGTGAAATGCATAGATATTACATAGAATACCGATTGCGAAGGCAGATCACTAACAGTATATTGACACTGATGGACGAAAGCGTGGGGAGCGAACGGG		Bacteria		Bacteroidota		Bacteroidia		Flavobacteriales		Flavobacteriaceae		Winogradskyella				Target				2		-		0.09		0.05

		IM-4R08F8		TACGGAGGGTCCGAGCGTTATCCGGAATCATTGGGTTTAAAGGGTCCGCAGGCGGGCAATTAAGTCAGGGGTGAAATGCTGTGGCTCAACCATAGCACTGCCCTTGATACTGGTTGTCTTGAGTCAAGGTGAAGTGGCCGGAATATGTAGTGTAGCGGTGAAATGCATAGATATTACATAGAACACCAATCGCGAAGGCAGGTCACTAACCTTCGACTGACGCTGATGGACGAAAGCGTGGGGAGCGAACGGG		Bacteria		Bacteroidota		Bacteroidia		Flavobacteriales		Flavobacteriaceae		Zeaxanthinibacter				Target				2		0.03		-		0.06

		IM-ZH3B74		TACGGAGGATCCAAGCGTTATCCGGAATCATTGGGTTTAAAGGGTCCGTAGGCGGGCTATTAAGTCAGGGGTGAAAGTCTGCAGCTCAACTGTAGAATTGCCTTTGATACTGGTAGTCTTGAGTTATGGTGAAGTGGCTAGAATATGTAGTGTAGCGGTGAAATGCATAGATATTACATAGAATACCGATTGCGAAGGCAGGTCACTAACCATATACTGACGCTGATGGACGAAAGCGTGGGGAGCGAACAGG		Bacteria		Bacteroidota		Bacteroidia		Flavobacteriales		Flavobacteriaceae						Target				1		0.09		-		-

		IM-X70SR4		TACGGAGGATCCAAGCGTTATCCGGAATCATTGGGTTTAAAGGGTCCGTAGGTGGATAATTAAGTCAGAGGTGAAATCCTGCAGCTCAACTGTAGAATTGCCTTTGATACTGGTTATCTTGAGTTATTATGAAGTAGTTAGAATATGTAGTGTAGCGGTGAAATGCATAGATATTACATAGAATACCAATTGCGAAGGCAGATTACTAATAATGAACTGACACTGATGGACGAAAGCGTGGGGAGCGAACAGG		Bacteria		Bacteroidota		Bacteroidia		Flavobacteriales		Flavobacteriaceae						Target				3		0.06		0.09		0.12

		IM-DNH71U		TACGGAGGGTCCGAGCGTTATCCGGAATTATTGGGTTTAAAGGGTCCGCAGGCGGGCGATTAAGTCAGGGGTGAAATGGTACGGCTCAACCGTAGCACTGCCCTTGATACTGGTTGCCTTGAGTCATAGTGAAGTGGCCGGAATATGTAGTGTAGCGGTGAAATGCATAGATATTACATAGAACACCGATTGCGAAGGCAGGTCACTAACTATCGACTGACGCTGATGGACGAAAGCGTGGGGAGCGAACGGG		Bacteria		Bacteroidota		Bacteroidia		Flavobacteriales		Flavobacteriaceae						Target				3		0.78		1.25		1.25

		IM-ZD7G7H		TACGGAGGGTCCGAGCGTTATCCGGAATCATTGGGTTTAAAGGGTCCGTAGGCGGGATAATAAGTCAGTGGTGAAAGTCTGCAGCTCAACTGTAGAATTGCCATTGATACTGTTGTTCTTGAATTATTATGAAGTGGTTGGAATGAGTAGTGTAGCGGTGAAATGCATAGATATTACTCAGAACACCTATTGCGAAGGCAGATCACTAATAATATATTGACGCTGATGGACGAAAGCGTAGGTAGCGAACAGG		Bacteria		Bacteroidota		Bacteroidia		Flavobacteriales		Flavobacteriaceae						Target				1		0.07		-		-

		IM-48BS0S		TACGGAGGGTCCAAGCGTTATCCGGAATTATTGGGTTTAAAGGGTCCGCAGGCGGGCAATTAAGTCAGGGGTGAAATGGTGCGGCTCAACCGTAGCACTGCCCTTGATACTGGTTGTCTTGAGTTGTGGTGAAGTGGCCGGAATATGTAGTGTAGCGGTGAAATGCATAGATATTACATAGAACACCGATTGCGAAGGCAGGTCACTAACCACCAACTGACGCTGATGGACGAAAGCGTGGGGAGCGAACGGG		Bacteria		Bacteroidota		Bacteroidia		Flavobacteriales		Flavobacteriaceae						Target				3		0.17		0.54		0.86

		IM-393ROZ		TACGGAGGATCCAAGCGTTATCCGGAATCATTGGGTTTAAAGGGTCCGTAGGTGGATTAATAAGTCAGAGGTGAAATCCTGCAGCTCAACTGTAGAACTGCCTTTGAAACTGTTAATCTTGAGTCATTATGAAGTGGTTAGAATGTGTAGTGTAGCGGTGAAATGCATAGATATTACACAGAATACCGATTGCGAAGGCAGATCACTAATAATGTACTGACACTGAGGGACGAAAGCGTGGGGAGCGAACAGG		Bacteria		Bacteroidota		Bacteroidia		Flavobacteriales		Flavobacteriaceae						Target				3		0.18		0.24		0.11

		IM-8LRA25		TACGGAGGGTGCAAGCGTTATCCGGAATCATTGGGTTTAAAGGGTCCGTAGGTGGGCAATTAAGTCAGAGGTGAAATCCCATAGCTTAACTATGGAACTGCCTTTGATACTGGTTGTCTTGAGTTATACTGAAGTAAGTAGAATGTGTAGTGTAGCGGTGAAATGCATAGATATTACACAGAATACCGATTGCGAAGGCAGCTTACTAAGTATTGACTGACACTCATGGACGAAAGCGTGGGGAGCGAACAGG		Bacteria		Bacteroidota		Bacteroidia		Flavobacteriales		Flavobacteriaceae						Target				2		0.33		0.05		-

		IM-FOS2L4		TACGGAGGGTCCAAGCGTTATCCGGAATTATTGGGTTTAAAGGGTCCGCAGGCGGACAATTAAGTCAGGGGTGAAAGGGTGCAGCTCAACTGTAGCACTGCCCTTGATACTGATTGTCTTGAGTTACGGTGGAGTGGCCGGAATATGTAGTGTAGCGGTGAAATGCATAGATATTACATAGAACACCGATCGCGAAGGCAGGTCACTAACCGTATACTGACGCTGATGGACGAAAGCGTGGGGAGCGAACGGG		Bacteria		Bacteroidota		Bacteroidia		Flavobacteriales		Flavobacteriaceae						Target				1		0.07		-		-

		IM-H4PD8H		TACGGAGGGTCCAAGCGTTATCCGGAATTATTGGGTTTAAAGGGTCCGCAGGCGGGCAATTAAGTCAGAGGTGAAATGCAACGGCTCAACCGTAGCACTGCCTTTGATACTGGTTGTCTTGAATGACGGTGAAGTGGCCGGAATATGTAGTGTAGCGGTGAAATGCATAGATATTACATAGAACACCTATTGCGAAGGCAGGTCACTAACCGTTCATTGACGCTGATGGACGAAAGCGTGGGGAGCGAACGGG		Bacteria		Bacteroidota		Bacteroidia		Flavobacteriales		Flavobacteriaceae						Target				3		0.24		0.45		0.37

		IM-A7E8S2		TACGGAGGGTCCAAGCGTTATCCGGATTTATTGGGTTTAAAGGGTCCGTAGGCGGGAAGATAAGTCAGTGGTGAAAGCCTGTGGCTCAACCATAGAATTGCCATTGATACTGTCTTTCTTGAGTTTACATGATGTGGGCGGAATGTGTCGTGTAGCGGTGAAATGCTTAGATATGACACAGAACACCGATTGCGAAGGCAGCTCACAAACGTAATACTGACGCTGAGGGACGAAAGCGTGGGGAGCGAACAGG		Bacteria		Bacteroidota		Bacteroidia		Flavobacteriales		Schleiferiaceae						Target				1		0.07		-		-

		IM-Q7L6J6		TACGGAGGGTGCAAGCGTTATCCGGATTTATTGGGTTTAAAGGGTTCGTAGGCGGGAAATTAAGTCAGTGGTGAAAGCCTGTGGCTCAACCATAGAATTGCCATTGATACTGATTTTCTTGAGTACATATGAAGTGGGCGGAATGTGTCATGTAGCGGTGAAATGCATAGATATGACACAGAACACCGATTGCGAAGGCAGCTCACTAAATTGTTACTGACGCTGAGGAACGAAAGCGTGGGGAGCGAACAGG		Bacteria		Bacteroidota		Bacteroidia		Flavobacteriales		Schleiferiaceae						Target				2		-		0.06		0.04

		IM-8OCU82		TACGGAGGGTGCAAGCGTTATCCGGAATCACTGGGTTTAAAGGGTGCGTAGGCGGCCTGGTAAGTCAGAGGTGAAATGCACGAGCTTAACTGGTGAATTGCCTTTGAAACTATCAAGCTAGAATTATGTTGAGGTCAGCGGAATGAGTCATGTAGCGGTGAAATGCATAGATATGACTTAGAACACCAATTGCGTAGGCAGCTGGCTGGGCATACATTGACGCTGAGGCACGAAAGCGTGGGGAGCGAACAGG		Bacteria		Bacteroidota		Bacteroidia		Sphingobacteriales		Sphingobacteriaceae		Sphingobacterium				Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		0.14		-		-

		IM-8KEV27		TACGGAGGGTGCAAGCGTTATCCGGAATTACTGGGTTTAAAGGATGCGTAGGCGGGCTAATAAGTCAGAAGTGAAAGCTCACGGCTCAACTGTGGAATTGCTTTTGATACTGTTAGTCTTGAATTAGGTTGAGGTTGGCGGAATGAGTCATGTAGCGGTGAAATGCATAGATATGACTTAGAACACCAATTGCGAAGGCAGCTGACTAGACCTTAATTGACGCTGAGGCATGAAAGCGTGGGGAGCGAACAGG		Bacteria		Bacteroidota		Bacteroidia										Target				1		0.04		-		-

		IM-27P88Q		TACGGAGGATTCGAGCGTTATCCGGATTTATTGGGTTTAAAGGGTCCGTAGGCGGTTCTTTAAGTCAGTGGTGAAATCCCAGAGCTCAACTCTGGAACTGCCATTGAAACTGAAGAACTTGAATATGGTTGAGGTAGGCGGAATACGTTATGTAGCGGTGAAATGCATAGATATAACGTAGAACACCAATTGCGAAGGCAGCTTACTAAGCCATTATTGACGCTGATGGACGAAAGCGTGGGGAGCGAACAGG		Bacteria		Bacteroidota		Bacteroidia										Target				2		-		0.05		0.05

		IM-2G41TZ		TACGGAGGGTGCAAGCGTTGTCCGGAATCACTGGGTGTAAAGGGTGTGTAGGCGGGGCTGTAAGTCAGAGGTGAAATCCTACGGCTCAACCGTAGAACTGCCTTTGATACTGCAGCTCTTGAGTCTCGGAGAGGTCATTAGAATTCGTGGTGTAGCGGTGAAATGCGTAGATATCACGAGGAATACCAGAGGCGTAGGCGGATGACTGGACGAGTACTGACGCTGAGGCACGAAAGCGTGGGGAGCAAACAGG		Bacteria		Bacteroidota		Bacteroidia										Target				3		0.10		0.09		0.08

		IM-2P9D5O		TACGGAGGATCCAAGCGTTATCCGGAATCATTGGGTTTAAAGGGTCCGTAGGTGGATAATTAAGTCAGAGGTGAAAGTCTGCAGCTCAACTGTAGAATTGCCTTTGATACTGGTTATCTTGAGTCATTATGAAGTGGTTAGAATGTGTAGTGTAGCGGTGAAATGCATAGATATTACACAGAATACCGATTGCGAAGGCAGATCACTAATAATGTACTGACACTGATGGACGAAAGCGTGGGTAGCGAACAGG		Bacteria		Bacteroidota		Bacteroidia										Target				3		0.18		0.08		0.04

		IM-RLDY11		TACGGAGGGTGCAAGCGTTATCCGGAATCACTGGGTTTAAAGGGTGCGTAGGCGGCGTTATAAGTCAGAGGTGAAAGCTTGCAGCTTAACTGTAAAATTGCCTTTGAAACTGTAGTGCTTGAATCACGTTGAGGTCAGCGGAATGTGACATGTAGCGGTGAAATGCTTAGATATGTCATAGAACACCAATTGCGTAGGCAGCTGACTGGGCGTGTATTGACGCTGAGGCACGAAAGCGTGGGTAGCGAACAGG		Bacteria		Bacteroidota		Bacteroidia										Target				2		0.09		0.06		-

		IM-1E29XV		TACGGAGGGTCCAAGCGTTATCCGGATTTATTGGGTTTAAAGGGTTCGTAGGCGGGAAGATAAGTCAGTGGTGAAAGCCTGTGGCTCAACCATAGAATTGCCATTGATACTGTCTTTCTTGAATGCATATGAAGTGGGCGGAATGTGTCGTGTAGCGGTGAAATGCTTAGATATGACACAGAACACCGATTGCGAAGGCAGCTCACTAAATTGTTATTGACGCTGAGGAACGAAAGCGTGGGGAGCGAACAGG		Bacteria		Bacteroidota		Bacteroidia										Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		2		0.06		0.06		-

		IM-P258FG		TACGGAGGGTGCAAGCGTTGTCCGGAATCACTGGGTGTAAAGGGTGTGTAGGCGGGTCTGTAAGTCAGGGGTGAAATCCTACGGCTTAACCGTAGAACTGCCCTTGATACTGCAGATCTTGAGTCTCGGAGAGGTCACTAGAATTCGTGGTGTAGCGGTGAAATGCGTAGATATCACGAGGAATATCAGAGGCGTAGGCGGGTGACTGGACGAGAACTGACGCTGAGGCACGAAAGCGTGGGGAGCAAACAGG		Bacteria		Bacteroidota		Bacteroidia										Target				3		0.07		0.04		0.09

		IM-19ZL21		TACGGAGGGTGCAAGCGTTGTCCGGATTTATTGGGTTTAAAGGGTGCGTAGGCGGGATATTAAGTCAGTGGTGAAAGCCCACAGCTCAACTGTGGAACTGCCATTGATACTGATATTCTTGAGTACGGATGAGGTAAGCGGAATTTATGGTGTAGCGGTGAAATGCATAGATACCATAAAGAACACCAATAGCGAAGGCAGCTTACTAGGCCGTAACTGACGCTGAGGCACGAAAGCGTGGGGAGCGAACAGG		Bacteria		Bacteroidota		Bacteroidia										Target				2		0.07		0.07		-

		IM-8UBJ8N		TACGGAGGGTGCAAGCGTTATCCGGAATCACTGGGTTTAAAGGGTGCGTAGGCGGCGTTATAAGTCAGAGGTGAAAGCTTACAGCTCAACTGTAAAATTGCCTCCGAAACTGTAATGCTTGAATCACGTTGAGGTCAGCGGAATGTGACATGTAGCGGTGAAATGCATAGATATGTCATAGAACACCAATTGCGAAGGCAGCTGACTAGGCGTGTATTGACGCTGAGGCACGAAAGCGTGGGTAGCGAACAGG		Bacteria		Bacteroidota		Bacteroidia										Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		0.08		-		-

		IM-T3347M		TACGGAGGGTGCAAGCGTTATCCGGAATCATTGGGTTTAAAGGGTCCGCAGGCGGGCTTATAAGTCAGTGGTGAAAGCCTACAGCTTAACTGTAGAACTGCCATTGATACTGTAAGTCTTGAATTTAGTCGAAGTAGGCGGAATATGACATGTAGCGGTGAAATGCATAGATATGTCATAGAACACCGATAGCGAAGGCAGCTTACTAGGCTTGAATTGACGCTCATGGACGAAAGCGTGGGGAGCGAACAGG		Bacteria		Bacteroidota		Bacteroidia										Target				1		0.12		-		-

		IM-KZD9O5		TACGGAGGGTGCAAGCGTTATCCGGAATCACTGGGTTTAAAGGGTGCGTAGGCGGATAGATAAGTCAGAGGTGAAAGCCTCCCGCTCAACGGGAGAATTGCCTTTGATACTGTTTATCTTGAATAAGGTTGAGGTTAGCGGAATGTGACATGTAGCGGTGAAATGCATAGATATGTCATAGAACACCAATTGCGTAGGCAGCTAGCTAGGCCTTTATTGACGCTGAGGCACGAAAGCATGGGGAGCGAACAGG		Bacteria		Bacteroidota		Bacteroidia										Target				2		-		0.06		0.06

		IM-50C5TG		TACGGAGGGTGCAAGCGTTGTCCGGAATCACTGGGTGTAAAGGGTGTGTAGGCGGGACGGCAAGTCAGAGGTGAAATCCTGCAGCTTAACTGTAGAACTGCCTTTGATACTGCTGTTCTTGAGTATCGGAGAGGTCGCTGGAATTCGTGGTGTAGCGGTGAAATGCGTAGATATCACGAGGAACACCAGAGGCGTAGGCGGGCGACTGGACGATTACTGACGCTGAGGCACGAAAGCGTGGGGAGCAAACAGG		Bacteria		Bacteroidota		Bacteroidia										Target				3		0.35		0.47		0.45

		IM-I201PW		TACGGAGGGTGCAAGCGTTGTCCGGATTTATTGGGTTTAAAGGGTGCGTAGGCGGGATATTAAGTCAGTGGTGAAAGCCTTCGGCTCAACCGAAGAACTGCCATTGAAACTGATATTCTTGAGTACGGATGAGGTAAGCGGAATTTATGGTGTAGCGGTGAAATGCATAGATACCATAAAGAACACCGATAGCGAAGGCAGCTTACTAGGCCGTAACTGACGCTAATGCACGAAAGCGTGGGGAGCGAACAGG		Bacteria		Bacteroidota		Bacteroidia										Target				1		0.09		-		-

		IM-S97PC6		TACGGAGGGTGCAAGCGTTATCCGGAATTACTGGGTTTAAAGGGTGCGTAGGCGGCGACGTCAGTCAGAAGTGAAAGTTCACAGCTTAACTGTAAAATTGCTTTTGATACTGCGTGGCTTGAATCAGGTTGAGGTCGGCGGAATGTGGCATGTAGCGGTGAAATGCTTAGATATGCCATAGAACACCAATTGCGAAGGCAGCTGACTAGACCTGTATTGACGCTGAGGCACGAAAGCGTGGGGAGCGAACAGG		Bacteria		Bacteroidota		Bacteroidia										Target				1		0.05		-		-

		IM-2MYA94		TACGGAGGGTGCAAGCGTTATCCGGAATCACTGGGTTTAAAGGGTGCGTAGGCGGCGTTGTAAGTCAGAAGTGAAATCCCACCGCTCAACGGTGGAACTGCTTTTGATACTGCAGTGCTTGAATCAGGCTGAGGTCAGCGGAATGAGTCATGTAGCGGTGAAATGCATAGATATGACTTAGAACACCAATTGCGAAGGCAGCTGACTAGACCTGTATTGACGCTGAGGCACGAAAGCGTGGGGAGCGAACAGG		Bacteria		Bacteroidota		Bacteroidia										Target				1		0.05		-		-

		IM-6PZ0SY		TACGGAGGGTGCAAGCGTTATCCGGAATTACTGGGTTTAAAGGGTGCGTAGGCTGCAATGTAAGTCAGGAGTGAAATGTTACCGCTAAACGGTAGAACTGCTTTTGATACTGCGTTGCTTGAATTAGGATGAGGTTAGCGGAATGTGGCATGTAGCGGTGAAATGCATAGATATGCCATAGAACACCAATTGCGAAGGCAGCTAGCTAGACCTATATTGACGCTGAGGCACGAAAGCGTGGGGAGCGAACAGG		Bacteria		Bacteroidota		Bacteroidia										Target				3		0.12		0.29		0.34

		IM-PLU2H2		TACGGAGGGTGCAAGCGTTATCCGGAATCACTGGGTTTAAAGGGTGCGTAGGCGGCTTTATAAGTCAGATGTGAAAGCCCACCGCTTAACGGTGGAACTGCATTTGATACTGTAAGGCTTGAATCAGGCTGAGGTCAGCGGAATGTGTCATGTAGCGGTGAAATGCATAGATATGACATAGAACACCAATTGCGAAGGCAGCTGGCTAGACCTGAATTGACGCTGAGGCACGAAAGCGTGGGGAGCGAACAGG		Bacteria		Bacteroidota		Bacteroidia										Target				3		0.15		0.07		0.05

		IM-55IUZ2		TACGGAGGGTGCAAGCGTTATCCGGAATTACTGGGTTTAAAGGGTGCGTAGGCGGCTATGTAAGTCAGGAGTGAAAATTGCCCGCTAAACGGGTAACGTGCTTTTGATACTGCAAAGCTTGAATAAGGTTGAGGTTAGCGGAATGTGGCATGTAGCGGTGAAATGCATAGATATGCCATAGAACACCAATTGCGAAGGCAGCTGGCTAGACCTATATTGACGCTGAGGCACGAAAGCGTGGGGAGCGAACAGG		Bacteria		Bacteroidota		Bacteroidia										Target				2		-		0.08		0.09

		IM-0N22BT		TACGTAGGGAGCAAGCGTTGTCCGGATTTACTGGGTGTAAAGGGCGCGCAGGCGGGTTGGCAAGTCAGAGGTGAAATCCTACAGCTTAACTGTAGAACTGCCCTTGATACTGCCAATCTTGAGTATGGAAGAGAGAGACGGAATTCCAGGTGTAGTGGTGAAATACGTAGATATCTGGAAGAACACCAGTTGCGAAGGCGGTCTCTTGGTCCAATACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Bacteroidota		Ignavibacteria		Ignavibacteriales								Target				2		-		0.26		0.28

		IM-4FT12I		TACGGAGGGTGCAAGCGTTGTCCGGATTCACTGGGTGTAAAGGGTGTGTAGGCGGGGCGGTATGTCAGAGGTGAAAGCCCACGGCTCAACCGTGGAATTGCCTTTGAAACTGCCGTTCTTGAGTCTCGGAGAGGTCGCTGGAATTCGTGGTGTAGCGGTGAAATGCGTAGATATCACGAGGAACACCAGAGGCGTAGGCGGGCGACTGGACGAGAACTGACGCTGAGGCACGAAAGCGTGGGGAGCAAACAGG		Bacteria		Bacteroidota		Rhodothermia		Rhodothermales		Rhodothermaceae						Target				3		0.20		0.04		0.05

		IM-48V2LW		TACGGAGGGTGCAAGCGTTGTCCGGATTCACTGGGTGTAAAGGGTGTGTAGGCGGGACGATAAGTCAGAGGTGAAAGCCCACGGCTCAACCGTGGAATTGCCTTTGATACTGCCGTTCTTGAGTCTCGGAGAGGTCATCGGAATTCGTGGTGTAGCGGTGAAATGCGTAGATATCACGAGGAACACCAGAGGCGTAGGCGGATGACTGGACGAGTACTGACGCTGAGGCACGAAAGCGTGGGGAGCAAACAGG		Bacteria		Bacteroidota		Rhodothermia		Rhodothermales		Rhodothermaceae						Target				3		0.06		0.09		0.07

		IM-X24BQQ		TACGGAGGGTCCAAGCGTTGTCCGGAATCACTGGGTGTAAAGGGTGCGCAGGCGGGCGTGTAAGTCAGGGGTGAAAGCCACCGGCCTAACCGGTGAACTGCCCTTGATACTGCACGTCTTGAATCCAAGAGAGGCTATCGGAATTCGTGGTGTAGCGGTGAAATGCGTAAATATCACGAGGAACACCTGATGCGTAGGCGGATAGCTGGATTGGTATTGACGCTGAGGCACGAAAGCGTGGGGAGCGAACAGG		Bacteria		Bacteroidota		Rhodothermia		Rhodothermales								Target				1		0.08		-		-

		IM-DD1M5P		TACGGAGGGTGCAAGCGTTGTCCGGAATCACTGGGTGTAAAGGGTGTGTAGGCGGGACAGTAAGTCAGAGGTGAAATCCCACGGCTCAACCGTGGAACTGCCTTTGATACTGCTGTTCTTGAATATCGGAGGGGTAGCTGGAATTCGTGGTGTAGCGGTGAAATGCGTAGATATCACGAGGAACACCAGAGGCGTAGGCGGGCTACTGGACGATTATTGACGCTGAGGCACGAAAGCGTGGGGAGCAAACAGG		Bacteria		Bacteroidota												Target				2		0.06		0.05		-

		IM-902AVH		TACGGAGGGTGCAAGCGTTGTCCGGAATCACTGGGTGTAAAGGGTGTGCAGGCGGGCCTATAAGTCAGAGGTGAAAGCCCACGGCTCAACCGTGGAACTGCCTTTGATACTGTAGGTCTTGAGTCCCGGAGAGGTCACTAGAATTCGTGGTGTAGCGGTGAAATGCGTAGATATCACGAGGAATACCAGAGGCGTAGGCGGGTGACTGGACGGGTACTGACGCTGAGGCACGAAAGCGTGGGGAGCAAACAGG		Bacteria		Bacteroidota												Target				1		0.05		-		-

		IM-44M82S		TACGGAGGGTGCAAGCGTTGTCCGGAATCACTGGGTGTAAAGGGTGTGTAGGCGGGGCGATAAGTCAGAGGTGAAATCCCACGGCCCAACCGTGGAACTGCCTTTGATACTGTCGTTCTTGAGTCCCGGAGAGGTCATCGGAATTCGTGGTGTAGCGGTGAAATGCGTAGATATCACGAGGAACACCAGAGGCGTAGGCGGATGACTGGACGGGTACTGACGCTGAGGCACGAAAGCGTGGGGAGCAAACAGG		Bacteria		Bacteroidota												Target				1		0.08		-		-

		IM-3I4UMW		CACGTAGGATCCGAGCGTTATCCGAATTTACTGGGCGTAAAGCGCGTGTAGGCGGCTGGGTAAGTTGGACGTGAAAGCTCCTGGCTCAACTAGGAGAGGTCGTTCAAAACTGCCTGGCTAGAGGGCGACAGAGGGAGGTGGAATTCCCGGTGTAGTGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCCTCCTGGGTCGCCCCTGACGCTCAGACGCGAAAGCTAGGGGAGCGAACGGG		Bacteria		Chloroflexota		Anaerolineae		Anaerolineales		Anaerolineaceae						Target				2		-		0.07		0.10

		IM-43OS8O		TACGTAGGAGGCGAGCGTTATCCGGATTTATTGGGCGTAAAGCGCGTGCAGGTGGTTTGGTAAGTTGGGTATGAAATCTTCTGGCTTAACTAGGAGAGGTTGCTCAAAACTACCAGACTAGAGGACGATAGAGGAAGGTGGAATTCCCGGTGTAGTAGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCCTTCTGGGTCGTTCCTGACACTAAGACGCGAAAGCATGGGTAGCAAACGGG		Bacteria		Chloroflexota		Anaerolineae		Anaerolineales		Anaerolineaceae						Target				2		-		0.08		0.10

		IM-EZ8CN3		GACGTAGGATCCAAGCGTTATCCGGATTTACTGGGCGTAAAGCGCGTGTAGGCGGTTTGGCAAGTTGGATGTGAAAGCTCCTGGCTCAACTGGGAGAGGCCGTTCAAAACTGCCAGACTAGAGGACGGTAGAGGGAGGTGGAATTCCCGGTGTAGTGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCCTCCTGGGCCGTTCCTGACGCTCAGACGCGAAAGCTAGGGTAGCAAACGGG		Bacteria		Chloroflexota		Anaerolineae		Anaerolineales		Anaerolineaceae						Target				2		-		0.07		0.09

		IM-1CGS1C		CACGTAGGAGGCAAACGTTATCCGGATTTACTGGGCGTAAAGCGCGTGTAGGCGGTTTGGTAAGTTGGATGTGAAAGCTCCCGGCTCAACTGGGAGAGGTCGTTCAATACTGCCAGACTAGAGGACGGTAGAGGGAGGTGGAATTCCCGGTGTAGTGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCCTCCTGGGCCGTTCCTGACGCTCAGACGCGAAAGCATGGGGAGCGAACGGG		Bacteria		Chloroflexota		Anaerolineae		Anaerolineales		Anaerolineaceae						Target				3		0.22		0.18		0.15

		IM-68MI70		CACGTAGGAGGCAAACGTTATCCGGATTTACTGGGCGTAAAGCGCGTGCAGGCGGTTCGGTAAGTTGGATGTGAAAGCTCCTGGCTCAACTGGGAGAGGTCGTTCAATACTGCCAAACTAGAGGACGGTAGAGGAAGGTGGAATTCCCGGTGTAGTGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCCTTCTGGGCCGTTCCTGACGCTCATACGCGAAAGCATGGGTAGCGAACGGG		Bacteria		Chloroflexota		Anaerolineae		Anaerolineales		Anaerolineaceae						Target				1		0.05		-		-

		IM-0G2FTW		AACGTAGGAGGCGAGCGTTATCCGGATTTACTGGGCGTAAAGCGCGTGTAGGCGGTTTGGTAAGTCGGACGTGAAAGCTCCCGGCTCAACTGGGAGAGGCCGTTCGAGACTACCAGACTTGAGGATGGTAGAGGGAGGTGGAATTCCGGGTGTAGCGGTGAAATGCGTAGATATCCGGAGGAACACCAGTGGCGAAGGCGGCCTCCTGGACCACTCCTGACGCTCAGACGCGAAAGCTAGGGGAGCAAACGGG		Bacteria		Chloroflexota		Anaerolineae		Anaerolineales		Anaerolineaceae						Target				1		-		-		0.06

		IM-04YL0U		CACGTAGGAGGCAAACGTTATCCGGATTTACTGGGCGTAAAGCGCGTGCAGGCGGTTCGGTAAGTTGGATGTGAAAGCTCCTGGCTCAACTAGGAGAGGTCGTTCAATACTGCCGGACTTGAGGACGGTAGAGGAAAGTGGAATTCCCGGTGTAGTGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCTTTCTGGGCCGTTCCTGACGCTAAGACGCGAAAGCGTGGGTAGCGAACGGG		Bacteria		Chloroflexota		Anaerolineae		Anaerolineales		Anaerolineaceae						Target				3		0.08		0.27		0.19

		IM-43E8T7		TACGTAGGTGGCAAGCGTTGTCCGGATTTACTGGGCGTAAAGAGCGCGCAGGCGGTCGAATAAGTCGAATGTGAAAGCTCCCGGCTCAACTGGGAAGGGTCATTCGATACTGTTCGACTCGAAGATAGGAGAGGGAAGCGGAATTCCCGGTGTAGTGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCTTTCTGGCCTATTCTTGACGCTGAGGCGCGAAAGCTAGGGGAGCGAACGGG		Bacteria		Chloroflexota		Anaerolineae		Anaerolineales		Anaerolineaceae						Target				1		0.10		-		-

		IM-8YYDO8		CACGTAGGATTCAAGCGTTATCCGGATTTACTGGGCGTAAAGCGCGTGCAGGCGGTACGGTAAGTTGGATGTGAAAGCTCCTGGCTCAACTGGGAGATGCCGTTCAATACTGCCGAACTAGAGGACGATAGAGGGAGGTGGAATTCCCGGTGTAGTGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCCTCCTGGATCGTGCCTGACGCTAAGACGCGAAAGCTAGGGTAGCAAACGGG		Bacteria		Chloroflexota		Anaerolineae		Anaerolineales		Anaerolineaceae						Target				2		-		0.07		0.10

		IM-9MT99W		CACGTAGGATCCGAGCGTTATCCGGATTTACTGGGCGTAAAGCGCGTGCAGGCGGTTTGGTAAGTTGGATGTTAAAGCTCCCGGCTCAACTGGGAGAGGCCGTTCAAAACTACCAGACTAGAGGGCGACAGAGGGAGGTGGAATTCCCGGTGTAGTGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCCTCCTGGATCGTTCCTGACGCTCAGACGCGAAAGCTAGGGTAGCAAACGGG		Bacteria		Chloroflexota		Anaerolineae		Anaerolineales		Anaerolineaceae						Target				2		-		0.18		0.22

		IM-183VS6		CACGTAGGATCCAAGCGTTATCCGGATTTACTGGGCGTAAAGCGCGTGTAGGCGGCTTGGTAAGTTGGATGTGAAAGCTCCTGGCCCAACCGGGAGACGTCGTACAATACTGCCAAGCTTGAGGACGGTAGAGGAAGGTGGAATTCCAGGTGTAGTGGTGAAATGCGTAGATATCTGGAGGAACACCAGTGGCGAAGGCGGCCTTCTGGACCGCTCCTGACGCTCAGACGCGAAAGCTAGGGTAGCGAACGGG		Bacteria		Chloroflexota		Anaerolineae		Anaerolineales		Anaerolineaceae						Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		3		0.05		0.27		0.34

		IM-HNJ7M5		AACGTAGGACGCGAGCGTTATCCGGATTTACTGGGCGTAAAGCGTGTGCAGGCGGTTAGGTAAGTCGGACGTGAAAGCTCCCGGCTCAACTGGGAGAGGCCGTTCGAAACTACCTGGCTTGAGGGCAGTAGAGGAGCGTGGAATTCCGGGTGTAGTGGTGAAATGCGTAGAGATCCGGAGGAACACCAGTGGCGAAGGCGGCGCTCTGGACTGCACCTGACGCTAAGACACGAAAGCTAGGGTAGCGAACGGG		Bacteria		Chloroflexota		Anaerolineae		Anaerolineales		Anaerolineaceae						Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		3		0.03		0.04		0.06

		IM-D8HM87		AACGTAGGGGGCTAGCGTTATCCGGATTTATTGGGCGTAAAGCGCACGTAGGCGGCGCTGTAAGTTGGGCGTGAAAGCTCTCGGCTTAACTGGGAGAGGTCGTTCAAAACTGCAGCGCTTGAGGTTGGAAGAGGAGAGTGGAATTCCCGGTGTAGTGGTGGAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAAGCGACTCTCTGGTCCACACCTGACGCTGAGGTGCGAAAGCGTGGGGAGCGAACGGG		Bacteria		Chloroflexota		Anaerolineae		Ardenticatenales								Target				3		0.12		0.40		0.51

		IM-8474WM		AACGTAGGGGGCTAACGTTATCCGGATTTATTGGGCGTAAAGCGCACGTAGGCGGCGCTGAAAGTTAGACGTGAAAGCTCCCGGCTTAACTGGGAGAGGTCGTTTAATACTACAGTGCTTGAGGTTGAAAGAGGAGAGTGGAATTCCCGGTGTAGTGGTGGAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAAGCGACTCTCTGGTTCACACCTGACGCTGAGGTGCGAAAGCGTGGGGAGCGAACGGG		Bacteria		Chloroflexota		Anaerolineae		Ardenticatenales								Target				3		0.07		0.07		0.09

		IM-1U454H		AACGTAGGGGGCGAGCGTTATCCGGATTTATTGGGCGTAAAGCGCACGTAGGCGGCACTGTAAGTTGGACGTGAAAGCTCCCGGCTTAACTGGGAGAGGTCGTTCAAAACTGCGGTGCTTGAGGTTGGAAGAGGAGAGTGGAATTCCCGGTGTAGTGGTGGAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAAGCGGCTCTCTGGTTCACACCTGACGCTGAGGTGCGAAAGCGTGGGTAGCGAACGGG		Bacteria		Chloroflexota		Anaerolineae		Ardenticatenales								Target				1		-		-		0.05

		IM-I2HM5Z		AACGTAGGGGGCAAGCGTTATCCGGATTTACTGGGCGTAAAGCGCACGTAGGCGGCGCCGTAAGTTGGGCGTGAAAGCTCTCGGCTTAACTGAGAGAGGTCGTTCAATACTGCAGCGCTTGAGGTTGGAAGAGGAGAGTGGAATTCCCGGTGTAGTGGTGGAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAAGCGGCTCTCTGGTCCATACCTGACGTTGAGGTGCGAAAGCGTGGGGAGCGAACGGG		Bacteria		Chloroflexota		Anaerolineae		Ardenticatenales								Target				1		0.04		-		-

		IM-CA7I8L		AACGTAGGGGGCGAGCGTTATCCGGATTTACTGGGCGTAAAGCGCACGTAGGTGGCATTGTAAGTTGGATGTGAAAGCTCCCGGCTCAACTGGGAGAGGTCGTTCAATACTGCAGTGCTAGAGGTTGACAGAGGAGAGCAGAATTCCCGGTGTAGTGGTGGAATGCGTAGATATCGGGAGGAATACCAGTGGCGAAGGCGGCTCTCTGGGTCACACCTGACGCTGAGGTGCGAAAGCGTGGGTAGCGAACGGG		Bacteria		Chloroflexota		Anaerolineae		Ardenticatenales								Target				2		-		0.07		0.11

		IM-CX60M3		AACGTAGGGGGCGAGCGTTATCCGGATTTATTGGGCGTAAAGCGCACGTAGGCGGTGTTGTAAGTTGGGCGTGAAAGCTCTCGGCTTAACTGAGAGAGGTCGTTCAATACTGCAGCACTTGAGGTTGAAAGAGGAGAGCGGAATTCCCGGTGTAGTGGTGGAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAAGCGGCTCTCTGGTTCATACCTGACGCTGAGGTGCGAAAGCGTGGGGAGCGAACGGG		Bacteria		Chloroflexota		Anaerolineae		Ardenticatenales								Target				3		0.13		0.16		0.18

		IM-3A0A7J		AACGTAGGGGGCGAGCGTTATCCGGAATTACTGGGCGTAAAGGGCGTCTAGGCGGTGGAGTAAGTCCCGCGTGAAAGCTCCCGGCTCAACTGGGAGAGGGCGTGGGAAACTGCTTGGCTAGAGACTCGGAGAGGGGTGTGGAATTCCCGGTGGAGTGGTGAAATGCGTTGAGATCGGGAGGAACACCAGTGGCGAAGGCGGCACCCTGGCCGAGGTCTGACGCTGAAGCGCGACAGCGTGGGGAGCGAACGGG		Bacteria		Chloroflexota		Anaerolineae										Target				1		-		-		0.04

		IM-30SHOO		AACGTAGGGGGCGAGCGTTATCCGGAATTACTGGGCGTAAAGGGCGTCTAGGCGGCATGGTCAGTCTCGCGTGAAAGCTCCCGGCTCAACTGGGAGAGGGCGCGGGAAACTGCCAAGCTAGAGACTCGGAGAGGGGTGCGGAATTCCCGGTGGAGTGGTGAAATGCGTTGAGATCGGGAGGAACACCAGTAGCGAAGGCGGCACCCTGGCCGAGGTCTGACGCTGAAGCGCGATAGCGTGGGGAGCAAACGGG		Bacteria		Chloroflexota		Anaerolineae										Target				1		-		-		0.06

		IM-FWY945		CACGTAGGATCCAAGCGTTATCCGGATTTACTGGGCGTAAAGCGCGTGCAGGCTGTTCGGTAAGTTGGATGTCAAAGCTCCCGGCTCAACTGGGAGAGGCCGTTCAAAACTGCCGGACTAGAGGACGATAGAGGGAGGTGGAATTCCCGGTGTAGTGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCCTCCTGGATCGGTCCTGACGCTCAGACGCGAAAGCTAGGGTAGCAAACGGG		Bacteria		Chloroflexota		Anaerolineae										Target				3		0.07		0.44		0.56

		IM-U0K3MP		AACGTAGGGGGCGAGCGTTATCCGGAATTACTGGGCGTAAAGGGCGTCTAGGCGGCAGCCTAAGTCGCACGTGAAAGCTCCCGGCTCAACTGGGAGAGTGCGTGGGAAACTGGGCAGCTAGAGACTCGGAGAGGGGTGTGGAATTCCCGGTGGAGTGGTGAAATGCGTTGAGATCGGGAGGAACACCAGTGGCGAAGGCGGCACCCTGGCCGAGGTCTGACGCTGAAGCGCGACAGCGTGGGGAGCGAACGGG		Bacteria		Chloroflexota		Anaerolineae										Target				2		-		0.05		0.06

		IM-0YT8Q8		AACGTAGGACGCGAACGTTATCCGGAATTACTGGGCGTAAAGGGCGCGCAGGCGGTGGATTAAGTTAGGCATGAAAGCTCCCTGGCTAAACCGGGAGAGGATGTCTGATACTGGTTCACTAGAGTGTGTTAGAGGGGTGTAGAATTCCGCGTGTAGTGGTGAAATGCGTAGATATGCGGAGGAATACCAGTGGCGAAGGCGGCACCCTGGAACACAACTGACGCTGAGGCGCGAAAGCATGGGTAGCGAACGGG		Bacteria		Chloroflexota		Anaerolineae										Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		3		0.04		0.04		0.08

		IM-LT2E9J		TACGTAGGTGGCGAGCGTTGTCCGGATTTACTGGGCGTAAAGGGCGTGCAGGCGGTTCGTTAAGTTCGAGGTGAAAGCTCCCGGCTCAACTGGGAGAGGTCCCCGGATACTGGCGGACTTGAGGTAGGTAGAGGAAAGTGGAATTCCCGGTGTAGTGGTGATATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCTTTCTGGGCCTTACCTGACGCTGAGACGCGAAAGCGTGGGGAGCGAACCGG		Bacteria		Chloroflexota		Dehalococcoidia										Target				3		0.14		0.12		0.11

		IM-9JE5S2		TACGTAGGTGGCGAGCGTTGTCCGGATTTACTGGGCGTAAAGGGCTTGTAGGCGGTTCGTTAAGTCCGGTGTGAAATCTCCCGGCTCAACTGGGAGGGGTCATCGGATACTGGCGGACTTGAGGTAGGTAGAGGAAAGCGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCTTTCTGGGCCTATCCTGACGCTGAGGAGCGAAAGCGTGGGGAGCGAACCGG		Bacteria		Chloroflexota		Dehalococcoidia										Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		3		0.04		0.07		0.05

		IM-C2U5G8		TACGGAGGGTGCGAGCGTTATCCGGAATCACTGGGCGTAAAGGGCGCGTAGGCGGTTTGTTAAGTCCGATGTTAAAGACCGAGGCTCAACCTCGACACGGCGTTGGATACTGACAAGCTTGACGGCTGGAGAGGTGAGTGGAATTACCAGTGTAGCGGTGGAATGCGTAGATACTGGTAGGAACACCTATTGCGAAGGCAGCTCACTGGACAGCACGTGACGCTGAGGCGCGAAAGTGTGGGGAGCAAACCGG		Bacteria		Deinococcota		Deinococci		Deinococcales		Trueperaceae		Truepera				Target				3		0.32		0.21		0.18

		IM-4EIY95		TACGGAGGGTGCGAACGTTATCCGGAATCACTGGGCGTAAAGGGCGCGTAGGCGGTTTGCTAAGTCCGATGTTAAAGATCGAGGCTCAACCTCGTTAAGGCGTTGGATACTGGCAGGCTTGACGGCTGGAGAGGCGAGTGGAATTACCAGTGTAGCGGTGGAATGCGTAGATACTGGTAGGAACACCTATTGCGAAGGCAGCTCGCTGGACAGCACGTGACGCTGAGGCGCGAAAGTGTGGGGAGCAAACCGG		Bacteria		Deinococcota		Deinococci		Deinococcales		Trueperaceae						Target				2		-		0.09		0.09

		IM-UY155G		TACGGAGGGTGCGAGCGTTGTCCGGAATCACTGGGCGTAAAGGGCGCGTAGGCGGCTCGGTAAGTAGGGGGTGAAATCCCACGGCTCAACCGTGGGCCTGCCTCCTAAACTGTCGAGCTTGAGCACGGTAGAGGCAGATGGAATTCCCGGTGTAGCGGTGGAATGCGTAGATATCGGGAAGAACACCAGTGGCGAAGGCGGTCTGCTGGGCCGTTGCTGACGCTGAGGCGCGATAGCGTGGGGAGCAAACAGG		Bacteria		Gemmatimonadota		Gemmatimonadetes		Gemmatimonadales		Gemmatimonadaceae						Target				3		0.08		0.07		0.11

		IM-895Q8T		TACGGAGGTTGCAAGCGTTGTTCGGATTAACTGGGCGTAAAGGGAGCGCAGGCGGTTTGGTCAGTCTGAAGTGGAAGCCCGGGGCTCAACCCCGGAAGGCCTTTGGATACTGCCAAACTTGAGTTCGTGAGAGGAAAGCGGAATTCCAGGTGTAGCGGTGAAATGCGTAGATATCTGGAGGAACATCGATGGCGAAAGCAGCTTTCTGGCACGATACTGACGCTGAGGCTCGAAAGCGTGGGGAGCGAACAGG		Bacteria		Hydrogenedentota		Hydrogenedentia		Hydrogenedentiales								Target				1		-		0.05		-

		IM-9K7BEH		TACGGGGGGAGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGTGTAGGCGGCCAGATAAGTGAGATGTGAAAGGTCTCGGCTCACCCGAGGACGGGCATCTCATACTGTTTGGCTTGAGTACGGGAGAGGATGGGGGAATTCCTGGTGTAGCGGTGAAATGCGTAGATATCAGGAGGAACACCAGTGGCGAAGGCGCCCATCTGGCCCGATACTGACGCTGAGGCGCGAAAGCTAGGGGAGCGAACGGG		Bacteria		Latescibacterota												Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		3		0.05		0.07		0.08

		IM-ZX6186		TACGGAGGGAGCAAACGTTGTTCGGATTTACTGGGTGTAAAGGGTGCGTAGGCGGCCCTGTGTGTCAGAGGTGAAATCCCACGGCTCAACCGTGGAATTGCCTTTGAAACTGCAGGGCTTGAGTCCGAGAGGGGATGGTGGAATTCCTGGTGTAACGGTGAAATGTGCAGATATCAGGAAGAACACCCGTGGCGAAGGCGGCCATCTGGCTCGGAACTGACGCTGAGGCACGAAAGCTAGGGTATCGAACGGG		Bacteria		Latescibacterota												Target				1		0.03		-		-

		IM-3EP1O6		TACGGAGGGTGCGAACGTTGTTCGGATTTACTGGGTGTAAAGGGTGCGTAGGCGGCTTCGTGTGTCAGAGGTGAAATCCCACGGCTCAACCGTGGAATTGCCTTTGAAACTGCGAGGCTTGAGTCCGTGAGAGGAAGATGGAATTCCTGGTGTAACGGTGAAATGTGCAGATATCAGGAAGAACACCGATGGCGAAGGCAGTCTTCTGGCACGGTACTGACGCTGAGGCACGAAAGCTAGGGTATCGAACGGG		Bacteria		Latescibacterota												Target				2		-		0.06		0.10

		IM-8Z2RB2		TACGGAGGGAGCGAACGTTGTTCGGATTTACTGGGTGTAAAGGGTGCGTAGGCGGCTTGGTATGTCAGAGGTGAAATTCTACGGCTCAACCGTAGAACTGCCTTTGAAACTGCCAAGCTTGAGTCCGTGAGAGGATGGTGGAATTCCTGGTGTAACGGTGAAATGTGCAGATATCAGGAAGAACACCCATGGCGAAGGCAGCCATCTGGCACGGTACTGACGCTGAGGCACGAAAGCTAGGGTATCGAACGGG		Bacteria		Latescibacterota												Target				1		0.11		-		-

		IM-9EHI1W		TACGGAGGGAGCGAACGTTGTTCGGATTCACTGGGCGTAAAGGGCGTGTAGGCGGTCTGGCAAGTCAGAGGTGAAATGTCTCGGCTCAACCGAGGACCTGCCTTTGAAACTGCCGGACTTGAGGCCGTGAGAGGAGACTGGAATTCCTAGTGTAGCGGTGAAATGCATAGATATTAGGAAGAACACCAGTGGCGAAGGCGAGTCTCTGGCACGGTTCTGACGCTGAGGCGCGAAAGCTAGGGGAGCGAACGGG		Bacteria		Latescibacterota												Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		3		0.09		0.26		0.24

		IM-464THW		TACGGAGGGAGCGAACGTTGTTCGGATTTACTGGGCGTAAAGGGCGTGTAGGCGGCTTGGCAAGTCAGAGGTGAAATTTCCCGGCTCAACCGGGGACCTGCCTTTGAAACTGCCGAGCTTGAGGTCGTGAGAGGAGACTGGAATTCCTAGTGTAGCGGTGAAATGCATAGATATTAGGAAGAACACCAGTGGCGAAGGCGAGTCTCTGGCACGATTCTGACGCTGATGCGCGAAAGCTAGGGGAGCGAACGGG		Bacteria		Latescibacterota												Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		3		0.16		0.16		0.12

		IM-2HI24B		CACGGGGGGAGCAAGCGTTGTTCGGATTCATTGGGCGTAAAGGGCGCGTAGGCGGTTTGGCAAGTCCGACGTGAAATGTACCGGTTCAACCGGGGCGCTGTGTCGGAAACTGCCTTACTTGAGGTCGAGGGAGGAAAGTGGAATTCCTGGTGTAGCGGTGAAATGCGTAGATATCAGGAGGAACACCCGTGGCGAAGGCGGCTTTCTATCTCGAAACTGACGCTGAGGCGCGAAAGCTAGGGGAGCAAACGGG		Bacteria		Latescibacterota												Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		3		0.08		0.10		0.12

		IM-Y9D78T		TACGGAGGGAGCAAACGTTGTTCGGATTTACTGGGTGTAAAGGGTGCGTAGGCGGCTTCGTGTGTCGGAGGTGAAATCCAGCGGCTCAACCGTTGGACTGCCCCCGAAACTGCGAGGCTTGAGTCCGTGAGAGGTTGGTGGAATTCCTGGTGTAACGGTGAAATGTGCAGATATCAGGAAGAACACCCGTGGCGAAGGCGGCCAACTGGCACGGTACTGACGCTGAGGCACGAAAGCTAGGGTATCGAACGGG		Bacteria		Latescibacterota												Target				2		-		0.04		0.05

		IM-16A5ZS		TACGGAGGGAGCGAACGTTGTTCGGATTTACTGGGTGTAAAGGGTGCGTAGGCGGTCGCGTGTGTCAGAGGTGAAATCCCACGGCTCAACCGTGGAATTGCCTTTGAAACTGCGCGACTTGAGTCCGGAAGAGGAAGGTGGAATTCCTGGTGTAACGGTGAAATGTGCAGATATCAGGAAGAACACCCGTGGCGAAGGCGGCCTTCTGGTCCGGAACTGACGCTGAGGCACGAAAGCTAGGGTATCGAACGGG		Bacteria		Latescibacterota												Target				2		-		0.09		0.09

		IM-YKX6S3		TACGGAGGGAGCGAACGTTGTTCGGATTTACTGGGCGTAAAGGGCGCGTAGGCGGCTTTGCAAGTCAGAGGTGAAATGTCTCGGCTCAACCGAGGACCTGCCTTTGAAACTACAGAGCTTGAGGCCGTGAGAGGAGACTGGAATTCCTAGTGTAGCGGTGAAATGCATAGATATTAGGAAGAACACCAGTGGCGAAGGCGAGTCTCTGGCACGGTTCTGACGCTGAGGCGCGAAAGCCAGGGGAGCGAACGGG		Bacteria		Latescibacterota												Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		3		0.06		0.16		0.22

		IM-F56XR6		TACGGAGGGTGCAAGCGTTGTTCGGATTCACTGGGTATAAAGGGTGCGCAGGCGGACTGATAAGTCAGAGGTGAAATATGTCGGCTCAACCGGCAAACGGCCTCTGAAACTGCCAGTCTTGAGTTCGAGAGAGGTAGGTGGAATTCCAGGTGTAGCGGTGAAATGCGTAAATATCTGGAGGAACACCGGTGGCGAAGGCGGCCTACTGGCTCGATACTGACGCTCAGGCACGAAAGCATGGGGAGCGAACGGG		Bacteria		Latescibacterota												Target				2		-		0.06		0.06

		IM-C2T6ON		TACGGAGGGTGCGAACGTTGCTCGGAATTATTGGGCGTAAAGCGCGCGTAGGCGGCTTTGCAAGTTGGACGTGAAAGCCCTGGGCTCAACCCAGGAAGTGCGTCCAAAACTGCATGGCTCGAATCCCGGAGGGGGCCAGAGAATTCCCGGTGTAGAGGTGAAATTCGTAGATATCGGGAGGAATACCAGTGGCGAAGGCGCTGGCCTGGACGGTGATTGACGCTGAGGTGCGAAAGCGTGGGGAGCGAACGGG		Bacteria		Myxococcota		Polyangia										Target				1		-		0.05		-

		IM-E80H3S		TACGGGGGGTGCAAGCGTTGTTCGGATTTACTGGGCGTAAAGCGCGAGCAGGCGGGTCAGTAAGTCTTGTGTGTAATCTTTCGGCTCAACCGAAAAACTGCACGGGAAACTACTGATCTTGAGTGCGAGAGAGGATGGCGGAATTCCTGGTGTAGCGGTGAAATGCGTAGATATCAGGAGGAACACCGGTGGCGAAGGCGGCCATCTGGCTCGACACTGACGCTCATTCGCGAAGGCCGGGGGAGCAAACAGG		Bacteria		Nitrospinota		Nitrospinia		Nitrospinales		Nitrospinaceae						Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		2		-		0.16		0.15

		IM-Q70H2V		TACGGGGGGTGCAAGCGTTGTTCGGATTTACTGGGCGTAAAGCGCGTGCAGGCGGGTCGGCAAGTCCTGTGTGTAATCTCCCGGCTTAACCGGGAAACTGCATGGGAAACTATCGATCTTGAGTGCGAGAGAGGATGGCGGAATTCCTGGTGTAGCGGTGAAATGCGTAGATATCAGGAGGAACACCGGTGGCGAAGGCGGCCATCTGGCTCGACACTGACGCTGAGACGCGAAGGCCGGGGGAGCAAACAGG		Bacteria		Nitrospinota		Nitrospinia		Nitrospinales		Nitrospinaceae						Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		2		-		0.06		0.06

		IM-M20B6J		GACAGAGGTGGCAAGCGTTGTTCGGATTTACTGGGCTTAAAGGGCGTGTAGGCGTCCTGATAAGTCAGATGTGGAAGCCTTGGGCTTAACCCAAGAATTGCATTTGAAACTGTCGGGATTGAGTCGTGCATGGGAGGGCGGAATTCCTGGTGTAGCGGTGAAATGCGTAGATATCAGGAGGAAGGCCGGTGGTGAAGACGGCCCTCTGGGCAATGACTGACGCTGAGGCGCGAAAGCGTGGGTAGCAAACAGG		Bacteria		Nitrospirota		Nitrospiria		Nitrospirales		Nitrospiraceae						Target				2		-		0.20		0.30

		IM-T75Q4D		GACAGAGGTGGCAAGCGTTGTTCGGATTTACTGGGCTTAAAGGGCGTGTAGGCGTCCTGATAAGTCAGATGTGGAAGCCTTGGGCTTAACCCAAGAAGTGCATTTGAAACTGTCAGGATTGAGTCGTGCAAGGGAGGGCGGAATTCCTGGTGTAGCGGTGAAATGCGTAGATATCAGGAGGAAGGCCGGTGGCGAAGGTGGCCCTCTAGGCAATGACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Nitrospirota		Nitrospiria		Nitrospirales		Nitrospiraceae						Target				3		0.05		0.33		0.54

		IM-36H5KZ		TACGAAGGTGGCAAGCGTTGTTCGGATTTACTGGGCGTAAAGAGAGCGTAGGCGGTTGAGTAAGCCCTGTGGGAAATCTCCCGGCTTAACCGGGAAAGGTCGCAGGGGACTGCTTGGCTAGAGGACGGGAGAGGAGCGCGGAATTCCCGGTGTAGCGGTGAAATGCGTAGAGATCGGGAGGAAGGCCGGTGGCGAAGGCGGCGCTCTGGAACGTACCTGACGCTGAGGCTCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Nitrospirota		Nitrospiria		Nitrospirales		Nitrospiraceae						Target				2		0.12		0.05		-

		IM-ZKJ269		GACAGAGGTGGCAAGCGTTGTTCGGAATTACTGGGCTTAAAGGGCGCGTAGGTGTCCTGGCAAGTCAGATGTGGAAGCTTCTTGCTTAACGAGAAAATTGCATTTGAAACTGTCGGGATTGAGTCAGACAGGGGATGGCGGAATTCCTGGTGTAGCGGTGAAATGCGTAGATATCAGGAGGAAGGCCGGTGGCGAAGGCGGCCATCTGGGTCTGAACTGACACTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Nitrospirota		Thermodesulfovibrionia		Thermodesulfovibrionales		Thermodesulfovibrionaceae						Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		3		0.05		0.18		0.30

		IM-Q12C2T		TACGAAGGGCCCGAGCGTTAATCGGAATCACTGGGCTTAAAGCGTACGCAGGCGGATGCGCAGGCATCTTGTGAAATCCCTCGGCTCAACCGAGGAACTGCAGGGTGAACCGCGTGTCTTGAGACAAGTAGGGGCTACCGGAACGCTAGGTGGAGTGGTGAAATGCGTTGATATCTAGCGGAACGCCAAAGGAGAAATCAGGTAGCTGGGCTTGTTCTGACGCTGAGGTACGAAAGCGTGGGGAGCGAACGGG		Bacteria		Planctomycetota		Phycisphaerae		Phycisphaerales		Phycisphaeraceae						Target				3		0.09		0.11		0.11

		IM-WQC516		TACGAAGGGCCCGAGCGTTGCGCGGAATCACTGGGCTTAAAGCGTGCGCAGGCGGGCGCGCAGGCGTCTTGTGAAATCCCTCGGCTCAACCGAGGAACTGCTTGACGAACCGCGTGTCTTGAGGCAGGTAGGGGCCGTCGGAACGATAGGTGGAGTGGTGAAATGCGTTGATATCTATCGGAACGCCAAAGGAGCAATCAGGCGGCTGGGCCTGTTCTGACGCTGAGGCACGAAAGCGTGGGGAGCGAACGGG		Bacteria		Planctomycetota		Phycisphaerae		Phycisphaerales		Phycisphaeraceae						Target				2		-		0.10		0.18

		IM-1Z3L1B		TACGAACGGCCCGAGCGTTAAGCGGAATCACTGGGCTTAAAGGGTGCGTAGGCGGAACGGTAAGTATCTTGTGAAATCCCACGGCTCAACCGTGGAACTGCAGGGTATACTGCCGTTCTTGAGGCTGGTAGAGGCTGTCGGAACTCTAGGTGTAGCGGTGAAATGCGTAGATATCTAGGGGAACGCCAAAGACGAAGGTAGGCAGCTGGGCCAGTTCTGACGCTGAGGCACGAAAGCGTGGGTAGCGAACAGG		Bacteria		Planctomycetota		Phycisphaerae		Phycisphaerales		Phycisphaeraceae						Target				3		0.06		0.07		0.06

		IM-6DAB2P		TACGAAGGGCCCGAGCGTTGCGCGGAATCACTGGGCTTAAAGCGTACGCAGGTGGGCACATAGGCGTCTTGTGAAAGCCCTCGGCTCAACCGAGGAACTGCTTGGCGAACCATGTGTCTTGAGGCAGGTAGGGGTTGTCGGAACGATAGGTGGAGTGGTGAAATGCGTTGATATCTATCGGAACGCCGAAGGAGAAATCAGGCAACTGGGCCTGTCCTGACACTGAGGTACGAAAGCGTGGGGAGCGAACGGG		Bacteria		Planctomycetota		Phycisphaerae		Phycisphaerales		Phycisphaeraceae						Target				3		0.04		0.07		0.06

		IM-Q3VA15		TACGAACCGTACGAACGTTATTCGGTATCACTGGGCTTAAAGCGTGCGTAGGCGGCCTTGTAGGTCGGGTGTGAAATCCCACGGCTCAACCGTGGAACTGCGCCCGAAACCACAAGGCTTGAGGAAAGCAGGGGTGTGCGGAACAGATGGTGGAGCGGTGAAATGCGTTGATATTATCTGGAACACCGGTGGCGAAAGCGGCACACTGGGCTTTTTCTGACGCTGAGGCACGAAAGCTAGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Pirellulales		Pirellulaceae						Target				2		-		0.08		0.08

		IM-S0E5K2		GACGAACCGTCCAAACGTTATTCGGAATTACTGGGCTTAAAGGGTGCGTAGGCGGCTTGGCAAGTTGGGTGTGAAATCCCTCGGCTCAACCGAGGAACCGCGCTCAAAACTGCCAGGCTAGAGGGAGATAGAGGTGAGCGGAACTAATGGTGGAGCGGTGAAATGCGTTGATATCATTAGGAACACCTGTGGCGAAAGCGGCTCACTGGATCTCTTCTGACGCTGAGGCACGAAAGCTAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Pirellulales		Pirellulaceae						Target				3		0.10		0.11		0.11

		IM-J8M8O9		CACGTACTGTGCGAACGTTATTCGGAATCACTGGGCTTAAAGGGTACGTAGGCGGTTTATCAAGTCAGGTGTGAAATGCCTGAGCTCAACTGAGGCACTGCGCTTGAAACTGATAAACTAGAGTATTCCAGAGGTGTGCGGAACTGCCAGTGGAGCGGTGAAATGCGTTGATATTGGCAGGAACACCGGAGGCGAAGGCGGCACACTGGGGGATAACTGACGCTGAGGTACGAAAGCCAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales		Planctomycetaceae		Planctomyces				Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		0.11		-		-

		IM-8A7K70		TACGTACCGGACAAACGTTATTCGGAATCACTGGGCTTAAAGAGTACGTAGGCTGTCTTGTAGGTGAGGTGTGAAATCCCCCGGCTCAACCGGGGAACTGCGCTTCAAACCACAAGACTTGAGGGAGACAGGGGTGAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATCATCAGGAACACCGGTGGCGAAGGCGGCTCACTGGGTCTCTTCTGACGCTGAGGTACGAAAGCTAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales		Planctomycetaceae						Target				3		0.48		0.17		0.20

		IM-E6QA4J		CACGTACTGTGCGAACGTTATTCGGAATCACTGGGCTTAAAGGGTGCGTAGGCGGTTTATCAAGTCAGATGTGAAATGCCTGAGCTCAACTGAGGCACTGCGTTTGAAACTGATAGACTTGAGTATTCCAGGGGTATGCGGAACTGCCAGTGGAGCGGTGAAATGCGTTGATATTGGCAGGAACACCAGTGGCGAAGGCGGCATACTGGGGGATCACTGACGCTGAGGCACGAAAGCCAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales		Planctomycetaceae						Target				3		0.25		0.12		0.11

		IM-C1I20A		TACGTACCGGACAAACGTTATTCGGAATCACTGGGCTTAAAGAGTGCGTAGGCGGTCTAACAGGTGGGGTGTGAAATCCCGCGGCTCAACCGCGGAACTGCGCTCCAAACCGTTAGGCTTGAGGGAGACAGGGGTGAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATCATCAGGAACACCGGTGGCGAAGGCGGCTCACTGGGTCTCTTCTGACGCTGAGGCACGAAAGCTAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales		Planctomycetaceae						Target				2		0.04		-		0.05

		IM-9IDX06		TACAGAGAGTGCGAACGTTGTTCGGAATTACTGGGCTTAAAGCGCGCGTAGGCGGCATTACAAGTGTCGGGTGAAATCCCACGGCTCACCCGTGGAACTGCCCGGCAAACTGTAAGGCTAGAGTGTGGTAGGGGAGAGCAGAACTCATGGTGGAGCGGTGAAATGCGTAGATATCATGAGGAATACCGGTGGCGAAGGCGGCTCTCTGGTCCACAACTGACGCTGAGGTGCGAAAGCTAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales		Planctomycetaceae						Target				2		-		0.07		0.06

		IM-QX98N4		TACAGAGGGTGCAAACGTTGTTCGGAATCACTGGGCATAAAGCGCGCGTAGGCGGCCTGTTAAGTGTGAAGTGAAATCCCACGGCTCAACCGTGGAACTGCTTTGCATACTGGCAAGCTCGAGGACGGTAGGGGAGAGCGGAACTCTTGGTGGAGCGGTGAAATGCGTAGATATCAAGGGGAACACCGATGGCGAAGGCAGCTCTCTGGTCCGTTTCTGACGCTGAGGTGCGAAAGCTAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales		Planctomycetaceae						Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		3		0.05		0.06		0.05

		IM-QF74OM		TACAGAGAGTGCAAACGTTGTTCGGAATTACTGGGCTTAAAGCGCACGTAGGCGGCATTGTAAGTGTGAGGTGAAAGCCCACGGCTCACCCGTGGAATTGCCTTGCAAACTGCAATGCTAGAGTATGGTAGGGGAGAGCGGAACTCCTGGTGGAGCGGTGAAATGCGTAGATATCAGGAGGAACACCGGTGGCGAAGGCGGCTCTCTGGTCCATAACTGACGCTGAGGTGCGAAAGCTAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales		Planctomycetaceae						Target				3		0.13		0.05		0.04

		IM-6675FL		TACGGAAGGCCCGAGCGTTAATCGGAATCACTGGGCTTAAAGCGTGCGCAGGCGGACCCGTAGGCATCTCGTGAAATCCCACAGCTCAACTGTGGAACTGCGGGGTGAACCACGGGTCTTGAGACAAGTAGGGGCTGATGGAACCATGGGTGGAGCGGTGAAATGCGTAGATATCCATGGGAACGCCAATGGCGAAGGCAGTCAGCTGGGCTTGTTCTGACGCTCAGGCACGAAAGCGTGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales		Planctomycetaceae						Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		0.04		-		-

		IM-RYJL28		GACGGAGGGTGCAAACGTTGTTCGGAATCACTGGGCATAAAGCGCACGTAGGCGGCTAAGTCAGTCTGGTGTGAAAGCCCCCGGCTCAACCGGGGAACTGCATCGGATACTGCTTGGCTCGAGGATGGTAGGGGTGAGTGGAACTCCTGGTGGAGCGGTGAAATGCGTAGATATCAGGAGGAACACCAGTGGCGAAAGCGACTCACTGGGCCATCTCTGACGCTGAGGTGCGAAAGCTAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales		Planctomycetaceae						Target				3		0.12		0.11		0.10

		IM-RK88CN		TACAGAGAGTGCAAACGTTGTTCGGAATCACTGGGCTTAAAGCGCGCGTAGGCGGCATTGTAAGTGTCGGGTGAAATCCCACGGCTCACCCGTGGAACTGCCCGGCAAACTGCAGTGCTAGAGTATGGTAGGGGAGAGCGGAACTCCTGGTGGAGCGGTGAAATGCGTAGATATCAGGAGGAACACCGGTGGCGAAGGCGGCTCTCTGGTCCATAACTGACGCTGAGGTGCGAAAGCTAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales		Planctomycetaceae						Target				3		0.23		0.09		0.12

		IM-560SQY		GACGGAGGGCGCAAGCGTTGTTCGGAATCACTGGGCATAAAGAGCACGTAGGCGGTCTATTAAGTCGAATGTGAAAGCCCTCGGCTCAACCGGGGAACTGCATCCGATACTGATGGACTAGAGGAAGGCAGGGGTGAGTGGAACTCCAGGTGGAACGGTGAAATGTGTAGATATCTGGAGGAACACCGGTGGCGAAAGCGGCTCACTGGGCCTTTCCTGACGCTGAGGTGCGAAAGCTAGGGTAGCAAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales		Planctomycetaceae						Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		0.04		-		-

		IM-P194K3		GACGGAGGGTGCAAACGTTGCTCGGAATCACTGGGCATAAAGCGCACGTAGGCGGCCTGCTAAGTCTCGCGTGAAAGCCCCCGGCTCAACCGGGGAACTGCGCGGGATACTGGCGGGCTCGAGGACGGTAGGGGTGAGTGGAACTCCAGGTGGAGCGGTGAAATGCGTAGATATTTGGAGGAACACCAGTGGCGAAAGCGACTCACTGGACCGTCTCTGACGCTGAGGTGCGAAAGCCAGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales		Planctomycetaceae						Target				1		0.09		-		-

		IM-3RE60T		GACGGAGGGCGCAAGCGTTGTTCGGAATCACTGGGCATAAAGAGCACGTAGGCTGTCTGCTAAGTCGGATGTGAAAGCCCTCGGCCCAACCGGGGAACTGCATTCGATACTGGCTGACTCGAGGACAGGAGGGGTGAGTGGAACTCCAGGTGGAACGGTGAAATGTGTAGATATCTGGAGGAACACCGGTGGCGAAAGCGGCTCACTGGCCTGTCTCTGACGCTGAGGTGCGAAAGCTAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales		Planctomycetaceae						Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		3		0.16		0.11		0.12

		IM-EV3WQ5		GACGGAGGGCGCAAGCGTTGTTCGGAATCACTGGGCATAAAGAGCACGTAGGCTGTCGACTCAGTCGGGTGTGAAAGCCCCCGGCCCAACCGGGGAACTGCACTCGATACTGGTCGACTAGAGGACAGGAGGGGTGAGTGGAACTCCAGGTGGAACGGTGAAATGTGTAGATATCTGGAGGAACACCGGTGGCGAAAGCGGCTCACTGGCCTGTCTCTGACGCTGAGGTGCGAAAGCTAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales		Planctomycetaceae						Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		0.08		-		-

		IM-C335U4		TACAGAGAGTGCAAACGTTGTTCGGAATCACTGGGCTTAAAGCGCGCGTAGGCGGCATAGCAAGTGTCGGGTGAAAGCCCACGGCTCACCCGTGGAATTGCCCGGCAAACTGCTGTGCTAGAGTATGGTAGGGGAGAGCGGAACTCATGGTGGAGCGGTGAAATGCGTAGATATCATGAGGAACACCGGTGGCGAAGGCGGCTCTCTGGTCCATTACTGACGCTGAGGTGCGAAAGCTAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales		Planctomycetaceae						Target				1		0.07		-		-

		IM-QH8D82		CACGAACCGTACGAACGTTATTCGGAATCACTGGGCTTAAAGAGTGCGTAGGCGGCTTTACAGGTGGGGTGTGAAAGCCCACGGCTCAACCGTGGAATTGCGCTCCAAACCGTAAGGCTTGAGGGAGATAGAGGTGAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATCATCAGGAACACCAGCGGCGAAGGCGGCTCACTGGGTCTTTTCTGACGCTGAGGCACGAAAGCTAGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales		Planctomycetaceae						Target				3		0.31		0.13		0.10

		IM-99CB2W		GACGGAGGGTGCAAACGTTGTTCGGAATCACTGGGCATAAAGCGCACGTAGGCGGCTAGGTCAGTTCGGTGTGAAAGCCCCCGGCTCAACCGGGGAACGGCATCGAATACTGCCTGGCTAGAGGACGGTTGGGGTGAGTGGAACTCCTGGTGGAGCGGTGAAATGCGTAGATATCAGGAGGAACACCAGTGGCGAAAGCGGCTCACTGGACCGTAACTGACGCTGAGGTGCGAAAGCTAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales		Planctomycetaceae						Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		3		0.06		0.07		0.07

		IM-DGE73A		TACAGAGGGTGCAAACGTTGTTCGGAATCACTGGGCATAAAGCGCGCGTAGGCGGCCCCGTAAGTGTGGAGTGAAATCCCACGGCTCACCCGTGGAACTGCTTTGCATACTGCGGGGCTAGAGGACGGTAGGGGAGAGCGGAACTCCTGGTGGAGCGGTGAAATGCGTAGATATCAGGAGGAACACCGGTGGCGAAGGCGGCTCTCTGGTCCGTTTCTGACGCTGAGGTGCGAAAGCCAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales		Planctomycetaceae						Target				1		0.11		-		-

		IM-B83S60		TACGGAGGGTGCAAACGTTGTTCGGAATCACTGGGCATAAAGAGCACGTAGGCGGTCCGTTAAGTCGGATGTGAAAGCCCCCGGCTCAACCGGGGAATTGCATTCGATACTGACGGACTCGAGGACGGTTGGGGTGAGTGGAACTCCAGGTGGAGCGGTGAAATGCGTAGATATCTGGAGGAACACCGGTGGCGAAAGCGGCTCACTGGACCGTTTCTGACGCTGAGGTGCGAAAGCTAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales		Planctomycetaceae						Target				1		0.06		-		-

		IM-5UK7ZS		TACGTAGGGTGCAAACGTTGTTCGGAATCACTGGGCATAAAGCGCACGTAGGCGGCCAAGTCAGTTCGGTGTGAAAGCCCCCGGCTCAACCGGGGAACTGCATCGAATACTGCTTGGCTCGAGGATGGTTGGGGTGAGTGGAACTCCTGGTGGAGCGGTGAAATGCGTAGATATCAGGAGGAACACCAGTGGCGAAAGCGGCTCACTGGACCATATCTGACGCTGAGGTGCGAAAGCTAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales		Planctomycetaceae						Target				3		0.09		0.05		0.06

		IM-4551TQ		GACGGAGGGTGCAAACGTTGTTCGGAATCACTGGGCATAAAGCGCACGTAGGCGGCTAAGTAAGTTCGGTGTGAAAGCCCCCGGCTCAACCGGGGAACTGCATCGAATACTGCTTGGCTTGAGGACGGTTGGGGTAAGTGGAACTCCTGGTGGAGCGGTGAAATGCGTAGATATCAGGAGGAACACCAGTGGCGAAAGCGGCTTACTGGACCGTATCTGACGCTGAGGTGCGAAAGCTAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales		Planctomycetaceae						Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		0.12		-		-

		IM-20F81J		CACAGAGGGTGCAAACGTTGTTCGGAATTACTGGGCATAAAGCGCGCGTAGGCGGTTTTGTAAGTGTGAAGTGAAATCCCACGGCTCACCCGTGGAACCGCTTTGCATACTGCAAGGCTTGAGGACGGTAGGGGAGAGCAGAACTCCTGGTGGAGCGGTGAAATGCGTAGATATCAGGAGGAATACCGGTGGCGAAGGCGGCTCTCTGGTCCGTTTCTGACGCTGAGGTGCGAAAGCTAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales		Planctomycetaceae						Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		2		0.08		0.06		-

		IM-9U983O		TACGAACTGCGCGAACGTTATTCGGAATCACTGGGCTTACAGGGTGCGTAGGCGGCCAACCAGGTCAGGTGTGAAATCCCACGGCTCAACCGTGGAACTGCGCTTGAAACCGGATGGCTTGAGTGAGCTAGGGGTGCACGGAACTTCCAGTGGAGCGGTGAAATGTGTTGATATTGGAAGGAACACCAGAAGCGAAAGCGGTGCACTGGGGCTTGTCTGACGCTGAGGCACGAAAGCCAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales		Planctomycetaceae						Target				3		0.04		0.05		0.05

		IM-0A7BZ3		TACAGAGGGTGCAAACGTTGTTCGGAATTACTGGGCATAAAGCGCGCGTAGGCGGCCCTGTCAGTGTGAAGTGAAATCCCACGGCTCAACCGTGGAACTGCTTTGCATACTGCAGGGCTAGAGGACGGTAGGGGAGAGCGGAACTCCTGGTGGAGCGGTGAAATGCGTAGATATCAGGAGGAACACCGGTGGCGAAGGCGGCTCTCTGGAACGTTTCTGACGCTGAGGTGCGAAAGCCAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales		Planctomycetaceae						Target				3		0.10		0.07		0.07

		IM-2Q5KG6		TACAGAGGGTGCAAACGTTGTTCGGAATCACTGGGCATAAAGCGCGCGTAGGCGGCCATGTAAGTGTGAAGTGAAAGCCCACGGCTCAACCGTGGAATTGCTTTGCATACTGCATGGCTCGAGGATGGTAGGGGAGAGCGGAACTCCTGGTGGAGCGGTGAAATGCGTAGATATCAGGAGGAACACCGGTGGCGAAGGCGGCTCTCTGGTCCATTTCTGACGCTGAGGTGCGAAAGCCAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales		Planctomycetaceae						Target				3		0.05		0.05		0.06

		IM-71SD47		TACAGAGGGTGCAAACGTTGTTCGGAATTACTGGGCATAAAGCGCACGTAGGCGGCCCTGTAAGTGTGGAGTGAAAGCCCACGGCTCAACCGTGGAACTGCTTTGCATACTGCAGGTGCTAGAGGACGGTAGGGGAGAGCGGAACTCCTGGTGGAGCGGTGAAATGCGTAGATATCAGGAGGAACACCAGTGGCGAAGGCGGCTCTCTGGTCCGTTTCTGACGCTGAGGTGCGAAAGCCAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales		Planctomycetaceae						Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		3		0.06		0.06		0.06

		IM-K77KOO		CACGTACTGTGCGAACGTTATTCGGAATCACTGGGCTTAAAGGGTGCGTAGGCGGCTTTGCAAGTCAGATGTGAAATGCCACAGCTCAACTGTGGCACTGCGTTTGAAACTGCATGGCTTGAGTATTCCAGGGGTGAGCGGAACTGCCAGTGGAGCGGTGAAATGTGTTGATATTGGCAGGAACACCGGTGGCGAAAGCGGCTCACTGGGGGATAACTGACGCTGAGGCACGAAAGCCAGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales		Planctomycetaceae						Target				2		0.06		-		0.04

		IM-8VDJ2W		TACAGAGGGTGCAAACGTTGTTCGGAATTACTGGGCATAAAGCGCACGTAGGCGGCTTGGTAAGTGTGAAGTGAAATCCCACGGCTCAACCGTGGAACTGCTTCGCAAACTGCCTGGCTAGAGGACGGTAGGGGAGAGCGGAACTCCTGGTGGAGCGGTGAAATGCGTAGATATCAGGAGGAACACCGGTGGCGAAGGCGGCTCTCTGGTCCGTTTCTGACGCTGAGGTGCGAAAGCCAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales		Planctomycetaceae						Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		3		0.08		0.11		0.09

		IM-1V1V1X		TACAGAGGGTGCAAACGTTGTTCGGAATTACTGGGCATAAAGCGCGCGTAGGCGGTCTGTTAAGTGTGAAGTGAAATCCCACGGCTCACCCGTGGAACTGCTTTGCATACTGGCAGACTAGAGGATGGTAGGGGAGAGCGGAACTCTTGGTGGAGCGGTGAAATGCGTAGATATCAAGAGGAACACCGGTGGCGAAGGCGGCTCTCTGGTCCATATCTGACGCTGAGGTGCGAAAGCCAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales		Planctomycetaceae						Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		3		0.08		0.08		0.05

		IM-2TU8L8		GACGAACTGTGCGAACGTTATTCGGAATCACTGGGCTTACAGGGTGCGTAGGCGGCTTGTCAGGTCAGGTGTGAAATCCCACGGCCCAACCGTGGAACTGCGCTTGAAACCGACAAGCTTGAGTAAGCTAGGGGTGCACGGAACTTCCAGTGGAGCGGTGAAATGTGTTGATATTGGAAGGAACACCAGAAGCGAAAGCGGTGCACTGGGGCTTGTCTGACGCTGAGGCACGAAAGCCAGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales		Planctomycetaceae						Target				1		0.06		-		-

		IM-H27O6A		GACGGAGGGTGCAAACGTTGTTCGGAATTACTGGGCATAAAGCGCACGTAGGCGGCGCGATAAGTCAGGTGTGAAAGCCCTCGGCTCAACCGAGGAACTGCACCTGAGACTGTCGTGCTCGAGGACGGTTGGGGTGAGTGGAACTCCTGGTGGAGCGGTGAAATGCGTAGATATCAGGAGGAACACCGGTGGCGAAAGCGGCTCACTGGACCGTAACTGACGCTGAGGTGCGAAAGCTAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales		Planctomycetaceae						Target				2		-		0.07		0.04

		IM-NX9425		GACGGAGGGTGCAAACGTTGTTCGGAATCACTGGGCATAAAGCGCACGTAGGCGGTCCACTCAGTCGGGTGTGAAAGCCCTCGGCTCAACCGGGGAACTGCATCCGATACTGGTGGACTCGAGGATGGTTGGGGTGAGTGGAACTCCTGGTGGAGCGGTGAAATGCGTAGATATCAGGAGGAACACCAGTGGCGAAAGCGACTCACTGGACCATATCTGACGCTGAGGTGCGAAAGCTAGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales		Planctomycetaceae						Target				1		0.03		-		-

		IM-S6N0M6		TACAGAGGGTGCAAACGTTGTTCGGAATTACTGGGCATAAAGCGCACGTAGGCGGTCTAGTAAGTGTGAAGTGAAATCCCACGGCTCACCCGTGGAACTGCTTTGCATACTGCTAGACTCGAGGAAGGTAGGGGAGAGCAGAACTCTTGGAGGAGCGGTGAAATGCGTAGATATCAAGAGGAATACCAGTGGCGAAGGCGGCTCTCTGGTCCTTTTCTGACGCTGAGGTGCGAAAGCTAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales		Planctomycetaceae						Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		3		0.34		0.15		0.17

		IM-UU016L		TACGAACTGTGCGAACGTTATTCGGAATCACTGGGCTTAAAGGGTGCGTAGGCGGCTTTGTAGGTCAGATGTGAAAGCCCACGGCTCAACCGTGGAATTGCGTTTGAAACCACAAAGCTTGAGGGAGATAGAGGAGAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATCATCAGGAACACCGGTGGCGAAAGCGGCTCTCTGGATCTCTTCTGACGCTCAGGCACGAAAGCTAGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target				3		0.09		0.22		0.19

		IM-X22S8C		TACGAACTGTGCAAACGTTATTCGGAATCACTGGGCTTAAAGGGTGCGTAGGCGGGTTGGTAGGTCAGATGTGAAAGCCCACGGCTCAACCGTGGAATTGCGTTTGAAACCACCAGTCTTGAGGGGATCAGAGGAGAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATTATCAGGAACACCGGTGGCGAAAGCGGCTCTCTGGGATCTTTCTGACGCTGAGGCACGAAAGCTAGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target				3		0.12		0.20		0.18

		IM-829GSI		TACGAACTGTGCAAACGTTATTCGGAATCACTGGGCTTAAAGGGTGCGTAGGCGGGTTTAAAGGTCTGATGTGAAAGCCCACGGCTCAACCGTGGAATTGCGTTGGAAACCATGAACCTTGAGGAGATCAGAGGTGAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATCATCAGGAACACCGGTGGCGAAAGCGGCTCGCTGGGATCTTTCTGACGCTGAGGCACGAAAGCTAGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target				3		0.04		0.10		0.05

		IM-GL311I		GACGAACCGGACGAACGTTATTCGGAATTACTGGGCTTAAAGAGTGCGTAGGCGGCTTGGTAGGTTGGGTGTGAAATCCCACAGCTCAACTGTGGAACTGCGCTCAAAACCACCAGGCTTGAGGAAGGCAGAGGTGAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATCATCAGGAACACCGGTGGCGAAGGCGGCTCACTGGGCCTTTTCTGACGCTGAGGCACGAAAGCTAGGGTAGCGAACAGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target				3		0.05		0.10		0.08

		IM-B8S84W		CACGAACCGTCCAAACGTTATTCGGAATAACTGGGCTTAAAGGGTTCGTAGGCGGCTATGAAGGTGGGGTGTGAAATCCCTCGGCTCAACCGAGGAACTGCGCTCCAAACCACGTGGCTTGAGGGAGACAGAGGTAAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATCATCAGGAACACCAGTGGCGAAGGCGGCTTACTGGGTCTCTTCTGACGCTGAGGAACGAAAGCTAGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target				3		0.12		0.09		0.12

		IM-BG333O		CACGTACTGTGCGAACGTTATTCGGAATCACTGGGCTTAAAGGGTACGTAGGCGGCTTTACAAGTCAGGTGTGAAAGCTCTCGGCTCAACCGAGGAATTGCGCTTGAAACTGTACGGCTTGAGTGTCCTAGGGGTGAGCGGAACTTCCAGTGGAGCGGTGAAATGTGTTGATATTGGAAGGAACACCAGTAGCGAAGGCGGCTCACTGGGGGACAACTGACGCTGAGGTACGAAAGCCAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target				3		0.20		0.04		0.07

		IM-BNP38Z		TACGAACTGTGCGAACGTTATTCGGAATCACTGGGCTTAAAGGGTGCGTAGGCGGCGATATAGGTCAGGTGTGAAATCCCACGGCTCAACCGTGGAACTGCGCTTGAAACCATGTTGCTTGAGGAAGTCAGAGGTAAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATCATCAGGAACACCGGTGGCGAAAGCGGCTTACTGGGACTTTTCTGACGCTGAGGCACGAAAGCTAGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target				3		0.07		0.08		0.08

		IM-3XA8VT		TACGTATGGTGCAAACGTTGTTCGGAATCACTGGGCATAAAGAGCACGTAGGCGGTCTGGCAAGTCTGACTGTGAAATCCCTCGGCCCAACCGAGGAACTGCATCGGATACTGCCGGACTCGAGTACAGTAGGGGAGAGTGGAATTCCTGGTGGAGCGGTGAAATGCGTAGATATCAGGAGGAACGCCAGTGGCGAAAGCGACTCTCTGGGCTGTAACTGACGCTGAGGTGCGAAAGCCAGGGGAGCAAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target				3		0.10		0.14		0.08

		IM-VG74U0		TACGTACCGGACAAACGTTATTCGGAATCACTGGGCTTAAAGAGTACGTAGGCGGCTTTGTAGGTGAGATGTGAAATCCCACGGCTCAACCGTGGAACTGCGTTTCAAACCACAAAGCTTGAGGGAGACAGGGGTGAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATCATCAGGAACACCGGTGGCGAAGGCGGCTCACTGGGTCTCTTCTGACGCTGAGGTACGAAAGCTAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target				3		0.12		0.05		0.07

		IM-40C2UP		TACGAAGGGCCCGAGCGTTGCGCGGAATCATTGGGCTTAAAGCGTACGTAGGCGGACGAGCAGGCACCTTGTGAAAGCCCTCGGCTCAACCGAGGAATTGCTTGGTGAACCGCTCGTCTTGAGGCAAGTAGGGGCTGTCGGAACGATAGGTGGAGCGGTGAAATGCGTTGATATCTATCGGAACGCCAAAGGTGAAGACAGGCAGCTGGGCTTGTTCTGACGCTGAGGTACGAAAGCGTGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target				3		0.05		0.16		0.21

		IM-X2G27W		CACGTACCGGACGAACGTTATTCGGAATCACTGGGCTTAAAGAGTCCGTAGGCGGCTCGGTAGGTGAGGTGTGAAATCCCACGGCTCAACCGTGGAACTGCGCTTCAAACCACCGGGCTTGAGGGAGATAGAGGTGAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATCATCAGGAACACCGGTGGCGAAAGCGGCTCACTGGGTCTCTTCTGACGCTGAGGGACGAAAGCTAGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target				3		0.48		0.15		0.22

		IM-FLC784		TACGAAGGGCCCGAGCGTTAATCGGAATCATTGGGCTTAAAGCGTACGTAGGCGGACACGCAGGCGCCTTGTGAAATCCCTCGGCTCAACCGAGGAACTGCCAGACGAACCGCGTGTCTTGAGGCAAGTAGAGGCGGTCGGAACGCTAGGTGGAGTGGTGAAATGCGTTGATATCTAGCGGAACGCCGATGGTGAAGACAGGCCGCTGGGCTTGTTCTGACGCTGAGGTACGAAAGCGTGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target				3		0.05		0.06		0.05

		IM-63QO81		CACGAACCGTACAAACGTTATTCGGAATTATTGGGCTTAAAGGGTGCGTAGGCGGCTTTGTAGGTGGGGTGTGAAAGCCCTCGGCTCAACCGAGGAATTGCGCCCCAAACCACAAGGCTTGAGGGAGACAGAGGTAAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATCATCAGGAACACCGGTGGCGAAAGCGGCTTACTGGGTCTCTTCTGACGCTGAGGCACGAAAGCTAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target				1		0.07		-		-

		IM-W0IX8P		GACGGAGGGCGCAAACGTTGTTCGGAATCACTGGGCATAAAGAGCACGTAGGCGGCTCGTTAAGTCGGATGTGAAAGCCCCCGGCCCAACCGGGGAACTGCATTCGATACTGGCGAGCTAGAGGACGGTAGGGGTAAGTGGAACTCCAGGTGGAACGGTGAAATGTGTAGATATCTGGAGGAACACCGGTGGCGAAAGCGGCTTACTGGACCGTATCTGACGCTGAGGTGCGAAAGCTAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target				3		0.16		0.08		0.10

		IM-5C2X89		TACGGAGGTGGCAAACGTTGCTCGGAATCACTGGGCTTAAAGGGCGTGTAGGCGGCCAACTAAGTCGGATGTGAAAGACCTCGGCTCAACCGAGGAACTGCATTCGATACTGGTTGGCTAGAGTGCGAGAGGGGCAAGTGGAACTCCAGGTGTAGCGGTGAAATGCGTAGATATCTGGAGGAACGCCGGTGGCGAAAGCGACTTGCTGGCTCGCAACTGACGCTGAGGCGCGAAAGCTAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		3		0.05		0.11		0.07

		IM-11BHI4		CACGAACCGGACAAACGTTATTCGGAATTATTGGGCTTAAAGGGTGTGTAGGCGGTCGTGTAGGTGGGGTGTGAAATCCCTCGGCTCAACCGAGGAACTGCGCTCCAAACCCCATGACTAGAGGGAGACAGAGGTAAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATCATCAGGAACACCAGTGGCGAAAGCGGCTTACTGGGTCTCTTCTGACGCTGAGACACGAAAGCTAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target				1		-		0.06		-

		IM-H21B1A		CACGAACTGCGCGAACGTTATTCGGAATCACTGGGCTTAAAGAGTCCGTAGGCGGCTCGGTAGGTGGGGTGTGAAAGCCCACGGCTCAACCGTGGAATTGCGCTCCAAACCACCGGACTCGAGGGAGATAGAGGAGAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATCATCAGGAACACCGGTGGCGAAAGCGGCTCTCTGGGTCTCTTCTGACGCTGAGGGACGAAAGCTAGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target				3		0.23		0.14		0.15

		IM-LKB7L3		GACGGAGGGTGCAAACGTTGTTCGGAATCACTGGGCATAAAGAGCACGTAGGCGGTCCGCTAAGTCAATTGTGAAATCCCCCGGCTCAACCGGGGAACTGCAACTGATACTGGCGGGCTCGAGGACGGTAGGGGTGAGCGGAACTCCAGGTGGAGCGGTGAAATGCGTAGATATCTGGAGGAACACCGGTGGCGAAAGCGGCTCACTGGACCGTCTCTGACGCTGAGGTGCGAAAGCTAGGGTAGCAAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target				1		0.07		-		-

		IM-B1W64Z		CACGTACCGGACAAACGTTATTCGGAATTACTGGGCTTAAAGAGTACGTAGGCGGCTTTGTAGGTGAGGTGTGAAAGCCCACGGCTTAACCGTGGAATTGCGCCTCAAACCCCGAAGCTTGAGGGAGACAGGGGTGAGCGGAACAGATGGTGGAGCGGTGAAATGCGTTGATATCATCTGGAACACCGGTGGCGAAGGCGGCTCACTGGGTCTCTTCTGACGCTGAGGTACGAAAGCTAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target				1		-		-		0.05

		IM-1ZFY17		TACGAACTGTGCGAACGTTATTCGGAATCACTGGGCTTAAAGGGTGCGTAGGCGGCGATGAAGGTCAGATGTGAAATCCCACGGCTCAACCGTGGAACTGCGTTTGAAACCGTATCGCTTGAGGAAGTCAGAGGTAAGCGGAACTGATGGTGAAGCGGTGAAATGCGTTGATATTATCAGGAACACCGGTGGCGAAGGCGGCTTACTGGGACTTTTCTGACGCTGAGGCACGAAAGCTAGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target				1		0.04		-		-

		IM-00Q40K		GACGAACCGGACGAACGTTATTCGGAATTACTGGGCTTAAAGAGTACGTAGGCGGCCTTGCAGGTTGGGTGTGAAAGCCCACGGCTCAACCGTGGAACTGCGCTCAAAACCGCAAGGCTTGAGGGAAGTAGAGGTAAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATCATCAGGAACACCAGTGGCGAAGGCGGCTTACTGGGCTTCTTCTGACGCTGAGGTACGAAAGCTAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target				1		0.06		-		-

		IM-QI7V07		CACAGAGGTGGCAAGCGTTGTTCGGTATCACTGGGCTTAAAGGGCGCGTAGGCGGCACGGTACGGTTCGGGTGAAATCCCTCGGCTCAACCGAGGAACTGCCTGAGCAACGGCCGAGCTAGACAGCATCAGGGGAAGGTGGAACTCCCGGTGGAGCGGTGAAATGCGTAGATATCGGGAGGAACGCCGGTGGCGAAAGCGACCTTCTGGGGTGCTTGTGACGCTGAGGCGCGAAAGCTAGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		2		-		0.09		0.11

		IM-I4935Y		TACGAACTGTGCGAACGTTATTCGGAATCACTGGGCTTAAAGGGTGCGTAGGCGGCTGTAAGGGTCAGATGTGAAATCCCACGGCTCAACCGTGGAACTGCGTTTGAAACCGTACAGCTTGAGGAAGTCAGAGGTAAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATTATCAGGAACACCGGTGGCGAAAGCGGCTTACTGGGACTTATCTGACGCTGAGGCACGAAAGCCAGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target				3		0.04		0.07		0.11

		IM-ZB9QS6		GACGGAGGGTGCGAACGTTGTTCGGAATCACTGGGCATAAAGAGCACGTAGGCGGCCAAGTCAGTCTGGTGTGAAAGCCCCCGGCTCAACCGGGGAACGGCATCGGATACTGCTTGGCTCGAGGACGGTTGGGGTGAGTGGAACTCCTGGTGGAGCGGTGAAATGCGTAGATATCAGGAGGAACACCAGTGGCGAAAGCGACTCACTGGACCGTTTCTGACGCTGAGGTGCGAAAGCTAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target				3		0.04		0.06		0.04

		IM-6BI8NA		TACGGAGATGGCAAGCGTTGCTCGGAATCACTGGGCATAAAGGGCGTCTAGGCGGACCAGAAAGTCGGCGGTGAAATCCCTCGGCTCACCCGAGGAAGTGCATCCGAAACTACTGGTCTTGAGGACGAGAGGGGAGAGTGGAACTCCTGGTGGAGCGGTGAAATGCGTAGATATCAGGAGGAACGCCGGTGGCGAAAGCGACTCTCTGGCTCGTTCCTGACGCTGAAGCGCGAAAGCTAGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target				1		-		-		0.07

		IM-YC034K		CACGAACTGCGCAAACGTTATTCGGAATCACTGGGCTTAAAGAGTCCGTAGGCGGCTTTGTAGGTGAGGTGTGAAATCCCACGGCTCAACCGTGGAATTGCGCTTCAAACCACATCGCTAGAGGGAGATAGAGGAGAGCGGAACTCACGGTGGAGCGGTGAAATGCGTTGATATCGTGAGGAACACCGGTGGCGAAAGCGGCTCTCTGGGTCTCTTCTGACGCTGAGGGACGAAAGCTAGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target				3		0.13		0.11		0.19

		IM-0GD5OA		TACAGAGGTGGCAAGCGTTGTTCGGTATCACTGGGCTTAAAGGGCGCGTAGGCGGCGTGGTACGGTTTGGGTGAAATCCCTCGGCTTAACCGGGGAATTGCCTGGGCTACGGCCATGCTTGACAGCATCAGGGGAAGGTGGAACTCCCGGAGGAGCGGTGAAATGCGTAGATATCGGGAGGAACGCCGGTGGCGAAAGCGACCTTCTGGGGTGCTTGTGACGCTGAGGCGCGAAAGCTAGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		0.03		-		-

		IM-WF2F5P		GACGGAGGGTGCGAACGTTGTTCGGAATTACTGGGCATAAAGCGCACGTAGGCGGCCAGGCAAGTCCGATGTGAAAGCCCCCGGCTCAACCGGGGAACTGCATCGGATACTGCTTGGCTCGAGGACGGTTGGGGTGAGTGGAACTCCTGGTGGAGCGGTGAAATGCGTAGATATCAGGAGGAACACCAGTGGCGAAAGCGGCTCACTGGACCGTCTCTGACGCTGAGGTGCGAAAGCTAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target				3		0.05		0.05		0.05

		IM-A84K92		CACGAACTGCGCGAACGTTATTCGGAATCACTGGGCTTAAAGAGTGCGTAGGCGGCCATGTAGGTCAGATGTGAAATCCCACAGCTCAACTGTGGAACTGCGTTTGAAACCACTTGGCTTGAGGGAGATAGAGGTAAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATCATCAGGAACACCGGTGGCGAAAGCGGCTTACTGGGTCTTTTCTGACGCTGAGGCACGAAAGCTAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target				3		0.04		0.12		0.10

		IM-RHN0I8		TACGAAGGGCCCGAGCGTTGCGCGGAATCACTGGGCTTAAAGCGTACGTAGGCGGACAAGCAGGCATTTTGTGAAAGCCCTCGGCTCAACCGAGGAACTGCAGGGTGAACCGTTTGTCTTGAGGCAAGTAGGGGCTGTCGGAACGATAGGTGGAGCGGTGAAATGCGTTGATATCTATCGGAACGCCAAAGGTGAAGACAGGCAGCTGGGCTTGTTCTGACGCTGAGGTACGAAAGCGTGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target				2		-		0.09		0.07

		IM-R7NN7B		TACGAAGGGCCCGAGCGTTGCGCGGAATCACTGGGCTTAAAGCGTACGTAGGCGGACATGCAGGCACCTTGTGAAAGCCCTCGGCTCAACCGAGGAATGGCTTGGTGAACCGCATGTCTTGAGGCAAGTAGGGGCTGTCGGAACGATAGGTGGAGCGGTGAAATGCGTTGATATCTATCGGAACGCCGAAGGCGAAGGCAGGCAGCTGGGCTTGATCTGACGCTGAGGTACGAAAGCGTGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target				1		-		-		0.05

		IM-6PCVS2		GACAGAGGGTGCAAACGTTGTTCGGAATCACTGGGCATAAAGCGCACGTAGGCGGTCCGATAAGTCAGATGTGAAAGCCCCCGGCTCAACCGAGGAACTGCATTTGAAACTGTCGGACTCGAGGACGGTAGGGGTGAGTGGAACTCCAGGTGGAGCGGTGAAATGCGTAGATATCTGGAGGAACACCGGTGGCGAAGGCGGCTCACTGGACCGTATCTGACGCTGAGGTGCGAAAGCTAGGGTAGCAAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target				2		0.05		0.04		-

		IM-88TACF		TACGAAGGGCCCGAGCGTTGCGCGGAATCACTGGGCTTAAAGCGTACGTAGGCGGACAAGCAGGTACCTTGTGAAATCCCTCGGCTCAACCGAGGAATTGCTTGGTAAACCGTTTGTCTTGAGGCAAGTAGGGGCTGTCGGAACGATAGGTGGAGCGGTGAAATGCGTTGATATCTATCGGAACGCCAAAGGCGAAGGCAGACAGCTGGGCTTGTTCTGACGCTCAGGTACGAAAGCGTGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target				3		0.03		0.07		0.07

		IM-MZ2097		GACGGAGGGCGCAAGCGTTGTTCGGAATCACTGGGCATAAAGAGCACGTAGGCGGCCTGCTAAGTCAGGTGTGAAAGCCCTGGGCTTAACCCGGGAACTGCACTTGATACTGGCGGGCTAGAGGAGAGCAGGGGTGAGTGGAACTCCAGGTGGAACGGTGAAATGTGTAGATATCTGGAGGAACACCGGTGGCGAAAGCGGCTCACTGGGCTCTCTCTGACGCTGAGGTGCGAAAGCTAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		0.04		-		-

		IM-T4R2CG		TACGGAGGGCGCAAACGTTGTTCGGAATCACTGGGCATAAAGAGCACGTAGGCTGTTTGTTAAGTCGAATGTGAAATCCCCCGGCTCAACCGGGGAACTGCATCCGATACTGGCGAACTCGAGGACGGTAGGGGTAAGTGGAACTCCAGGTGGAACGGTGAAATGTGTAGATATCTGGAGGAACACCGGTGGCGAAAGCGGCTTACTGGACCGTCTCTGACGCTGAGGTGCGAAAGCTAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target				2		0.08		0.04		-

		IM-FX36U9		GACGGAGGTGGCAAACGTTGCTCGGAATCACTGGGCTTAAAGGGCGTGTAGGCGGCTTCTCAAGTCGGATGTGAAAGACCTCGGCTTAACCGAGGAACGGCACCCGATACTAGGAGGCTAGAGTGCGAGAGGGGCAAGTGGAACTCCAGGTGTAGCGGTGAAATGCGTAGATATCTGGAGGAACGCCGGTGGCGAAAGCGACTTGCTGGCTCGCAACTGACGCTGAGGCGCGAAAGCCAGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		2		-		0.09		0.13

		IM-F883TG		GACGGAGGGCACAAACGTTGTTCGGAATCACTGGGCATAAAGCGCACGTAGGCGGCCTGCTAAGTCGGGTGTGAAAGCCCTCGGCTCAACCGGGGAACTGCATTCGATACTGGCAGGCTAGAGGACGGCAGGGGCAAGTGGAACTCCAGGTGGAACGGTGAAATGTGTAGATATCTGGAGGAACACCGGTGGCGAAAGCGGCTTGCTGGGCCGTCTCTGACGCTGAGGTGCGAAAGCTAGGGTAGCAAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target				1		0.04		-		-

		IM-4XL2BW		TACGTATGGTGCAAACGTTGTTCGGAATCATTGGGCATAAAGAGCACGTAGGCGGTCTGGTAAGTCTGACTGTGAAATCCCTCGGCTTAACCGAGGAACTGCATCGGATACTACCGGACTAGAGTGCAGGAGGGGAGAGTGGAATTCCTGGTGGAGCGGTGAAATGCGTAGATATCAGGAGGAACGCCGGTGGCGAAAGCGACTCTCTGGTCTGCTACTGACGCTGAGGTGCGAAAGCCAGGGGAGCAAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target				1		0.03		-		-

		IM-4G276H		GACGGAGGGTGCAAACGTTGTTCGGAATCACTGGGCATAAAGAGCACGTAGGCGGTCCGCTAAGTCCGAAGTGAAATCCCCCGGCTCAACCGGGGAACGGCTTCGGATACTGGCGGGCTTGAGGATGGTAGGGGTGAGTGGAACTCCAGGTGGAGCGGTGAAATGCGTAGATATCTGGAGGAACACCTGTGGCGAAAGCGGCTCACTGGACCATCTCTGACGCTGAGGTGCGAAAGCCAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target				1		0.08		-		-

		IM-20F06Z		TACGGAGGGCGCAAGCGTTGTTCGGAATCACTGGGCATAAAGAGCACGTAGGCGGTCTACTCAGTCGGATGTGAAAGCCCCCGGCCCAACCGGGGAACTGCATCCGATACTGGTAGACTCGAGGACAGGAGGGGTAAGTGGAACTCCAGGTGGAACGGTGAAATGTTTAGATATCTGGAGGAACACCGGTGGCGAAAGCGGCTTACTGGCCTGTCTCTGACGCTGAGGTGCGAAAGCTAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target				1		0.03		-		-

		IM-EN3X6A		TACGTATGGTGCAAACGTTGTTCGGAATCACTGGGCATAAAGAGCACGTAGGCGGTTTGATAAGTCTGATTGTGAAATCCCTCGGCTTAACCGAGGAACTGCATCGGATACTGTCGAACTCGAGTGCAGTAGGGGAGAGTGGAATTCCTGGTGGAGCGGTGAAATGCGTAGATATCAGGAGGAACACCGGTGGCGAAAGCGACTCTCTGGACTGTTACTGACGCTGAGGTGCGAAAGCCAGGGGAGCAAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target				1		0.05		-		-

		IM-L9621T		TACGGAGGTGGCAAACGTTGCTCGGAATCACTGGGCTTAAAGGGCGTGTAGGCGGCGGACTAAGTCGGATGTGAAATCTCTCGGCTCAACCGAGAAACTGCATCCGAAACTGGTTTGCTAGAGTGCGGGAGGGGCAAGTGGAACTCCAGGTGTAGCGGTGAAATGCGTAGATATCTGGAGGAACGCCGGTGGCGAAAGCGACTTGCTGGACCGCAACTGACGCTGAGGCGCGAAAGCCAGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		3		0.29		0.44		0.35

		IM-D9026K		TACAGAGGTGGCAAGCGTTGTTCGGTATCACTGGGCTTAAAGGGCGCGTAGGCGGCATGGTACGGTTCGGGTGAAATCCCTCGGCTTAACCGAGGAACTGCCCGGGCAACGGCCAAGCTAGACAGCATCAGGGGAAGGTGGAACTCGCGGTGGAGCGGTGAAATGCGTAGATATCGCGAGGAACGCCGGTGGCGAAAGCGACCTTCTAGGGTGCTTGTGACGCTGAGGCGCGAAAGCTAGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		3		0.19		0.16		0.13

		IM-VXW5O9		GACGGAGGGCACAAACGTTGTTCGGAATCACTGGGCATAAAGAGCACGTAGGCGGCTTGTTAAGTCGGATGTGAAAGCCCTCGGCTCAACCGAGGAACTGCATTCGATACTGACTAGCTCGAGGATGGCAGGGGTAAGTGGAACTCCAGGTGGAACGGTGAAATGTGTAGATATCTGGAGGAACACCGGTGGCGAAAGCGGCTTACTGGGCCATCTCTGACGCTGAGGTGCGAAAGCTAGGGTAGCAAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target				1		0.14		-		-

		IM-5Q1YPO		TACAGAGGGTGCAAACGTTGTTCGGAATTACTGGGCATAAAGGGCGCGTAGGCGGCCTGTTAAGTGTGGAGTGAAATCCCACGGCTCACCCGTGGAACTGCTTCGCAAACTGGCAGGCTCGAGGACGGTAGGGGAGAGCGGAACTCTTGGAGGAGCGGTGAAATGCGTAGATATCAAGAGGAACACCAATGGCGAAGGCAGCTCTCTGGTCCGTTACTGACGCTGAGGCGCGAAAGCCAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target				2		0.07		-		0.08

		IM-Z7B057		GACGAAGGTGGCAACCGTTGTTCGGAATCACTGGGCATAAAGCGCACGTAGGCGGGAATGCAAGTCGGGTGTGAAATCCCTCGGCCTAACCGAGGAACTGCGCCCGAAACTGCATTTCTTGAGGACAGTAGGGGAGCGTGGAATTCCTGGTGGAGCGGTGAAATGCGTTGATATCAGGAGGAACACCGGCGGCGAAGGCGACGCTCTGGACTGTTTCTGACGCTAAGGTGCGAAAGCCAGGGGAGCAAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target				3		0.07		0.06		0.10

		IM-I5EIE4		TACGAAGGGCCCGAGCGTTATTCGGAATCACTGGGCTTAAAGCGTACGCAGGCGGACCGTCAGGTATCGTGTGAAATCCCTCCGCTCAACGGAGGAACTGCACGGTAAACCGTCGGTCTTGAGACACGTAGGGGCGATCGGAACGCTAGGTGGAGTGGTGGAATGCGTTGATATCTAGCGGAACGCCGAAGGAGAAATCAGGTCGCTGGGCGTGTTCTGACGCTGAGGTACGAAAGCGTGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target				1		0.05		-		-

		IM-8M4HYF		GACGGAGGGCTCAAACGTTGTTCGGATTCACTGGGCATAAAGCGCACGTAGGCTGTTAGTTAAGTCGAATGTGAAAGCCCCCGGCTCAACCGGGGAACTGCATCCGATACTGGCTAGCTAGAGGACGGCAGGGGTAAGTGGAACTCCAGGTGGAACGGTGAAATGTGTAGATATCTGGAGGAACACCGGTGGCGAAAGCGGCTTACTGGGCCGTCTCTGACGCTGAGGTGCGAAAGCTAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target				3		0.08		0.05		0.05

		IM-78ZS1L		TACAGAGGTGGCAAGCGTTGTTCGGTATCACTGGGCTTAAAGGGCGCGTAGGCGGCATGGTACGGTTCGGGTGAAATCCCTCGGCTCAACCGAGGAACTGCCTGAGCTACGGCCAAGCTAGACAGCATGAGGGGAAAGTGGAACTCCCGGTGGAGCGGTGAAATGCGTAGATATCGGGAGGAACGCCGGTGGCGAAAGCGACTTTCTGGCGTGCTTGTGACGCTGAGGCGCGAAAGCTAGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		2		-		0.09		0.05

		IM-W7K2H2		CACGTACTGTGCGAACGTTATTCGGAATCACTGGGCTTAAAGGGTCCGTAGGCGGCTATGCAAGTCAGGTGTGAAATCCCACGGCCCAACCGTGGAACTGCGCTTGAAACTGCATGGCTTGAGTATCTCAGGGGTGAGCGGAACTGCCAGTGGAGCGGTGAAATGTGTTGATATTGGCAGGAACACCGGTAGCGAAGGCGGCTCACTGGGGGATAACTGACGCTGAGGGACGAAAGCCAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target				3		0.07		0.07		0.08

		IM-G3B0KL		TACGGAGGGTGCAAACGTTGTTCGGAATCACTGGGCATAAAGCGCACGTAGGCGGTCCGCTCAGTCGGGTGTGAAAGCCCTCGGCTCAACCGGGGAATAGCATTCGATACTGGCGGACTCGAGGATGGTTGGGGTGAGTGGAACTCCTGGTGGAGCGGTGAAATGCGTAGATATCAGGAGGAACACCAGTGGCGAAAGCGGCTCACTGGGCCATCTCTGACGCTGAGGTGCGAAAGCTAGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		0.08		-		-

		IM-6VE007		GACGGAGGGCTCTAACGTTGTTCGGAATTACTGGGCATAAAGCGCACGTAGGCGGCTTGCTAAGTCGAGTGTGAAAGCCCCCGGCTCAACCGGGGAACTGCACTCGATACTGGCAGGCTCGAGGACGGCAGGGGTAAGTGGAACTCCAGGTGGAACGGTGAAATGTGTAGATATCTGGAGGAACACCGGTGGCGAAAGCGGCTTACTGGGCCGTCTCTGACGCTGAGGTGCGAAAGCTAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target				3		0.16		0.09		0.07

		IM-66AO70		TACGGAGGTGGCAAACGTTGCTCGGAATCACTGGGCTTAAAGGGCGTGTAGGCGGTCTTCCAAGTCGGATGTGAAAGCCCTCGGCTCAACCGAGGAATTGCACTCGATACTGGTCGACTAGAGTGCGGCAGGGGTAAGTGGAACTCCAGGTGTAGCGGTGAAATGCGTAGATATCTGGAGGAACGCCGGTGGCGAAAGCGACTTACTGGGCCGCAACTGACGCTGAGGCGCGAAAGCTAGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		3		0.06		0.10		0.11

		IM-23DZCY		GACGGAGGGTGCAAACGTTGTTCGGAATTACTGGGCATAAAGCGCACGTAGGCGGTTCACTAAGTCAAATGTGAAAGCCCCCGGCTCAACCGGGGAACTGCATCTGATACTGGTGGACTTGAGGACGGTTGGGGTGAGTGGAACTCCTGGTGGAGCGGTGAAATGCGTAGATATCAGGAGGAACACCAGTGGCGAAAGCGGCTCACTGGACCGTCTCTGACGCTGAGGTGCGAAAGCTAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target				2		0.05		-		0.04

		IM-E4L1V8		GACGGAGGTGGCAAACGTTGCTCGGAATCACTGGGCTTAAAGGGCGTGTAGGCGGTCTTCTAAGTCGGATGTGAAAGACCTCGGCTTAACCGAGGAATTGCATTCGAAACTGGTTGGCTAGAGTGCGGGAGGGGCAATTGGAACTCCAGGTGTAGCGGTGAAATGCGTAGATATCTGGAGGAACGCCGGTGGCGAAAGCGAATTGCTGGACCGCAACTGACGCTGAGGCGCGAAAGCCAGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		3		0.05		0.14		0.13

		IM-8J1N83		GACAGAGGGTGCAAACGTTGTTCGGAATTACTGGGCATAAAGCGCACGTAGGCGGTTTGGTAAGTCAGATGTGAAAGCCCCCGGCTCAACCGGGGAACTGCATTTGAAACTGCCCGACTCGAGGACGGTAGGGGTGAGTGGAACTCCAGGTGGAGCGGTGAAATGCGTAGATATCTGGAGGAACACCGGTGGCGAAAGCGGCTCACTGGACCGTATCTGACGCTGAGGTGCGAAAGCTAGGGTAGCAAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target				1		0.08		-		-

		IM-W7258P		TACGGAGGGTACAAACGTTGTTCGGAATCACTGGGCATAAAGAGCACGTAGGCGGCTTACTCAGTCGGGTGTGAAAGCCCTCGGCTCAACCGAGGAATTGCATCCGATACTGGTAAGCTAGAGGATGGCAGGGGTGAGTGGAACTCCAGGTGGAACGGTGAAATGTGTAGATATCTGGAGGAACACCGGTGGCGAAAGCGGCTCACTGGGCCATCTCTGACGCTGAGGTGCGAAAGCTAGGGTAGCAAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target				2		0.06		0.05		-

		IM-3M51U2		TACAGAGGGTGCAAACGTTGTTCGGAATCACTGGGCATAAAGGGCACGTAGGCGGCTATGTAAGTGTGAAGTGAAATCCCACGGCTCACCCGTGGACGTGCTTTGCAAACTGCATGGCTCGAGGATGGTAGGGGAGAGCAGAACTCCTGGTGGAGCGGTGAAATGCGTAGATATCAGGAGGAATACCGGTGGCGAAGGCGGCTCTCTGGTCCATTTCTGACGCTGAGGTGCGAAAGCTAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		2		-		0.07		0.06

		IM-C9U01H		CACAGAGGTGGCAAGCGTTGTTCGGTATCACTGGGCTTAAAGGGCGCGTAGGCGGTATGGTACGGTTCGGGTGAAATCCCTCGGCTCAACCGAGGAACTGCCCGAGCTACGGCCAAACTAGACAGTATCAGGGGAAGGTGGAACTCCCGGTGGAGCGGTGAAATGCGTAGATATCGGGAGGAACGCCGGTGGCGAAAGCGACCTTCTGGGGTACTTGTGACGCTGAGGCGCGAAAGCTAGGGGAGCAAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		0.11		-		-

		IM-7J7LB1		GACGGAGGGCACAAACGTTGTTCGGAATCACTGGGCATAAAGCGCACGTAGGCGGCTGATTAAGTCAGATGTGAAAGCCCTCGGCTCAACCGAGGAACTGCATCTGAAACTGGTCGGCTCGAGGACGACAGGGGTGAGTGGAACTCCAGGTGGAACGGTGAAATGTGTAGATATCTGGAGGAACACCGGTGGCGAAAGCGGCTCACTGGGTCGTCTCTGACGCTGAGGTGCGAAAGCTAGGGTAGCAAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target				1		0.05		-		-

		IM-6IU1VA		TACAGAGGGTGCAAACGTTGTTCGGAATTACTGGGCATAAAGCGCACGTAGGCTGTTCTGTAAGTGTGAAGTGAAAGCCCACGGCTCACCCGTGGAACTGCTTTGCATACTGCAGAACTCGAGGTCGGTAGGGGAGAGCAGAACTCCTGGTGGAGCGGTGAAATGCGTAGATATCAGGAGGAATACCGGTGGCGAAGGCGGCTCTCTGGTCCGATTCTGACGCTGAGGTGCGAAAGCCAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		0.05		-		-

		IM-J20SY3		GACGAAGGTGGCAACCGTTGTTCGGAATCACTGGGCATAAAGCGCACGTAGGCGGCAAGAAAAGTCAGGTGTGAAAGCCCTCGGCCCAACCGAGGAATTGCGCTTGAAACTGCCTTGCTTGAGGGCGGGAGGGGAGCGTGGAATTCCTGGTGGAGCGGTGAAATGCGTTGATATCAGGAGGAACACCGGCGGCGAAGGCGACGCTCTGGCCCGCTTCTGACGCTGAGGTGCGAAAGCCAGGGGAGCAAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target				1		0.04		-		-

		IM-0XQYP4		GACGGAGGGTGCAAACGTTGTTCGGAATCACTGGGCATAAAGAGCATGTAGGCTGTCCAGTCAGTCAGATGTGAAAGCCCCCGGCTCAACCGGGGAACTGCATCTGATACTGCTGGGCTTGAGGATGGTTGGGGTGAGCGGAACTCCTGGTGGAGCGGTGAAATGCGTAGATATCAGGAGGAACACCGGTGGCGAAGGCGGCTCACTGGACCATTACTGACGCTGAGATGCGAAAGCTAGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		0.08		-		-

		IM-204BIG		GACGGAGGGTGCAAGCGTTACTCGGAATTACTGGGCGTAAAGGGTTCGTAGGCGGCCCATTAAGTTGGATGTGAAATCCCACGGCTTAACCGTGGAACTGCGTCCAAGACTGGTGGGCTTGAGAACGGTAGGGGACAGTGGAACTCCAGGTGGAGCGGTGAAATGCGTAGAGATCTGGAGGAACGCCGGTGGCGAAAGCGACTGTCTGGGCCGATTCTGACGCTGAGGAACGAAAGCCAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		3		0.04		0.04		0.04

		IM-1OH0RQ		TACAGAGGGCTCAAGCGTTAATCGGTATCACTGGGCTTAAAGGGTGCGTAGGCGGGTCTGTAAGTGCTTTGTGAAATCCCACGGCTCAACCGTGGAATTGCTTGGCAGACTGCAGGTCTTGAGGTTGGTAGGGGCTGCCGGAACTCTAGGTGTAGCGGTGAAATGCGTAGATATCTAGAGGAACACCAAAGGTGAAGACAGGCAGCTGGGCCAGTCCTGACGCTGAGGCACGAAAGCGTGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		3		0.13		0.20		0.21

		IM-9DWW19		CACGTACTGTGCGAACGTTATTCGGAATCACTGGGCTTAAAGGGTGCGTAGGCGGCGTGGCAAGTCAGGTGTGAAAGCTCTCGGCTCAACCGAGGAATTGCGCTTGAAACTGCCATGCTCGAGTACCATAGGGGTGTGCGGAACTGCCAGTGGAGCGGTGAAATGTGTTGATATTGGCAGGAACACCGGTAGCGAAAGCGGCACACTGGGTGGTCACTGACGCTGAGGCACGAAAGCCAGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		0.04		-		-

		IM-13S5H3		TACGGAGGGTGCAAACGTTGTTCGGAATTACTGGGCATAAAGAGCTCGTAGGCGGCTGTGTAAGTGTGAAGTGAAATCCCACGGCTCACCCGTGGAACTGCTTTGCAGACTGCACGGCTAGAGGATGGTAGGGGAGAGCGGAACTCCTGGTGGAGCGGTGAAATGCGTAGATATCAGGAGGAACACCGGTGGCGAAGGCGGCTCTCTGGTCCACCCCTGACGCTGAGGAGCGAAAGCTAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		2		0.05		-		0.04

		IM-FI3507		CACGAACTGTGCAAACGTTATTCGGAATCACTGGGCTTAAAGAGTTCGTAGGCGGCCGAGTCAGTCAGGTGTGAAATCCCACAGCTCAACTGTGGAACTGCGCTTGATACTGCTCGGCTTGAGGAGGTCAGAGGTGAGCGGAACTCACGGTGGAGCGGTGAAATGCGTTGATATCGTGAGGAACACCGGTGGCGAAAGCGGCTCACTGGGGCCTTTCTGACGCTGAGGAACGAAAGCTAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		0.10		-		-

		IM-N6W230		GACGGAGGTGGCAAACGTTGCTCGGAATCACTGGGCTTAAAGGGCGTGTAGGCGGTCGATCAAGTCGGATGTGAAAGACCTCGGCTCAACCGAGGAATTGCACTCGATACTGGTCGACTCGAGTGCGGCAGGGGTAAGTGGAACTCCAGGTGTAGCGGTGAAATGCGTAGATATCTGGAGGAACGCCGGTGGCGAAAGCGACTTACTGGGCCGCAACTGACGCTGAGGCGCGAAAGCCAGGGGAGCAAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		2		-		0.06		0.05

		IM-X29JI7		GACGAACCGTCCAAACGTTATTCGGTATCACTGGGCTTAAAGCGTGCGTAGGCGGCTTGGTAGGTGAGATGTGAAAGCCCACGGCTCAACCGTGGAATAGCGTCTCAAACCCCCAAGCTCGAGGAAGATAGGGGTGATGGGAACTTATGGTGGAGCGGTGAAATGCGTTGATATCATAGGGAACACCGGTGGCGAAAGCGCATCACTGGATCTTTTCTGACGCTGAGGCACGAAAGCTAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes										Target				3		1.09		1.43		1.48

		IM-Z6K8U0		CACGAACCGTACGAACGTTATTCGGAATTACTGGGCTTAAAGAGTGCGTAGGCGGCTTGGTAAGTCGGGTGTGAAATCCCTCAGCCCAACTGAGGAATTGCGCCCGATACTGTCAGGCTTGAGGGAGGCAGAGGTGAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATCATCAGGAACACCGGTGGCGAAGGCGGCTCACTGGGCCTCTTCTGACGCTGAGGCACGAAAGCTAGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes										Target				1		0.06		-		-

		IM-001PRI		CACGAACCGTACGAACGTTATTCGGAATCACTGGGCTTAAAGAGTCCGTAGGCGGCTTAAAAGGTGAGGTGTGAAATCCCACGGCTCAACCGTGGAACTGCGCTTCAAACCATTAAGCTAGAGGGAGATAGAGGAAAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATCATCAGGAACACCGGTGGCGAAAGCGGCTTTCTGGGTCTCTTCTGACGCTGAGGGACGAAAGCTAGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes										Target				3		0.19		0.19		0.23

		IM-2Q9YF7		GACGAACCGTCCAAACGTTATTCGGAATCACTGGGCTTAAAGGGTGCGTAGGCGGCGCGGCAAGTTGGGTGTGAAATCCCTCGGCTCAACCGAGGAACTGCGCCCAAAACTGCCGTGCTGGAGGGAGACAGAGGTGAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATCATCAGGAACACCGGTGGCGAAAGCGGCTCACTGGGTCTCTTCTGACGCTGAGGCACGAAAGCTAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes										Target				3		0.09		0.05		0.08

		IM-6T508P		CACGAACCGTCCAAACGTTATTCGGTATCACTGGGCTTAAAGCGTGCGTAGGCGGCTTGGTAGGTGAGATGTGAAAGCCCACGGCTCAACCGTGGAATTGCGTTTCAAACCCCCAAGCTTGAGGGAGATAGGGGTGTTGGGAACTTATGGTGGAGCGGTGAAATGCGTTGATATCATAGGGAACACCGGTGGCGAAGGCGCAACACTGGATCTTTTCTGACGCTGAGGCACGAAAGCTAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes										Target				3		0.06		0.07		0.07

		IM-61QD42		GACGAACCGTACGAACGTTATTCGGAATCACTGGGCTTAAAGCGTGCGTAGGCGGCTTGGCAAGTTGGGTGTGAAATCCCTCGGCTCAACCGAGGAATTGCGCTCAAAACTGCCAAGCTTGAGGGAGATAGAGGTGAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATCATCAGGAACACCGGTGGCGAAAGCGGCTCACTGGGTCTCTTCTGACGCTGAGGCACGAAAGCTAGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes										Target				3		0.29		0.18		0.19

		IM-NQT152		CACGAACTGCGCAAACGTTATTCGGAATCACTGGGCTTAAAGAGTCCGTAGGCGGCTCAGCAGGTGAGGTGTGAAATCCCACGGCTCAACCGTGGAATTGCGCTTCAAACCGTTGGGCTAGAGGGAGATAGAGGAGAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATCATCAGGAACACCGGTGGCGAAAGCGGCTCTCTGGGTCTCTTCTGACGCTGAGGGACGAAAGCTAGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes										Target				3		0.18		0.09		0.08

		IM-X7MU77		CACGAACCGTACGAACGTTATTCGGAATCACTGGGCTTAAAGAGTGCGTAGGCGGCCTGGAAGGTTGGGTGTGAAAGCCCTCGGCTCAACCGAGGAATTGCGCTCAAAACCGTCAGGCTTGAGGAAGATAGAGGTGAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATCATCAGGAACACCGGTGGCGAAAGCGGCTCACTGGGTCTTTTCTGACGCTGAGGCACGAAAGCTAGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes										Target				1		0.04		-		-

		IM-2FD658		GACGAACCGGACGAACGTTATTCGGAATCACTGGGCTTAAAGAGTGCGTAGGCGGCCTGGCAAGTTGGGTGTGAAATCCCTCGGCTCAACCGAGGAACTGCGCTCAAAACTGCCAGGCTTGAGGGAGATAGAGGAGAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATCATCAGGAACACCGGTGGCGAAGGCGGCTCTCTGGGTCTCTTCTGACGCTGAGGCACGAAAGCTAGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes										Target				3		0.12		0.13		0.14

		IM-8F7RE7		TACGAACCGTACGAACGTTATTCGGAATCACTGGGCTTAAAGAGTGCGTAGGCGGCTTGGCAGGTTGGGTGTGAAAGCCCTCGGCTCAACCGAGGAATAGCGCCCAAAACCGCCAAGCTTGAGGGAGATAGAGGTGAGCGGAACTAATGGTGGAGCGGTGAAATGCGTTGATATCATTAGGAACACCGGTGGCGAAAGCGGCTCACTGGGTCTCTTCTGACGCTGAGGCACGAAAGCTAGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes										Target				3		0.16		0.09		0.11

		IM-W5II47		CACGAACCGGACAAACGTTATTCGGAATCACTGGGCTTAAAGAGTCCGTAGGCGGCTATGTAGGTGACGTGTGAAATCCCACGGCTCAACCGTGGAACTGCGCGTCAAACCATGTGGCTAGAGGGAGATAGAGGAAAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATCATCAGGAACACCGGTGGCGAAAGCGGCTTTCTGGGTCTCTTCTGACGCTGAGGGACGAAAGCTAGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes										Target				3		0.12		0.08		0.07

		IM-QQ04GT		GACGAACCGTCCAAACGTTATTCGGAATCACTGGGCTTAAAGAGTGCGTAGGCGGCTTGGAAAGTTGGGTGTGAAATCCCTCGGCTCAACCGAGGAACTGCGCCCAAAACTGCCAGGCTTGAGGGAGATAGAGGTGAGCGGAACTAATGGTGGAGCGGTGAAATGCGTTGATATCATTAGGAACACCGGTGGCGAAAGCGGCTCACTGGGTCTCTTCTGACGCTGAGGCACGAAAGCTAGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes										Target				3		0.12		0.09		0.09

		IM-V9GG0Q		TACGGAGATGGCAAGCGTTGCTCGGAATCACTGGGCATAAAGGGCGTCTAGGCGGATCGGCAAGTCGGCTGTGAAATCCCTCGGCTTACCCGAGGAAGTGCATCCGAAACTGCCGGTCTTGAGGGCAAGAGGGGAGAGTGGAACTCCTGGTGGAGCGGTGAAATGCGTAGAGATCAGGAGGAACGCCGGTGGCGAAAGCGACTCTCTGGCTTGTCCCTGACGCTGAAGCGCGAAAGCTAGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes										Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		-		-		0.04

		IM-40OZX3		CACGTATGGTGCAAACGTTGTTCGGAATCACTGGGCCTAAAGAGCGCGTAGGCGGCTTGGTAAGTTATGTGTGAAATCCCTCGGCTCAACCGAGGAACTGCACCTAATACTGCCTAGCTAGAGTGCAGGAGGGGAGAGTGGAATTCCTGGTGGAGCGGTGAAATGCGTAGATATCAGGAGGAACGCCGGTGGCGAAAGCGACTCTCTGGCCTGCTACTGACGCTGAGGCGCGAAAGCTAGGGGAGCAAACGGG		Bacteria		Planctomycetota		Planctomycetes										Target				1		0.05		-		-

		IM-5U1R9U		CACGAACCGGACGAACGTTATTCGGAATCACTGGGCTTAAAGAGTGCGTAGGCGGCTTGGCAAGTTGGGTGTGAAATCCCTCGGCTCAACCGAGGAATTGCGCCCAAAACTGCCAGACTTGAGGGAGACAGAGGTGAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATCATCAGGAACACCGGTGGCGAAGGCGGCTCACTGGGTCTCTTCTGACGCTGAGGCACGAAAGCTAGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes										Target				2		0.15		0.09		-

		IM-028ZBE		TACGAACTGTGCGAACGTTATTCGGAATCACTGGGCTTAAAGGGTGCGTAGGCGGCTCTGTAAGTCAGGTGTGAAAGCCCACGGCTCAACCGTGGAATTGCGCTTGAAACTACAGAGCTTGAGGAAGTCAGAGGTAAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATTATCAGGAACACCGGTGGCGAAAGCGGCTTACTGGGACTTTTCTGACGCTCAGGCACGAAAGCTAGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes										Target				1		0.06		-		-

		IM-F16OJT		TACGAACTGTGCAAACGTTATTCGGAATCACTGGGCTTAAAGGGTGCGTAGGCGGCAATGTAGGTCAGGTGTGAAATCCCACGGCTCAACCGTGGAACTGCGCCTGAAACCATATAGCTTGAGGGAGATAGAGGAGAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATTATCAGGAACACCGGTGGCGAAAGCGGCTCTCTGGATCTTTTCTGACGCTGAGGCACGAAAGCTAGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes										Target				3		0.07		0.07		0.06

		IM-7EF32G		GACGAACCGGACGAACGTTATTCGGAATCACTGGGCTTAAAGAGTGCGTAGGCGGCTTTGTAGGTGAGGTGTGAAATCCCACGGCTCAACCGTGGAACTGCGCTTCAAACCACAAGGCTTGAGGGAGGCAGAGGTAAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATCATCAGGAACACCAGTGGCGAAGGCGGCTTACTGGGCCTCTACTGACGCTGAGGCACGAAAGCTAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes										Target				3		0.04		0.05		0.06

		IM-6NX58A		GACGAACCGTCCAAACGTTATTCGGTATCACTGGGCTTAAAGAGTTCGTAGGCGGCCTAGTAGGTGAGATGTGAAATCCCACGGCTCAACCGTGGAACTGCGTTTCAAACCACTAGGCTTGAGGGAGATAGAGGTGAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATCATCAGGAACACCGGTGGCGAAAGCGGCTCACTGGATCTCTTCTGACGCTGAGGAACGAAAGCTAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes										Target				2		0.04		-		0.05

		IM-LW795R		CACGTACCGTACGAACGTTATTCGGAATCACTGGGCTTAAAGAGTTCGTAGGCGGCTATGTAGGTGAGGTGTGAAATCCCACGGCTCAACCGTGGAATTGCGCTTCAAACCACATGGCTTGAGGGAGATAGAGGAAAGCGGAACAGATGGTGGAGCGGTGAAATGCGTTGATATCATCTGGAACACCGGTGGCGAAGGCGGCTTTCTGGGTCTCTTCTGACGCTGAGGAACGAAAGCTAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes										Target				1		0.05		-		-

		IM-8X8PKN		CACGAACTGCGCGAACGTTATTCGGAATCACTGGGCTTAAAGAGTTCGTAGGCGGCGATGTAGGTCAGATGTGAAATCCCACGGCTCAACCGTGGAACTGCGTTTGAAACCCCATCGCTAGAGGAAGATAGAGGTAAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATCATCAGGAACACCGGTGGCGAAAGCGGCTTACTGGGTCTTTTCTGACGCTGAGGAACGAAAGCTAGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes										Target				3		0.04		0.11		0.12

		IM-8402ER		CACGAACCGGACGAACGTTATTCGGAATCACTGGGCTTAAAGAGTACGTAGGCGGCCTGGTAAGTTGGGTGTGAAATCCCACGGCTCAACCGTGGAACTGCGCTCAATACTGCCAGGCTAGAGGGAGATAGAGGTGAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATCATCAGGAACACCGGTGGCGAAAGCGGCTCACTGGGTCTCTTCTGACGCTGAGGTACGAAAGCTAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes										Target				1		0.05		-		-

		IM-1HFL4E		TACAGAGGGCTCAAGCGTTAATCGGTGTCACTGGGCTTAAAGGGTGCGTAGGCGGACCTGTAAGTGTTTTGTGAAATCCCACGGCTCAACCGTGGAATTGCTTGGCATACTGCAGGTCTTGAGGTCGGTAGGGGCTGCCGGAACTCTAGGTGTAGCGGTGAAATGCGTAGATATCTAGAGGAACGCCAAAGGTGAAGACAGGCAGCTGGGCCGATCCTGACGCTGAGGCACGAAAGCGTGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes										Target				1		-		-		0.04

		IM-M27TV4		CACGAACTGCGCGAACGTTATTCGGATTTACTGGGCTTAAAGAGTTCGTAGGCGGCTTTGCAGGTGGGGTGTGAAATCCCCCGGCTCAACCGGGGAACTGCGCTCCAAACCGCAGGGCTTGAGGGAGATAGAGGTGAGCGGAACTCACGGTGGAGCGGTGAAATGCGTTGATATCGTGAGGAACACCGGTGGCGAAAGCGGCTCACTGGGTCTCTTCTGACGCTGAGGAACGAAAGCTAGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes										Target				2		-		0.04		0.10

		IM-ZJZ68D		TACAGAGGTGGCAAGCGTTGTTCGGAATTATTGGGCGTAAAGAGCACGTAGGTGGGTTTGTAAGTCAGATGTGAAAGCCTTCTGTTCAACGGAAGAATTGCATCTGAAACTGCAAGTCTTGAGTGTAGGAGGGGAGAATGGAACTTCTGGTGGAGCGGTGAAATGCGTAGATATCAGAAGGAACGCCGGCGGCGAAAGCGATTCTCTGGCCTATTACTGACACTCAGTGTGCGAAAGCTAGGGGAGCAAACGGG		Bacteria		Planctomycetota												Target				3		0.06		0.18		0.11

		IM-H45IQ9		TACGAAGGGCCCGAGCGTTGCGCGGAATCACTGGGCTTAAAGCGTACGTAGGCGGACATGCAGGCATCTTGTGAAAGCCCTCGGCTCAACCGAGGAACTGCAGGGTGAACCGCATGTCTTGAGGTGAGTAGGGGCTGTCGGAACGATAGGTGGAGCGGTGAAATGCGTTGATATCTATCGGAACGCCAAAGGCGAAGGCAGACAGCTGGGCTTATTCTGACGCTGAGGTACGAAAGCGTGGGGAGCGAACGGG		Bacteria		Planctomycetota												Target				3		0.10		0.09		0.08

		IM-X68EK8		TACGAAGGGCCCGAGCGTTGCGCGGAATCACTGGGCTTAAAGCGTACGTAGGCGGGAACGCAGGCGTCTTGTGAAAGCCCTCGGCTCAACCGAGGAATTGCTTGGCGAACCGCGTTTCTTGAGGCGAGTAGGGGCTGTCGGAACGCTAGGTGGAGTGGTGAAATGCGTTGATATCTAGCGGAACGCCGAAGGAGAAATCAGGCAGCTGGGCTCGTACTGACGCTGATGTACGAAAGCGTGGGGAGCGAACGGG		Bacteria		Planctomycetota												Target				2		-		0.04		0.06

		IM-6I7KT0		TACGAAGGGCTCGAGCGTTAATCGGAATCACTGGGCTTAAAGCGTACGTAGGCGGACACACAGGCATCTTGTGAAATCCCTCGGCTCAACCGAGGAACTGCTTGGTGAACCGTGTGTCTTGAGGCAAGTAGGGGCTGTCGGAACGCTAGGTGGAGTGGTGAAATGCGTTGATATCTAGCGGAACGCCGAAGGAGAAATCAGGCAGCTGGGCTTGTTCTGACGCTGAGGTACGAAAGCGTGGGGAGCGAACGGG		Bacteria		Planctomycetota												Target				2		0.03		-		0.06

		IM-51AHE1		TACGAAGGGCCCGAGCGTTGCGCGGAATCATTGGGCTTAAAGCGTACGTAGGCGGACACGCAGGCGTCTTGTGAAATCCCTCGGCTCAACCGAGGAACTGCTCGACGAACCGCGTGTCTTGAGGCAAGTAGGGGCTGTCGGAACGATAGGTGGAGTGGTGAAATGCGTTGATATCTATCGGAACGCCGAAGGAGAAATCAGGCAGCTGGGCTTGTTCTGACGCTGAGGTACGAAAGCGTGGGTAGCGAACGGG		Bacteria		Planctomycetota												Target				3		0.15		0.28		0.39

		IM-301ZZI		TACGAAGGGCCCGAGCGTTGCGCGGAATCATTGGGCTTAAAGCGTACGCAGGCGGGCGCGCAGGCGTTTTGTGAAATCCCTCGGCTCAACCGAGGAACTGCTTGACGAACCGCGCGTCTTGAGACAAGTAGGGGCTGTCGGAACGATAGGTGGAGTGGTGAAATGCGTTGATATCTATCGGAACGCCGAAGGAGAAATCAGGCAGCTGGGCTTGTTCTGACGCTGAGGTACGAAAGCGTGGGGAGCGAACGGG		Bacteria		Planctomycetota												Target				3		0.15		0.23		0.37

		IM-EWHD85		TACGAAGGGCCCGAGCGTTGCGCGGAATTATTGGGCTTAAAGAGTACGTAGGCGGGCGTGCAGGCGTCTTGTGAAATCCCTCGGCTCAACCGAGGAACTGCTGGACGAACCGCACGCCTTGAGGCAAGTAGGGGCTGTCGGAACGATAGGTGGAGTGGTGAAATGCGTTGATATCTATCGGAACGCCGAAGGAGAAATCAGACAGCTGGGCTTGTCCTGACGCTGAGGTACGAAAGCGTGGGGAGCGAACGGG		Bacteria		Planctomycetota												Target				3		0.05		0.07		0.08

		IM-6NGY5V		TACGAAGGGCCCGAGCGTTGCGCGGAATCATTGGGCTTAAAGCGTACGTAGGCGGGCGCGCAGGCGTCTTGTGAAAGCCCTCGGCTCAACCGAGGAATTGCTTGACGAACCGCGTGCCTTGAGGCAAGTAGGGGCTGTCGGAACGATAGGTGGAGTGGTGAAATGCGTTGATATCTATCGGAACGCCGAAGGAGAAATCAGGCAGCTGGGCTTGTCCTGACGCTGAGGTACGAAAGCGTGGGGAGCGAACGGG		Bacteria		Planctomycetota												Target				3		0.13		0.22		0.25

		IM-C984O5		TACGAAGGGCCCGAGCGTTATTCGGAATCACTGGGCTTAAAGCGTACGTAGGCGGATGCGCAGGCATCTTGTGAAATCCCTCGGCTCAACCGAGGAACTGCAGGGTGAACCGCGTGTCTTGAGACGAGTAGGGGCGGTCGGAACGCTAGGTGGAGTGGTGAAATGCGTTGATATCTAGCGGAACGCCAAAGGAGAAATCAGGCCGCTGGGCTTGTTCTGACGCTGATGTACGAAAGCGTGGGGAGCGAACGGG		Bacteria		Planctomycetota												Target				3		0.07		0.05		0.10

		IM-9AHOT9		TACGAAGGGCCCGAGCGTTAATCGGAATCACTGGGCTTAAAGGGTGCGCAGGCGGACACGCAGGCATCTTGTGAAATCCCTCGGCTCAACCGGGGAACTGCAGGGTGAACCGCGTGTCTTGAGGCAAGTAGGGGCTGTCGGAACGCTAGGTGGAGTGGTGAAATGCGTTGATATCTAGCGGAACGCCTAAGGAGAAATCAGGCAGCTGGGCTTGTCCTGACGCTGAGGCACGAAAGCGTGGGGAGCGAACGGG		Bacteria		Planctomycetota												Target				3		0.04		0.05		0.04

		IM-C3PJ19		TACGAAGGGCCCGAGCGTTAATCGGAATCACTGGGCTTAAAGCGTACGCAGGCGGACTTGAAGGCATCTTGTGAAATCCCTCGTCTCAACCGAGGAACTGCAGGGTGAACCACAAGTCTTGAGGCAAGTAGGGGCTGTCGGAACGCTAGGTGGAGTGGTGAAATGCGTTGATATCTAGCGGAACGCCGAAGGAGAAATCAGACAGCTGGGCTTGTTCTGACGCTGAGGTACGAAAGCGTGGGGAGCGAACGGG		Bacteria		Planctomycetota												Target				2		-		0.08		0.07

		IM-PB94V8		TACGAAGGGCCCGAGCGTTAATCGGAATCACTGGGCTTAAAGCGTACGCAGGCGGACATGAAGGCATCTTGTGAAAGCCCTCGGCTCAACCGAGGAATTGCTTGGTGAACCACATGTCTTGAGCCAAGTAGGGGCTGTCGGAACGCTAGGTGGAGTGGTGAAATGCGTTGATATCTAGCGGAACGCCAAAGGAGAAATCAGGCAGCTGGGCTTGGTCTGACGCTGAGGTACGAAAGCGTGGGGAGCGAACGGG		Bacteria		Planctomycetota												Target				2		0.05		-		0.04

		IM-LEP86Q		TACGTAGAGTGCAAACGTTGTTCGGAATCACTGGGCATAAAGAGCTCGTAGGCGGCTCAGCAAGTCGGTTGTGAAAGCCCCTGGCTCAACCAGGGAATTGCAGCCGAAACTGCTGAGCTTGAGTGTGGGAGGGGAGAGTGGAACTTCCAGTGGAGCGGTGAAATGCGTAGATATTGGAAGGAACGCCAGTGGCGAAAGCGACTCTCTGGCCCACCACTGACGCTGAGGAGCGAAAGCTAGGGTAGCGAACGGG		Bacteria		Planctomycetota												Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		-		-		0.04

		IM-D3B8S2		TACGAAGGGCCCGAGCGTTGCGCGGAATCATTGGGCTTAAAGCGTACGTAGGCGGACACATAGGCGCTTTGTGAAATCCCTCGGCTCAACCGAGGAACTGCTTGGCGAACCATGTGTCTTGAGGCAAGTAGGGGCTGTCGGAACGATAGGTGGAGTGGTGAAATGCGTTGATATCTATCGGAACGCCGAAGGAGAAATCAGGCAGCTGGGCTTGTTCTGACGCTGAGGTACGAAAGCGTGGGGAGCGAACGGG		Bacteria		Planctomycetota												Target				3		0.35		0.30		0.27

		IM-9ZM7IY		TACGAAGGGCCCGAGCGTTAATCGGAATCACTGGGCTTAAAGCGTACGCAGGCGGGTGTGCAGGCATCTTGTGAAATCCCTCGGCTCAACCGAGGAATTGCTTGGTGAACCGCACACCTTGAGGCAGGTAGGGGTTGTCGGAACGCTAGGTGGAGTGGTGAAATGCGTTGATATCTAGCGGAACGCCAAAGGAGTAATCAGGCAACTGGGCCTGTCCTGACGCTGAGGTACGAAAGCGTGGGGAGCGAACGGG		Bacteria		Planctomycetota												Target				2		-		0.05		0.04

		IM-59G9Y0		GACAGAGGTGGCAAGCGTTGTTCGGAATCACTGGGCATAAAGGGCGCGTAGGCGGTCGGGTAAGTCGATTGTGAAAGCCCTCGGCCTAACCGAGGAAGGTCAGTCGATACTGCCCGGCTCGAGTGCGGGAGGGGAGAGTGGAACTCCTGGTGGAGCGGTGAAATGCGTAGATATCAGGAGGAACGCCGGTGGCGAAAGCGACTCTCTGGTCCGCTACTGACGCTGAGGCGCGAAAGCCAGGGGAGCGAACGGG		Bacteria		Planctomycetota												Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		-		0.04		-

		IM-3BC83B		TACGAAAGGGGCTAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCTCGTAGGCGGCAATGTAAGTTGGGGGTGAAATCCCGGAGCTCAACTCCGGAACTGCCTCCAAAACTACATAGCTCGAGGATGTGAGAGGATAGTGGAATTCCAAGTGTAGAGGTGAAATTCGTAGATATTTGGAAGAACACCAGTGGCGAAGGCGACTGTCTGGCACATTTCTGACGCTGAGGAGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Alphaproteobacteria		Caulobacterales		Parvularculaceae						Target				1		0.05		-		-

		IM-2DSQ67		TACGGAGGGGGCTAGCGTTGTTCGGAATTACTGGGCGTAAAGCGTACGTAGGCGGACTATTAAGTTAGAGGTGAAATCCCGGGGCTCAACCCCGGAACTGCCTTTAAAACTGGTAGTCTTGAGTTATGGAGAGGTAAGTGGAATTCCTAGTGTAGAGGTGAAATTCGTAGATATTAGGAGGAACACCAGAGGCGAAGGCGGCTTACTGGACATATACTGACGCTGAGGTACGAAAGTGTGGGGAGCGAACGGG		Bacteria		Proteobacteria		Alphaproteobacteria		Caulobacterales								Target				3		0.58		0.30		0.11

		IM-56MA09		TACGGAGGGGGCTAGCGTTGTTCGGAATTACTGGGCGTAAAGCGTGCGTAGGCGGATTGGAAAGTTAGATGTGAAATCCCAGGGCTCAACCCTGGAACTGCATTTAAAACTCCCAGTCTTGAGTTCTGGAGAGGTAAGTGGAATTCCTAGTGTAGAGGTGAAATTCGTAGATATTAGGAGGAACACCAGAGGCGAAGGCGGCTTACTGGACAGATACTGACGCTGAGGCACGAAAGTGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Alphaproteobacteria		Caulobacterales								Target				1		0.05		-		-

		IM-D5CZ54		TACGGAGGGGGCTAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGGCTGGTTAGTTGGGGGTGAAATCCCAGGGCTCAACCCTGGAACTGCCCTCAATACTGCCAGTCTTGAGTTCGAGAGAGGTAAGCGGAATTCCTAGTGTAGAGGTGAAATTCGTAGATATTAGGAAGAACACCAGTGGCGAAGGCGGCTTACTGGCTCGATACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Alphaproteobacteria		Kiloniellales		Kiloniellaceae						Target				1		0.03		-		-

		IM-6R4RN7		TACGAAGGGACCTAGCGTAGTTCGGAATTACTGGGCTTAAAGAGTTCGTAGGTGGTTGAAAAAGTTGGTGGTGAAATCCCAGAGCTTAACTCTGGAACTGCCATCAAAACTTTTCAGCTAGAGTATGATAGAGGAAAGCAGAATTTCTAGTGTAGAGGTGAAATTCGTAGATATTAGAAAGAATACCAATTGCGAAGGCAGCTTTCTGGATCATTACTGACACTGAGGAACGAAAGCATGGGTAGCGAAGAGG		Bacteria		Proteobacteria		Alphaproteobacteria		Pelagibacterales		Pelagibacteraceae						Target				1		0.09		-		-

		IM-F2U2N0		TACGGAGGGGGCTAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGATCTTTAAGTCAGGGGTGAAATCCCGGGGCTCAACCTCGGAACTGCCCTTGATACTGGAGATCTCGAGTCCGGAAGAGGTTAGTGGAATTCCCAGTGTAGAGGTGAAATTCGTAGATATTGGGAAGAACACCAGTGGCGAAGGCGGCTAACTGGTCCGGTACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Alphaproteobacteria		Rhizobiales		Anderseniellaceae						Target				3		0.23		0.19		0.09

		IM-1U3IK8		TACGAAGGGGGCTAGCGTTGTTCGGAATCACTGGGCGTAAAGCGCACGTAGGCGGACTGATCAGTTGGGGGTGAAATCCCAGGGCTCAACCCTGGAACTGCCTTCAATACTGTCAGTCTTGAGTCCGAGAGAGGTGAGTGGAATTCCTAGTGTAGAGGTGAAATTCGTAGATATTAGGAAGAACACCAGTGGCGAAGGCGGCTCACTGGCTCGGTACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Alphaproteobacteria		Rhizobiales		Hyphomicrobiaceae						Target				1		-		-		0.05

		IM-TJ883H		TACGAAGGGGGCTAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCGCGCAGGCGGTTTTCCAAGTCAGTGGTGAAAGCCCAGAGCTCAACTCTGGAACTGCCTTTGAAACTGGAAAACTAGGGTACGGGAGAGGTGAGTGGAATTCCGAGTGTAGAGGTGAAATTCGTAGATATTCGGAAGAACACCAGTGGCGAAGGCGGCTCACTGGCCCGTTACCGACGCTCAGGCGCGACAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Alphaproteobacteria		Rhizobiales								Target				3		0.09		0.12		0.14

		IM-12GZP7		TACGGAGGGGGTTAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCACGTAGGCGGACTGATCAGTTAGAGGTGAAATCCCAGGGCTCAACCCTGGAACTGCCTTTAATACTGTCAGTCTTGAGTTCGAGAGAGGTGAGTGGAATTCCGAGTGTAGAGGTGAAATTCGTAGATATTCGGAGGAACACCAGTGGCGAAGGCGGCTCACTGGCTCGATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Alphaproteobacteria		Rhodobacterales		Rhodobacteraceae		Octadecabacter		Octadecabacter arcticus		Target				2		0.13		0.05		-

		IM-JISY06		TACGGAGGGGGTTAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGATTGGAAAGTTGGGGGTGAAATCCCGGGGCTCAACCCCGGAACGGCCTCCAAAACTATCAGTCTAGAGGTCGAGAGAGGTGAGTGGAATTCCGAGTGTAGAGGTGAAATTCGTAGATATTCGGAGGAACACCAGTGGCGAAGGCGGCTCACTGGCTCGATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Alphaproteobacteria		Rhodobacterales		Rhodobacteraceae						Target				1		0.15		-		-

		IM-T8AX3A		TACGGAGGGGGTTAGCGTTGTTCGGAATTACTGGGCGTAAAGCGTACGTAGGCGGATTGGAAAGTTGGGGGTGAAATCCCAGGGCTCAACCCTGGAACTGCCTCCAAAACTAACAGTCTAGAGTTCGAGAGAGGTGAGTGGAATTCCGAGTGTAGAGGTGAAATTCGTAGATATTCGGAGGAACACCAGTGGCGAAGGCGGCTCACTGGCTCGATACTGACGCTGAGGTACGAAAGTGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Alphaproteobacteria		Rhodobacterales		Rhodobacteraceae						Target				3		0.28		0.18		0.14

		IM-2DUZ80		TACGGAGGGGACTAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCACGTAGGCGGATTAGTAAGTTAGAGGTGAAATCCCAGGGCTCAACCCTGGAACTGCCTTTAATACTGCTAGTCTTGAGTTCGAGAGAGGTGAGTGGAATTCCGAGTGTAGAGGTGAAATTCGTAGATATTCGGAGGAACACCAGTGGCGAAGGCGGCTCACTGGCTCGATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Alphaproteobacteria		Rhodobacterales		Rhodobacteraceae						Target				3		0.23		0.16		0.12

		IM-GWDQ99		TACGGAGGGGGTTAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGATCAGTCAGTCAGGGGTGAAATCCCGGGGCTCAACCCCGGAACTGCCTTTGATACTGCTGGTCTAGAGATCGAGAGAGGTGAGTGGAATTCCGAGTGTAGAGGTGAAATTCGTAGATATTCGGAGGAACACCAGTGGCGAAGGCGGCTCACTGGCTCGATACTGACGCTGAGGTGCGAAAGTGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Alphaproteobacteria		Rhodobacterales		Rhodobacteraceae						Target				2		-		0.07		0.07

		IM-9S6RH9		TACGGAGGGGACTAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCACGTAGGCGGATTGGAAAGTATGGGGTGAAATCCCAGGGCTCAACCCTGGAACTGCCTCATAAACTCCCAGTCTTGAGTTCGAGAGAGGTGAGTGGAATTCCGAGTGTAGAGGTGAAATTCGTAGATATTCGGAGGAACACCAGTGGCGAAGGCGGCTCACTGGCTCGATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Alphaproteobacteria		Rhodobacterales		Rhodobacteraceae						Target				3		0.51		0.35		0.26

		IM-PV855E		TACGGAGGGGGCTAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGATTGTTAAGTCGGGGGTGAAATCCCGGGGCTCAACCCCGGAACTGCCTCCGATACTGGCAATCTAGAGATCTGGAGAGGCGAGTGGAATTCCGAGTGTAGAGGTGAAATTCGTAGATATTCGGAGGAACACCAGTGGCGAAGGCGGCTCGCTGGCCAGATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Alphaproteobacteria		Rhodobacterales		Rhodobacteraceae						Target				1		0.05		-		-

		IM-BW774Q		TACGGAGGGGGCTAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGGCTGTTAAGTCGGGGGTGAAATCCCGGGGCTCAACCCCGGAACTGCCTCCGATACTGGCAGTCTTGAGGTCGAGAGAGGTGAGTGGAATTCCGAGTGTAGAGGTGAAATTCGTAGATATTCGGAGGAACACCAGTGGCGAAGGCGGCTCACTGGCTCGATACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Alphaproteobacteria		Rhodobacterales		Rhodobacteraceae						Target				3		0.40		0.35		0.29

		IM-Z83D1S		TACGGAGGGGGTTAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCACGTAGGCGGATCAGAAAGTAAGAGGTGAAATCCCTGGGCTCAACCCAGGAACTGCCTTTTAAACTCCTGGTCTTGAGTTCGAGAGAGGTGAGTGGAATTCCAAGTGTAGAGGTGAAATTCGTAGATATTTGGAGGAACACCAGTGGCGAAGGCGGCTCACTGGCTCGATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Alphaproteobacteria		Rhodobacterales		Rhodobacteraceae						Target				2		0.09		0.05		-

		IM-3MR6N2		TACGGAGGGGGCTAGCGTTGTTCGGAATCACTGGGCGTAAAGCGCACGTAGGCGGGTCAGTCAGTCAGGGGTGAAATCCCGAGGCTCAACCTCGGAACTGCCTTTGATACTGCTGGCCTTGAGGTCGAGAGAGGTGAGTGGAATTCCTAGTGTAGAGGTGAAATTCGTAGATATTAGGAAGAACACCAGTGGCGAAGGCGGCTCACTGGCTCGATTCTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Alphaproteobacteria		Rhodobacterales		Rhodobacteraceae						Target				3		0.05		0.13		0.09

		IM-B0M9N6		TACGGAGGGGGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGAATATCAAGTTAGGGGTGAAAGGCCTGGGCTCAACCTAGGAACGGCCTCTAAAACTGATGATCTAGAGTCCGGAAGAGGATGGCGGAATTCCCAGTGTAGAGGTGAAATTCGTAGATATTGGGAAGAACACCGGTGGCGAAGGCGGCCATCTGGTCCGGTACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Alphaproteobacteria		Rhodospirillales		Rhodospirillaceae		Pelagibius		Pelagibius litoralis		Target				1		0.04		-		-

		IM-X5OX21		TACGGAGGGGGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGACGTGCAAGTTAGGGGTGAAAGGCCTGGGCTCAACCTGGGAACTGCCTCTAAAACTGCATATCTCGAGTCCGGAAGAGGATGGCGGAATTCCCAGTGTAGAGGTGAAATTCGTAGATATTGGGAAGAACACCAGTGGCGAAGGCGGCCATCTGGTCCGGTACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Alphaproteobacteria		Rhodospirillales		Rhodospirillaceae		Pelagibius				Target				3		0.04		0.05		0.12

		IM-DQ481M		TACGGAGGGGGCTAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTTTATCAAGTTAGACGTGAAAGCCCTGGGCTCAACCCAGGAACTGCGTTTGATACTGGTTGACTAGAGGCCGGGAGAGGGTAGTGGAATTCCCAGTGTAGAGGTGAAATTCGTAGATATTGGGAAGAACACCGGTGGCGAAGGCGGCTACCTGGACCGGACCTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Alphaproteobacteria		Rhodospirillales		Rhodospirillaceae						Target				3		0.17		0.08		0.08

		IM-X83S8S		TACGGAGGGGGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGTCTGTTGCGTCAGGTGTGAAAGCCCTGGGCTCAACCTAGGAGGTGCACTTGATACGGGCGGACTAGAATCCGAGAGAGGATGGTGGAATTCCCAGTGTAGAGGTGAAATTCGTAGATATTGGGAAGAACACCGATGGCGAAGGCAGCCATCTGGCTCGGTATTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Alphaproteobacteria		Rhodospirillales		Rhodospirillaceae						Target				3		0.23		0.14		0.10

		IM-N55L5V		TACGGAGGGGGCGAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGGATATCGTGTCAGGGGTGAAAGTCCTGGGCTCAACCTGGGGACTGCCTTTGAAACTGATATTCTTGAGACCGGGAGAGGATGGCGGAATTCCCAGTGTAGAGGTGAAATTCGTAGATATTGGGAAGAACACCGGTGGCGAAGGCGGCCATCTGGACCGGATCTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Alphaproteobacteria		Rhodospirillales		Rhodospirillaceae						Target				2		0.03		-		0.05

		IM-4GWXB6		TACGGAGGGGGCGAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGGCGATCAAGTCAGTGGTGAAAGTCCTGGGCTCAACCTGGGGATTGCCTTTGAAACTGATTGTCTTGAGACCGGGAGAGGATGGCGGAATTCCCAGTGTAGAGGTGAAATTCGTAGATATTGGGAAGAACACCGGTGGCGAAGGCGGCCATCTGGACCGGATCTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Alphaproteobacteria		Rhodospirillales		Rhodospirillaceae						Target				1		0.09		-		-

		IM-VMGC79		TACGGAGGGGGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGACGATCAAGTTAGAGGTGAAAGGCCTGGGCTCAACCTAGGAATTGCCTTTGAAACTGATTGTCTAGAGACCGGAAGAGGATGGCGGAATTCCCAGTGTAGAGGTGAAATTCGTAGATATTGGGAAGAACACCAGTGGCGAAGGCGGCCATCTGGTCCGGTTCTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Alphaproteobacteria		Rhodospirillales		Rhodospirillaceae						Target				1		0.08		-		-

		IM-99XK8F		TACGGAGGGGGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCACGTAGGCGGAGATTCATGTCAGAGGTGAAAGCCCTGGGCTCAACCCGGGAACTGCCTTTGAAACTGAATTTCTAGAGGCCGGAAGAGGTTGACGGAATTCCCAGTGTAGAGGTGAAATTCGTAGATATTGGGAAGAACACCAGTGGCGAAGGCGGTCATCTGGTCCGGTACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Alphaproteobacteria		Rhodospirillales		Rhodospirillaceae						Target				2		0.08		0.06		-

		IM-3BU5V3		TACGGAGGGGGCTAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGCTTTGCCAGTCAGGCGTGAAAGCCCCGGGCTTAACCTGGGAACTGCGCTTGATACTGCGAGGCTAGAGATCGGGAGAGGAGAGTGGAATTCCCAGTGTAGAGGTGAAATTCGTAGATATTGGGAAGAACACCAGTGGCGAAGGCGGCTCTCTGGACCGATACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Alphaproteobacteria		Rhodospirillales								Target				2		-		0.08		0.09

		IM-7R4JFN		TACGGAGGGAGCTAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCGCGTAGGTGGCTTTGTAAGTCAGAGGTGAAATCCCGGGGCTCAACCCCGGAACTGCCTTTGAAACTACATCGCTAGAGTCTTGGAGAGGTTAGTGGAATTCCGAGTGTAGAGGTGAAATTCGTAGATATTCGGAAGAACACCAGTGGCGAAGGCGACTAACTGGACAAGTACTGACACTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Alphaproteobacteria		Sphingomonadales		Sphingomonadaceae		Sphingomicrobium		Sphingomicrobium marinum		Target				1		0.08		-		-

		IM-9N5KER		TACGGAGGGAGCTAGCGTTGTTCGGAATCACTGGGCGTAAAGCGCGCGTAGGCGGCTACTCAAGTCAGAGGTGAAAGCCCGGGGCTCAACCCCGGAACTGCCCTTGAAACTAGGTAGCTAGAATATGGGAGAGGTGAGTGGAATTCCGAGTGTAGAGGTGAAATTCGTAGATATTCGGAAGAACACCAGTGGCGAAGGCGACTCACTGGACCATTATTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Alphaproteobacteria		Sphingomonadales		Sphingomonadaceae						Target				1		0.16		-		-

		IM-S4X753		TACGGAGGGAGCTAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGCTATTCAAGTCAGGGGTGAAATCCCGGGGCTCAACCCCGGAACTGCCTTTGAAACTGGATAGCTAGAATCCTGGAGAGGCGAGTGGAATTCCGAGTGTAGAGGTGAAATTCGTAGATATTCGGAAGAACACCAGTGGCGAAGGCGACTCGCTGGACAGGTATTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Alphaproteobacteria		Sphingomonadales								Target				1		0.31		-		-

		IM-Y63LT9		TACGGAGGGGGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGTGTAGGCGGTTTGTCTAGTCAGGCGTGAAAGCCCCGGGCTTAACCTGGGAACTGCGTTTGATACTGACAGGCTAGAGGTTGGGAGAGGAGAGTGGAATTCCCAGTGTAGAGGTGAAATTCGTAGATATTGGGAAGAACACCAGTGGCGAAGGCGGCTCTCTGGTCCACACCTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Alphaproteobacteria										Target				3		0.19		0.26		0.41

		IM-CW97D1		TACGAAGGGGGCTAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGATACTTAAGTCAGGGGTGAAATCCCGAGGCTCAACCTCGGAACTGCCTTTGATACTGGGTATCTTGAGTTCGAGAGAGGTAAGTGGAATTCCGAGTGTAGAGGTGAAATTCGTAGATATTCGGAGGAACACCAGAGGCGAAGGCGGCTTACTGGCTCGATACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Alphaproteobacteria										Target				3		0.14		0.48		0.37

		IM-O66XO6		TACGGAGGGGGCTAGCGTTGCTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGATTTTCTAGTCAGGCGTGAAAGCCCCGGGCTCAACCCGGGAACTGCGTTTGATACTGGAAGTCTAGAGTTCTGGAGAGGGTGGTGGAATTCCCAGTGTAGAGGTGAAATTCGTAGATATTGGGAAGAACACCGGTGGCGAAGGCGGCCACCTGGCCAGACACTGACGCTAAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Alphaproteobacteria										Target				3		0.18		0.23		0.19

		IM-M0R8N8		TACGGAGGGGGCTAGCGTTGTTCGGATTTACTGGGCGTAAAGGGCGCGTAGGCGGTATGTCATGTCAGGGGTGAAAGGCCTGGGCTCAACCCAGGAACTGCCTTTGAAACTGGCAAACTAGAGTCCGATAGAGGATGGCGGAATTCCCAGTGTAGAGGTGAAATTCGTAGATATTGGGAAGAACACCAGTGGCGAAGGCGGCCATCTGGATCGGCACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Alphaproteobacteria										Target				3		0.21		0.10		0.14

		IM-L369P8		TACGAAGGGGGCTAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCACGTAGGCGGATTGTTAAGTCAGAGGTGAAATCCCAGGGCTCAACCCTGGAACTGCCTTTGATACTGGCAATCTAGAGACTGGAAGAGGTGAGTGGAATTCCGAGTGTAGAGGTGAAATTCGTAGATATTCGGAGGAACACCAGAGGCGAAGGCGGCTCACTGGTCCAGTACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Alphaproteobacteria										Target				2		-		0.07		0.05

		IM-DJ005T		TACGGAGGGTGCAAGCGTTATCCGGAATTACTGGGTTTAAAGGGTGCGTAGGCGGATGTACAAGTCAGAGGTGAAAGCTCACCGCTCAACGGTGGAATTGCCTTTGAAACTGTATATCTTGAATCATGTTGAGGTTGGCGGAATGAGTCATGTAGCGGTGAAATGCATAGATATGACTTAGAACACCGATTGCGAAGGCAGCTGACTAAGCATGTTATTGACGCTGAGGCACGAAAGCGTGGGGAGCGAACAGG		Bacteria		Proteobacteria		Alphaproteobacteria										Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		-		-		0.08

		IM-ED529U		TACGGAGGGGGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGAAGATCAAGTCAGGGGTGAAAGGCCTGGGCTCAACCCGGGAACTGCCTTTGAAACTGGTTTTCTAGAGTACGGGAGAGGATGGCGGAATTCCCAGTGTAGAGGTGAAATTCGTAGATATTGGGAAGAACACCGGTGGCGAAGGCGGCCATCTGGCCCGGTACTGACGCTAAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Alphaproteobacteria										Target				2		-		0.06		0.08

		IM-9I7YEW		TACGGAGGGGGCTAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGTGTAGGCGGCTTTGTCAGTCAGGCGTGAAAGCCCCGGGCTTAACCTGGGAGGTGCGCTTGATACTGCGGAGCTAGAGTTCGGGAGAGGAGAGTGGAATTCCCAGTGTAGAGGTGAAATTCGTAGATATTGGGAAGAACACCGGTGGCGAAGGCGGCTCTCTGGACCGACACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Alphaproteobacteria										Target				1		0.04		-		-

		IM-J920MR		TACGGAGGGGGCTAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCACGTAGGCGGACCAGTCAGTGAGGGGTGAAATCCCAGGGCTCAACCCTGGAACTGCCTTTCATACTGCTGGTCTTGAGTTCGAGAGAGGTGAGTGGAATTCCGAGTGTAGAGGTGAAATTCGTAGATATTCGGAGGAACACCAGTGGCGAAGGCGGCTCACTGGCTCGATACTGACGCTGAGGTGCGAAAGCATGGGGAGCAAACAGG		Bacteria		Proteobacteria		Alphaproteobacteria										Target				3		0.28		0.13		0.10

		IM-A1NL69		TACGGAGGGGGCTAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGTGTAGGCGGTCTATCGAGTCAGGCGTGAAAGCCCCGGGCTTAACCTGGGAACTGCGTTTGATACTGATAGACTAGAGGTTGGAAGAGGAGAGTGGAATTCCCAGTGTAGAGGTGAAATTCGTAGATATTGGGAAGAACACCAGTGGCGAAGGCGGCTCTCTGGTCCATACCTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Alphaproteobacteria										Target				3		0.06		0.05		0.04

		IM-SY7ET9		TACGGAGGGGGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTCCATTTAGTCAGGCGTGAAATCCCTGGGCTCAACCCAGGAATTGCGTTTGAAACTGGTGGACTAGAGTTCGGGAGAGGAGAGTGGAATTCCCAGTGTAGAGGTGAAATTCGTAGATATTGGGAAGAACACCAGTGGCGAAGGCGGCTCTCTGGACCGATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Alphaproteobacteria										Target				3		0.06		0.08		0.06

		IM-89LR69		TACGGAGGGGGCTAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGACTGGTCAGTCAGAGGTGAAAGCCCGAAGCTCAACTTCGGAACTGCCTTTGATACTGCCAATCTAGAGTCCGGGAGAGGTGAGTGGAATTCCTAGTGTAGAGGTGAAATTCGTAGATATTAGGAAGAACACCAGTGGCGAAGGCGGCTCACTGGCCCGGTACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Alphaproteobacteria										Target				2		0.04		0.04		-

		IM-8H4CFR		TACGGAGGGGGCTAGCGTTGCTCGGAATTACTGGGCGTAAAGGGCGTGTAGGCGGATTGTCTAGTCAGGCGTGAAAGCCCCGGGCTCAACCTGGGAACTGCGCTTGATACTGGCAGTCTAGAGTCCGGAAGAGGGTGGTGGAATTCCCAGTGTAGAGGTGAAATTCGTAGATATTGGGAAGAACACCAGTGGCGAAGGCGGCCACCTGGTCCGGTACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Alphaproteobacteria										Target				1		0.04		-		-

		IM-X01AP5		TACGGAGGGGGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTCCATTTAGTCAGGCGTGAAAGCCCCGGGCTCAACCCGGGAATAGCGTTTGATACTGGTGGGCTAGAGTCCGGGAGAGGAGAGTGGAATTCCCAGTGTAGAGGTGAAATTCGTAGATATTGGGAAGAACACCAGTGGCGAAGGCGGCTCTCTGGACCGGTACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Alphaproteobacteria										Target				3		0.06		0.07		0.04

		IM-0VUZ19		TACGGAGGGAGCTAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGCCGATCCAGTCAGGCGTGAAAGCCCCGGGCTCAACCTGGGAATTGCGTTTGATACTGATTGGCTGGAGTCCGGGAGAGGGTAGTGGAATTCCCAGTGTAGAGGTGAAATTCGTAGATATTGGGAAGAACACCGGTGGCGAAGGCGGCTACCTGGCCCGGTACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Alphaproteobacteria										Target				1		0.06		-		-

		IM-67QHK0		TACGGGGGGGGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGCAGGCGGCCACAGAAGTTCTGGGTGAAAGCCCCCGGCTTAACCGGGGAAGGGCCTGGAAAACCATGAGGCTGGAGTGCTGGAGAGGCTAGCGGAATTTCGGGTGTAGCGGTGAAATGCGTAGATATCCGAAGGAACACCGGAGGCGAAGGCGGCTAGCTGGACAGACACTGACGCTGAGGCGCGAAAGCCAGGGGAGCAAACGGG		Bacteria		Proteobacteria		Alphaproteobacteria										Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		2		-		0.04		0.06

		IM-92O6OP		TACGGAGGGGGCTAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCATGTAGGCGGATCGGCCAGTCAGAGGTGAAAGCCCTGGGCTCAACCCAGGAACTGCCTTTGATACTGCCGATCTAGAGTCCGGGAGAGGATAGTGGAATTCCCAGTGTAGAGGTGAAATTCGTAGATATTGGGAAGAACACCAGTGGCGAAGGCGGCTATCTGGACCGGTACTGACGCTAAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Alphaproteobacteria										Target				3		0.04		0.07		0.07

		IM-CM28DQ		TACGGGGGGGGCTAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGCTGGGGAAGTTTTGGGTGAAAGCCCTCGGCTCAACCGAGGAAGTGCCTGAAAAACCACCCGGCTGGAGTGCTGGAGAGGCAAGCGGAATTTCTGGTGTAGCGGTGAAATGCGTAGATATCAGAAGGAACACCTGAGGCGAAGGCGGCTTGCTGGACAGACACTGACGCTGAGGCGCGAAAGCCAGGGGAGCAAACGGG		Bacteria		Proteobacteria		Alphaproteobacteria										Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		2		0.09		0.07		-

		IM-MV3Q6L		TACGGAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGCGCACGTAGGCGGCTGGGTCAGTCGGATGTGAAAGCCCCGGGCTTAACCTGGGAATTGCATTCGATACTACCCAGCTAGAGTATGGGAGAGGGAAGCGGAATTTCCGGTGTAGCGGTGAAATGCGTAGATATCGGAAGGAACACCAGTTGCGAAGGCGGCTTCCTGGACCAATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria		Beggiatoales		Beggiatoaceae						Target				2		-		0.08		0.13

		IM-L54JQ7		TACGTAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGCGTGCGCAGGTGGTTTTGTAAGTCAGATGTGAAATCCCCGGGCTTAACCTGGGAACTGCGTTTGAAACTGCAAGGCTAGAGTGTGGCAGAGGGGGGTGGAATTCCGCGTGTAGCAGTGAAATGCGTAGAGATGTGGAGGAACACCGATGGCGAAGGCAGCCCCCTGGGTCAACACTGACGCTCAGGCACGAAAGCATGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria		Burkholderiales		Nitrosomonadaceae						Target				3		0.77		0.52		0.35

		IM-560OD3		TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTTCGGTAAGTCGGATGTGAAAGCCCTGGGCTTAACCTGGGAATTGCATTCGATACTGCCAGACTAGAGTATGGGAGAGGGAAGTGGAATTCCGGGTGTAGCGGTGAAATGCGTAGATATCCGGAGGAACATCAGTGGCGAAGGCGACTTCCTGGCCCAATACTGACGCTCAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria		Chromatiales		Thioalkalispiraceae		Thioprofundum				Target				3		0.19		0.26		0.24

		IM-SBT32Y		TACGGAAGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCACGTAGGCGGTTGGGTTAGTCGGATGTGAAAGCCCCGGGCTTAACCTGGGAATTGCATTCGATACTGCCCGACTAGAGTATGGGAGAGGGTAGCGGAATTCCGGGTGTAGCGGTGAAATGCGTAGATATCCGGAGGAACATCAGTGGCGAAGGCGGCTGCCTGGGCCAATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria		Chromatiales								Target				3		0.31		0.17		0.15

		IM-BL849Q		TACGGAGGGTGCAAGCGTTAATCGGAATGACTGGGCGTAAAGCGCACGCAGGCGGTTTGTTAAGCCAGATGTGAAAGCCCCGAGCTCAACTCGGGAACTGCATTTGGAACTGGCAAACTAGAGTCTTGGAGAGGGGGGTAGAATTTCCGGTGTAGCGGTGAAATGCGTAGAGATCGGAAGGAATACCAGTGGCGAAGGCGGCCCCCTGGCCAAAGACTGACGCTCAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria		Enterobacterales		Aeromonadaceae		Oceanisphaera				Target				1		0.05		-		-

		IM-A2PP32		TACGGAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGCGCACGCAGGCGGTTATATAAGCTAGATGTGAAAGCCCCGGGCTCAACCTGGGAATAGCATTTAGAACTGTATGACTAGAGTCTTGGAGAGGGGAGTGGAATTCCAGGTGTAGCGGTGAAATGCGTAGATATCTGGAGGAACATCAGTGGCGAAGGCGACTCCCTGGCCAAAGACTGACGCTCATGTGCGAAAGTGTGGGTAGCGAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria		Enterobacterales		Alteromonadaceae		Aliiglaciecola				Target				2		0.14		0.06		-

		IM-67LXGF		TACGGAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGCGTGCGTAGGCGGTTTGTTAAGCAAGATGTGAAAGCCCAGGGCTCAACCTTGGAACTGCATTTTGAACTGGCAAACTAGAGTACTGTAGAGGGTGGTGGAATTTCCAGTGTAGCGGTGAAATGCGTAGAGATTGGAAGGAACATCAGTGGCGAAGGCGGCCACCTGGACAGATACTGACGCTGAGGCACGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria		Enterobacterales		Alteromonadaceae		Colwellia				Target				3		0.04		0.05		0.05

		IM-0KO57E		TACGAGGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGTTCGTAGGCGGTCTATTAAGCAAGATGTGAAAGCCCAGGGCTCAACCTTGGAACTGCATTTTGAACTGGTAGACTAGAGTACTGTAGAGGGTGGTGGAATTTCCAGTGTAGCGGTGAAATGCGTAGAGATTGGAAGGAACATCAGTGGCGAAGGCGGCCACCTGGACAGATACTGACGCTGAGGAACGAAAGCGTGGGGAGCGAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria		Enterobacterales		Alteromonadaceae						Target				1		-		0.04		-

		IM-DG99X4		TACGGAGGGTCCGAGCGTTAATCGGAATTACTGGGCGTAAAGCGCACGCAGGCGGTTTGTTAAGTTAGATGTGAAAGCCCCGGGCTTAACCTGGGAATAGCATTTAAAACTGGCAGGCTAGAGTCTTGGAGAGGGGAGTGGAATTCCAGGTGTAGCGGTGAAATGCGTAGATATCTGGAGGAACATCAGTGGCGAAGGCGACTCCCTGGCCAAAGACTGACGCTCATGTGCGAAAGTGTGGGTAGCGAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria		Enterobacterales		Alteromonadaceae						Target				1		0.20		-		-

		IM-G47E56		TACGGAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGCGCACGCAGGCGGTTTGTCAAGCTAGAGGTGAAAGCCCCGCGCTCAACGTGGGAATGGCCTTTAGAACTGGCAGACTAGAGTCTTGGAGAGGGGAGTGGAATTCCAGGTGTAGCGGTGAAATGCGTAGAGATCTGGAGGAACATCAGTGGCGAAGGCGACTCCCTGGCCAAAGACTGACGCTCATGTGCGAAAGTGTGGGTAGCGAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria		Enterobacterales		Alteromonadaceae						Target				1		0.06		-		-

		IM-6M6O9G		TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCATGCAGGCGGTTTGTTAAGCGAGATGTGAAAGCCCCGGGCTCAACCTGGGAACAGCATTTCGAACTGGCAAACTAGAGTTCTTGAGAGGGTGGTAGAATTTCAGGTGTAGCGGTGAAATGCGTAGAGATCTGAAGGAATACCAGTGGCGAAGGCGGCCACCTGGCAAGTAACTGACGCTCAGATGCGAAAGCGTGGGTAGCAAACGGG		Bacteria		Proteobacteria		Gammaproteobacteria		Enterobacterales		Psychromonadaceae		Moritella				Target				1		0.06		-		-

		IM-499CBH		TACGGAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTTAATTAAGTCAGATGTGAAAGCCCAGGGCTCAACCTTGGAACTGCATTTGAAACTGGTTAACTAGAGTTTTGTAGAGGGTGGTAGAATTTCAGGTGTAGCGGTGAAATGCGTAGAGATCTGAAGGAATACCAGTGGCGAAGGCGGCCACCTGGACAAAGACTGACGCTGAGGCGCGAAGGCGTGGGGAGCAAACGGG		Bacteria		Proteobacteria		Gammaproteobacteria		Enterobacterales		Psychromonadaceae		Psychromonas				Target				1		0.12		-		-

		IM-23DTBU		TACGGAGGGTCCGAGCGTTAATCGGAATTACTGGGCGTAAAGCGTGCGCAGGCGGTTTGTTAAGCCAGATGTGAAAGCCCCGGGCTCAACCTGGGAATTGCATTTGGAACTGGCGAACTAGAGTCTTGTAGAGGGAGGTAGAATTTCAGGTGTAGCGGTGAAATGCGTAGATATCTGAAGGAATACCGGTGGCGAAGGCGGCCTCCTGGACAAAGACTGACGCTCATGCACGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria		Enterobacterales		Shewanellaceae						Target				1		0.05		-		-

		IM-N1H83A		TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGCTTGGTCAGTCAGATGTGAAATCCCCGGGCTCAACCTGGGAACTGCATTTGATACTGCCAGGCTAGAGTATGTTAGAGGAAAGCGGAATTCCGGGTGTAGCGGTGAAATGCGTAGATATCCGGAGGAACATCAGTGGCGAAGGCGGCTTTCTGGAACAATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria		Granulosicoccales		Granulosicoccaceae		Granulosicoccus		Granulosicoccus coccoides		Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		3		0.08		0.08		0.06

		IM-5I61SY		TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGCGTGTTAAGTCAGATGTGAAAGCCCTGGGCTTAACCTGGGAATGGCATTTGAAACTGGCAGGCTAGAGTGTGACAGAGGGTTGAGGAATTCCCGGTGTAGCGGTGAAATGCGTAGAGATCGGGAGGAACACCAATGGCGAAGGCAACAGCCTGGGTCAACACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria		Methylococcales		Methylococcaceae						Target				2		-		0.06		0.05

		IM-241EMG		TACGGAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGGGCGCGTAGGTGGCTCTGTAAGTCGGGTGTGAAAGCCCCAGGCTTAACCTGGGAATTGCATTCGATACTGCAGAGCTGGAGTATGGTAGAGGAAAGCGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCTTTCTGGACCAATACTGACACTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria		Nitrosococcales		Nitrosococcaceae						Target				3		0.46		0.34		0.28

		IM-E719MC		TACGGAGGGTGCGAGCGTTAATCAGAATCACTGGGCGTAAAGGGCGCGTAGGTGGTTTGGTAAGTCGGATGTGAAAGCCCCGGGCTTAACCTGGGAATTGCATTCGATACTGCCAGGCTTGAGTATGGTAGAGGGAAGTGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACATCAGTGGCGAAGGCGGCTTCCTGGACCAATACTGACACTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria		Nitrosococcales		Nitrosococcaceae						Target				1		0.05		-		-

		IM-25PL94		TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTTTGTTAAGTCAGCTGTGAAAGCCCCGGGCTCAACCTGGGAATTGCAGTTGATACTGGCCGACTAGAGTACGAGAGAGGGAGGTAGAATTCCACGTGTAGCGGTGAAATGCGTAGATATGTGGAGGAATACCGGTGGCGAAGGCGGCCTCCTGGCTCGATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria		Pseudomonadales		Halieaceae						Target				3		0.10		0.15		0.16

		IM-KV9H64		TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTTTGTTAAGTCGGATGTGAAAGCCCCGGGCTCAACCTGGGAATTGCATCCGATACTGGCCGACTAGAGTACGAGAGAGGGAGGTAGAATTCCATGTGTAGCGGTGAAATGCGTAGATATATGGAGGAATACCAGTGGCGAAGGCGGCCTCCTGGCTCGATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria		Pseudomonadales		Halieaceae						Target				2		0.15		0.06		-

		IM-4K0I62		TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTTGTTTAAGTCGGATGTGAAAGCCCTGGGCTCAACCTGGGAACTGCATTCGATACTGGGCGACTAGAGTGCGAGAGAGGGAGGTAGAATTCCACGTGTAGCGGTGAAATGCGTAGATATGTGGAGGAATACCGGTGGCGAAGGCGGCCTCCTGGCTCGACACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria		Pseudomonadales		Halieaceae						Target				3		0.09		0.22		0.20

		IM-852NF6		TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTTATTTAAGTCGGATGTGAAAGCCCCGGGCTCAACCTGGGAATTGCCTTCGATACTGGATGACTTGAGTACGAGAGAGGGAGGTAGAATTCCACGTGTAGCGGTGAAATGCGTAGATATGTGGAGGAATACCAGTGGCGAAGGCGGCCTCCTGGCTCGATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria		Pseudomonadales		Halieaceae						Target				1		-		0.04		-

		IM-G2885W		TACGGAAGGTGCGAGCGTTAATCGGAATAACTGGGCGTAAAGCGCGCGTAGGTGGTTGAGTCAGTCAGATGTGAAAGCCCCGGGCTTAACCTGGGAACTGCACCTGATACTGCTTAACTAGAGTACGGTAGAGGGCAGTGGAATTTCCTGTGTAGCGGTGAAATGCGTAGATATAGGAAGGAACACCAGTGGCGAAGGCGACTGCCTGGACTGATACTGACACTGAGGTGCGAAAGCGTGGGTAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria		Pseudomonadales		Nitrincolaceae		Marinobacterium				Target				1		0.05		-		-

		IM-8B8BEI		TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTTTGCTAAGCCAGATGTGAAAGCCCTGGGCTCAACCTGGGAACTGCATTTGGAACTGGCAGGCTAGAGTACAAGAGAGGGTGGTAGAATTTCCTGTGTAGCGGTGAAATGCGTAGATATAGGAAGGAATACCGGTGGCGAAGGCGGCCACCTGGCTTGATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCGAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria		Pseudomonadales		Oleiphilaceae		Marinobacter				Target				3		0.33		0.30		0.22

		IM-4BB534		TACAGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGTGGTTTGTTAAGTTGAATGTGAAAGCCCCGGGCTCAACCTGGGAACTGCATCCAAAACTGGCAAGCTAGAGTACGGTAGAGGGTGGTGGAATTTCCTGTGTAGCGGTGAAATGCGTAGATATAGGAAGGAACACCAGTGGCGAAGGCGACCACCTGGACTGATACTGACACTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria		Pseudomonadales		Pseudomonadaceae						Target				1		0.12		-		-

		IM-BBL47E		TACGGAGGGTGCGAACGTTAATCGGAATTACTGGGCGTAAAGCGCACGTAGGCGGTTTGTTAAGTGGATTGTGAAATCCCCGGGCTCAACCTGGGAATTGCAGTTCAAACTGACAGACTAGAGTGTAGTAGAGGGAGGTGGAATTTCCTGTGTAGCGGTGAAATGCGTAGATATAGGAAGGAACACCAGTGGCGAAGGCGACCTCCTGGACTAACACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria		Pseudomonadales		Pseudomonadaceae						Target				1		0.05		-		-

		IM-6E8B1Y		TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGCTTGGTCAGTTGGATGTGAAATCCCCGGGCTCAACCTGGGAACTGCATTCAATACTGCCAGGCTGGAGTATGGGAGAGGGGAGTGGAATTCCAGGTGTAGCGGTGAAATGCGTAGATATCTGGAGGAACATCAGTGGCGAAGGCGACTCCCTGGCCCAATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria		Pseudomonadales		Spongiibacteraceae		Spongiibacter				Target				1		0.07		-		-

		IM-HF32B2		TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTTTGGTCAGTTGGATGTGAAAGCCCCGGGCTTAACCTGGGAACTGCATTCAATACTGCCAGACTTGAGTACGAGAGAGGGGGGTAGAATTTCTAGTGTAGCGGTGAAATGCGTAGATATTAGAAGGAATACCAGTGGCGAAGGCGGCCCCCTGGCTCGATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria		Pseudomonadales		Spongiibacteraceae						Target				3		0.52		0.30		0.14

		IM-4ULL86		TACTGAAGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGCTTGTTAAGTCGGATGTGAAAGCCCCGGGCTCAACCTGGGAACTGCACTCGATACTGGCAAGCTAGAGTATGGGAGAGGGCTGTGGAATTCCATGTGTAGCGGTGAAATGCGTAGATATGTGGAGGAACATCAGTGGCGAAGGCGGCAGCCTGGCCCAATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria		Pseudomonadales		Spongiibacteraceae						Target				1		0.04		-		-

		IM-35XBU2		TACGGAAGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGCTTGGTCAGTCGGTTGTGAAAGCCCCGGGCTCAACCTGGGAACTGCATCCGATACTGCCAGGCTGGAGTACAAGAGAGGAGAGTGGAATTCCAGGTGTAGCGGTGAAATGCGTAGAGATCTGGAGGAACATCAGTGGCGAAGGCGGCTCTCTGGCTTGATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria		Pseudomonadales		Spongiibacteraceae						Target				3		0.06		0.08		0.10

		IM-VK431D		TACGGAGGGATCGAACGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTTTGATAAGTGGGATGTGAAAGCCCTGGGCTTAACCTGGGAACTGCATTCCAAACTGTCCGACTAGAGTATGGTAGAGGGTGGTAGAATTTCCTGTGTAGCGGTGAAATGCGTAGATATAGGAAGGAATACCGATGGCGAAGGCAGCCACCTGGACCAATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria		Pseudomonadales								Target				3		0.09		0.08		0.08

		IM-307R4U		TACGGAGGGTACGAACGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTTTGTTAAGTGGGATGTGAAAGCCCCGGGCTCAACCTGGGAACTGCATTCCAAACTGACAGACTAGAGTATGGTAGAGGCTGGTAGAATTTCCTGTGTAGCGGTGAAATGCGTAGATATAGGAAGGAATACCGATGGCGAAGGCAGCCAGCTGGACCAATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria		Pseudomonadales								Target				1		0.04		-		-

		IM-258AAC		TACGGAGGGTGCGAACGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTTCGACAAGTGGGGTGTGAAAGCCCAGGGCTTAACCCTGGAACTGCATTCCAAACTGTCGGGCTAGAGTATGGTAGAGGGAGGTAGAATTTCCTGTGTAGCGGTGAAATGCGTAGATATAGGAAGGAATACCGGTGGCGAAGGCGGCCTCCTGGACCAATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria		Pseudomonadales								Target				3		0.20		0.22		0.16

		IM-DU2SW6		TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTTTGGTAAGTGTGATGTGAAAGCCCAGGGCTTAACCTTGGAACTGCATCACATACTGCCAGGCTAGAGTACGAGAGAGGGGGGTAGAATTCCTAGTGTAGCGGTGAAATGCGTAGATATTAGGAGGAATACCAGTGGCGAAGGCGGCCCCCTGGCTCGATACTGACGCTAAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria		Pseudomonadales								Target				1		0.04		-		-

		IM-G2ULR8		TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTTTGTTAAGTCGGATGTGAAAGCCCTGGGCTCAACCTGGGAACTGCATTCGAAACTGGCAGGCTAGAGTACGAGAGAGGGGGGTAGAATTTCTAGTGTAGCGGTGAAATGCGTAGATATTAGAAGGAATACCAGTGGCGAAGGCGGCCCCCTGGCTTGATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria		Pseudomonadales								Target				1		0.06		-		-

		IM-37UNSW		TACGGAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGAGCGCGTAGGTGGCCTGTTAAGTTGGATGTGAAAGCCCCGGGCTCAACCTGGGAACTGCATCCAAAACTGGCAGGCTCGAGTTCGGTAGAGGAAGGTGGAATTCCCGGTGTAGCGGTGAAATGCGTAGAGATCGGGAGGAACATCAGTGGCGAAGGCGGCCTTCTGGACCGAAACTGACACTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria		Pseudomonadales								Target				1		0.13		-		-

		IM-13IE3A		TACAGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTTTGGTAAGTCGGATGTGAAAGCCCTGGGCTTAACCTGGGAATTGCATTCGATACTGCTTGACTAGAGTGTGGTAGAGGGAAGCGGAATTCCGGGTGTAGCGGTGAAATGCGTAGAGATCCGGAGGAACATCAGTGGCGAAGGCGGCTTCCTGGACTAACACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria		Thiohalomonadales				Thiohalophilus				Target				2		-		0.20		0.39

		IM-C50DBG		TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGTGGTTCTGTAAGTCGGATGTGAAAGCCCAGGGCTTAACCCTGGAATTGCATTCGATACTGCATGACTAGAGTATGGTAGAGGGAAGTGGAATTTCCGGTGTAGCGGTGAAATGCGTAGATATCGGAAGGAACACCAGTGGCGAAGGCGACTTCCTGGGCCAATACTGACACTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria		Woeseiales		Woeseiaceae		Woeseia		Woeseia oceani		Target				3		1.23		0.32		0.28

		IM-KU598M		TACGGAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGCGTACGTAGGCGGTTACGTAAGTTGGATGTGAAAGCCCCGGGCTCAACCTGGGAATTGCATCCAAAACTGTGTGACTAGAGTATGTGAGAGGGAAGGGGAATTCCGGGTGTAGCGGTGAAATGCGTAGATATCCGGAGGAACACCAGTGGCGAAGGCGCCTTCCTGGCACAATACTGACGCTGAGGTACGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria		Woeseiales		Woeseiaceae						Target				2		0.17		0.05		-

		IM-8LXK04		TACGGAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTTACGTAAGTTGGGTGTGAAAGCCCCGGGCTTAACCTGGGAATTGCACTCGAAACTGCGTAGCTAGAGTATGGGAGAGGGAAGTGGAATTTCCGGTGTAGCGGTGAAATGCGTAGATATCGGAAGGAACACCAGTGGCGAAGGCGACTTCCTGGCCCAATACTGACGCTCAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria		Woeseiales		Woeseiaceae						Target				3		0.05		0.19		0.22

		IM-3V3Z5C		TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGTGCGTAGGCGGTTGTTTAAGTCGGATGTGAAAGCCCCGGGCTCAACCTGGGAAGGTCATTCGATACTGGGCAACTGGAGTCTGGCAGAGGCTGGCGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACATCAGTGGCGAAGGCGGCCAGCTGGGTCAAGACTGACGCTGAGGCACGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria		Xanthomonadales		Rhodanobacteraceae						Target				3		0.16		0.17		0.07

		IM-R6X43T		TACAGAGGGTGCAAGCGTTAATCGGATTTACTGGGCGTAAAGCGTGTGTAGGTGGCTACGTAAGTCGGTTGTGAAAGCCCTGGGCTCAACCTGGGAATTGCAGTCGATACTGCGTAGCTAGAGTTCGGTAGAGGGCGACGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACATCGATGGCGAAGGCAATCGCCTGGGCCTGAACTGACACTGAGACACGAAAGCGTGGGTAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria		Xanthomonadales								Target				1		0.04		-		-

		IM-U45EN8		TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGTGGCTTATTAAGTCAGATGTGAAAGCCCTGGGCTTAACCTAGGAACTGCATTTGATACTGATTCGCTAGAGTATGGTAGAGGGAAGTGGAATTCCACATGTAGCGGTGAAATGCGTAGAGATGTGGAGGAACACCAGTGGCGAAGGCGACTTCCTGGACCAATACTGACACTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria						Arenicella		Arenicella chitinivorans		Target				1		0.04		-		-

		IM-H9H068		TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGCTTCGTCAGTTGGGTGTGAAAGCCCCGGGCTCAACCTGGGAACTGCATCCAATACTGCGAGGCTGGAGTATGGTAGAGGGAAGTGGAATTCAGGGTGTAGCGGTGAAATGCGTAGATATCCTGAGGAACACCAGTGGCGAAGGCGACTTCCTGGACCAATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria						Litorivivens				Target				1		0.07		-		-

		IM-9QCQ08		TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCTCGTAGGCGGTTTGTTAAGTCGGATGTGAAAGCCCCGGGCTCAACCTGGGAACTGCATTCGATACTGGCAGACTAGAGTATAGTAGAGGCAAGTGGAATTCCGGGTGTAGCGGTGAAATGCGTAGATATCCGGAGGAACATCAGTGGCGAAGGCGACTTGCTGGACTAATACTGACGCTGAGGAGCGAAAGCGTGGGGAGCAAACGGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				3		9.15		6.78		6.12

		IM-79YW0L		TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGCTTTGTAAGTCGGATGTGAAAGCCCTGGGCTCAACCTGGGAATTGCATTCGAAACTACAGAACTAGAGTATGGTAGAGGGAAGTGGAATTTCCGGTGTAGCGGTGAAATGCGTAGATATCGGAAGGAACACCAGTGGCGAAGGCGACTTCCTGGGCCAATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				3		5.56		9.96		9.50

		IM-5L9N53		TACAGAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGCTTGGTCAGTCGGATGTGAAAGCCCCGGGCTTAACCTGGGAATTGCATTCGATACTGCCAGGCTGGAATGTAGTAGAGGGAAGTGGAATTCCGGGTGTAGCGGTGAAATGCGTAGATATCCGGAGGAACATCAGTGGCGAAGGCGACTTCCTGGACTAACATTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				3		0.74		0.91		0.94

		IM-5PM9F4		TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGTGCGTAGGCGGCTCGATTAGTCAGGTGTGAAAGCCCCGGGCTTAACCTGGGAACTGCATTTGATACTGTCGAGCTAGAGTTTAGTAGAGGGAAGTGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCTTCCTGGACTAAAACTGACGCTGAGGTACGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				3		0.39		0.16		0.09

		IM-R8Y41G		TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGGGCACGCAGGTGGCTTGGCAAGTTGGATGTGAAAGCCCCGGGCTTAACCTGGGAACTGCATTCAATACTGCCGAGCTAGAGTATGGGAGAGGAAAGTGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACATCAGTGGCGAAGGCGACTTTCTGGCCCAATACTGACACTCATGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				3		0.04		0.20		0.17

		IM-59MWC2		TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTTTGGTCAGTTGGATGTGAAAGCCCAGGGCTTAACCTTGGAACTGCATTCAATACTGCCAGGCTAGAGTACGGTAGAGGGGGGTAGAATTCCACGTGTAGCGGTGAAATGCGTAGAGATGTGGAGGAATACCAGTGGCGAAGGCGGCCCCCTGGATCGATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				3		0.19		0.14		0.15

		IM-5E5M7J		TACGGAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGAGCACGTAGGCGGCTTGGTCAGTCGGATGTGAAAGCCCCGGGCTTAACCTGGGAATTGCACTCGATACTGCCAAGCTAGAGTTTAGTAGAGGAATGCGGAATTCCGGGTGTAGCGGTGAAATGCGTAGATATCCGGAGGAACATCAATGGCGAAGGCAGCATTCTGGGCTAAAACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				3		0.18		0.23		0.19

		IM-VP9V93		TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGTGCGTAGGCGGTTTACTAAGTCAGATGTGAAAGCCCCGGGCTTAACCTGGGAACTGCATTTGATACTGGTAGGCTAGAGTATGATAGAGGGGGGTAGAATTCCTGGTGTAGCGGTGAAATGCGTAGATATCAGGAGGAATACCAGTGGCGAAGGCGGCCCCCTGGATCAATACTGACGCTGAGGCACGAAAGCGTGGGTAGCGAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				1		-		-		0.05

		IM-S842ZN		TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGCTTTGTAAGTCGGATGTGAAAGCCCCGGGCTTAACCTGGGAATTGCATTCGATACTGCAGAGCTAGAGTATGGTAGAGGGAAGTGGAATTCCGGGTGTAGCGGTGAAATGCGTAGATATCCGGAGGAACACCAGTGGCGAAGGCGACTTCCTGGGCCAATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				3		0.69		1.48		1.93

		IM-VV7YO3		TACGGAGGGAGCGAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGCTTTGTAAGTCGGATGTGAAAGCCCAGGGCTCAACCCTGGAATTGCATTCGATACTGCATGGCTAGAGTATGGTAGAGGGAAGTGGAATTTCCGGTGTAGCGGTGAAATGCGTAGATATCGGAAGGAACACCAGTGGCGAAGGCGACTTCCTGGGCCAATACTGACGCTAAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				3		0.91		0.66		0.51

		IM-KKT536		TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGTACGTAGGCGGTTAGATAAGTCGGATGTGAAAGCCCTGGGCTCAACCTGGGAACTGCATTCGAAACTGTCTGGCTAGAGTATGGGAGAGGGAAGTGGAATTCCGGGTGTAGCGGTGAAATGCGTAGATATCCGGAGGAACACCAGTGGCGAAGGCGACTTCCTGGCCCAATACTGACGCTGAGGTACGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				3		0.33		0.28		0.38

		IM-8RY93A		TACGGAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTCTGGTCAGTCGGATGTGAAAGCCCTGGGCTTAACCTGGGAACTGCATTCGATACTGCCAAACTAGAATGTTGGAGAGGGAAGTGGAATTTCCGGTGTAGCGGTGAAATGCGTAGAGATCGGAAGGAACACCAGTGGCGAAGGCGGCTTCCTGGCCAAACATTGACGCTGAGGTGCGAAAGCGTGGGTAGCGAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				2		0.07		0.05		-

		IM-3A0H51		TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGTTCGATAAGTCGGGTGTGAAAGCCCCGAGCTTAACTTGGGAATTGCATTCGATACTGTCGAACTGGAGTGTGGTAGAGGGAAGCGGAATTCCGGGTGTAGCGGTGAAATGCGTAGATATCCGGAGGAACATCAGTGGCGAAGGCGGCTTCCTGGACCAACACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				2		-		0.09		0.15

		IM-NVF936		TACTGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGAGTGTAGGCGGCTATATAAGTCGGATGTGAAAGCCCCGGGCTCAACCTGGGAATTGCATTCGATACTGTATAGCTAGAATTTGAGAGAGGGAAGTGGAATTCCGGGTGTAGCGGTGAAATGCGTAGATATCCGGAGGAACACCAGTGGCGAAGGCGGCTTCCTGGCTCAAAATTGACGCTGAGGCTCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				1		0.10		-		-

		IM-5K2R3U		TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCACGCAGGCGGTTTGTTAAGTCAGATGTGAAAGCCCCGGGCTCAACCTGGGAACTGCATTTGATACTGGCAAACTAGAGTATGAGAGAGAGAAGTGGAATTCCACATGTAGCGGTGAAATGCGTAGAGATGTGGAGGAACATCAGTGGCGAAGGCGACTTCTTGGCTCAATACTGACGCTCAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				1		0.06		-		-

		IM-2CK125		TACGGAGGGAGCGAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGCTTTGTAAGTCGGATGTGAAAGCCCTGGGCTTAACCTGGGAATTGCATTCGATACTGCATGGCTAGAGTATGGTAGAGGGAAGTGGAATTTCCGGTGTAGCGGTGAAATGCGTAGATATCGGAAGGAACACCGGTGGCGAAGGCGACTTCCTGGGCCAATACTGACGCTGAGGCGCGAAAGCGTGGGTAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				3		0.62		0.43		0.34

		IM-4S77NM		TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCACGCAGGTGGCTAGGTCAGTCGGATGTGAAAGCCCCGGGCTTAACCTGGGAATTGCATTCGATACTGCCTAGCTAGAGTATGGGAGAGGGAAGTGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCTTCCTGGCCCAATACTGACACTCATGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				3		0.33		0.41		0.38

		IM-ZM1ET2		TACTGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGAGTGTAGGCGGCTTCGTAAGTCGGATGTGAAAGCCCTGGGCTTAACCTGGGAATTGCATTCGATACTGCGCGGCTAGAGTTTGGTAGAGGGAAGTGGAATTCCAGGTGTAGCGGTGAAATGCGTAGATATCTGGAGGAACACCAGTGGCGAAGGCGGCTTCCTGGATCAAAACTGACGCTGAGGCTCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				3		0.10		0.34		0.53

		IM-N94DL6		TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGTACGTAGGTGGTTTTGTAAGTTGGATGTGAAAGCCCTGGGCTCAACCTGGGAATTGCATTCAAAACTGCATCACTAGAGTATGGGAGAGGGAAGTGGAATTTCCGGTGTAGCGGTGAAATGCGTAGATATCGGAAGGAACACCAATGGCGAAGGCAACTTCCTGGACCAATACTGACACTGAGGTACGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				1		0.10		-		-

		IM-W9240U		TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGTTCTGTAAGTCGGGTGTGAAAGCCCTGGGCTCAACCCGGGAATTGCATTCGATACTGCAGGGCTAGAGTATGGTAGAGGAAAGCGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCTTTCTGGACCAATACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				3		0.10		0.06		0.04

		IM-07SW4L		TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGTGGTTTGGTAAGTCAGATGTGAAAGCCCTGGGCTCAACCTGGGAACTGCATTTGAAACTGCCTGACTAGAGTATGGTAGAGGGAAGTGGAATTCCACATGTAGCGGTGAAATGCGTAGAGATGTGGAGGAACACCAGTGGCGAAGGCGACTTCCTGGACCAATACTGACACTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				3		0.14		0.17		0.10

		IM-574AP1		TACGGAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGCTACGTCAGTCGGATGTGAAAGCCCTGGGCTCAACCTGGGAATTGCATCCGAAACTGCGTGACTAGAGTATGTGAGAGGGAAGGGGAATTCCGGGTGTAGCGGTGAAATGCGTAGATATCCGGAGGAACACCAGTGGCGAAGGCGCCTTCCTGGCACAATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCGAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				3		0.09		0.11		0.10

		IM-60YAQ9		TACGGAAGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGCTAGATAAGTCGGGTGTGAAAGCCCCGGGCTCAACCTGGGAACTGCATTCGATACTGTCTAGCTAGAGTGTGATAGAGGGATGCGGAATTCCGCATGTAGCGGTGAAATGCGTAGAGATGCGGAGGAACACCAATGGCGAAGGCAGCATCCTGGATTAACACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				3		0.06		0.24		0.46

		IM-O34G21		TACGGGGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTCTGGTCAGTCGGATGTGAAAGCCCCGGGCTCAACCTGGGAATTGCATTCGATACTGCCAAACTAGAATGTGGGAGAGGGAAGTGGAATTTCCGGTGTAGCGGTGAAATGCGTAGATATCGGAAGGAACACCAGTGGCGAAGGCGGCTTCCTGGCCCAACATTGACGCTGAGGTGCGAAAGCGTGGGTAGCGAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				3		0.12		0.14		0.17

		IM-ZUR1T0		TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGAGTGTAGGCGGCTGCGTAAGTCGGATGTGAAAGCCCTGGGCTTAACCTGGGAATTGCATTCGATACTGCGCGGCTAGAGTCTGATAGAGGGAAGTGGAATTCCAGGTGTAGCGGTGAAATGCGTAGATATCTGGAGGAACATCAGTGGCGAAGGCGGCTTCCTGGATCAAGACTGACGCTCAGGCTCGAAAGCGTGGGTAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				2		0.07		-		0.04

		IM-RLH30J		TACGGAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGTGGTTCGATCAGTCAGGTGTGAAAGCCCCGGGCTTAACCTGGGAATGGCATTTGATACTGTCGAGCTAGAGTCTGTCAGAGGGTGGCGGAATTCCGGGTGTAGCGGTGAAATGCGTAGATATCCGGAGGAACACCAGTGGCGAAGGCGGCCACCTGGGACAAGACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				2		-		0.06		0.06

		IM-940VH9		TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTTTGATAAGTTGGATGTGAAAGCCCAGGGCTCAACCTTGGAACTGCATTCAAAACTGTCAAGCTAGAGTACGGGAGAGGGGGGTAGAATTCCACGTGTAGCGGTGAAATGCGTAGAGATGTGGAGGAATACCAGTGGCGAAGGCGGCCCCCTGGCTCGATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				3		0.04		0.04		0.04

		IM-U7F031		TACGGGGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTCTGGTCAGTCGGATGTGAAAGCCCCGGGCTCAACCTGGGAATGGCATTCGATACTGCCCGACTAGAATATGGAAGAGGGAAGTGGAATTTCCGGTGTAGCGGTGAAATGCGTAGATATCGGAAGGAACACCAGTGGCGAAGGCGGCTTCCTGGTCCAATATTGACGCTGAGGTGCGAAAGCGTGGGGAGCGAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				2		-		0.06		0.07

		IM-117DFF		TACGGAGGGCGCGAGCGTTATTCGGAATCATTGGGCGTAAAGCGCGTGTAGGCGGCTGTGCAAGTCGGGTGTGAAAGCCCGGGGCTCAACCCCGGAATTGCATTCGAAACTGCACAGCTAGAGTCTCGGAGAGGAGGGCGGAATTCCCGGTGTAGAGGTGAAATTCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCCCTCTGGACGATGACTGACGCTGAGACGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				2		-		0.06		0.07

		IM-WHR2U6		TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCACGCAGGCGGTTGAGCAAGTCGGATGTGAAAGCCCTGGGCTTAACCTGGGAATTGCATTCGAAACTACTCAGCTAGAGTATGGGAGAGGGAAGTGGAATTTCCGGTGTAGCGGTGAAATGCGTAGATATCGGAAGGAACATCAGTGGCGAAGGCGACTTCCTGGCCCAATACTGACGCTCAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				3		0.29		0.51		0.44

		IM-LF2HP6		TACGGAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGGGCGCGTAGGTGGCCTGATAAGTCGGATGTGAAAGCCCCGGGCTTAACTTGGGAATTGCATTCGATACTGTCAGGCTAGAGTGTGGTAGAGGAAAGCGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACATCAGTGGCGAAGGCGGCTTTCTGGACCAACACTGACACTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				3		0.31		0.48		0.51

		IM-689FZ8		TACGGAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGTTCGGTAAGTCAGATGTGAAAGCCCCGAGCTTAACTTGGGAATTGCATTTGATACTGTCGAGCTTGAGTGTGGTAGAGGAAAGCGGAATTCCGGGTGTAGCGGTGAAATGCGTAGATATCCGGAGGAACATCAGTGGCGAAGGCGGCTTTCTGGACCAACACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				3		0.18		0.12		0.13

		IM-N3FO98		TACGGAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGCCTGATCAGTCGGATGTGAAAGCCCTGGGCTTAACCTGGGAATTGCACTCGATACTGTCAGGCTAGAGTATGGGAGAGGGAAGTGGAATTTCCGGTGTAGCGGTGAAATGCGTAGATATCGGAAGGAACACCAGTGGCGAAGGCGACTTCCTGGCCCAATACTGACGCTGAGGTGCGAAAGCGTGGGTAGCGAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				3		0.24		0.49		0.56

		IM-3VK5F6		TACGGAGGGAGCGAGCGTTAATCGGAATTACTGGGCGTAAAGCGCACGTAGGCGGCCTTATAAGTCGGATGTGAAAGCCCCGGGCTTAACCTGGGAATGGCATTCGATACTGCAAGGCTAGAGTATGGTAGAGGGAAGTGGAATTTCCGGTGTAGCGGTGAAATGCGTAGATATCGGAAGGAACACCAGTGGCGAAGGCGACTTCCTGGGCCAATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				3		0.08		0.12		0.10

		IM-C0K76Z		TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGGGCGCGTAGGTGGTTTGGTAAGTCAGATGTGAAATCCCTGGGCTTAACCTGGGAATTGCATTTGATACTGCTAGACTAGAGTGTGATAGAGGTAAGCGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAAGAACATCAGTGGCGAAGGCGGCTTACTGGATCAACACTGACACTGAGGCGCGAAAGCGTGGGTAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				3		0.08		0.10		0.05

		IM-K0C5FE		TACGGAGGGCGCAAGCGTTGTTCGGAATCATTGGGCGTAAAGCGCGTGTAGGCGGCTTGGTAAGTCGGACGTGAAAGCCCGGGGCTCAACCCCGGAAATGCGTTCGAAACTGCCTGGCTAGAGTCCCGGAGAGGAGGGCGGAATTCCCGGTGTAGAGGTGAAATTCGTAGATATCGGGAGGAACACCAGCGGCGAAGGCGGCCCTCTGGACGGTGACTGACGCTGAGACGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				2		-		0.06		0.08

		IM-TO777A		TACTGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGAGTGTAGGCGGCTACGTAAGTCGGATGTGAAAGCCCTGGGCTTAACCTGGGAATTGCATTCGATACTGCGTAGCTAGAGTCTGATAGAGGGAAGTAGAATTCCGGGTGTAGCGGTGAAATGCGTAGATATCCGGAGGAATACCAGTGGCGAAGGCGGCTTCCTGGATCAAGACTGACGCTGAGGCTCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				2		0.06		-		0.06

		IM-41RIX0		TACGGAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGCAGTGTAAGTCGGATGTGAAAGCCCCGGGCTCAACCTGGGAATTGCACTCGATACTGCACTACTAGAGTATGGGAGAGGGAAGTGGAATTTCCGGTGTAGCGGTGAAATGCGTAGATATCGGAAAGAACACCAGTGGCGAAGGCGACTTCCTGGCCCAATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				2		0.12		-		0.06

		IM-7Q11SX		TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGGGTACGTAGGCGGTTTGCTAAGTTGGATGTGAAAGCCCTGGGCTTAACCTGGGAACTGCATTCAAAACTGGCAGACTGGAGTTTGGCAGAGGCTAGTGGAATTCCCGGTGTAGCGGTGAAATGCGTAGAGATCGGGAGGAACATCAGTGGCGAAGGCGACTGGCTGGGCCAAAACTGACGCTGAGGTACGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				1		0.03		-		-

		IM-OFO16P		TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGGGCGCGTAGGTGGTCTGATAAGTCGGGTGTGAAAGCCCCGGGCTTAACTTGGGAATGGCATTCGATACTGTCAGACTAGAGTGTGGTAGAGGGAAGCGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCTTCCTGGACCAACACTGACACTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				3		0.19		0.15		0.10

		IM-2299MG		TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGAGTGTAGGCGGCTACGTATGTCGGATGTGAAAGCCCCGGGCTTAACCTGGGAATTGCATTCGAAACTGCGTGGCTAGAGTTTGACAGAGGGATGTGGAATTCCGGGTGTAGCGGTGAAATGCGTAGATATCCGGAGGAACACCAGTGGCGAAGGCGGCATCCTGGGTCAAAACTGACGCTGAGGCTCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				2		-		0.10		0.14

		IM-V43N76		TACAGAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGTTTGGTCAGTCGGATGTGAAAGCCCTGGGCTTAACCTGGGAATTGCATTCGATACTGCCTGACTGGAGTATGGTAGAGGGAAGCGGAATTCCGGGTGTAGCGGTGAAATGCGTAGAGATCCGGAGGAACACCAGTGGCGAAGGCGGCTTCCTGGACCAATACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				3		0.09		0.05		0.04

		IM-2LLO19		TACGGAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGTTCGATTAGTCGGGTGTGAAAGCCCCGGGCTTAACCTGGGAATTGCATTCGATACTGTCGAGCTTGAGTGTGGTAGAGGGAAGCGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACATCAGTGGCGAAGGCGGCTTCCTGGACCAACACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				3		0.11		0.08		0.09

		IM-R74TSI		TACGGAAGGTGCAAGCGTTAATCGGAATCACTGGGCGTAAAGCGCGCGTAGGCGGTTTGGTAAGTCAGATGTGAAAGCCCCGGGCTTAACCTGGGAACTGCATTTGATACTGCCTCACTGGAGTGTAGTAGAGGGAAGCGGAATTCCACATGTAGCGGTGAAATGCGTAGAGATGTGGAGGAACACCAATGGCGAAGGCAGCTTCCTGGACTAACACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				3		0.14		0.60		1.11

		IM-FPAG15		TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGCTTCGTCAGTCAGATGTGAAAGCCCAGGGCTTAACCTTGGAATTGCATTTGATACTGCGAAGCTAGAGTATGGTAGAGGGGAGTGGAATTTCCGGTGTAGCGGTGAAATGCGTAGATATCGGAAGGAACACCAGTGGCGAAGGCGACTCCCTGGGCCAATACTGACGCTCAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				3		0.15		0.14		0.11

		IM-1XD683		TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGAGTACGTAGGCTGTTTGTTAAGTCAGATGTGAAAGCCCCGGGCTTAACCTGGGAACTGCATTTGATACTGGCAGACTAGAATATGGGAGAGGGGGGTAGAATTTCTGGTGTAGCGGTGAAATGCGTAGATATCAGAAGGAATACCAGTGGCGAAGGCGGCCCCCTGGACCAATATTGACGCTGAGGTACGAAAGCGTGGGTAGCGAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				2		0.08		0.06		-

		IM-785AWZ		TACGGAAGGTGCGAGCGTTAATCGGAATCACTGGGCGTAAAGCGCGCGTAGGCGGTTAGGTAAGTCAGATGTGAAAGCCCTGGGCTCAACCTGGGAACTGCATTTGATACTGCTTAACTAGAGTGTGGTAGAGGGAAGTGGAATTCCGCATGTAGCGGTGAAATGCGTAGAGATGCGGAGGAACATCAGTGGCGAAGGCGACTTCCTGGATCAACACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				2		-		0.06		0.14

		IM-1EIB32		TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGCAGGCGGTTCGGTCAGTCGGATGTGAAAGCCCCGGGCTTAACCTGGGAATTGCATTCGAAACTGCCGAACTAGAGTATGGGAGAGGAAAGTGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCTTTCTGGCCCAATACTGACGCTCAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				3		0.06		0.11		0.16

		IM-43LG8B		TACGGAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGTTTGGTTAGTCAGATGTGAAAGCCCAGGGCTTAACCTTGGAATTGCATTTGATACTGCCAGGCTGGAGTGTGGTAGAGGGAAGCGGAATTCCGGGTGTAGCGGTGAAATGCGTAGATATCCGGAGGAACACCAGTGGCGAAGGCGGCTTCCTGGACCAACACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				3		0.22		0.15		0.11

		IM-E6UV40		TACAGAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGGGCGCGTAGGTGGTTTGGTAAGTCGGATGTGAAAGCCCCGGGCTCAACCTGGGAATTGCACTCGATACTGCCCGACTAGAGTATGGTAGAGGGAAGCGGAATTCCGGGTGTAGCGGTGAAATGCGTAGATATCCGGAGGAACATCAGTGGCGAAGGCGGCTTCCTGGACTAATACTGACACTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		2		0.05		-		0.04

		IM-A239R1		TACGGAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGTTCGATAAGTCGGGTGTGAAAGCCCCGGGCTCAACCCGGGAATTGCATTCGATACTGTCGAACTGGAGTGTGGTAGAGGAAAGCGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCTTTCTGGACCAACACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				2		0.04		-		0.07

		IM-5Q10PI		TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGGGTATGCAGGTGGCTTGACTAGTCGGATGTGAAAGCCCCGGGCTTAACCTGGGAACTGCATTCGATACTGTCAGGCTAGAGTATGGGAGAGGAAAGTGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACATCAGTGGCGAAGGCGGCTTTCTGGCCCAATACTGACACTCATATACGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				3		0.06		0.09		0.10

		IM-K517J0		TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTTTGTTAAGTCGGATGTGAAAGCCCAGGGCTCAACCTTGGAATTGCATTCGAAACTGACAAGCTAGAGTACGAGAGAGGGTGGTGGAATTTCTAGTGTAGCGGTGAAATGCGTAGATATTAGAAGGAACATCAGTGGCGAAGGCGGCCACCTGGCTCGATACTGACGCTGAGGTGCGAAAGCGTGGGTAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				1		-		0.04		-

		IM-14UAL2		TACAGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGGGTGCGTAGGTGGTTTGTTAAGTCAGATGTGAAAGCCCTGGGCTCAACCTGGGAACTGCATTTGAAACTGGCAGGCTAGAGTATGGTAGAGGGAAGTGGAATTTCCGGTGTAGCGGTGAAATGCGTAGATATCGGAAGGAACACCAGTGGCGAAGGCGGCTTCCTGGACCATTACTGACACTGAGGCACGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				1		0.07		-		-

		IM-8Y2J56		TACGGAGGGTGCAAGCGTTAATCGGATTTACTGGGCGTAAAGCGCGCGTAGGCGGCTTGATTAGTCAGATGTGAAATCCCCGGGCTCAACCTGGGAATTGCATTTGATACTGTCGAGCTAGAGTGTGGTAGAGGGAGGCGGAATTCCGCGTGTAGCGGTGAAATGCGTAGAGATGCGGAGGAACACCAGTGGCGAAGGCGGCCTCCTGGACCAACACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				3		0.05		0.17		0.31

		IM-T4YOS5		TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGAGTACGTAGGCGGTTATCTAAGTCGGATGTGAAATCCCCGGGCTCAACCTGGGAATTGCATTCGATACTGGATGACTTGAGTCTGGCAGAGGCTGGCGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACATCAGTGGCGAAGGCGGCCAGCTGGGTCAAGACTGACGCTGAGGTACGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				2		0.06		0.04		-

		IM-6U835I		TACGGAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTGGGTTAAGTCAGATGTGAAAGCCCCGGGCTCAACCTGGGAATGGCATTTGATACTGACCGACTGGAGTGTGATAGAGGGTGGCGGAATTCCCGGTGTAGCGGTGAAATGCATAGATATCGGGAGGAACACCAATGGCGAAGGCAGCCACCTGGGTCAACACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				3		0.04		0.06		0.05

		IM-8H09DA		TACGAAGGTGGCGAGCGTTGTTCGGATTTACTGGGCGTAAAGGGTACGTAGGCGGCCTTGTGTGTCGGGTGTGAAAGCCCACGGCTCAACCGTGGAACTGCACTCGAAACTGCAGGGCTAGAGTATCGGAGAGGTAAGTGGAACTCTTGGTGTAGCGGTGAAATGCGTAGATATCAAGAAGAACACCGGTGGCGAAGGCGACTTACTGGACGAATACTGACGCTGAGGTACGAAAGCCGGGGGAGCAAAGAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		3		0.24		0.14		0.12

		IM-E4KU56		TACGGGGGGTGCAAGCGTTATTCGGAATCACTGGGCGTAAAGAGCGCGTAGGCGGTTTTTTAAGTCAGATGTGAAAGCCCGGGGCTCAACCCCGGAAGTGCATTTGAAACTAAGAGACTTGAGTATGGGAGAGGGAAGTGGAATTCCTGGTGTAGCGGTGAAATGCGTAGATATCAGGAGGAACACCGGTGGCGAAGGCGACTTCCTGGACCAATACTGACGCTGAGGCGCGAAGGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria												Target				3		0.08		0.26		0.29

		IM-WH08L3		TACGGAGGGTGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGCCTGATAAGTCAGATGTGAAAGTCCACGGCTCAACCGTGGAAGTGCATTTGAAACTGTCAGGCTTGAGTATCGGAGGGGAGTGTGGAATTCCCGGTGTAGAGGTGAAATTCGTAGAGATCGGGAGGAACACCGGTGGCGAAGGCGACACTCTGGACGAATACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria												Target				2		-		0.09		0.16

		IM-T74O0U		CACGGGGGGTGCAAGCGTTATTCGGAATCACTGGGCGTAAAGAGCGCGTAGGCGGTCTCTTAAGTCAGATGTGAAAGCCCGGGGCTTAACCCCGGAAGTGCATTTGAAACGGAGGGACTTGAGTATGGGAGAGGGAAGTGGAATTCCTGGTGTAGCGGTGAAATGCGTAGATATCAGGAGGAACACCGGTGGCGATGGCGACTTCCTGGACCAATACTGACGCTGAGGCGCGAAGGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria												Target				3		0.10		0.46		0.53

		IM-83P4L9		TACGGGGGGTGCAAGCGTTATTCGGAATTACTGGGCGTAAAGAGCGCGTAGGCGGTTTCTTAAGTCGGGTGTGAAAGCCCGGGGCTCAACCCCGGAAGTGCACTCGAAACTAAGGGACTTGAGTATGGGAGAGGGAAGTGGAATTCCTGGTGTAGCGGTGAAATGCGTAGATATCAGGAGGAACATCGGTGGCGAAGGCGACTTCCTGGACCAATACTGACGCTGAGGCGCGAAGGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria												Target				3		0.05		0.28		0.42

		IM-X6MI0U		TACGGAGGGGGCAAGCGTTGTTCGGAATCATTGGGCGTAAAGAGTATGTAGGCGGCTATTTAAGTCAGACGTGCAAGCCCACGGCTCAACCGTGGAATTGCGTTTGAAACTATTTAGCTTGAGTTCAGGAGAGGAAGGCGGAATTCCCAGTGTAGCGGTGAAATGCATTGATATTGGGAAGAACACCGGTGGCGAAGGCGGCCTTCTGGTCTGATACTGACGCTGAGATACGAAAGCCAGGGGAGCGAACGGG		Bacteria		Proteobacteria												Target				1		0.11		-		-

		IM-8H1P6K		TACGTAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGCGTGCGCAGGCGGCTCTTTAAGACAGGTGTGAAATCCCCGGGCTTAACCTGGGAATGGCGCTTGTGACTGGGGAGCTTGAGTGCGGCAGAGGGGGATGGAATTCCTGGTGTAGCAGTGAAATGCGTAGATATCAGGAGGAACACCGATGGCGAAGGCAGTCCCCTGGGTCGACACTGACGCTCAGGCACGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria												Target				3		0.23		0.18		0.21

		IM-214CFY		TACGGGGGGTGCAAGCGTTATTCGGAATCATTGGGCGTAAAGGGCGCGTAGGCGGTCTCTTAAGTCAGGTGTGAAAGCCTTCCGCTTAACGGAAGAAGTGCACTTGAAACTAAGGGACTTGAGTATGGGAGAGGGAAGTGGAATTCCTGGTGTAGCGGTGAAATGCGTAGATATCAGGAGGAACACCGGTGGCGAAGGCGACTTCCTGGACCAATACTGACGCTGAGGCGCGAAGGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria												Target				3		0.03		0.06		0.06

		IM-286HA4		CACGGAGGGTGCAAGCGTTGTTCGGAATCACTGGGCGTAAAGGACGCGCAGGCGGTCCGGTAAGTCGGAAGTGAAATCCGTCGGCTCAACCGACGAACGGCTTCCGATACTGCCGGACTTGAGTACGGGAGAGGAAAGCGGAATTCCCAGTGTAGAGGTGAAATTCGTAGATATTGGGAAGAACACCGGTGGCGAAGGCGGCTTTCTGGACCGATACTGACGCTGAGGCGTGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria												Target				1		-		-		0.10

		IM-KI8Y66		TACGGAGGGTGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCGTGTAGGCGGCTAGGCAAGTCGAGTGTGAAATCCCAGGGCTCAACCCTGGAACTGCACCCGAAACTGCTTAGCTAGAGTCCCGGAGAGGGTGGCGGAATTTCCGGTGTAGAGGTGAAATTCGTAGATATCGGAAGGAACACCAGTGGCGAAGGCGGCCACCTGGACGGTGACTGACGCTGAGACGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria												Target				2		-		0.07		0.13

		IM-8P70MK		TACGGAGGGCGCAAGCGTTGTTCGGAATCACTGGGCGTAAAGCGCGTGTAGGCGGTCAGGACAGTCGGATGTGAAATCCCAAGGCTCAACCTTGGAACTGCATTCGAAACTGCCTGGCTAGAGTCTCGGAGAGGGTGGCGGAATTCCCGGTGTAGGGGTGAAATCCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCCACCTGGACGATGACTGACGCTGAGACGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria												Target				1		0.06		-		-

		IM-6M699O		TACGGAGGGTGCAAGCGTTGTTCGGATTTATTGGGCGTAAAGCGAGTGTAGGCGGTTTGACAAGTCGGATGTGAAATCCCAGGGCCCAACCCTGGAACTGCATCCGATACTGTCAGGCTAGAGTTCCGGAGAGGGTGGCGGAATTCCCGGTGTAGGGGTGAAATCCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCCACCTGGACGGTGACTGACGCTGAGACTCGAAAGTGTGGGTAGCAAACAGG		Bacteria		Proteobacteria												Target				3		0.16		0.10		0.15

		IM-EP33UE		TACGGAGGGTGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCGTGTAGGCGGCTTGGCAAGTCGGTTGTGAAATCCCGAGGCTCAACCTCGGAACTGCACCCGAAACTGCCTCGCTAGAGTCCCGGAGAGGGTGGCGGAATTTCCGGTGTAGAGGTGAAATTCGTAGATATCGGAAGGAACACCAGTGGCGAAGGCGGCCACCTGGACGGTGACTGACGCTGAGACGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria												Target				3		0.08		0.14		0.06

		IM-89XX18		TACGGAGGGTGCAAGCGTTGTTCGGAATTATTGGGCGTAAAGAGCATGTAGGCGGCTTGGCAAGTCGGTTGTGAAAGCCCGGGGCCCAACCCCGGAATTGCAATCGAAACTGCCTGGCTAGAGTCCCGGAGAGGAAGGCAGAATTCCCGGTGTAGGGGTGAAATCCGTAGATATCGGGAGGAATACCAGCGGCGAAGGCGGCCTTCTGGACGGTGACTGACGCTGAGATGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria												Target				3		0.25		0.06		0.08

		IM-JGK598		GACGGAGGGTGCTAGCGTTGTTCGGAATCATTGGGCGTAAAGCGCGTGTAGGCGGTTTGTTAAGTCATACGTGAAAGCCCTCGGCTTAACCGAGGAAGTGCGTGTGATACTGGCAAGCTAGAGTACGGAAGAGGGGGGTGGAATTCCAGGTGTAGCGGTGAAATGCGTAGATATCTGGAGGAACACCAGTGGCGAAGGCGACCCCCTGGTCCGACACTGACGCTGAGACGCGAAAGCGTGGGTAGCAAACAGG		Bacteria		Proteobacteria												Target				1		0.04		-		-

		IM-RG7Q1N		TACGGAGGGTGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGTGTAGGCGGCTAACTAAGTCTGGTGTGAAAGCCCGGGGCTCACCCCCGGAAGTGCGCTGGAAACTGGTTAGCTAGAGTATGGGAGAGGAAAGCAGAATTCCTGGTGTAGCGGTGAAATGCGTAGATATCAGGAGGAACACCGGCGGCGAAGGCGGCTTTCTGGACCAATACTGACGCTGAGACGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria												Target				1		0.13		-		-

		IM-EY8T02		TACGGAGGGTGCAAGCGTTGTTCGGAATCATTGGGCGTAAAGCGCGTGTAGGCGGCTTGGCAAGTCGGTTGTGAAAGCCCGGGGCTCAACCCCGGAAATGCAGCCGAAACTGCCTAGCTAGAGTCCCGGAGAGGAAAGCAGAATTCCCGGTGTAGGGGTGAAATCCGTAGATATCGGGAGGAATACCCGTGGCGAAGGCGGCTTTCTGGACGGTGACTGACGCTGAGACGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria												Target				1		0.06		-		-

		IM-1BL8N6		TACGGAGGGTGCAAGCGTTGCTCGGATTTACTGGGCGTAAAGAGCACGTAGGCGGCTAAGTAAGTTTGATGTGAAAGCCCACGACTCAATCGTGGAAGTGCATTGAATACTGCTTGGCTAGAATGCAGGAGGGGTAAGCGGAATTCCAGGTGTAGAGGTGAAATTCGTAGATATCTGGAGGAACAACGGCGGCGAAGGCGGCTTACTGGACTGATATTGACGCTGAGGTGCGAAAGTGTGGGGAGCGAACGGG		Bacteria		Proteobacteria												Target				2		0.05		0.05		-

		IM-300PB5		TACGGAGGGGGCAAGCGTTGCTCGGATTTACTGGGCGTAAAGGGTCCGCAGGCGGTTGAGCAAGTTAGATGTGAAAGCTCAAGGCTCAACCTTGGAATTGCATCTAAAACTGCTCGACTAGAGTCCAAGAGGGGTTGGCGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCCAACTGGCTTGGAACTGACGCTCAGGGACGAAAGCGTGGGTAGCGAACCGG		Bacteria		Proteobacteria												Target				1		0.06		-		-

		IM-6WJ7A7		TACGGAGGGTGCAAGCGTTGTTCGGAATCACTGGGCGTAAAGCGCGTGTAGGCGGCTTGGTAAGTCGAATGTGAAAGCCCGGGGCCCAACCCCGGAACTGCATCCGAAACTGCCTGGCTAGAGTCTCGGAGAGGAAGGCAGAATTCCCGGTGTAGGGGTGAAATCCGTAGATATCGGGAGGAATACCAGCGGCGAAGGCGGCCTTCTGGACGATGACTGACGCTGAGACGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria												Target				3		0.04		0.05		0.04

		IM-31UDCV		TACGGAGGGTGCAAGCGTTGTTCGGAATCACTGGGCGTAAAGCGCGTGTAGGCGGCTTGGCAAGTCGAGTGTGAAATCCCGGGGCCCAACCCCGGAACGGCACTCGAAACTGCCTCGCTAGAGTCTCGGAGAGGAAGGCAGAATTCCCGGTGTAGGGGTGAAATCCGTAGATATCGGGAGGAATACCAGTGGCGAAGGCGGCCTTCTGGACGATGACTGACGCTGAGACGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria												Target				1		0.06		-		-

		IM-2L76L1		TACGGAGGGGGCGAGCGTTGTTCGGAATTATTGGGCGTAAAGAGCACGTAGGCGGCGCGGTAAGTCCAGTGTGAAAGCCCTCGGCTCAACCGAGGACGTGCATTGGATACTGTCGTGCTTGAGTACGGGAGAGGAGAGTGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAAGAACACCGGTGGCGAAAGCGGCTCTCTGGACCGTCACTGACGCTGAGGTGCGAAAGCTGGGGGAGCGAACGGG		Bacteria		Proteobacteria												Target				1		-		-		0.06

		IM-3S6U13		TACGGAGGGTGCAAGCGTTGTTCGGAATCATTGGGCGTAAAGAGCATGTAGGCGGCTTGGCAAGTCGATTGTGAAATCCCGGGGCCCAACCCCGGAATTGCAGTCGAAACTGCCAAGCTAGAGTCTCGGAGAGGAAGGCAGAATTCCCGGTGTAGGGGTGAAATCCGTAGATATCGGGAGGAATACCAGTGGCGAAGGCGGCCTTCTGGACGATGACTGACGCTGAGATGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria												Target				1		0.09		-		-

		IM-167O4A		TACGGAGGGCGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCGTGTAGGCGGTCGGGTAAGTCGGATGTGAAATCCCGAGGCTCAACCTCGGAATTGCATTCGAAACTATTCGACTAGAGTCTCGGAGAGGGTGGTGGAATTCCCGGTGTAGGGGTGAAATCCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGACCACCTGGACGATGACTGACGCTGAGACGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria												Target				1		-		0.06		-

		IM-1FCG59		TACGGAGGGTGCAAGCGTTGTTCGGAATTATTGGGCGTAAAGCGCGTGTAGGCGGTTCATTAAGTCTGATGTGAAATCCCGAGGCTTAACCTCGGAACTGCATTGGATACTGGTGAACTAGAGGCCGAGAGAGGGAAATGGAATTCCAGGTGTAGGGGTGAAATCCGTAGATATCTGGAGGAACACCGAATGCGAAGGCGATTTCCTGGCTCGGTTCTGACGCTCAGACGCGAAAGCGTGGGTAGCAAACGGG		Bacteria		Proteobacteria												Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		0.04		-		-

		IM-8F5P3C		TACGGAGGGCGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGAGCGTGTAGGCGGTTCGGAAAGTCGGATGTGAAATCCCCGGGCTCAACTCGGGAACTGCATCCGAAACTTCCGAACTAGAGTCCCGGAGAGGAAGGCAGAATTCCCAGTGTAGGGGTGAAATCCGTAGATACTGGGAGGAATACCAGAGGCGAAGGCGGCCTTCTGGACGGTGACTGACGCTGAGACGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria												Target				2		-		0.04		0.10

		IM-WP627Q		TACGGAGGGCGCAAGCGTTGTTCGGAATCATTGGGCGTAAAGCGCGTGTAGGCCGTTCGGTAAGTCGGGTGTGAAATCCCAGGGCCCAACCCTGGAACTGCATTCGATACTGCCGGACTCGAGTCCCGGAGGGGAGAGCGGAATTCCCGGTGTAGAGGTGAAATTCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCTCTCTGGACGGTGACTGACGCTGAGACGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria												Target				2		0.04		0.06		-

		IM-71KV5M		TACAGAGGTGGCAAGCGTTGTTCGGATTTACTGGGCGTAAAGGGTGCGTAGGCGGCTTCGTATGTCGGATGTGAAAGCTCATGGCTCAACCGTGAAATTGCATCCGAAACTGCGGAGCTAGAGTACTGGAGAGGAGAGCGGAATTCACGGTGTAGCGGTGAAATGCGTAGATATCGTGAAGAACGCCGGTGGCGAAGGCGGCTCTCTGGACAGATACTGACGCTGAGGCACGAAAGCTGGGGGAGCGAACAGG		Bacteria		Verrucomicrobiota		Kiritimatiellae										Target				1		0.03		-		-

		IM-612H2T		TACAGAGGTGGCGAGCGTTGCTCGGATTTACTGGGCGTAAAGGGTGCGTAGGCGGCATGGCATGTTGGATGTGAAATCTCACTGTTCAACGGTGAAACTGCATTCAAAACTGCCAAGCTAGAGTACAGGAGGGGAGAGCGGAATTCTCGGTGTAGCGGTGAAATGCGTGGATATCGAGAGGAACGCCGGTGGCGAAGGCGGCTCTCTGGACTGATACTGACGCTGAGGCACGAAAGCTGGGGGAGCGAAGAGG		Bacteria		Verrucomicrobiota		Kiritimatiellae										Target				2		-		0.07		0.04

		IM-W6HI92		TACAGAGGTGGCGAGCGTTGTTCGGATTTACTGGGCGTAAAGGGTGCGTAGGCGGTTTTGTGTGTCGGGTGTGAAATCTCACCGTCCAACGGTGAAACTGCATTCGAAACTGCAGGACTAGAGTACAGGAGGGGAGAGTGGAATTCTCGGTGTAGCGGTGAAATGCGTAGATATCGAGAAGAACGCCGGCGGCGAAGGCGACTCTCTGGACTGATACTGACGCTGAGGCACGAAAGCTGGGGTAGCGAAGAGG		Bacteria		Verrucomicrobiota		Kiritimatiellae										Target				2		-		0.08		0.08

		IM-70YRN6		TACAGAGGTGGCGAGCGTTGCTCGGATTTACTGGGCGTAAAGGGTGCGTAGGCGGCATGGTAAGTCGGATGTGAAATCTCACCGTTCAACGGTGAAACTGCATTCGAAACTGCCGAGCTAGAGTACAGGAGGGGAGAGCGGAATTCTTGGTGTAGCGGTGAAATGCGTAGATATCAAGAGGAACGTCGGCGGCGAAGGCGGCTCTCTGGACTGATACTGACGCTGAGGCACGAAAGCTGGGGTAGCGAAGAGG		Bacteria		Verrucomicrobiota		Kiritimatiellae										Target				3		0.14		0.12		0.08

		IM-ZW5P38		TACAGAGGTGGCGAGCGTTGCTCGGATTTACTGGGCGTAAAGGGTGCGTAGGCGGCAAGGTATGTCGGGTGTGAAATCTCACCGTTCAACGGTGAAACTGCATTCGAAACTGCCAAGCTAGAGTACAGGAGAGGAGAGCGGAATTCTCGGAGTAGCGGTGAAATGCGTAGATATCGAGAGGAACATCGGCGGCGAAGGCGGCTCTCTGGACTGATACTGACGCTGAGGCACGAAAGCTGGGGGAGCGAAGAGG		Bacteria		Verrucomicrobiota		Kiritimatiellae										Target				1		0.06		-		-

		IM-TS2M6D		TACAGAGGTCCCAAGCGTTGTTCGGATTCACTGGGCGTAAAGGGTGCGTAGGCGGTCGGCAAAGTCTGATGTGAAATCTCCGGGCTCAACCCGGAAACTGCATCGGATACTGGTCGGCTAGAGGATTGGAGGGGGGACTGGAATTCTCGGTGTAGCAGTGAAATGCGTAGATATCGAGAGGAACACCAGTGGCGAAGGCGAGTCCCTGGACAATTCCTGACGCTGAGGCACGAAAGCTAGGGGAGCAAACAGG		Bacteria		Verrucomicrobiota		Verrucomicrobiae		Pedosphaerales		Pedosphaeraceae						Target				3		0.05		0.18		0.19

		IM-P1G415		TACGAAGGTCCCAAGCGTTGTTCGGAATCACTGGGCGTAAAGAGTATGTAGGCGGTATGGAAAGTCAGATGTGAAATCTCAGGGCTCAACCCTGAAACTGCATCCGATACTCCCGTACTAGAGTAATGGAGGGGTGACTGGAATTCTCGGTGTAGCAGTGAAATGCGTAGATATCGAGAGGAACACTCGTGGCGAAGGCGAGTCACTGGACATTTACTGACGCTGAGATACGAAGGCCAGGGTAGCGAAAGGG		Bacteria		Verrucomicrobiota		Verrucomicrobiae		Verrucomicrobiales		Akkermansiaceae		Roseibacillus				Target				3		0.04		0.11		0.15

		IM-46J5IW		TACGAAGGTCCCAAGCGTTGTTCGGAATCACTGGGCGTAAAGCGAGCGTAGGCGGCATGGTAAGTCAGATGTGAAAGCCCGGGGCTCAACCTCGGAACTGCATCCGATACTGCCAAGCTAGAGTAGTGGAGGGGTGTCTGGAATTCACGGTGTAGCAGTGAAATGCGTAGATATCGTGAGGAACACTAGTGGCGAAGGCGAGACACTGGACACTAACTGACGCTGAGGCTCGAAGGCTAGGGTAGCGAAAGGG		Bacteria		Verrucomicrobiota		Verrucomicrobiae		Verrucomicrobiales		Verrucomicrobiaceae						Target				3		0.09		0.07		0.08

		IM-W5KE9U		TACAGAGGTCTCAAGCGTTGTTCGGAATTACTGGGCGTAAAGCGTGCGTAGGCGGCTTGGTAAGTCAGATGTGAAATCCCGGGGCTCAACCTCGGAACTGCATCCGATACTGCCAGGCTAGAGTAGTGGAGGGGAGTCTGGAATTCACGGTGTAGCAGTGAAATGCGTAGATATCGTGAGGAACACTAGTGGCGAAGGCGAGACTCTGGACACTTACTGACGCTGAGGCACGAAGGCCAGGGTAGCGAAAGGG		Bacteria		Verrucomicrobiota		Verrucomicrobiae		Verrucomicrobiales		Verrucomicrobiaceae						Target				2		-		0.05		0.08

		IM-99T50J		TACGAAGGTCCCAAGCGTTGTTCGGAATCACTGGGCGTAAAGCGTGCGTAGGCGGCAAGGTAAGTCAGGTGTGAAATCTTCGGGCTCAACCCGGAAACTGCATCCGATACTGCCATGCTAGAGTAGTGGAGGGGTGACTGGAATTCTCGGTGTAGCAGTGAAATGCGTAGATATCGAGAGGAACACTCGTGGCGAAGGCGAGTCACTGGACACTTACTGACGCTGAGGCACGAAGGCCAGGGTAGCGAAAGGG		Bacteria		Verrucomicrobiota		Verrucomicrobiae		Verrucomicrobiales		Verrucomicrobiaceae						Target				3		0.19		0.29		0.20

		IM-08HPB7		TACAGAGGTCTCAAGCGTTGTTCGGAATTACTGGGCGTAAAGCGTGCGTAGGCGGCGAGGTAAGTCAGATGTGAAATCCCGGGGCTCAACCCCGGAACTGCATCCGATACTGCCTTGCTAGAGTAGTGGAGGGGCGACTGGAATTCACGGTGTAGCAGTGAAATGCGTAGATATCGTGAGGAACACTAGTGGCGAAGGCGAGTCGCTGGACACTTACTGACGCTGAGGCACGAAGGCCAGGGTAGCGAAAGGG		Bacteria		Verrucomicrobiota		Verrucomicrobiae		Verrucomicrobiales		Verrucomicrobiaceae						Target				2		-		0.05		0.06

		IM-CK4L48		TACAGAGGTCTCAAGCGTTGTTCGGATTTACTGGGCGTAAAGAGTGCGTAGGCGGCGAGGTAAGTCAGATGTGAAAGCTCGGGGCTCAACCCCGAAAATGCATCCGATACTGCCTTGCTAGAGTAATGGAGGGGAGTCTGGAATTCACGGTGTAGCAGTGAAATGCGTAGATATCGTGAGGAACACTAGTGGCGAAGGCGAGACTCTGGACATTTACTGACGCTGAGGCACGAAGGCTAGGGTAGCGAAGCGG		Bacteria		Verrucomicrobiota		Verrucomicrobiae		Verrucomicrobiales		Verrucomicrobiaceae						Target				3		0.23		0.28		0.31

		IM-WC98G7		TACGAAGGTCCCAAGCGTTGTTCGGAATTACTGGGCGTAAAGCGTGCGTAGGCGGCGAGGTAAGTCAGATGTGAAATCCCGGGGCTCAACCCCGGAACTGCATCCGATACTGCTTTGCTAGAGTAATGGAGGGGCATCTGGAATTCACGGTGTAGCAGTGAAATGCGTGGATATCGTGAGGAACACTAGTGGCGAAGGCGAGATGCTGGACATTTACTGACGCTGAGGTACGAAGGCCAGGGTAGCGAACGGG		Bacteria		Verrucomicrobiota		Verrucomicrobiae		Verrucomicrobiales		Verrucomicrobiaceae						Target				3		0.06		0.13		0.11

		IM-07M1A4		TACGAAGGTCCCAAGCGTTGTTCGGAATTACTGGGCGTAAAGCGTGTGTAGGCGGCGGAGTAAGTCAGATGTGAAATCCCGGGGCTCAACCTCGGAACTGCATCCGATACTGCTTTGCTAGAGGACTGGAGGGGGGTCTGGAATTCTCGGTGTAGCAGTGAAATGCGTAGATATCGAGAGGAACACTAGTGGCGAAGGCGAGACCCTGGACAGATCCTGACGCTGAGACACGAAGGCTAGGGTAGCGAACGGG		Bacteria		Verrucomicrobiota		Verrucomicrobiae		Verrucomicrobiales		Verrucomicrobiaceae						Target				2		-		0.07		0.06

		IM-8O9O0Q		TACGAAGGTCCCGAGCGTTATTCGGAATCACTGGGCGTAAAGAGTACGTAGGCGGTTTGGTAAGTCAGGTGTGAAATCCCGGAGCTCAACTCCGGAACTGCATCCGATACTGCTAGACTTGAGTAATGGAGGGGCAGGTGGAATTCTCGGTGTAGCAGTGAAATGCGTGGATATCGAGAGGAAGACCAATGGCGAAGGCAGCCTGCTGGACATTTACTGACGCTGAGGTACGAAGGCCAGGGTAGCGAAAGGG		Bacteria		Verrucomicrobiota		Verrucomicrobiae		Verrucomicrobiales								Target				3		0.06		0.10		0.12

		IM-F0T71U		TACGAAGGTCCCAAGCGTTGTTCGGAATCACTGGGCGTAAAGCGTGCGTAGGCGGCATGGTAAGTCAGATGTGAAATCTCTGGGCTCAACCCGGAAACTGCATCCGATACTGCCTTGCTAGAGTAATGGAGGGGTAGCTGGAATTCTCGGTGTAGCAGTGAAATGCGTAGATATCGAGAGGAACACTCGTGGCGAAGGCGAGCTACTGGACATTTACTGACGCTGAGGCACGAAGGCCAGGGTAGCGAAAGGG		Bacteria		Verrucomicrobiota		Verrucomicrobiae		Verrucomicrobiales								Target				3		0.24		0.30		0.32

		IM-K38MPD		TACGAAGGTCCCAAGCGTTGTTCGGAATCACTGGGCGTAAAGAGTATGTAGGCGGCAAGGTAAGTCAGATGTGAAAGCCCGGGGCTCAACCTCGGAACTGCATCCGATACTGCTTTGCTTGAGTAATGGAGGGGTAACTGGAATTCTCGGTGTAGCAGTGAAATGCGTAGATATCGAGAGGAACACTCGTGGCGAAGGCGAGTTACTGGACATTTACTGACGCTGAGATACGAAGGCTAGGGTAGCGAAAGGG		Bacteria		Verrucomicrobiota		Verrucomicrobiae		Verrucomicrobiales								Target				3		0.05		0.12		0.11

		IM-NKSK20		TACAGAGGTCTCAAGCGTTGTTCGGAATCACTGGGCGTAAAGCGTATGTAGGCGGCGAGGTAAGTCAGATGTGAAAGCCCAGGGCTCAACCCTGGAACTGCATCCGATACTGCCACGCTCGAGTAGTGGAGGGGTATATGGAATTCACGGTGTAGCAGTGAAATGCGTAGATATCGTGAGGAACACTAGTGGCGAAGGCGATATACTGGACACTCACTGACGCTGAGATACGAAGGCTAGGGTAGCGAAAGGG		Bacteria		Verrucomicrobiota		Verrucomicrobiae		Verrucomicrobiales								Target				2		0.05		-		0.05

		IM-4Q79JO		TACAGAGGTGGCGAACGTTGTTCGGATTTACTGGGCGTAAAGGGTCCGCAGGCGGTCCGGTGTGTCAGATGTGAAAGCCCACAGCTTAACTGTGGAATTGCATTTGAAACTGCCGGACTAGAGTACTGGAGGGGAGAAGGGAACACTTGGTGTAGCGGTGAAATGCGTAGATATCAAGTGGAACACCGGTGGCGAAGGCGCTTCTCTGGACAGATACTGACGCTCATGGACGAAAGTTAGGGTAGCGAAAGGG		Bacteria		Verrucomicrobiota												Target				3		0.06		0.08		0.12

		IM-0E1O7Y		TACAGAGGTGGCGAGCGTTGTTCGGATTTACTGGGCGTAAAGGGTGCGTAGGTGGTTGTGTATGTCGAATGTGAAAGCCCATTGCTTAACGATGGAAGGTCATTCGAAACTACACGACTAGAGTACAGGAGAGGAGAGCGGAATTCTTGGAGTAGCGGTGAAATGCGTTGATATCAAGAAGAACACCGGTGGCGAAGGCGGCTCTCTGGAATGATACTGACACTGAGGCACGAAAGCTGGGGGAGCAAACAGG		Bacteria		Verrucomicrobiota												Target				1		-		-		0.06

		IM-4G4BI0		TACAGAGGGTGCGAACGTTGCTCGGATTTACTGGGCGTAAAGCGCGTGTAGGCGGACTCGCAAGTCGGTTGTGAAATCCCTGGGCTCAACCTAGGAACTGCATCCGAAACTGCTTGTCTTGAGTAATGGAGAGGGTGGCGGAATTCCCGGTGTAGAGGTGAAATTCGTAGATATCGGGAGGAACATCAGTGGCGAAGGCGGCCACCTGGACATTTACTGACGCTGAGACGCGAAAGCGTGGGGAGCAAACAGG		Bacteria														Target				3		0.73		1.85		2.11

		IM-47M9AL		TACGAAGGTGGCGAGCGTTGTTCGGATTTACTGGGCGTAAAGAGCACGTAGGCGGTTGGGTAAGCCTCTTGGGAAATCTCCCGGCTTAACCGGGAAAGGTCGAGGGGAACTACTCAGCTAGAGGACGGGAGAGGAGCGCGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAAGAAGGCCGGTGGCGAAGGCGGCGCTCTGGAACGTACCTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria														Target				3		1.15		0.59		0.60

		IM-9RMD05		TACGGAGGGTGCAAGCGTTATTCGGAATCACTGGGCGTAAAGGGTGCGTAGGCGGTTTGGAAAGTCTGATGTGAAAGCCTACAGCTTAACTGTAGAACTGCATTGGAAACTTCCAGACTAGAATACTGAAGGGGCAGATGGAATTAGTGGTGTAGGGGTAAAATCCGTAGATATCACTAGGAATACCGAAAGCGAAAGCGATCTGCTGGGAAGTTATTGACGCTGAGGCACGAAAGCGTGGGGAGCAAACGGG		Bacteria														Target				3		0.12		0.06		0.08

		IM-A0H1R3		TACGGAGGGTGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGCTTTTTAAGTCAGATGTGAAAGTCCATGGCTCAACCATGGAAGTGCATTTGAAACTGGGGAGCTTGAGTACTGGAGGGGGTAGTGGAATTCCCGGTGTAGAGGTGAAATTCGTAGAGATCGGGAGGAATACCGGTGGCGAAGGCGACTACCTGGCCAGATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria														Target				2		-		0.09		0.14

		IM-6M3C4F		TACGGGGGGTGCAAGCGTTGTCCGGAATTACTGGGCGTAAAGGGCGTGTAGGCGGCTTATTAAGTCAGATGTGAAAGCCCACGGCTTAACCGTGGAACTGCATTTGAAACTGGTAGGCTTGAGTATGAGAAGGGGTAGTGGAATTCCCAGTGTAGCGGTGAAATGCGTAGATATTGGGAAGAACACCAGTAGCGAAGGCGACTACCTGGCTCATTACTGACGCTAATGCGCGAAAGCGCGGGGAGCAAACAGG		Bacteria														Target				2		-		0.10		0.09

		IM-509ZJE		TACGGGGGGGGCGAGCGTTGTCCGGAATTATTGGGCGTAAAGGGCGCGTAGGCGGAATAGTAAGTCAGAAGTGAAAATCATGGGCTTAACTCATGACCTGCTTTTGATACTGCTATTCTCGAGTGCGAGAGAGGAAAGCGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAAGAACACCGGTAGCGAAGGCGGCTTTCTGGCTCGCAACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria														Target				3		0.06		0.06		0.05

		IM-L8D5Y2		TACGGAGGGACCAAGCGTTGTTCGGAATCATTGGGCGTAAAGCGCGTGTAGGCGGCTTGGCAAGTCGGATGTGAAATCCCGGGGCCCAACCCCGGAACTGCACTCGAAACTGCCTCGCTAGAGTCCCGGAGAGGAAGGCGGAATTCCCGGTGTAGAGGTGAAATTCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCCTTCTGGACGGTGACTGACGCTGAGACGCGAAAGCGTGGGGAGCAAACAGG		Bacteria														Target				3		0.15		0.18		0.15

		IM-OW09W8		TACGGGGGGTGCAAGCGTTATTCGGAATTATTGGGCGTAAAGGGCGCGTAGGCGGTCTCTAAAGTCAGATGTGAAAGCCCGGGGCTTAACCCCGGAAGTGCATTTGAAACTCAGGGACTTGAGTATGGGAGAGGGAAGTGGAATTCCTGGTGTAGCGGTGAAATGCGTAGATATCAGGAGGAACACCAGTGGCGAAGGCGACTTCCTGGACCAATACTGACGCTGAGGCGCGAAGGCGTGGGGAGCAAACAGG		Bacteria														Target				2		-		0.04		0.05

		IM-Q2D413		TACGGAGGGTGCAAGCGTTGTTCGGAATTATTGGGCGTAAAGAGCGTGTAGGCGGTTCGGTAAGTCAGATGTGAAAGCCCTGGGCTCAACCCAGGAAGTGCATTTGAAACTACCAAACTTGAGTACGGGAGAGGAGGGGGGAATTCCCGGTGTAGAGGTGAAATTCGTAGATATCGGGAGGAATACCGGTGGCGAAGGCGCCCCTCTGGACCGATACTGACGCTGAGACGCGAAAGCGTGGGGAGCAAACAGG		Bacteria														Target				3		0.13		0.49		0.81

		IM-89LA99		TACGGAGGGTGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCGTGTAGGCGGCCTGGTAAGTCAGATGTGAAAGCCCCCGGCTTAACCGGGGAAGTGCATCTGAAACTGCCTGGCTTGAGTACGGGAGAGGGAGGCGGAATTCCCAGTGTAGAGGTGAAATTCGTAGATATTGGGAGGAACACCGGTGGCGAAAGCGGCCTCCTGGACCGATACTGACGCTGAGACGCGAAAGCGTGGGGAGCAAACAGG		Bacteria														Target				3		0.06		0.13		0.14

		IM-P85TX5		TACGGAGGGTGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGTGTAGGCGGTTAGGCAAGTCAGATGTGAAATCCCTTGGCTCAACCAAGGAAGTGCATTTGAAACTGCTTAACTAGAGTACAGGAGGGGAAAGTGGAATTCCCAGTGTAGAGGTGAAATTCATAGATATTGGGAGGAACACCAGTAGCGAAGGCGGCTTTCTGGCCTGATACTGACGCTGAGACGCGAAAGCGTGGGGAGCAAACAGG		Bacteria														Target				2		-		0.07		0.11

		IM-LN6XC6		TACGGGGGGTGCAAGCGTTATTCGGATTCATTGGGCGTAAAGGGCGCGTAGGCGGTCTCTTAAGTCAGATGTGAAAGCCCGGGGCTCAACCCCGGAAGTGCATTTGAAACTAAGGGACTTGAGTATGGGAGAGGGAAGTGGAATTCCTGGTGTAGAGGTGAAATTCGTAGATATCAGGAGGAACACCGGTGGCGAAGGCGACTTCCTGGACCAATACTGACGCTAAGGCGCGAAGGCGTGGGGAGCAAACAGG		Bacteria														Target				2		-		0.08		0.11

		IM-2PR70D		TACGAAGGGGGCAAGCGTTGTTCGGAATTATTGGGCGTAAAGCGTATGTAGGTGGTCTTTCAAGTCAGACGTGTAAGCCCTCGGCTCAACCGAGGAATTGCGTTTGAAACTGATTGACTTGAGTGTAGGAGAGGAAAGCGGAATTCCCAGTGTAGCGGTGAAATGCGTTGATATTGGGAAGAACACCGGTGGCGAAGGCGGCTTTCTGGCCTGCTACTGACACTGAGATACGAAAGCCAGGGGAGCAAAGGGG		Bacteria														Target				2		0.29		0.04		-

		IM-236Q9Q		TACGGGGGGGGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGCAGGCGGGCGGGAAAGTCTCTCGTGAAAGCCCACGGCTCAACCGTGGAATTGCGGGGGATACTACTCGTCTTGAGTCCGGGAGAGGAGTGTGGAATTCCCAGTGTAGCGGTGAAATGCGTAGATATTGGGAGGAACACCGGTGGCGAAGGCGGCACTCTGGACCGGTACTGACGCTGAGGCGCGAAAGCTAGGGGAGCAAACGGG		Bacteria														Target				3		0.18		0.12		0.06

		IM-XBX810		CACGGAGGGGGCAAGCGTTGTTCGGAATCACTGGGCGTAAAGGGTCCGTAGGCGGCCCCATAAGTCGGAGGTGAAAGCCCTAGGCTTAACCTAGGAATTGCCTTCGAAACTGTAGGGCTAGAGTCCGGTAGAGGGAGACGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACACCTGTGGCGAAGGCGGTCTCCTGGGCCGGTACTGACGCTGAGGGACGAAAGCGTGGGGAGCAAACAGG		Bacteria														Target				2		-		0.05		0.07

		IM-R81Z17		TACGGAGGGTGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGAGCGTGTAGGCGGTTTGGCAAGTCAGATGTGAAAGCCCTGGGCTCAACCCAGGAAGTGCATTTGAAACTGCCTTTCTAGAGTATGGGAGAGGAGAGTGGAATTCCCAGTGTAGAGGTGAAATTCGTAGATATTGGGAGGAACACCCGTGGCGAAGGCGACTCTCTGGACCAATACTGACGCTGAGACGCGAAAGCGTGGGGAGCAAACAGG		Bacteria														Target				2		-		0.09		0.13

		IM-46GDTA		CTACAGAGACCTCAAGCGTTATTCGGATTTACTGGGCGTAAAGGGTGCGCAGGCGGCCAAGTGTGTCGGAGGTGAAATCTTGCAGCTTAACTGTAAAATTGCCCTCGAAACTACTTGGCTAGAGTATCGGAGAGGATAGCGGAATTCCAGGTGTAGCAGTGAAATGCGTAGATATCTGGAGGAACACCAATGGCGAAGGCAGCTATCTGGACGATTACTGACGCTCAGGCACGAAAGCATGGGGAGCGAAAGGG		Bacteria														Target				1		0.08		-		-

		IM-B1NG88		GACGGAGGGCGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGGGCAGGCGGTCTGTTAAGTCTTCTGTGAAAATCCGGGGCTCAACCCCGTGAAATGCAGGTGATACTGGCAGACTAGAGACCGGTAGAGGCTAGCGGAATTCCTGGTGTAGCGGTGGAATGCGTAGATATCAGGAAGAACACCTGTGGCGAAGGCGGCTAGCTGGGCCGGATCTGACGCTCATCCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria														Target				3		0.06		0.08		0.12

		IM-SI16KK		TACGGAGGATCCAAGCGTTATCCGGAATCATTGGGTTTAAAGGGTCCGCAGGCGGGCAATTAAGTCAGGGGTGAAAGTTTGCGGCTCAACCGCAAAATTGCCTTTGAAACTGGTTGTCTTGAATTATTGTGAAGTGGTTAGAATATGTAGTGTAGCGGTGAAATGCATAGATATTACATAGAATACCAATTGCGAAGGCAGATCACTAACAATATATTGACGCTGATGGACGAAAGCGTGGGGAGCGAACAGG		Bacteria														Target				3		0.28		0.15		0.13

		IM-43E5BV		TACGGGGGGGGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGACGGGACAGTCTTTCGTGAAATCCCACGGCTCAACCGTGGAACTGCGGGAGATACTACTCGTCTTGAGTTCGGGAGAGGAGTGTGGAATTCCCAGTGTAGCGGTGAAATGCGTAGATATTGGGAGGAACACCGGTGGCGAAGGCGGCACTCTGGACCGATACTGACGCTGAGGCGCGAAAGCTAGGGGAGCAAACGGG		Bacteria														Target				3		0.21		0.29		0.40

		IM-9YT50J		GACGGAGGGTGCAAGCGTTGTCCGGAATCACTGGGCGTAAAGCGCGCGTAGGCGGCTGTTTAAGTCATCTGTGAAAGCCCGGGGCTCAACCCCGGGACTGCAGGCGAAACTGGACAGCTAGAGCTCGGTAGAGGCGAGTGGAATTCCGGGTGTAGCGGTGGAATGCGTAGATATCCGGAAGAACACCAGTGGCGAAGGCGGCTCGCTGGGCCGATGCTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria														Target				1		-		-		0.05

		IM-62J12H		TACGGGGGGGGCTAACGTTGTTCGGAATCACTGGGCGTAAAGGGTCCGTAGGCGGCCGCGTAAGTCGGAGGTGAAAGCCCTGGGCTTAACCCAGGAATTGCCTTCGAAACTGCGCGGCTAGAGTCCGGTAGAGGGAGACGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACACCTGTGGCGAAGGCGGTCTCCTGGGCCGGTACTGACGCTGAGGGACGAAAGCGTGGGGAGCAAACAGG		Bacteria														Target				3		0.10		0.09		0.15

		IM-22LWU5		GACGGAGGGCGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCGGGCAGGTGGTCCGTTAAGTCGTTTGTGAAAATCCGGGGCTCAACCCCGCGAAATGCAGACGATACTGGCGGACTGGAGATCGGTAGAGGCTAGCGGAATTCCTGGTGTAGCGGTGGAATGCGTAGATATCAGGAAGAACACCAGTGGCGAAGGCGGCTAGCTGGGCCGAGTCTGACACTCATCCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria														Target				3		0.38		0.57		0.64

		IM-C0IB93		TACGGAGGGTGCAAGCGTTGTTCGGAATCATTGGGCGTAAAGCGCGTGTAGGCGGCTTGGCAAGTCGGGTGTGAAAGCCCGGGGCTCAACCCCGGAACTGCATTCGAAACTGCCTGGCTAGAGTTCCGGAGAGGAAGGCAGAATTCCCGGTGTAGAGGTGAAATTCGTAGATATCGGGAGGAATACCAGTGGCGAAGGCGGCCTTCTGGACGGCAACTGACGCTGAGACGCGAAAGCGTGGGGAGCAAACAGG		Bacteria														Target				3		0.05		0.07		0.05

		IM-07B7WN		TACGGAGGGCGCAAGCGTTGTTCGGAATCACTGGGCGTAAAGCGCGTGTAGGCGGCCAGGAAAGTCGGGTGTGAAATCCCGGGGCCCAACCCCGGAACTGCACTCGAAACTGCCTGGCTAGAGTCCCGGAGAGGAAGGCGGAATTCCCGGTGTAGAGGTGAAATTCGTAGATATCGGGAGGAACACCAGCGGCGAAGGCGGCCTTCTGGACGGTGACTGACGCTGAGACGCGAAAGCGTGGGGAGCAAACAGG		Bacteria														Target				3		0.09		0.06		0.07

		IM-074BJ2		TACGTAGGGGGCAAGCGTTGTCCGGATTTACTGGGTGTAAAGGGCGCGCAGGCGGGTTAGCAAGTCAGAGGTGAAATCCTACAGCTTAACTGTAGAACTGCCTTTGAGACTGCTAATCTTGAGTATGGAAGAGAGAGATGGAATTCCAGGTGTAGTGGTGAAATACGTAGATATCTGGAAGAATACCAGTGGCGAAGGCGGTCTCTTGGTCCAATACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria														Target				1		-		-		0.05

		IM-DI81N3		GACAGAGGGTGCAAACGTTGCTCGGAATTACTGGGCGTAAAGCGCACGTAGGCGGATTCGCAAGTCAGATGTGAAATCCCCGGGCTCAACCTGGGAACTGCATTTGAAACTGCGGGTCTAGAGTGGTGGAGAGGGAAGCGGAATTCCAGGTGTAGAGGTGAAATTCGTAGATATCTGGAGGAACACCAGTGGCGAAGGCGGCTTCCTGGACATCAACTGACGCTGAGGTGCGAAAGCGTGGGGAGCGAACAGG		Bacteria														Target				1		0.03		-		-

		IM-ND61S1		TACGGGGGGGGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCTCGTAGGCGGCCAACTAAGTCGGACGTGAAATCCCTCGGCTCAACCGAGGAACTGCGTCCGATACTGGATGGCTTGAGTCCGGGAGAGGGATGCGGAATTCCAGGTGTAGCGGTGAAATGCGTAGATATCTGGAGGAACACCGGTGGCGAAGGCGGCATCCTGGACCGGCACTGACGCTGAGGAGCGAAAGCCAGGGGAGCAAACGGG		Bacteria														Target				3		0.05		0.09		0.05

		IM-CKD24K		TACAGAGGGGGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGCCCTCTAAGTCGAACGTGAAATCCCTGGGCTCAACCCAGGAACTGCGTCCGAGACTGGGGGGCTAGAATCCGGGAGAGGGATGTGGAATTCCAGGTGTAGCGGTGAAATGCGTAGATATCTGGAGGAACATCGGTGGCGAAGGCGGCATCCTGGACCGGTATTGACGCTGAGGCGCGAAAGCCAGGGGAGCAAACGGG		Bacteria														Target				3		0.16		0.08		0.05

		IM-ZT57B5		GACGGAGGGCGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCACGCAGGCGGTCCCTTAAGTCCTCTGTGAAATTCCGGGGCTCAACCCCGGAGGTGCAGGGGATACTGGGGGACTAGAGACCGGTAGAGGCTAGCGGAATTCCTGGTGTAGCGGTGGAATGCGTAGATATCAGGAGGAACACCGGTGGCGAAGGCGGCTAGCTGGGCCGGTTCTGACGCTCATGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria														Target				3		0.06		0.07		0.06

		IM-A07K88		TACGGAGGGCGCAAGCGTTGTTCGGAATCACTGGGCGTAAAGCGCGTGTAGGCGGCCAAGCAAGTCGGTTGTGAAAGCCCGAGGCCCAACCTCGGAACTGCACCCGAAACTGCTTGGCTAGAGTCCTGGAGAGGGTGGCGGAATTTCCGGTGTAGAGGTGAAATTCGTAGATATCGGAAGGAACACCAGTGGCGAAGGCGGCCACCTGGACAGTGACTGACGCTGAGACGCGAAAGCGTGGGTAGCGAACAGG		Bacteria														Target				3		0.04		0.04		0.04

		IM-WB0382		GACGGAGGGCGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCGGGCAGGTGGTCTGTTAAGTCGTCTGTGAAAACCCGGGGCTCAACCCCGTGGAATGCAGGCGATACTGGCGGACTAGAGATCGGTAGAGGCTAGCGGAATTCCTGGTGTAGCGGTGGAATGCGTAGATATCAGGAAGAACACCCGTGGCGAAGGCGGCTAGCTGGGCCGAGTCTGACACTCATCCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria														Target				3		0.17		0.11		0.10

		IM-1UX712		TACGGGGGGGGCGAGCGTTATTCGGAATTATTGGGCGTAAAGGGCGTGTAGGCGGCTTGGTGTGTCTTTCTGTGAAAGCCCTCGGCTCAACCGAGGAACTGCAGGAGAAACTGCTGAGCTCGAGTCCGGGAGAGGAAAGCGGAATTCCCAGTGTAGCGGTGAAATGCGTAGATATTGGGAGGAACACCAGTGGCGAAGGCGGCTTTCTGGACCGGTACTGACGCTGAGACGCGAAAGCTAGGGTAGCGAACGGG		Bacteria														Target				1		0.06		-		-

		IM-E9B91R		TACGGAGGGCGCAAGCGTTGTTCGGAATCATTGGGCGTAAAGCGGGTGCAGGCGGTGAAGTCAGTCGGATGTGAAAGCCCAGGGCCCAACCCTGGAACTGCATTCGAAACTACTTCACTAGAGTCCCGGAGGGGAAGGCGGAATTCCCGGTGTAGAGGTGAAATTCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCCTTCTGGACGGTGACTGACGCTCAGACCCGAAAGCGTGGGGAGCAAACAGG		Bacteria														Target				3		0.06		0.11		0.09

		IM-864BR7		TACGAAGGGTGCAAGCGTTGTTCGGATTTACTGGGCGTAAAGAGCGCGTAGGCGGATTAGAAAGTCAGGTGTGAAATCTCGGGGCTCAACCCCGAAACTGCGCCTGAAACTCCTAGTCTAGAATCTCGGAGAGGGAAGGGGAATTTCACATGTAGGGGTAAAATCCGTAGAGATGTGAAGGAACGTTTGAGGCGAAAGCGCCTTCCTGGACGAGTATTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria														Target				1		0.05		-		-

		IM-O4G498		TACGTAGGTCCCAAGCGTTATCCGGAATCACTGGGCGTAAAGAGTTGCGTAGGCGGTTTGTTAAGTTGGTAGTGAAAGCGTGCGGCTCAACTGCATAAACATTATCAAAACTGACAGACTAGAGTATATGAGAGGTCACTGGAATTCCTTGTGTAGGAGTGAAATCCGTAGATATAAGGAGGAACACCAATGGCGTAGGCAGGTGACTGGCATATTACTGACGCTAAGGCACGAAAGCGTGGGGAGCGAACGGG		Bacteria														Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		0.08		-		-

		IM-OFK946		GACGGAGGGCGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCGGGCAGGTGGTCTGTTAAGTCGTTTGTGAAAACCCGGGGCTCAACCCCGCGGAATGCATACGATACTGGCAGACTGGAGATCGGTAGAGGCTAGCGGAATTCCAGGTGTAGCGGTGGAATGCGTAGATATCTGGAAGAACACCTGTGGCGAAGGCGGCTAGCTGGGCCGAGTCTGACACTCATCCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria														Target				3		0.08		0.16		0.16

		IM-DB577G		GACGGAGGGCGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCGGGCAGGCGGCCTGTTAAGTCTTCTGTGAAAACCCGGAGCTCAACTCCGTGGAATGCAGGGGAAACTGGCAGGCTAGAGACCAGTAGAGGCTAGCGGAATTCCTGGTGTAGCGGTGGAATGCGTAGATATCAGGAAGAACACCTGTGGCGAAGGCGGCTAGCTGGGCTGGATCTGACGCTCATCCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria														Target				2		-		0.08		0.10

		IM-847SHQ		TACGGAGGGTGCAAGCGTTGTCCGGAATCACTGGGCGTAAAGCGCGCGTAGGCGGCTGTCTAAGTCACTTGTGAAATCCCGGGGCTCAACTCCGGGGCTGCAGGCGAAACTGGATGGCTAGAGCTCGGTAGAGGCGAGTGGAATTCCCGGTGTAGCGGTGGAATGCGTAGATATCGGGAAGAACACCAGTGGCGAAGGCGGCTCGCTGGGCCGCAGCTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria														Target				2		-		0.04		0.08

		IM-0XA6Q5		TACGTAGGGACCAAGCGTTGTTCGGATTTACTGGGCGTAAAGGGTGCGTAGGCGGCGCCGCAAGTCACTTGTGAAATCTCCGGGCTTAACTCGGAACGGCCAAGTGATACTGCAGTGCTAGAGTGCAGAAAGGGCAACTGGAATTCTTGGTGTAGCGGTGAAATGCGTAGATATCAAGAGGAACACCTGAGGCGAAGGCGAGTTGCTAGGCTGACACTGACGCTGAGGCACGAAAGCCAGGGGAGCGAACGGG		Bacteria														Target				3		0.60		1.06		0.96

		IM-J1C8G0		GACGGGGGGGGCAAGCGTTGTTCGGATTTACTGGGCGTAAAGGGCGCGCAGGCGGCTTGGGAAGTCTTGGGTGAAAGCCCCCAGCTTAACTGGGGAAGTGCCTGAGAAACCACTAAGCTTGAGTGCTGGAGAGGGAAGTGGAATTCCCGGTGGAGCGGTGAAATGCGTAGATATCGGGAGGAACACCAGAGGCGAAGGCGACTTCCTGGACAGACACTGACGCTGAGGCGCGAAAGCTAGGGGAGCAAACGGG		Bacteria														Target				2		0.07		-		0.06

		IM-UF5QB4		TACGGAAGGGGCAAGCGTTGTTCGGAATTATTGGGCGTAAAGGGCGCGCAGGCGGTCTCATATGTCTGCTGTGAAATCACACGGCTCAACCGTGTTCAGCCGCAGAAACTGTGAGACTTGAGGCTGGGAGGGGCTGGTGGAATTCCCCGTGTAGCGGTGAAATGCGTAGAGATGGGGGAGAACACTCGTGGCGAAGGCGGCCAGCTGGACCAGTTCTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria														Target				1		0.06		-		-

		IM-6530SM		TACGGAGGGGGCAAGCGTTATTCGGAATTATTGGGCGTAAAGGGCGCGTAGGCGGCATGGCAAGTCAGTGGTGAAATCCCTCGGCTCAACCGAGGAACTGCCTCTGAAACTGCCTAGCTTGAGGCCGGGAGAGGGTAGTGGAATTCCCAGTGTAGCGGTGAAATGCGTAGATATTGGGAGGAACACCGGTGGCGAAGGCGGCTACCTGGACCGGTTCTGACGCTGAGGCGCGAAAGTGTGGGGAGCAAACAGG		Bacteria														Target				3		0.34		0.10		0.07

		IM-WHN06M		GACGGAAGATCCAAGCGTTATTCGGAATGACTGGGCGTAAAGAGTTGCGTAGGTGGTTTTGTAAGCAAAGCATGAAATCGTAGGGCTCAACCCTACAACTGTGCTTTGAACTGCAAAACTAGAGTATGGTAGAGGAAGCTGGAATTTCTAGTGTAGGAGTGAAATCCGTAGATATTAGAAGGAACACCGATGGCGTAGGCAGGCTTCTGGACCATTACTGACACTGAGGCACGAAAGCGTGGGGAGCGAACGGG		Bacteria														Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		0.04		-		-

		IM-DX9P72		TACGTAGGGACCAAGCGTTGTTCGGATTTACTGGGCGTAAAGGGTGCGTAGGCGGCGTGACAAGTCACTTGTGAAATCTCCGGGCTTAACTCGGAACGGCCAAGTGATACTGTCGTGCTAGAGTACAGAAAGGGTAACTGGAATTCTTGGTGTAGCGGTGAAATGCGTAGATATCAAGAGGAACACCTGAGGCGAAGGCGAGTTACTAGGCTGATACTGACGCTGAGGCACGAAAGCCAGGGGAGCGAACGGG		Bacteria														Target				1		0.19		-		-

		IM-UZ78IW		TACGTAGGAGGCAAGCGTTATCCGGATTTACTGGGCGTAAAGCGCGTGTAGGCGGTTCGGTAAGTTGGATGTGAAAGCTCCTGGCTCAACTGGGAGAGGTCGTTCAATACTGCCGGACTTGAGGACGGTAGAGGGAGGTGGAATTCCCGGTGTAGTGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCCTCCTGGGCCGTTCCTGACGCTCAGACGCGAAAGCGTGGGTAGCGAACGGG		Bacteria														Target				2		-		0.14		0.07

		IM-CD9H7D		CACGAAGGTCCCAAGCGTTGTTCGGAATTACTGGGCGTAAAGCGTGCGTAGGCGGCGGGGTAAGTCAGATGTGAAATCTCCGGGCTCAACCTGGAAACTGCATCCGATACTGCCTTGCTAGAGTAGTGGAGGGGCATCTGGAATTCACGGTGTAGCAGTGAAATGCGTAGATATCGTGAGGAACACTAGTGGCGAAGGCGAGATGCTGGACACTTACTGACGCTGAGGCACGAAGGCCAGGGTAGCGAAAGGG		Bacteria														Target				1		0.09		-		-

		IM-B743RX		TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGTGTGTAGGTGGTGGCATAAGTCGGATGTGAAAGCCCTGGGCTTAACCTGGGAATTGCATTCGAAACTGTGTCACTAGAGTTTAGTAGAGGGAAGTGGAATTCCGGGTGTAGCGGTGAAATGCGTAGATATCCGGAGGAACATCAGTGGCGAAGGCGGCTTCCTGGACTAAAACTGACACTGAGGCACGAAAGCGTGGGGAGCAAACAGG		Bacteria														Target				2		-		0.07		0.06

		IM-I0Q401		TACGGAGGGTGCAAACGTTGCTCGGAATCATTGGGCGTAAAGCGCATGTAGGCGGTCCGTTAAGTCGGATGTGAAAGCCCTCGGCTTAACCGAGGAAGTGCATTCGAAACTGGCGGACTTGAATATGGGAGAGGATCGCGGAATTCCCGGTGTAGAGGTGAAATTCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCGGTCTGGACCAATATTGACGCTGAGATGCGAAAGCGTGGGGAGCAAACAGG		Bacteria														Target				1		0.04		-		-

		IM-416CCB		TACAGAGGTGGCGAGCGTTGTTCGGATTTACTGGGCGTAAAGGGTGCGTAGGTGGCAATGTATGTCGGATGTGAAATCTCGAGGCTCAACTTCGAAATTGCATCCGAAACTGCATAGCTTGAGTACAGGATGGGAGAGCGGAATTCTTGGTGTAGCGGTGAAATGCGTTGATATCAAGAAGAACACCGGCGGCGAAGGCGGCTCTCTGGAATGTTACTGACACTGAGGCACGAAAGCTGGGGGAGCAAACAGG		Bacteria														Target				1		-		-		0.04

		IM-P4I4GQ		TACAGAGACTGCAAGCGTTATTCGGATTCACTGGGCGTAAAGGGTGCGCAGGCGGCCAGATGTGTCAGGTGTGAAAGCTCGAGGCTCAACCTCGAAACGGCGCCTGAAACTATTTGGCTAGAGTATCGGAGAGGGAAGCGGAATTCATGGTGTAGCAGTGAAATGCGTAGATATCATGAGGAACACCAGAGGCGAAGGCGGCTTCCTGGACGATTACTGACGCTCAGGCACGAAAGCGTGGGTAGCGAAAGGG		Bacteria														Target				3		0.03		0.08		0.10

		IM-2H029U		TACGGAGGGCGCAAGCGTTGTTCGGAATCACTGGGCGTAAAGCGCGTGTAGGCGGTCTGATAAGTCGAATGTGAAATCCCCGGGCTCAACCCGGGAACTGCATCCGAAACTGCCAGACTAGAGTCCCGGAGAGGAAGGCAGAATTCCCAATGTAGGGGTGAAATCCGTAGATATTGGGAGGAATACCAGAGGCGAAGGCGGCCTTCTGGACGGTGACTGACGCTGAGACGCGAAAGCGTGGGGAGCAAACAGG		Bacteria														Target				1		0.04		-		-

		IM-OA67XT		CACGTAGGATCCGAGCGTTATCCGGATTTACTGGGCGTAAAGCGCGTGCAGGCGGTTCGGTAAGTTGGATGTGAAAGCTCCTGGCTCAACTAGGAGAGGCCGTTCAAAACTGCCGGACTAGAGGACGATAGAGGGAGGTGGAATTCCCGGTGTAGTGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCCTCCTGGATCGTTCCTGACGCTCAGACGCGAAAGCTAGGGGAGCGAACGGG		Bacteria														Target				3		0.15		0.22		0.10

		IM-94WKA0		TACGGAGGGGGCGAGCGTTATTCGGAATCATTGGGCGTAAAGGGCGCGTAGGCGGTCTGATAAGTCAGAGGTGAAATCCCTCGGCCTAACCGAGGAACTGCCTTTGAAACTGTCAGACTTGAGGCCGGGAGAGGGTGGTGGAATTCCGAGTGTAGCGGTGAAATGCGTAGATATTCGGAGGAACACCAGTGGCGAAGGCGACCACCTGGACCGGTTCTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria														Target				1		0.04		-		-

		IM-6834LC		TACGGAGGGGGCAAGCGTTGTTCGGAATTATTGGGCGTAAAGCGTATGTAGGTGGTTGGGCAAGTCAGACGTGTAAGCCCACGGCTCAACCGTGGAATTGCGTTTGAAACTATCTAACTTGAGTGCAGAAGAGGAAAGCGGAATTTCCAGTGTAGCGGTGAAATGCGTTGATATTGGGAAGAACACCTGTGGCGAAGGCGGCTTTCTGGTCTGCTACTGACACTGAGATACGAAAGCCAGGGGAGCAAACGGG		Bacteria														Target				1		0.05		-		-

		IM-DBD912		TACGGAGGGTGCGAGCGTTGTCCGGAATCACTGGGCGTAAAGGGCGCGTAGGCGGCGCGGTAAGTAGGGGGTGAAATCTCACGGCTCAACCGTGAAATGGCCTCCTAAACTGCCGCGCTTGAGCACGGTAGAGGCAGATGGAATTCCCGGTGTAGCGGTGGAATGCGTAGATATCGGGAAGAACACCGGTGGCGAAGGCGGTCTGCTGGGCCGTTGCTGACGCTGAGGCGCGACAGCGTGGGGAGCAAACAGG		Bacteria														Target				2		-		0.06		0.06

		IM-H3574H		TACGTAGGTGTCAAGCGTTGTCCGGATTTATTGGGCGTAAAGAGCCCGCAGGCGGTCTGTTAAGTTTGGGGTGAAATCTCCTGGCTCAACTGGGAGAGGTCTCTGAAAACTGGCAGGCTTGAGGCAGGGAGAGGGATGTGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCATCCTGGCCCTGTCCTGACGCTCAGGGGCGAAAGCGTGGGGAGCAAACCGG		Bacteria														Target				1		-		-		0.05

		IM-G633A7		GACGGAGGGCGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCGCGCAGGCGGTCCTTTAAGTCCAGTGTGAAACTCCGGGGCTCAACCCCGGACATGCATTGGAAACTGGAGGACTAGAGACCGGTAGAGGCTAGCGGAATTCCTGGTGTAGCGGTGGAATGCGTAGATATCAGGAAGAACACCGGTGGCGAAGGCGGCTAGCTGGGCCGGTTCTGACGCTCAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria														Target				3		0.04		0.04		0.08

		IM-G03D4X		TACGTAGGGACCAAGCGTTGTTCGGATTTACTGGGCGTAAAGGGTACGTAGGCGGCGCTGCAAGTCAATTGTGAAATCTCCGGGCTTAACTCGGAACGGCCAATTGATACTGCAGCGCTAGAGTGCAGAATGGGCAAGTGGAATTCTTGGTGTAGCGGTGAAATGCGTAGATATCAAGAGGAACACCTGAGGCGAAGGCGACTTGCTGGGCTGACACTGACGCTGAGGTACGAAAGCCAGGGGAGCGAACGGG		Bacteria														Target				3		0.64		0.45		0.39

		IM-881DII		TACGGGGGGAGCAAGCGTTGTTCGGATTCATTGGGCGTAAAGGGCGCGTAGGCGGCTTCGTAAGTCTGACGTGAAATGTACCGGTTCAACCGGTGCGCTGTGTCGGAAACTGCGTGGCTTGAGGTCGAGGGAGGAGAGTGGAATTCCTGGTGTAGCGGTGAAATGCGTAGATATCAGGAGGAACACCCGTGGCGAAGGCGGCTCTCTATCTCGATTCTGACGCTGAGGCGCGAAAGCCAGGGGAGCAAACGGG		Bacteria														Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		3		0.06		0.11		0.09

		IM-X056RN		GACGGGGGGGGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGCGCAGGAAGTCTTGGGTGAAAGCCCCCGGCTCAACCGGGGAATTGCCTGAGAAACCACTGAGCTAGAGTGCTGGAGAGGAAAGCGGAATTCCCGGTGGAGCGGTGAAATGCGTAGAGATCGGGAGGAACACCAGAGGCGAAGGCGGCTTTCTGGACAGACACTGACGCTGAGGCGCGAAAGCTAGGGGAGCAAACAGG		Bacteria														Target				3		0.05		0.05		0.07

		IM-2I8O5K		TACGGGGGGAGCAAGCGTTGTTCGGATTCATTGGGCGTAAAGGGCGCGTAGGCGGTTTGGCAAGTCTGACGTGAAATGTACCGGTTCAACCGGGGCGCTGTGTCAGAAACTGCCTTACTTGAGGTCGAGGGAGGAGAGTGGAATTCCTGGTGTAGCGGTGAAATGCGTAGATATCAGGAGGAACACCCGTGGCGAAGGCGACTCTCTATCTCGATTCTGACGCTGAGGCGCGAAAGCTAGGGGAGCAAACGGG		Bacteria														Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		3		0.04		0.08		0.11

		IM-ISA05X		TACGGGGGGGGCAAGCGTTGTTCGGATTTACTGGGCGTAAAGGGCGCGTAGGCGGTCTAAGAAGTTTTGGGTGAAAGCCCCCGGCTCAACCGGGGAAGTGCCTGGAAAACCATTGGACTAGAGTGCTGGAGAGGCAAGCGGAATTTCTGGTGTAGCGGTGAAATGCGTAGATATCAGAAGGAACATCGGAGGCGAAGGCGGCTTGCTGGACAGACACTGACGCTGAGGCGCGAAAGCTAGGGGAGCAAACGGG		Bacteria														Target				3		0.09		0.07		0.07

		IM-YB47J8		TACGGGGGGGGCGAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGCAGGCGGCCGAAGCAGTTTCAGGTGAAAGCCCCCGGCTCAACCGGGGAAGGTCCTGGAAAACCATTCGGCTGGAGTGCTGGAGAGGTCAGCGGAATTTCGGGTGTAGCGGTGAAATGCGTAGATATCCGAAGGAACACCGGAGGCGAAGGCGGCTGGCTGGACAGACACTGACGCTGAGGCGCGAAAGCCAGGGGAGCAAACGGG		Bacteria														Target				3		0.04		0.06		0.06

		IM-Z72Y40		TACGGGGGGGGCGAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGCAGGCGGCCTTGGAAGTTCTGGGTGAAAGCCCCCGGCTCAACCGGGGAAGTGCCTGGAAAACCACGAGGCTGGAGTGCTGGAGAGGTCAGCGGAATTCCTGGTGTAGCGGTGAAATGCGTAGATATCAGGAGGAACACCGGAGGCGAAGGCGGCTGACTGGACAGACACTGACGCTGAGGCGCGAAAGCCAGGGGAGCGAACGGG		Bacteria														Target				2		0.09		0.06		-

		IM-929HQG		TACGTAGGGAGCAAGCGTTGTTCGGAATTATTGGGCGTAAAGAGCGCGTAGGCGGCCAGGTAAGTCTGGTGTGAAATCCCACAGCTCAACTGTGGAACTGCATTGGAAACTGCTTGGCTAGAGTGCGGGAGAGGAGAGTGGAATTCCCAGTGTAGAGGTGAAATTCGTAGATATTGGGAGGAACACCAGTGGCGAAGGCGGCTCTCTGGACCGCAACTGACGCTGAGGCGCGAAAGCTAGGGGAGCGAACGGG		Bacteria														Target				1		-		-		0.06

		IM-R6B0L5		TACGGAGGGCGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCGCGCAGGCGGTTCCTTTAGTCCATTGTGAAACTCCGGGGCTCAACCCCGGACATGCATTGGATACTGGGGAACTAGAGACCGGTAGAGGCTAGCGGAATTCCTGGTGTAGCGGTGGAATGCGTAGATATCAGGAAGAACACCGGTGGCGAAGGCGGCTAGCTGGGCCGGGTCTGACGCTCAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria														Target				3		0.09		0.07		0.04

		IM-O9Q5X2		CACGGGGGGAGCAAGCGTTGTTCGGAATCACTGGGCGTAAAGGGCGTGTAGGCTGCACGGTAAGTGAGATGTGAAATCCCTCGGCTCACCCGAGGAAGTGCATCTCAAACTGCCGCGCTTGAGTACGGGAGAGGTTGTGGGAATTCCTGGTGTAGCGGTGAAATGCGTAGATATCAGGAGGAACACCGGTGGCGAAGGCGCACAACTGGCCCGATACTGACGCTGAGGCGCGAAAGCTAGGGTAGCAAACGGG		Bacteria														Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		2		-		0.06		0.04

		IM-GZ1Y12		TACGTAGGATGCAAGCGTTGTCCGGAATTACTGGGCGTAAAGGGTCCGTAGGCGGTTTGTTAAGTCTCCTGTGAAAGTTCAGGGCTCAACCCTGAAATGTCGGGGGATACTGGCAAACTTGAGACTGTCAGAGGCAAGTGGAATTCCCGGTGTAGTGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAAGCGGCTTGCTGGGACAGTTCTGACGCTGAGGGACGAAAGCGTGGGTAGCAAACCGG		Bacteria														Target				3		0.28		0.16		0.18

		IM-UV52Q4		TACGGAGGGCGCAAGCGTTGTCCGGAATCACTGGGCGTAAAGCGCACGTAGGCGGCTATGTAAGTCACTTGTGAAATTCCGGAGCTCAACTCCGGGCCTGCAGGTGATACTGCGTAGCTGGAGCACGGTAGAGGCAAGTGGAATTCCCGGTGTAGCGGTGGAATGCGTAGATATCGGGAAGAACACCGGTGGCGAAGGCGGCTTGCTGGGCCGTTGCTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria														Target				2		-		0.07		0.09

		IM-899ND1		TACGTAGGGACCAAGCGTTGTCCGGAATTATTGGGCGTAAAGCGCGCGTAGGCGGTCCGTTAAGTCGGATGTGAAATCCCAGGGCTCAACTCTGGAACTGCATCCGATACTGGCGGACTTGAGGAAGGTAGAGGAGAGTGGAATTCCCGGTGTAGCGGTGGAATGCGCAGATATCGGGAGGAACACCAATGGCGAAGGCAGCTCTCTGGGCCTTACCTGACGCTGAGGTGCGAAAGCGTGGGTAGCAAACAGG		Bacteria														Target				1		0.07		-		-

		IM-2J50K2		CACCGGCGGCCCGAGTGGTAATCACTTTTATTGGGTCTAAAGGGTCCGTAGCCGGTTTGATCAGTTCTTCGGGAAATCTGACAGCTCAACTGTTAGGCTTCCGGGGAATACTGTCAGACTTGGGACTGGGAGAGGTAAGAGGTACTACAGGGGTAGGAGTGAAATCTTGTAATCCCTGTGGGACCACCAGTGGCGAAGGCGTCTTACCAGAACAGGTCCGACGGTGAGGGACGAAAGCTGGGGGCACGAACCGG		Archaea		Halobacteriota		Methanosarcinia		Methanosarcinales		Methanosarcinaceae		Methanococcoides				Non-Target				2		-		0.04		0.06

		IM-7P024V		AACCAGCACCTCAAGTGGTCAGGATGATTATTGGGCCTAAAGCATCCGTAGCTCGTTTTGTAAGTTTTCGGTTAAATCCATACGCTCAACGTATGGGCTGCCGGGAATACTGCATAACTAGGAAGTGGGAGAGGTAGACGGTACTCGGTAGGAAGGGGTAAAATCCTTTGATCTATTGATGACCACCTGTGGCGAAGGCGGTCTACCAGAACACGTTCGACGGTGAGGGATGAAAGCTGGGGGAGCAAACCGG		Archaea		Thermoproteota		Nitrososphaeria		Nitrososphaerales		Nitrosopumilaceae		Nitrosarchaeum		Nitrosarchaeum koreense		Non-Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		0.07		-		-

		IM-88M1QX		AACCAGCACCTCAAGTGGTCAGGATGATTATTGGGCCTAAAGCATCCGTAGCCGGCTCTGTAAGTTTTCGGTTAAATCTGTACGCTTAACGTACAGGCTGCCGGGAATACTGCAGAGCTAGGGAGTGGGAGAGGTAGACGGTACTCGGTAGGAAGGGGTAAAATCCTTTGATCTATTGATGACCACCTGTGGCGAAGGCGGTCTACCAGAACACGTCCGACGGTGAGGGATGAAAGCTGGGGGAGCAAACCGG		Archaea		Thermoproteota		Nitrososphaeria		Nitrososphaerales		Nitrosopumilaceae		Nitrosopumilus		Nitrosopumilus oxyclinae		Non-Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		3		11.46		8.53		8.82

		IM-GM5TJ3		AACCAGCACCTCAAGTGGTCAGGATGATTATTGGGCCTAAAGCATCCGTAGCCTGCTCTATAAGTTTTCGGTTAAATCTATGCGCTCAACGTATAGGCTGCCGGGAATACTGTGGAGCTAGGGAGTGGGAGAGGTAGACGGTACTCGGTAGGAAGGGGTAAAATCCTTTGATCTATTGATGACCACCTGTGGCGAAGGCGGTCTACCAGAACACGTCCGACGGTGAGGGATGAAAGCTGGGGGAGCAAACCGG		Archaea		Thermoproteota		Nitrososphaeria		Nitrososphaerales		Nitrosopumilaceae		Nitrosopumilus				Non-Target				3		0.76		1.02		0.74

		IM-5AQ0OF		TACGGAGGGGGCTAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGACCATCAAGTCAGGGGTGAAAGGCCTGGGCTCAACCCGGGAACTGCCCTTGAAACTGAAGGTCTAGAGTCCGAGAGAGGTTAGCGGAATTCCCAGTGTAGAGGTGAAATTCGTAGATATTGGGAAGAACACCAGTGGCGAAGGCGGCTATCTGGCTCGGTACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Archaea		Thermoproteota		Nitrososphaeria		Nitrososphaerales		Nitrosopumilaceae						Non-Target				1		0.06		-		-

		IM-24HOM5		AACCAGCACCTCAAGTGGTCAGGAGGATTATTGGGCCTAAAGCATCCGTAGCCTGTTCTGTAAGTTTCCGGTTAAATCCATTAGCTCAACTAATGGGCTGCCGAAAATACTGCAGAACTAGGGAGTGGGAGAGGTAGACGGTACTCGGTAGGAAGGGGTAAAATCCTTTGATCTATTGATGACCACCTGTGGCGAAGGCGGTCTACCAGAACACGTTCGACGGTGAGGGATGAAAGCTGGGGGAGCAAACCGG		Archaea		Thermoproteota		Nitrososphaeria		Nitrososphaerales		Nitrosopumilaceae						Non-Target				3		5.80		4.46		2.44

		IM-Q32B13		AACCAGCACCTCAAGTGGTCAGGAGGATTATTGGGCCTAAAGCATCCGTAGCCGGCTGTATAAGTTTTCGGTTAAATCTATATGCTCAACATATAGGCTGCCGAGAATACTGTACAGCTAGGGAGTGGGAGAGGTAGACGGTACTCGGTAGGAAGGGGTAAAATCCTTTGATCTATTGATGACCACCTGTGGCGAAGGCGGTCTACTAGAACACGTCCGACGGTGAGGGATGAAAGCTGGGGGAGCAAACCGG		Archaea														Non-Target				1		0.07		-		-
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		Species Data Table Read Counts

		NMSeqID		Sequence		Kingdom		Phylum		Class		Order		Family		Genus		Species		Target Status		Comments		Number of samples in which OTU occurs		ST02		ST05A		ST08

		IM-7VE48C		TACATAGGCTCCAAGCGTTGTTCGGAATTACTGGGCGTAAAGCGAGTGTAGGCGGTCCGCCAAGTCGATTGTGAAATCTCCCGGCTCAACTGGGAGGGTGCGGTCGAAACTGGCGGACTAGAGTTCGGGAGAGGAGAGTGGAATTCCTGGTGTAGCGGTGAAATGCGTAGATATCAGGAGGAACACCGGCGGTGAAGACGGCTCTCTGGACCGATACTGACGCTGAGACTCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Acidobacteriota		Acidobacteriae		Acidobacteriales		Acidobacteriaceae		Acidobacterium				Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		-		25		-

		IM-G2F967		TACGGGGGGGGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGTCCGAGAAGTTTCGGGTGAAAGCCCCGGGCTCAACCCGGGAAGGTCCCGGAAAACCATCGGACTTGAGTGCTGGAGAGGCAAGCGGAATTTCTGGTGTAGCGGTGAAATGCGTAGATATCAGAAGGAACATCAGAGGCGAAGGCGGCTTGCTGGACAGCAACTGACGCTGAGGCGCGAAAGCCAGGGGAGCGAACGGG		Bacteria		Acidobacteriota		Acidobacteriae		Acidobacteriales		Acidobacteriaceae		Acidobacterium				Target				1		-		31		-

		IM-99ZQ9R		TACGGAGGGGGCAAGCGTTATTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGCCAGATAAGTCAAAGGTGAAATCCCTCGGCTCAACCGAGGAACTGCCTCTGAAACTATCTGGCTAGAGACTGGGAGAGGACAGTGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCTGTCTGGACCAGTTCTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Acidobacteriota		Acidobacteriae		Acidobacteriales		Acidobacteriaceae		Acidobacterium				Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		3		166		97		189

		IM-X2U08I		TACAGAGGGAGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGTCCACCAAGTCTTGTGTGAAATCCCCTGGCTCAACTAGGGAACTGCATAGGAAACTGGTGGACTTGAGTTCGGGAGAGGGAAGCGGAATTCCGGGTGTAGCGGTGAAATGCGTAGATATCCGGAGGAACACCGGTGGCGAAGGCGGCTTCCTGGACCGACACTGACGCTGAGGCGCGAAAGCTAGGGTAGCAAACGGG		Bacteria		Acidobacteriota		Acidobacteriae		Acidobacteriales		Acidobacteriaceae		Acidobacterium				Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		-		33		-

		IM-A38G3N		TACGGAGGGGGCTAGCGTTATTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGCCTGGAAAGTTGAAGGTGAAATCCCTCGGCTCAACCGAGGAACTGCCTTCAAAACTGCCAGGCTAGAGTATGGGAGGGGACAGTGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCTGTCTGGACCATTACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Acidobacteriota		Acidobacteriae		Acidobacteriales		Acidobacteriaceae						Target				3		190		233		221

		IM-6STQ69		TACGGAGGGGGCTAGCGTTATTCGGAATTATTGGGCGTAAAGGGCGCGTAGGCGGCTTGGTAGGTCAAAGGTGAAATCCCTCAGCTCAACTGAGGAACTGCCTTTGAAACCACCTGGCTCGAGGCTGGGAGGGGGTAGCGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACACCTGTGGCGAAGGCGGCTACCTGGACCAGTTCTGACGCTGAGGCGCGAAAGTGTGGGGAGCAAACAGG		Bacteria		Acidobacteriota		Acidobacteriae		Acidobacteriales		Acidobacteriaceae						Target				3		26		112		168

		IM-4V5O42		TACGGGGGGGGCAAGCGTTATTCGGAATTACTGGGCGTAAAGAGCGCGTAGGCGGCCAGGTATGTCAAAGGTGAAATCCCTCGGCTCAACCGAGGAACTGCCTTTGAAACTGCCTGGCTCGAGGCTGGGAGGGGATAGTGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACACCTGTGGCGAAGGCGGCTATCTGGACCAGTTCTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Acidobacteriota		Acidobacteriae		Acidobacteriales		Acidobacteriaceae						Target				3		27		56		101

		IM-J92RL8		TACGGAGGGGGCAAGCGTTATTCGGAATTACTGGGCGTAAAGGGCACGTAGGCGGCCTCGCAAGTCAAAGGTGAAATCCCTCGGCTCAACCGAGGAACTGCCTTTGAAACTGCTTGGCTAGAGACTGGGAGGGGGCAGTGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCTGCCTGGACCAGTTCTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Acidobacteriota		Acidobacteriae		Acidobacteriales		Acidobacteriaceae						Target				3		108		79		57

		IM-S6MTU3		TACGGAGGGGGCGAGCGTTATTCGGAATTATTGGGCGTAAAGGGCGCGCAGGCGGCTTGGCAAGTCAAAGGTGAAATCCCTCGGCTCAACCGAGGAACTGCCTTTGAAACTGCCTCGCTAGAGACTGGGAGGGGGTGGCGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCCACCTGGACCAGTTCTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Acidobacteriota		Acidobacteriae		Acidobacteriales		Acidobacteriaceae						Target				3		34		42		30

		IM-2C50T0		TACGGGGGGGGCAAGCGTTATTCGGAATTACTGGGCGTAAAGAGCACGTAGGCGGCCATGTAAGTGAAAGGTGAAATCCCTCGGCTCAACCGAGGAACTGCCTTTCAAACTGCCTGGCTTGAGTCTGGGAGGGGATAGTGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACACCCGTGGCGAAGGCGGCTATCTGGACCAGTTCTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Acidobacteriota		Acidobacteriae		Acidobacteriales		Acidobacteriaceae						Target				3		33		78		96

		IM-B9IJ88		TACGGGGGGGGCGAGCGTTATTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGCCAAGCAAGTCGAAAGTGAAATCCCTCGGCTTAACCGAGGAACTGCTTTCGAAACTGCGTGGCTAGAGGCTGGGAGGGGGCAGTGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGACTGCCTGGACCAGTTCTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Acidobacteriota		Acidobacteriae		Acidobacteriales		Acidobacteriaceae						Target				2		-		40		48

		IM-T7Q9TY		TACGGAGGGGGCTAGCGTTATTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGCCTAGTAAGTCAAAGGTGAAATCCCTCGGCTCAACCGAGGAACTGCCTTTGAAACTACTAGGCTAGAGGCTGGGAGGGGGCAGTGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCTGCCTGGACCAGTTCTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Acidobacteriota		Acidobacteriae		Acidobacteriales		Acidobacteriaceae						Target				3		22		46		93

		IM-KY4RV1		TACGGAGGGGGCCAGCGTTGTTCGGAATCATTGGGCGTAAAGGGCGCGTAGGCGGCTTGGCAAGTCAGTTGTGAAATCCCTCGGCTCAACCGAGGAACTGCGACTGATACTGCCAGGCTTGAGTCCCGGAGAGGGTGGCGGAATTCCCAGTGTAGCGGTGAAATGCGTAGATATTGGGAGGAACACCGGTGGCGAAGGCGGCCACCTGGACGGGTACTGACGCTGAGGCGCGAAAGCTAGGGGAGCAAACAGG		Bacteria		Acidobacteriota		Acidobacteriae		Acidobacteriales		Acidobacteriaceae						Target				2		-		50		54

		IM-NT64R4		TACGGAGGGGGCTAGCGTTGTTCGGAATTATTGGGCGTAAAGGGCGCGTAGGCGGCCTGGTAAGTCAGTTGTGAAAGCCCTCGGCTCAACCGAGGAATTGCGACTGATACTGCCGGGCTTGAGTCCCGGAGAGGGTAGCGGAATTCCCAGTGTAGCGGTGAAATGCGTAGATATTGGGAGGAACATCGGTGGCGAAGGCGGCTACCTGGACGGGTACTGACGCTGAGGCGCGAAAGCTAGGGGAGCAAACAGG		Bacteria		Acidobacteriota		Acidobacteriae		Acidobacteriales		Acidobacteriaceae						Target				3		54		79		58

		IM-932PG4		TACGTAGGCTCCAAGCGTTGTTCGGAATTACTGGGCGTAAAGCGAGTGTAGGCGGTCCGCCAAGTCAGTTGTGAAATCTCCCGGCTCAACCGGGAGGGTGCGACTGAAACTGGCGGACTTGAGTCCGGGAGAGGAGAGTGGAATTCCTGGTGTAGCGGTGAAATGCGTAGATATCAGGAGGAACATCGGTGGTGAAGACGGCTCTCTGGACCGGTACTGACGCTGAGACTCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Acidobacteriota		Acidobacteriae		Acidobacteriales		Acidobacteriaceae						Target				2		-		49		27

		IM-928UF2		TACGGAGGGGGCGAGCGTTATTCGGAATTATTGGGCGTAAAGGGCACGTAGGCGGCCTGGTAGGTCAAAGGTGAAATCCCTCAGCTCAACTGAGGAACTGCCTTTGAAACCACCCGGCTCGAGGCTGGGATGGGGTAGCGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCTACCTGGACCAGTTCTGACGCTCAAGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Acidobacteriota		Acidobacteriae		Acidobacteriales		Acidobacteriaceae						Target				1		-		-		24

		IM-48TY0W		CACGGGGGGGGCAAGCGTTATTCGGAATTATTGGGCGTAAAGAGCGCGTAGGCGGCTTGGCAAGTCAAAGGTGAAATCCCTCGGCTCAACCGAGGAACTGCCTTTGAAACTGCTTCGCTAGAGGCTGGGAGGGGGTAGTGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACACCGGTGGCGAAGGCGGCTACCTGGACCAGTTCTGACGCTGAGGCGCGAAAGCGTGGGTAGCAAACAGG		Bacteria		Acidobacteriota		Acidobacteriae		Acidobacteriales		Acidobacteriaceae						Target				2		-		24		33

		IM-13PZ3B		TACGGAGGGGGCGAGCGTTGTTCGGAATTATTGGGCGTAAAGGGCGCGTAGGCGGCTGTGCAAGTCAGAGGTGAAATCCCTCGGCTCAACCGAGGAACTGCCTCTGATACTGCACAGCTTGAGTCCCGGAGAGGGTGGCGGAATTCCCAGTGTAGCGGTGAAATGCGTAGATATTGGGAGGAACACCAGTGGCGAAGGCGGCCACCTGGACGGGTACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Acidobacteriota		Acidobacteriae		Acidobacteriales		Acidobacteriaceae						Target				3		20		23		19

		IM-H901WH		AACGGAGGGGGCAAGCGTTATTCGGATTTACTGGGCGTAAAGGGCGCGTAGGCGGCATGGCAAGTCGAAGGTGAAATCCCTCGGCCCAACCGAGGAACTGCCTTCGAAACTGCCATGCTAGAGGCTGGGAGGGGGCAGTGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCTGCCTGGACCAGTTCTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Acidobacteriota		Acidobacteriae		Acidobacteriales		Acidobacteriaceae						Target				3		60		93		72

		IM-942LYB		CACGGGGGGGGCGAGCGTTATTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGCCTGACAAGTCAAAGGTGAAAGCCCTCGGCTCAACCGAGGAACTGCCTTTGAAACTGTTTGGCTTGAGGCTGGGAGGGGGTAGTGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACACCGGTGGCGAAGGCGGCTGCCTGGACCAGTTCTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Acidobacteriota		Acidobacteriae		Acidobacteriales		Acidobacteriaceae						Target				1		26		-		-

		IM-50YE1P		TACGGAGGGGGCTAGCGTTATTCGGAATTACTGGGCGTAAAGGGCGTGTAGGCGGCTTGATAGGTCAAAGGTGAAATCCCTCGGCTCAACCGAGGAACTGCCTTTGAAACCATCTGGCTCGAGGCTGGGAGGGGGTAGCGGAATTCCTGGTGTAGCGGTGAAATGCGTAGATATCAGGAGGAACACCAGTGGCGAAGGCGGCTACCTGGACCAGTTCTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Acidobacteriota		Acidobacteriae		Acidobacteriales		Acidobacteriaceae						Target				3		26		52		98

		IM-8O05VF		TACGGGGGGGGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGTGCGTAGGCGGCCTAGGCAGTCTGAGGTGAAAGTCCCCGGCTCAACCGGGGGAGGACCTCAGAAACCCGTAGGCTAGAGAGCTGGAGAGGGAAGCGGAATTCCCGGTGGAGCGGTGAAATGCGTAGATATCGGGAGGAACATCGGAGGCGAAGGCGGCTTCCTGGACAGCATCTGACGCTGAGGCACGAAAGCTAGGGGAGCGAACGGG		Bacteria		Acidobacteriota		Acidobacteriae		Acidobacteriales		Acidobacteriaceae						Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		3		51		33		33

		IM-U224N6		AACGGGGGGGGCAAGCGTTATTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGCGTGGTATGTCGAAGGTGAAATCCCTCGGCCCAACCGAGGAACTGCCTTCGAAACTGCCGCGCTAGAGGCTGGGAGGGGGCAGTGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCTGCCTGGACCAGTTCTGACGCTGATGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Acidobacteriota		Acidobacteriae		Acidobacteriales		Acidobacteriaceae						Target				3		151		340		507

		IM-1G5T7W		TACGGAGGGGGCAAGCGTTATTCGGAATTATTGGGCGTAAAGGGCGAGTAGGCGGCCTGGAAAGTCAAAGGTGAAATCCCTCGGCTCAACCGAGGAACTGCCTTTGAGACTGTTAGGCTAGAGTCTGGGAGGGGGTAGCGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCTACCTGGACCAGTACTGACGCTGAATCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Acidobacteriota		Acidobacteriae		Acidobacteriales		Acidobacteriaceae						Target				1		-		-		21

		IM-8QN7CP		TACGGGGGGGGCTAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGCTGAAGAAGTTCTGGGTGAAAGCCCCCGGCTCAACCGGGGAAGTGCCTGGAAAACCATTCAGCTGGAGTGCTGGAGAGGCAAGCGGAATTCCTGGTGTAGCGGTGAAATGCGTAGATATCAGGAGGAACACCCGAGGCGAAGGCGGCTTGCTGGACAGACACTGACGCTGAGGCGCGAAAGCCAGGGGAGCAAACGGG		Bacteria		Acidobacteriota		Acidobacteriae		Acidobacteriales		Acidobacteriaceae						Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		50		-		-

		IM-86K8M3		TACGGAGGGGGCGAGCGTTATTCGGAATTACTGGGCGTAAAGGGCGTCTAGGCGGCTTGACAAGTCGTAGGTGAAATCCCTCGGCTCAACCGAGGAACTGCCTCCGAAACTGTCAAGCTAGAGTCTGGGAGAGGGCAGCGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCTGCCTGGACCAGTACTGACGCTGAAGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Acidobacteriota		Acidobacteriae		Acidobacteriales		Acidobacteriaceae						Target				2		-		38		42

		IM-S6W999		TACGGAGGGGGCTAGCGTTGTTCGGAATTATTGGGCGTAAAGGGCGCGTAGGCGGTCAAGCAAGTTGGTGGTGAAATCCCTCGGCTCAACCGAGGAACTGCCCCCAAAACTGCTCGACTTGAGTCCCGGAGAGGGTGACGGAATTCCCAGTGTAGCGGTGAAATGCGTAGATATTGGGAGGAACATCAGTGGCGAAGGCGGTCACCTGGACGGGTACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Acidobacteriota		Acidobacteriae		Acidobacteriales		Acidobacteriaceae						Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		-		-		27

		IM-22XYQ8		TACGGAGGGGGCAAGCGTTGTTCGGAATTATTGGGCGTAAAGGGCACGCAGGCGGCTAGGCAAGTTGGTGGTGAAAGCCCTCGGCTCAACCGAGGAATTGCCCCCAAAACTGCTTGGCTTGAGTCCCGGAGAGGGTGACGGAATTCCCAGTGTAGCGGTGAAATGCGTAGATACTGGGAGGAACACCAGTGGCGAAGGCGGTCACCTGGACGGGTACTGACGCTCATGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Acidobacteriota		Acidobacteriae		Acidobacteriales		Acidobacteriaceae						Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		-		26		-

		IM-39V8CG		GACAGAGGTGGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGCAGGCGGTTCGTCAAGTCCCGTGTGAAATCCCCCGGCTCAACTGGGGAACTGCGCGGGAAACTAGCGGGCTTGAGTTCGGGAGAGGAAAGCGGAATTCCGGGTGTAGCGGTGAAATGCGCAGATATCCGGAGGAACACCAGTGGCGAAGGCGGCTTTCTGGACCGACACTGACGCTGAGGCGCGAAAGCTAGGGGAGCGAACGGG		Bacteria		Acidobacteriota		Acidobacteriae		Acidobacteriales								Target				3		37		50		71

		IM-W80DNX		TACAGAGGGGGCGAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGCCGACTAAGTCAGACGTGAAATCCCCAGGCTTAACCTGGGAACTGCGTCTGATACTGGCCGGCTTGAGTTCGGGAGAGGGAAGTGGAATTCCAGGTGTAGCGGTGAAATGCGTAGATATCTGGAGGAACACCGGTGGCGAAGGCGGCTTCCTGGACCGACACTGACGCTGAGGCGCGAAAGCCAGGGGAGCAAACGGG		Bacteria		Acidobacteriota		Acidobacteriae		Acidobacteriales								Target				1		22		-		-

		IM-4K92M8		TACGGAGGGGGCGAGCGTTATTCGGAATTATTGGGCGTAAAGGGCAGGTAGGCGGCTTCGTGTGTCTTCTGTGAAAGCCCTCGGCTCAACCGGGGAATTGCAGGGGAAACTGCGGAGCTTGAGTCCGGGAGAGGCTAGTGGAATTCCCAGTGTAGCGGTGAAATGCGTAGATATTGGGAGGAACACCAGTGGCGAAGGCGACTAGCTGGACCGGTACTGACGCTGAGCTGCGAAAGCCAGGGGAGCAAACGGG		Bacteria		Acidobacteriota		Acidobacteriae										Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		3		43		25		22

		IM-YF25H5		TACGGAGGGGGCAAGCGTTGTTCGGAATTATTGGGCGTAAAGGGCACGTAGGCGGTCAGGCAAGTTGGTGGTGAAAGCCCTCGGCTCAACCGAGGAATTGCCCCCAAAACTGCCTGACTTGAGTCCCGGAGAGGGTGGCGGAATTCCCAGTGTAGCGGTGAAATGCGTAGATATTGGGAGGAACACCAGTGGCGAAGGCGGTCACCTGGACGGGTACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Acidobacteriota		Acidobacteriae										Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		3		68		77		84

		IM-P14VB4		TACGGAGGGGGCAAGCGTTATTCGGATTTACTGGGCGTAAAGCGCACGTAGGTGGCATGGTAAGTCAAAGGTGAAAGCCCTCGGCTCAACCGAGGAACTGCCTTTGAAACTGCCTTGCTTGAGTCCGGGAGGGGGGAGCGGAATTCCCAGTGTAGCGGTGAAATGCGTAGATACTGGGAGGAACACCGGTGGCGAAGGCGGCTCCCTGGACCGGTACTGACACTGAGGTGCGAAAGCGTGGGTAGCAAACAGG		Bacteria		Acidobacteriota												Target				1		-		-		38

		IM-H02IU5		TACGGGGGGGGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCGCGCAGGCGGCCCGGCAAGTCCTACGTGAAATCCCACAGCTCAACTGTGGAACTGCGTGGGATACTGCCAGGCTTGAGTCCGGGAGAGGAGAGTGGAATTCCCAGTGTAGCGGTGAAATGCGTAGATATTGGGAGGAACACCGGTGGCGAAGGCGGCTCTCTGGACCGGTACTGACGCTGAGGCGCGAAAGCTAGGGGAGCAAACGGG		Bacteria		Acidobacteriota												Target				1		33		-		-

		IM-H6T07B		TACGGAGGGGGCAAGCGTTGTTCGGATTTACTGGGCGTAAAGGGCTCGTAGGCGGCCATTTAAGTCGGTTGTGAAATCCCCCGGCTCAACCGGGGAACTGCGACCGATACTGGGTGGCTTGAAGCCGGGAGAGGGATGCGGAATTCCAGGTGTAGCGGTGAAATGCGTAGATATCTGGAGGAACACCCGTGGCGAAGGCGGCATCCTGGACCGGTCTTGACGCTGAGGAGCGAAAGCTAGGGTAGCAAACGGG		Bacteria		Acidobacteriota												Target				3		97		112		89

		IM-660JV1		TACGGGGGGGGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCTCGTAGGCGGCTAGCCAAGTCGGACGTGAAATCCCCAGGCTCAACCTGGGAACTGCGTCCGATACTGGTTGGCTTGAAGCCGGGAGAGGGATGCGGAATTCCAGGTGTAGCGGTGAAATGCGTAGATATCTGGAGGAACACCGGTGGCGAAGGCGGCATCCTGGACCGGTCTTGACGCTGAGGAGCGAAAGCTAGGGGAGCAAACGGG		Bacteria		Acidobacteriota												Target				2		93		-		31

		IM-MFJC94		TACAGAGGGGGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGCCTGCTAAGTCGAACGTGAAATCCCCGGGCTTAACCCGGGAACTGCGTCCGATACTGGCAGGCTTGAATCCGGGAGAGGGATGTGGAATTCCAGGTGTAGCGGTGAAATGCGTAGATATCTGGAGGAACACCAGTGGCGAAGGCGGCATCCTGGACCGGTATTGACGCTGAGGCGCGAAAGCCAGGGTAGCAAACGGG		Bacteria		Acidobacteriota												Target				3		34		46		27

		IM-9O89GN		TACGGGGGGGGCAAGCGTTGTTCGGATTTACTGGGCGTAAAGGGCTCGTAGGCGGCCACTTAAGTCGGTTGTGAAATCCCTCGGCTCAACCGGGGAACTGCGACCGATACTGAATGGCTTGAAGCCGGGAGAGGGATGCGGAATTCCAGGTGTAGCGGTGAAATGCGTAGATATCTGGAGGAACACCGGTGGCGAAGGCGGCATCCTGGACCGGTCTTGACGCTGAGGAGCGAAAGCTAGGGGAGCGAACGGG		Bacteria		Acidobacteriota												Target				3		242		160		135

		IM-86AVJP		TACGGGGGGGGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGTTCGTAGGTGGCCTGTTAAGTCAGACGTGAAATCCCCCGGCTCAACTGGGGAACTGCGTCTGAAACTGGTGGGCTTGAGTGCAGGAGAGGAACGCGGAATTCCAGGTGTAGCGGTGAAATGCGTAGATATCTGGAGGAACACCGGTGGCGAAGGCGGCGTTCTGGACTGCTACTGACACTGAGGAACGAAAGCCAGGGGAGCAAACGGG		Bacteria		Acidobacteriota												Target				2		-		21		36

		IM-4591PG		TACGGGGGGGGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGCATCGGAAGTCATGGGTGAAAGCCCCAGGCTCAACCTGGGAATGGCCTGTGAAACCACGGTGCTGGAGTGCTGGAGAGGGAAGCGGAATTCCCAGTGTAGCGGTGAAATGCGTAGATATTGGGAGGAACATCTGTGGCGAAGGCGGCTTCCTGGACAGACACTGACGCTGAGGCGCGAAAGCTAGGGGAGCAAACGGG		Bacteria		Acidobacteriota												Target				1		-		21		-

		IM-3Q9DN4		TACGGGGGGGGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCTCGTAGGCGGCCAGCTAAGTCAGACGTGAAATCCCTCGGCTCAACCGAGGAACTGCGTCTGATACTGACTGGCTTGAATCCGGGAGAGGGATGCGGAATTCCAGGTGTAGCGGTGAAATGCGTAGATATCTGGAGGAACACCGGTGGCGAAGGCGGCATCCTGGACCGGTATTGACGCTGAGGAGCGAAAGCCAGGGGAGCAAACGGG		Bacteria		Acidobacteriota												Target				3		33		36		36

		IM-VC177J		TACGGGGGGGGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGCCTTTTAAGTCCCTCGTGAAATCCCACGGCTCAACCGTGGAATTGCGGGGGAAACTAGAAGGCTTGAGTCCGGGAGAGGTGAGTGGAATTCCCAGTGTAGCGGTGAAATGCGTAGATATTGGGAGGAACACCGGTGGCGAAGGCGGCTCACTGGACCGGAACTGACGCTGAGGCGCGAAAGCCAGGGGAGCGAACGGG		Bacteria		Acidobacteriota												Target				1		101		-		-

		IM-LL8AX5		TACAGAGGGGGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGCCTGTTAAGTCGAACGTGAAATCCCCGAGCTCAACTCGGGAACTGCGCTCGATACTGGCAGGCTTGAATCCGGGAGAGGGATGCGGAATTCCAGGTGTAGCGGTGAAATGCGTAGATATCTGGAGGAACATCGGTGGCGAAGGCGGCATCCTGGATCGGTATTGACGCTGAGGCGCGAAAGCTAGGGTAGCAAACGGG		Bacteria		Acidobacteriota												Target				1		-		22		-

		IM-601GCO		TACGGGGGGGGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGCAGGCGGTTTCGTCAGTCATGGGTGAAAGCCCCGGGCTCAACCCGGGAATGGCCTGTGAAACCACGGAACTGGAGTGCTGGAGAGGGAAGCGGAATTCCCAGTGTAGCGGTGAAATGCGTAGATATTGGGAGGAACATCGGTGGCGAAGGCGGCTTCCTGGACAGACACTGACGCTGAGGCGCGAAAGCCAGGGGAGCGAACGGG		Bacteria		Acidobacteriota												Target				2		-		31		51

		IM-9GSJ35		TACGGGGGGGGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGTTTCGGAAGTCATGGGTGAAAGTCCTCGGCTCAACCGAGGGATTGCCTGTGAAACCACGGGACTGGAGTGCTGGAGAGGGAAGCGGAATTCCCAGTGTAGCGGTGAAATGCGTAGATATTGGGAGGAACACCTGTGGCGAAGGCGGCTTCCTGGACAGACACTGACGCTGAGGCGCGAAAGCCAGGGGAGCAAACGGG		Bacteria		Acidobacteriota												Target				2		-		88		104

		IM-4U426V		TACGTAGGGAGCAAGCGTTGTTCGGATTTACTGGGCGTAAAGGGTGCGTAGGCGGCGTGACAAGTCACTTGTGAAATCTCCGGGCTTAACTCGGAGCTGCCAAGTGAAACTGTTGTGCTAGAGTGCAGAAAGGGTAACTGGAATTCTTGGTGTAGCGGTGAAATGCGTAGATATCAAGAGGAACACCTGAGGCGAAGGCGAGTTACTAGGCTGACACTGACGCTGAGGTACGAAAGCTAGGGGAGCGAACGGG		Bacteria		Acidobacteriota												Target				1		165		-		-

		IM-4L46CL		TACGGGGGGGGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGTTCGTAGGTGGCCTATCAAGTCAGACGTGAAATCCCTCGGCTCAACCGAGGAACTGCGTCTGAAACTGATGGGCTTGAGTGCAGGAGAGGAACGCGGAATTCCAGGTGTAGCGGTGAAATGCGTAGATATCTGGAGGAACACCGGTGGCGAAGGCGGCGTTCTGGACTGCTACTGACACTGAGGAACGAAAGCTAGGGGAGCGAACGGG		Bacteria		Acidobacteriota												Target				2		-		52		42

		IM-7BS8L6		TACGTAGGGGGCAAGCGTTGTTCGGATTTACTGGGCGTAAAGGGCGCGTAGGCGGCGTGACAAGTCACTTGTGAAATCTCCAGGCTTAACCTGGAACGGCCAAGTGATACTGTCGTGCTAGAGTACAGAAAGGGCAATCGGAATTCTCGGTGTAGCGGTGAAATGCGTAGATATCGAGAGGAACACCTGAGGCGAAGGCGGGTTGCTAGGCTGATACTGACGCTGAGGCGCGAAAGCTAGGGGAGCGAACGGG		Bacteria		Acidobacteriota												Target				3		109		28		26

		IM-C145M7		TACGTAGGGGGCAAGCGTTGTTCGGATTTACTGGGCGTAAAGGGTGCGTAGGCGGCGTGACAAGTCACTTGTGAAATCTCCGGGCTTAACTCGGAACAGCCAAGTGAAACTGTTGTGCTAGAGTGCAGGAAGGGCAACTGGAATTCTTGGTGTAGCGGTGAAATGCGTAGATATCAAGAGGAACACCTGAGGCGAAGGCGAGTTGCTAGACTGACACTGACGCTGAGGCACGAAAGCTAGGGGAGCGAACGGG		Bacteria		Acidobacteriota												Target				3		64		112		70

		IM-48HJ74		TACGGGGGGGGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGCACAGGAAGTCATGGGTGAAATCCCTCGGCTTAACCGGGGAATGGCCTGTGAAACCACTGTGCTAGAGTGCTGGAGAGGAAAGTGGAATTCCTAGTGTAGCGGTGAAATGCGTAGATATTAGGAGGAACACCTGAGGCGAAGGCGGCTTTCTGGACAGACACTGACGCTGAGGCGCGAAAGCCAGGGGAGCAAACGGG		Bacteria		Acidobacteriota												Target				2		-		35		57

		IM-3TJ48M		CACGTAGGGACCAAGCGTTGTCCGGATTTATTGGGCGTAAAGAGCTCGTAGGCGGTTTCGTAAGTCGGATGTGAAAACTCAGGGCTCAACCCTGAGACGCCATCTGATACTGCGATGACTGGAGTCCGGTAGGGGAGCATGGAATTCCTGGTGTAGCGGTGGAATGCGCAGATATCAGGAGGAACACCAATGGCGAAGGCAGTGCTCTGGGCCGGTACTGACGCTGAGGAGCGAAAGCATGGGGAGCAAACAGG		Bacteria		Actinobacteriota		Acidimicrobiia		Acidimicrobiales								Target				3		83		142		133

		IM-V259UM		CACGTAGGGACCAAGCGTTGTCCGGATTTATTGGGCGTAAAGGGCTTGTAGGCGGTTCCGTAAGTCGGATGTGAAAACTCAGGGCTCAACCCTGAGACGCCATCCGATACTGCGGTGACTAGAGTCCGGTAGAGGAGCATGGAATTCCTGGTGTAGCGGTGGAATGCGCAGATATCAGGAGGAACACCAACGGCGAAGGCAGTGCTCTGGGCCGGAACTGACGCTGATGAGCGAAAGCATGGGGAGCAAACAGG		Bacteria		Actinobacteriota		Acidimicrobiia		Acidimicrobiales								Target				3		24		56		39

		IM-4X857L		TACGTAGGGGGCGAGCGTTGTCCGGAATCATTGGGCGTAAAGCGCGTGTAGGCGGCCCGTTAAGTCGGATGTGAAAGCCCGGGGCTCAACTCCGGAAATGCATCCGATACTGGCGGGCTTGAGGCAGGTAGAGGAGAGTGGAATTCCCGGTGTAGCGGTGGAATGCGCAGATATCGGGAGGAACACCAGTTGCGAAGGCGGCTCTCTGGGCCTGTCCTGACGCTGAGACGCGAAAGCATGGGGAGCGAACAGG		Bacteria		Actinobacteriota		Actinomycetia		Nitriliruptorales		Nitriliruptoraceae						Target				1		72		-		-

		IM-19SEK8		TACGTAGGGGCCAAGCGTTATCCGGATTTATTGGGCGTAAAGAGCTCGTAGGCGGCTTGGCAAGTCGGTGGTGAAATTCCGAGGCTCAACCTCGGAACTGCCATCGAAACTGTCATGGCTAGGGTTCGGTAGAGGAGAGTGGAATTCTCGGTGTAGCGGTGGAATGCGCAGATATCGAGAGGAACACCAGTAGCGAAGGCGGCTCTCTGGGCCGATACCGACGCTGAGGAGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Actinobacteriota		Actinomycetia										Target				3		490		248		183

		IM-J774XP		CACGTGGGGGGCAAGCGTTGTCCGGATTTATTGGGCGTAAAGGGCTCGTAGGCGGCTTGACAAGTCGGGCGTGAAAACCCGGGGCTTAACCCCGGGACGCCGTTCGAAACTGTCATGGCTAGTTTCCGGTAGAGGTGAGTGGAATTCTCGGTGTAGCGGTGAAATGCGCAGATATCGAGAGGAACACCAGTAGCGAAGGCGGCTCACTGGGCCGGTAAAGACGCTGAGGAGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Actinobacteriota		Actinomycetia										Target				3		244		374		306

		IM-BWZN25		TACGTAGGGGCCAAGCGTTATCCGGAATCATTGGGCGTAAAGGGCTCGTAGGCGGCTTGGTAAGTCGGTCGTGAAATACCGAGGCTCAACCTCGGAAGGCCGGTCGAAACTGCCATGGCTAGGGTTCGGTAGAGGAGAGTGGAATTCTCGGTGTAGCGGTGAAATGCGCAGATATCGAGAGGAACACCAGTAGCGAAGGCGGCTCTCTGGGCCGATACCGACGCTGAGGAGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Actinobacteriota		Actinomycetia										Target				3		30		50		47

		IM-L6MX83		TACGTAGGGGGCAAGCGTTGTCCGGATTTATTGGGCGTAAAGGGCTCGTAGGCGGCTCAACAAGTCGGCCGTGAAAACCCAGGGCTCAACCCTGGGACGCCGGTCGATACTGTTGTGGCTTGGGTCCGGTAGAGGAGAATGGAATTCCCGGTGTAGCGGTGAAATGCGCAGATATCGGGAGGAACACCAGTAGCGAAGGCGGTTCTCTGGGCCGGTACCGACGCTGAGGAGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Actinobacteriota		Actinomycetia										Target				3		44		239		306

		IM-2Y068U		TACGTAGGGGGCGAGCGTTGTCCGGATTTATTGGGCGTAAAGGGCTCGTAGGCGGTTTGACAAGTCGGTCGTGAAAACCCGGGGCTCAACCCCGGGACGCCGGTCGAAACTGTCATGACTAGGGTCCGGTAGAGGTGAGTGGAATTCTCGGTGTAGCGGTGAAATGCGCAGATATCGAGAGGAACCCCAGTTGCGAAGGCGGCTCACTGGGCCGGTACCGACGCTGAGGAGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Actinobacteriota		Actinomycetia										Target				3		143		135		83

		IM-GR22H6		TACGTAGGGGCCAAGCGTTGTCCGGATTTATTGGGCGTAAAGGGCTCGTAGGCGGTTTAGTAAGTCAATCGTGAAATGTCGGGGCTCAACCCCGAGACTGCGGTCGAAACTGCTATGACTAGGGTCCGGTAGAGGTGAGTGGAATTCTCGGTGTAGCGGTGAAATGCGCAGATATCGAGAGGAACACCAGTAGCGAAGGCGGCTCACTGGGCCGGTACCGACGCTGAGGAGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Actinobacteriota		Actinomycetia										Target				3		32		88		81

		IM-9W2TP3		TACGGGGGGAGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGCCGAGTAAGTCGCGTGTGAAATGCCGGGGCTCAACCCCGTGCACTGCATGCGATACTGCTTGGCTCGAGAGAGGTAGGGGCGAGCGGAATTCCCGGTGTAGCGGTGGAATGCGTAGATATCGGGAAGAACACCAGTGGCGAAGGCGGCTCGCTGGACCTCTTCTGACGCTGAAGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Actinobacteriota		Actinomycetia										Target				3		54		49		37

		IM-2SB714		CACGTAGGGGGCGAGCGTTGTCCGGATTTATTGGGCGTAAAGGGCTCGTAGGTGGCTTGACAAGTCGGTCGTGAAAACCCGGGGCTCAACCCCGGGACGCCGGTCGAAACTGTCATGGCTAGGGTCCGGTAGAGGTGAGTGGAATTCTCGGTGTAGCGGTGAAATGCGCAGATATCGAGAGGAACACCAGCAGCGAAGGCGGCTCACTGGGCCGGTACCGACACTGAGGAGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Actinobacteriota		Actinomycetia										Target				3		24		107		129

		IM-74U16U		TACGTAGGGTGCAAGCGTTATCCGGAATCATTGGGCGTAAAGAGCTCGTAGGCGGTTCAGCAAGTCGGCTGTGAAAGTTCAAGGCTCAACCTTGAAAATGCAGTCGATACTGCTGTGACTAGAGTCTGGTAGAGGAGAATGGAATTCCCGGTGTAGCGGTGGAATGCGCAGATATCGGGAGGAACACCAGTAGCGAAGGCGGTTCTCTGGGCCTCGACTGACGCTGAGGAGCGAAAGCATGGGTAGCAAACAGG		Bacteria		Actinobacteriota		Actinomycetia										Target				1		84		-		-

		IM-RBL04H		TACGTAGGGGGCAAGCGTTGTCCGGATTCATTGGGCGTAAAGAGCTCGTAGGCGGCTTGGCAAGTCGGTCGTGAAATACCGAGGCTCAACCTCGGAACTGCGATCGAAACTGCCATGGCTAGGGTCCGGTAGAGGAGAGTGGAATTCTCGGTGTAGCGGTGAAATGCGCAGATATCGAGAGGAACACCAGTAGCGAAGGCGGCTCTCTGGGCCGGTACCGACGCTGAGGAGCGAAAGCGTGGGGAGCGAACAGG		Bacteria		Actinobacteriota		Actinomycetia										Target				3		29		92		84

		IM-3TO64O		TACGGAGGGAGCTAGCGTTGTTCGGAATCACTGGGCGTAAAGGGCGCGTAGGCGGTCGGGTAAGTCGGGTGTGAAATTCCGGGGCTCAACCCCGCGAACTGCATCCGATACTGCTCGACTAGAGAGAGGTAGGGGCGAGTGGAATTCCCGGTGTAGCGGTGGAATGCGTAGATATCGGGAAGAACACCGGTGGCGAAGGCGGCTCGCTGGGCCTTTTCTGACGCTGAAGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Actinobacteriota		Actinomycetia										Target				2		-		38		76

		IM-5D0J5E		TACGTAGGGGGCGAGCGTTGTCCGGATTTATTGGGCGTAAAGGGCTCGTAGGCGGTTCAGTAAGTCGGCTGTGAAAGTCCGGGGCTCAACCCCGGAAATGCAGTCGATACTGCTGTGACTAGAATCAGGTAGAGGAGAATGGAATTCCCGGTGTAGCGGTGGAATGCGCAGATATCGGGAGGAACACCAGTAGCGAAGGCGGTTCTCTGGGCCTGTATTGACGCTGAGGAGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Actinobacteriota		Actinomycetia										Target				3		176		168		169

		IM-7PJ17B		TACGTAGGGGCCAAGCGTTGTCCGGATTTATTGGGCGTAAAGGGCTCGTAGGCGGTTTCGTAAGTCGATCGTGAAATGTTGGGGCTCAACCCCAAGACTGCGGTCGAAACTGCGATGACTAGTGTCCGGTAGAGGTGAGTGGAATTCTCGGTGTAGCGGTGAAATGCGCAGATATCGAGAGGAACACCATTAGCGAAGGCGGCTCACTGGGCCGGTACAGACGCTGAGGAGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Actinobacteriota		Actinomycetia										Target				3		122		112		53

		IM-9R1OO7		CACGTAGGGGGCAAGCGTTGTCCGGATTTATTGGGCGTAAAGAGCTCGTAGGCAGTTCAGTCAGTCAGGTGTGAAAACCCAAGGCTCAACCTAGGGACGCCACTTGATACTGCTGTGACTAGAGTCCGGTAGAGGAGTGTGGAATTTCTGGTGTAGCGGTGAAATGCGCAGATATCAGAAGGAACACCAACGGCGAAGGCAGCACTCTGGGCCGGTACTGACGCTGAGGAGCGAAAGCATGGGGAGCGAACAGG		Bacteria		Actinobacteriota		Actinomycetia										Target				2		-		40		30

		IM-8HIY32		TACGGAGGGAGCGAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGCCTTGTAAGTCGGGTGTGAAATGCCGGGGCTCAACTCCGTGCACTGCACCCGATACTGCTTGGCTAGAGAAAGGTAGAGGCGAGCGGAATTCCCGGTGTAGCGGTGGAATGCGTAGATATCGGGAAGAACATCTGCGGCGAAGGCGGCTCGCTGGGCCTTTTCTGACGCTGAAGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Actinobacteriota		Actinomycetia										Target				3		85		34		30

		IM-TI682U		TACATAGGGGCCAAACGTTGTCCGGATTTATTGGGCGTAAAGGGCTCGTAGGCGGCTTGGAAAGTCAATCGTGAAAACCCGGGGCTCAACCCCGGGACGCCGGTCGAAACTTCCATAGCTAGGGTCCGGTAGAGGTGAGTGGAATTCTCGGTGTAGCGGTGAAATGCGCAGATATCGAGAGGAACACCAGTAGCGAAGGCGGCTCACTGGGCCGGTACCGACGCTGAGGAGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Actinobacteriota		Actinomycetia										Target				2		-		31		30

		IM-7E42OU		TACGTAGGGACCGAGCGTTATCCGGATTCATTGGGCGTAAAGAGCTCGTAGGCGGCTTAGTCAGTCGGCCGTGAAAACCCGGGGCTCAACCCCGGGACGCCGGTCGATACTGCTATGGCTAGGGTTCGGTAGAGGAGAGTGGAATTCTCGGTGTAGCGGTGAAATGCGCAGATATCGAGAGGAACACCAGTAGCGAAGGCGGCTCTCTGGGCCGACACCGACGCTGAGGAGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Actinobacteriota		Actinomycetia										Target				1		31		-		-

		IM-18GW2R		TACGGGGGGAGCAAGCGTTGTTCGGAATCACTGGGCGTAAAGGGCGCGTAGGCGGCCGAGTAAGTCGCGTGTGAAAGGCCGGGGCTCAACCCCGTGTACTGCATGCGATACTGCACGGCTTGAGAAAGGTAGAGGTGAGCGGAATTCCCGGTGTAGCGGTGGAATGCGTAGATATCGGGAAGAACACCAGTGGCGAAGGCGGCTCGCTGGGCCTTTTCTGACGCTGAAGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Actinobacteriota		Actinomycetia										Target				3		24		83		96

		IM-QU5NC7		TACGGAGGGTGCAAGCGTTGTCCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTTGTCTAAGTCATTTGTGAAATCCCGGGGCTCAACTCCGGGGCTGCAGGTGATACTAGACAGCTAGAGCTCGGTAGAGGCGAGTGGAATTCCCGGTGTAGCGGTGGAATGCGTAGATATCGGGAAGAACACCAGTGGCGAAGGCGACTCGCTGGGCCGTAGCTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Actinobacteriota		Actinomycetia										Target				2		-		69		134

		IM-P0O2LE		TACTGGGGGAGCGAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGCTGGGTCAGTCGCGTGTGAAAGGCCGGGGCTCAACCCCGAGCATTGCACGTGATACTGCCTGGCTCGAGAGAGGTAGGGGCGAGCGGAATTCCCGGTGTAGCGGTGGAATGCGTAGATATCGGGAAGAACACCTGTGGCGAAGGCGGCTCGCTGGACCTTTTCTGACGCTGAAGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Actinobacteriota		Actinomycetia										Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		2		-		62		69

		IM-ET71F0		TACGGGGGGAGCTAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGCCGAGTCAGTCGCGTGTGAAAGGCCGGGGCTCAACCCCGAGCACTGCACGTGATACTGCCCGGCTAGAGAAAGGTAGAGGCGAGCGGAATTCCCGGTGTAGCGGTGGAATGCGTAGATATCGGGAAGAACACCTGTGGCGAAGGCGGCTCGCTGGGCCTTGTCTGACGCTGAAGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Actinobacteriota		Actinomycetia										Target				2		-		55		61

		IM-7B2MIF		CACGTAGGGGGCAAGCGTTGTCCGGAATTATTGGGCGTAAAGGGCTCGTAGGCGGCTCAGCAAGTCAATCGTGAAAACCCGAGGCTCAACCTCGGGACGCCGGTTGATACTGCTGTGGCTAGGGTTCGGTAGAGGAGAATGGAATTCCCGGTGTAGCGGTGAAATGCGCAGATATCGGGAGGAACACCAGTAGCGAAGGCGGTTCTCTGGGCCGACACCGACGCTGAGGAGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Actinobacteriota		Actinomycetia										Target				3		25		68		55

		IM-5M1W3H		TACGTAGGGTGCAAGCATTGTCCGGATTTATTGGGCGTAAAGAGCTCGTAGGCGGCTCAGCAAGTCGACCGTGAAAACCTGAGGCTCAACCTCAGGACGCCGGTCGATACTGCTGTGGCTAGAGTACGGTAGAGGAAAGTGGAATTCCCGGTGTAGCGGTGAAATGCGCAGATATCGGGAGGAACACCAGTAGCGAAGGCGGCTTTCTGGGCCGTTACTGACGCTGAGGAGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Actinobacteriota		Actinomycetia										Target				3		62		53		31

		IM-F7NNH2		TACGGAGGGAGCGAGCGTTGTTCGGAATCACTGGGCGTAAAGGGCGCGTAGGCGGCCGAGTAAGTCGTGTGTGAAAGACCGGGGCTCAACTCCGTGTACTGCATGCGATACTGCTCGGCTGGAGAAAGGTAGAGGCGAGTGGAATTCCCGGTGTAGCGGTGGAATGCGTAGATATCGGGAAGAACACCTGTGGCGAAGGCGGCTCGCTGGGCCTTTTCTGACGCTGAAGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Actinobacteriota		Actinomycetia										Target				2		-		38		51

		IM-848BVP		GACGGAGGGTGCAAGCGTTGTCCGGAATTACTGGGCGTAAAGCGCGCGTAGGTGGTTGTTTAAGTCACTTGTGAAATTCCGGGGCTCAACTCCGGACCTGCAGGTGAGACTGGACAACTGGAGCTCGGTAGAGGCGAGTGGAATTCCCGGTGTAGCGGTGGAATGCGTAGATATCGGGAAGAACACCAGTGGCGAAGGCGACTCGCTGGGCCGATGCTGACACTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Actinobacteriota		Actinomycetia										Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		3		19		65		64

		IM-S3I7LR		TACGTAGGGACCGAGCGTTATCCGGAATTATTGGGCGTAAAGCGCGTGTAGGCGGTCCGTTAAGTCGGCTGTGAAATCCCAGGGCTCAACCCTGGAACTGCAGTCGATACTGGCGGACTTGAGGTAGGTAGAGGAGAGTGGAATTCCCGGTGTAGCGGTGGAATGCGCAGATATCGGGAGGAACACCAATGGCGAAGGCAGCTCTCTGGGCCTTACCTGACGCTGAGACGCGAAAGCGTGGGTAGCAAACAGG		Bacteria		Actinobacteriota		Actinomycetia										Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		42		-		-

		IM-R9X5UP		CACGGAGGGCGCGAGCGTTGTTCGGAATCACTGGGCGTAAAGCGCGCGTAGGCGGTTGGATAAGTCGCTTGTGAAAGCCCGGGGCTCAACTCCGGGACGCCAGGCGATACTGTTCGACTAGAGCACGGTAGAGGCAAGTGGAATTCCCGGTGTAGCGGTGGAATGCGTAGATATCGGGAAGAACACCAGTGGCGAAGGCGGCTTGCTGGGCCGTTGCTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Actinobacteriota		Actinomycetia										Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		3		43		38		63

		IM-550TYU		TACGTAGGGGCCAAGCGTTATCCGGATTTATTGGGCGTAAAGAGCTCGTAGGCGGTTTGGTAAGTCGGTCGTGAAAGTCCGAGGCTCAACCTCGGAATGCCGGTCGATACTGCCATGACTAGGGTTCGGTAGAGGAGAGTGGAATTCTCGGTGTAGCGGTGAAATGCGCAGATATCGAGAGGAACACCAGTAGCGAAGGCGGCTCTCTGGGCCGATACCGACGCTGAGGAGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Actinobacteriota												Target				3		212		587		656

		IM-NUD934		CACGTAGGCACCAAGCGTTGTCCGGATTTATTGGGCGTAAAGAGCTCGTAGGCGGTTCAGTTAGTCGGGTGTGAAAACTCTGGGCTCAACCCAGAGACGCCACCCGATACTGCTGTGACTAGAGTACGGTAGGGGAGTGGGGAATTCCTGGTGTAGCGGTGAAATGCGCAGATATCAGGAGGAACACCAGTGGCGAAGGCGCCACTCTGGGCCGTAACTGACGCTGAGGAGCGAAAGCATGGGTAGCAAACAGG		Bacteria		Actinobacteriota												Target				3		435		182		229

		IM-9N5VW1		CACGTAGGCACCAAGCGTTATCCGGATTTATTGGGCGTAAAGAGCTCGTAGGCGGTTTCGTAAGTCGGGTGTGAAAACTCTGGGCTCAACCCAGAGAGGCCACCCGATACTGCGATGACTAGAGTACGGTAGGGGAGCGGGGAATTCCTGGTGTAGCGGTGAAATGCGCAGATATCAGGAGGAACACCAGCGGCGAAGGCGCCGCTCTGGGCCGTAACTGACGCTGAGGAGCGAAAGCATGGGTAGCAAACAGG		Bacteria		Actinobacteriota												Target				3		242		69		49

		IM-9JNPE9		CACGTAGGGGCCAAACGTTGTCCGGATTTATTGGGCGTAAAGGGCTCGTAGGCGGCTCGACAAGTCAACCGTGAAAACCCGGGGCTCAACCCCGGGACGCCGGTCGAAACTGTCGTGGCTAGTGTCCGGTAGAGGTGAGTGGAATTCTCGGTGTAGCGGTGAAATGCGCAGATATCGAGAGGAACACCAGTAGCGAAGGCGGCTCACTGGGCCGGTACAGACGCTGAGGAGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Actinobacteriota												Target				2		-		27		25

		IM-P2X8L9		TACGTAGGGACCAAGCGTTGTCCGGAATTATTGGGCGTAAAGAGCTCGTAGGCGGTTCGGTAAGTCGGGTGTGAAAATCCAGGGCTCAACCCTGGGACGCCACCCGATACTGCTGTGACTAGAGTCCGGTAGAGGAGCGTGGAATTCCTGGTGTAGCGGTGAAATGCGCAGATATCAGGAGGAACACCAGCGGCGAAGGCGGCGCTCTGGGCCGGTACTGACGCTGAGGAGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Actinobacteriota												Target				3		102		66		41

		IM-363B3Q		TACGTAGGGTCCGAGCGTTATCCGGAATCATTGGGCGTAAAGAGCTCGTAGGCGGTTCAGCAAGTCGGCTGTGAAAGTCCGAGGCTTAACCTCGGAATTGCAGTCGATACTGCTGTGACTCGAGTCCGGTAGAGGAGAATGGAATTCCCGGTGTAGCGGTGAAATGCGCAGATATCGGGAGGAACACCAGTAGCGAAGGCGGTTCTCTGGGCCGGCACTGACGCTGAGGAGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Actinobacteriota												Target				3		76		53		35

		IM-636OU4		GACGTAGGGGGCGAGCGTTGTCCGGATTTATTGGGCGTAAAGGGCTCCTAGGTTGTTCAGTAAGTCGACTGTGAAAATCCAAGGCTCAACCTTGGGACGCCAGTCGATACTGCTGTGACTCGAGTTCGGTAGAGGAGTGTGGAATTCCTGGTGTAGCGGTGAAATGCGCAGATATCAGGAGGAACACCAACGGCGAAGGCAGCACTCTGGGCCGATACTGACACTGAAGAGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Actinobacteriota												Target				1		30		-		-

		IM-AN08K9		GACGTAGGGGGCGAGCGTTGTCCGGATTTATTGGGCGTAAAGGGCTCGTAGGTGGTTGCGTAAGTCGGATGTGAAAACTCAGGGCTCAACTCTGAGACGCCATCCGATACTGCGCTGACTTGAGTCCGGTAGAGGAGTGTGGAATTCCTAGTGTAGCGGTGAAATGCGCAGATATTAGGAGGAACACCTATTGCGAAGGCAGCACTCTGGGCCGGAACTGACACTGAGGAGCGAAAGCATGGGTAGCAAACAGG		Bacteria		Actinobacteriota												Target				3		60		42		42

		IM-G053BL		TACGTAGGGGGCGAGCGTTGTCCGGATTTATTGGGCGTAAAGAGCTCGTAGGCGGCTCAGCAAGTCGGCCGTGAAAGCCTGAGGCTCAACCTCAGGACGCCGGTCGAAACTGCTGTGGCTAGGGTCCGGTAGAGGAGAGTGGAATTCCCGGTGTAGCGGTGAAATGCGCAGATATCGGGAGGAACACCAGTAGCGAAGGCGGCTCTCTGGGCCGGCACCGACGCTGAGGAGCGAAAGCTAGGGGAGCAAACAGG		Bacteria		Actinobacteriota												Target				2		-		46		34

		IM-75D0OB		GACGTAGGGGGCGAGCGTTGTCCGGATTTATTGGGCGTAAAGGGCTCGTAGGCGGTTACGTAAGTCGGATGTGAAAACTCCAGGCTCAACTTGGAGACGCCATCCGATACTGCGTTGACTTGAGTCCGGTAGAGGAGTGTGGAATTCCTAGTGTAGCGGTGAAATGCGCAGATATTAGGAGGAACACCTATTGCGAAGGCAGCACTCTGGGCCGGTACTGACGCTGAGGAGCGAAAGCATGGGTAGCAAACAGG		Bacteria		Actinobacteriota												Target				1		30		-		-

		IM-N59J88		CACGTAGGGAGCAAGCGTTGTCCGGATTTATTGGGCGTAAAGAGCTCGTAGGTGGTTCCGTAAGTCGGATGTGAAAACTCAAGGCTCAACCTTGAGACGCCATCCGATACTGCGGTGACTTGAGTTCGGTAGAGGAGTGTGGAATTCCTGGTGTAGCGGTGAAATGCGCAGATATCAGGAGGAACACCAACAGCGAAGGCAGCACTCTGGGCCGATACTGACACTGAGGAGCGAAAGCATGGGGAGCAAACAGG		Bacteria		Actinobacteriota												Target				3		39		22		23

		IM-76G4U4		CACGTAGGGGGCAAGCGTTGTCCGGATTTATTGGGCGTAAAGAGCTCGTAGGCTGTTCGGTAAGTCAGGTGTGAAAGCCCAAGGCTCAACCTTGGGACGCCACTTGATACTGCTGTGACTAGAGTCCGGTAGAGGAGATTGGAATTCCTGGTGTAGCGGTGAAATGCGCAGATATCAGGAGGAACACCAACGGCGAAGGCAGATCTCTGGGCCGGTACTGACGCTGAGGAGCGAAAGCGTGGGGAGCGAACAGG		Bacteria		Actinobacteriota												Target				3		295		149		125

		IM-S295WC		CACGTAGGCATCAAGCGTTATCCGGATTTATTGGGCGTAAAGAGCTCGTAGGCGGTTCGGTAAGTCGGGTGTGAAAACTCTGGGCTCAACCCAGAGAGGCCACTCGATACTGCTGTGACTAGAGTGCGGTAGGGGAGCGGGGAATTCCTGGTGTAGCGGTGAAATGCGCAGATATCAGGAGGAACACCAGTGGCGAAGGCGCCGCTCTGGGCCGTAACTGACGCTGAGGAGCGAAAGCATGGGTAGCAAACAGG		Bacteria		Actinobacteriota												Target				3		108		59		26

		IM-2B3R1U		TACGTAGGGGGCAAGCGTTGTCCGGATTTATTGGGCGTAAAGAGCTCGTAGGCGGCTTAGCAAGTCGGTCGTGAAATACCGAGGCTCAACCTCGGAACGCCGGTCGAAACTGCTATGGCTAGGGTCCGGTAGAGGAGAGTGGAATTCCCGGTGTAGCGGTGAAATGCGCAGATATCGGGAGGAACACCAGTAGCGAAGGCGGCTCTCTGGGCCGGTACCGACGCTGAGGAGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Actinobacteriota												Target				3		188		193		183

		IM-M1G6V5		TACGTAGGGGGCGAGCGTTGTCCGGAATTATTGGGCGTAAAGGGCTCGTAGGCGGCTTGGCAAGTCGATCGTGAAAGCCCGGGGCTTAACCCCGGGACGCCGGTCGATACTGCCATGGCTTGGGTCCGGTAGAGGAGAATGGAATTCCCGGTGTAGCGGTGAAATGCGCAGATATCGGGAGGAACACCAGTAGCGAAGGCGGTTCTCTGGGCCGGTACCGACGCTGAGGAGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Actinobacteriota												Target				3		20		77		93

		IM-R4U030		TACGTAGGGGGCAAGCGTTGTCCGGATTTATTGGGCGTAAAGGGCTCGTAGGCGGCTTAGCAAGTCGGTCGTGAAATACCGGGGCTCAACCCCGGGATGCCGATCGAAACTGCTATGGCTTGGGTCCGGTAGAGGAGAATGGAATTCCCGGTGTAGCGGTGAAATGCGCAGATATCGGGAGGAACACCAACAGCGAAGGCAGTTCTCTGGGCCGGTACCGACGCTGAGGAGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Actinobacteriota												Target				3		138		224		198

		IM-YT69MK		GACGTAGGGGGCGAGCGTTGTCCGGATTTATTGGGCGTAAAGGGCTCGTAGGTGGTTGCGTAAGTCGGATGTGAAAACTCAGGGCTTAACCCTGAGACGCCATCCGATACTGCGCTGACTTGAGTCCGGTAGAGGAGTGTGGAATTCCTGGTGTAGCGGTGAAATGCGCAGATATCAGGAGGAACACCTACAGCGAAGGCAGCACTCTGGGCCGGTACTGACACTGAGGAGCGAAAGCGTGGGTAGCAAACAGG		Bacteria		Actinobacteriota												Target				3		105		68		71

		IM-PTC503		GACGTAGGGGGCGAGCGTTGTCCGGAATCATTGGGCGTAAAGAGCTCGTAGGCGGTTCCGTAAGTCGGATGTGAAAACTCAGGGCTCAACTCTGAGACGCCATCCGATACTGCGGTGACTTGAATCCAGTAGGGGAGTGTGGAATTCCTGGTGTAGCGGTGAAATGCGCAGATATCAGGAGGAACACCTATGGCGAAGGCAGCACTCTGGGCTGGTATTGACGCTGAGGAGCGAAAGCGTGGGTAGCAAACAGG		Bacteria		Actinobacteriota												Target				3		47		46		19

		IM-6C2A5J		CACGTAGGGACCAAGCGTTGTCCGGATTTATTGGGCGTAAAGAGCTCGTAGGCTGTTGCGTAAGTCGGATGTGAAAACTCAGGGCTCAACCCTGAGACGCCATCCGATACTGCGCTGACTAGAGTCCGGTAGGGGAGCATGGAATTCCTGGTGTAGCGGTGAAATGCGCAGATATCAGGAGGAACACCAGTGGCGAAGGCGGTGCTCTGGGCCGGTACTGACGCTGAGGAGCGAAAGCATGGGGAGCGAACAGG		Bacteria		Actinobacteriota												Target				3		62		122		114

		IM-2V92AL		TACGTAGGGGGCAAGCGTTGTCCGGATTCATTGGGCGTAAAGAGCTCGTAGGCGGCTTAGAAAGTCGGTCGTGAAATGCCGAGGCTCAACCTCGGAATGCCGATCGAAACTTCTATGGCTAGGGTCCGGTAGAGGAGAACGGAATTCTCGGTGTAGCGGTGAAATGCGCAGATATCGAGAGGAACACCAGTAGCGAAGGCGGTTCTCTGGGCCGGTACCGACGCTGAGGAGCGAAAGCGTGGGGAGCGAACAGG		Bacteria		Actinobacteriota												Target				2		-		32		30

		IM-KPB7T0		TACGTAGGGGGCAAGCGTTGTCCGGATTCATTGGGCGTAAAGAGCTCGTAGGCGGCTTAACAAGTCGGTCGTTAAATACCGAGGCTCAACCTCGGAACGCCGATCGAAACTGTTATGGCTAGGGTCCGGTAGAGGAGAATGGAATTCCCGGTGTAGCGGTGAAATGCGCAGATATCGGGAGGAACACCAGTAGCGAAGGCGGTTCTCTGGGCCGGTACCGACGCTGAGGAGCGAAAGCGTGGGGAGCGAACAGG		Bacteria		Actinobacteriota												Target				2		-		38		22

		IM-Y5S67C		GACGTAGGGGGCGAGCGTTGTCCGGAATTATTGGGCGTAAAGAGCTCGTAGGCGGTTCCGTAAGTCAGATGTGAAAGCTCAGGGCTCAACCCTGAGATGCCATCTGATACTGCGGTGACTTGAATCCAGTAGGGGAGTGTGGAATTCCTGGTGTAGCGGTGAAATGCGCAGATATCAGGAGGAACACCGATGGCGAAGGCAGCACTCTGGGCTGGTATTGACGCTGAGGAGCGAAAGCATGGGTAGCAAACAGG		Bacteria		Actinobacteriota												Target				1		-		-		19

		IM-T6WM96		CACGTAGGGATCAAGCGTTGTCCGGAATTATTGGGCGTAAAGAGCTCGTAGGTGGTTCGGTAAGTCGGATGTGAAAACTCGGGGCTCAACCCTGAGACGCCATCCGATACTGCTGTGACTAGAATTCGGTAGAGGAGTGTGGAATTCCTGGTGTAGCGGTGAAATGCGCAGATATCAGGAGGAACACCAACAGCGAAGGCAGCACTCTGGGCCGATATTGACACTGAGGAGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Actinobacteriota												Target				3		43		52		64

		IM-58VIX5		TACGTAGGGGGCAAGCGTTGTCCGGATTTATTGGGCGTAAAGAGCTCGTAGGCGGCTTAGAAAGTCGGCCGTGAAAGCCCGAGGCTCAACCTCGGGATGCCGGTCGAAACTTCTATGGCTAGGGTCCGGTAGAGGAGAGTGGAATTCCCGGTGTAGCGGTGGAATGCGCAGATATCGGGAGGAACACCAGTAGCGAAGGCGGCTCTCTGGGCCGGTACCGACGCTGAGGAGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Actinobacteriota												Target				2		25		-		22

		IM-8P7X0E		CACGTAGGGGGCGAGCGTTGTCCGGATTTATTGGGCGTAAAGAGCTCGTAGGCGGTTCAACAAGTCGATCGTGAAAGCCCGAGGCTCAACCTCGGGACGCCGGTCGAAACTGTTGTGACTAGGGTCCGGTAGAGGAGAGTGGAATTCTCGGTGTAGCGGTGAAATGCGCAGATATCGAGAGGAACACCAGTAGCGAAGGCGGCTCTCTGGGCCGGTACCGACGCTGAGGAGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Actinobacteriota												Target				3		187		74		29

		IM-KG432K		CACGTAGGGGACAAGCGTTGTCCGGAATTACTGGGCGTAAAGAGCTCGTAGGCGGTTCAGTAAGTCAGATGTGAAAACCCAAGGCTCAACCTTGGGACGCCATTTGATACTGCTGTGACTTGAGTCCGGTAGAGGAGCGTGGAATTCCTGGTGTAGCGGTGAAATGCGCAGATATCAGGAGGAACACCAACGGCGAAGGCAGCGCTCTGGGCCGGTACTGACGCTGAGGAGCGAAAGCATGGGGAGCAAACAGG		Bacteria		Actinobacteriota												Target				3		22		56		88

		IM-TL4425		CACGTAGGGGGCGAGCGTTGTCCGGAATTATTGGGCGTAAAGAGCTCGTAGGCGGTTCGGTAAGTCACGTGTGAAAACCCAGGGCTCAACCCTGGGATGCCACGTGATACTGCTGTGACTGGAGTCCGGTAGAGGAGCGTGGAATTCCTGGTGTAGCGGTGAAATGCGCAGATATCAGGAGGAACACCAACGGCGAAGGCAGCGCTCTGGGCCGGTACTGACGCTGAGGAGCGAAAGCATGGGGAGCGAACAGG		Bacteria		Actinobacteriota												Target				3		63		72		77

		IM-A262DS		CACGTAGGGCGCAAGCGTTGTCCGGATTTATTGGGCGTAAAGAGCTCGTAGGCGGTTTCGTAAGTCGGGTGTGAAAACTCAGGGCTCAACTCTGAGACGCCACCCGATACTGCGATGACTTGAGTCCGGTAGAGGAGTAGGGAATTCCTGGTGTAGCGGTGAAATGCGCAGATATCAGGAGGAACACCGGTAGCGAAGGCGCTACTCTGGGCCGGTACTGACGCTGAGGAGCGAAAGCATGGGGAGCGAACAGG		Bacteria		Actinobacteriota												Target				2		48		26		-

		IM-B183D5		CACGTAGGGGGCAAGCGTTGTCCGGATTTATTGGGCGTAAAGAGCTCGTAGGCGGCTTAGTTAGTCGGTTGTGAAAACTCAGGGCTCAACCCTGAGACGCCAGCCGATACTGCTATGGCTAGAGTCCGGTAGAGGAGTGTGGAATTCCCAGTGTAGCGGTGAAATGCGCAGATATTGGGAGGAACACCAATGGCGAAGGCAGCACTCTGGGCCGGCACTGACGCTGAGGAGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Actinobacteriota												Target				1		41		-		-

		IM-4BQAY0		TACGTAGGGTGCAAGCATTGTCCGGATTTATTGGGCGTAAAGAGCTCGTAGGCGGCTTAACAAGTCGGTCGTGAAATACCGAGGCTCAACCTCGGGGAGTCGGTCGAAACTGTTATAGCTAGAGTACGGTAGAGGAGAGTGGAATTCTCGGTGTAGCGGTGGAATGCGCAGATATCGAGAGGAACACCAGTAGCGAAGGCGGCTCTCTGGGCCGTTACTGACGCTGAGGAGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Actinobacteriota												Target				3		106		55		33

		IM-U8W1VM		TACGTAGGGGGCAAGCGTTGTCCGGAATTATTGGGCGTAAAGAGCATGTAGGCGGTCCCGTAAGTCGGATGTGAAATCTCAGGGCTCAACCCTGAAAATGCATCCGATACTGTGGGACTTGAGGTAGGTAGAGGAGAGTGGAATTTCCGGTGTAGCGGTGGAATGCGCAGATATCGGAAGGAACACCGATGGCGAAGGCAGCTCTCTGGGCCTTACCTGACGCTGAGATGCGAAAGCATGGGTAGCGAACAGG		Bacteria		Actinobacteriota												Target				1		22		-		-

		IM-SB1U6M		TACGGAGGATCCAAGCGTTATCCGGATTTATTGGGTTTAAAGGGTGCGTAGGCGGACTAATTAGTCAGTGGTGAAAGCCTGCAGCTTAACTGTAGAATTGCCATTGAAACTGTTAGTCTTGAGTTCAGTTGAGGTGGGCGGAATGTGTCATGTAGCGGTGAAATGCTTAGATATGACACAGAACACCGATTGCGAAGGCAGCTCGCTAAACTGATACTGACGCTGAGGCACGAAAGCGTGGGGAGCGAACAGG		Bacteria		Bacteroidota		Bacteroidia		Bacteroidales								Target				2		-		20		30

		IM-R5R2D4		TACGGAGGGTGCAAGCGTTATCCGGAATCACTGGGTTTAAAGGGTGCGTAGGCGGCGTTGTAAGTCAGAGGTGAAAGCCCACCGCTTAACGGTGGAATTGCCTTTGATACTGCAGTGCTTGAATCAGGTTGAGGTTAGCGGAATGTGACATGTAGCGGTGAAATGCATAGATATGTCATAGAACACCAATTGCGAAGGCAGCTGGCTAGACCTGTATTGACGCTGAGGCACGAAAGCGTGGGGAGCGAACAGG		Bacteria		Bacteroidota		Bacteroidia		Chitinophagales		Saprospiraceae		Lewinella				Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		3		53		36		26

		IM-N8260D		TACGGAGGGTGCAAGCGTTATCCGGAATTACTGGGTTTAAAGGGTGCGTAGGCGGCAACGTAAGTCAGGAGTGAAAGCTCTCCGCTAAACGGAGGAATTGCTTTTGATACTGCGTAGCTTGAATGGGGTTGAGGTTAGCGGAATGTGGCATGTAGCGGTGAAATGCATAGATATGCCATAGAACACCAATTGCGAAGGCAGCTGACTAGACCTACATTGACGCTGAGGCACGAAAGCGTGGGGAGCGAACAGG		Bacteria		Bacteroidota		Bacteroidia		Chitinophagales		Saprospiraceae						Target				2		-		63		80

		IM-21RC4E		TACGGAGGGTGCAAGCGTTATCCGGAATTACTGGGTTTAAAGGGTGCGTAGGCGGGTTATTAAGTCAGAGGTGAAAGCTCACCGCTTAACGGTGGAATTGCCTTTGATACTGATAGTCTTGAATTAGGTTGAGGTTGGCGGAATGAGTCATGTAGCGGTGAAATGCATAGATATGACTTAGAACACCGATTGCGAAGGCAGCTGACTGGACCTTTAATTGACGCTGAGGCACGAAAGCGTGGGGAGCGAACAGG		Bacteria		Bacteroidota		Bacteroidia		Chitinophagales		Saprospiraceae						Target				3		24		31		24

		IM-P49K96		TACGGAGGGTGCAAGCGTTATCCGGAATCACTGGGTTTAAAGGGTGCGTAGGCGGCATTGTAAGTCAGAAGTGAAAGCCCCCAGCTCAACTGGGGAATTGCTTTTGATACTGCAGAGCTTGAATCAGGTTGAGGTTAGCGGAATGTGACATGTAGCGGTGAAATGCATAGATATGTCATAGAACACCAATTGCGAAGGCAGCTGGCTAGACCTGAATTGACGCTGAGGCACGAAAGCGTGGGGAGCGAACAGG		Bacteria		Bacteroidota		Bacteroidia		Chitinophagales		Saprospiraceae						Target				1		25		-		-

		IM-65Z0ZK		TACGGAGGGTGCAAGCGTTATCCGGAATCACTGGGTTTAAAGGGTGCGTAGGTGGCTTGATAAGTCAGAGGTGAAAGCCCACCGCTTAACGGTGGAACTGCCTTTGATACTGTCAGGCTTGAATAAGGTTGAGGTCGGCGGAATGTGTCATGTAGCGGTGAAATGCATAGATATGACATAGAACACCAATTGCGAAGGCAGCTGGCTAGACCTTTATTGACACTGAGGCACGAAAGCGTGGGGAGCGAACAGG		Bacteria		Bacteroidota		Bacteroidia		Chitinophagales		Saprospiraceae						Target				3		33		33		32

		IM-5IW03J		TACGGAGGGTGCAAGCGTTATCCGGAATCACTGGGTTTAAAGGGTGCGTAGGCGGCGTCGTAAGTCAGAAGTGAAAGCTTACAGCTTAACTGTGAAATTGCTTTTGATACTGCGGTGCTTGAATTAGGTTGAGGTTAGCGGAATGTGACATGTAGCGGTGAAATGCATAGATATGTCATAGAACACCAATTGCGAAGGCAGCTGGCTAGGCCTATATTGACGCTCAGGCACGAAAGCGTGGGGAGCGAACAGG		Bacteria		Bacteroidota		Bacteroidia		Chitinophagales		Saprospiraceae						Target				1		20		-		-

		IM-17X3JU		TACGGAGGGTGCAAGCGTTATCCGGAATTACTGGGTTTAAAGGGTGCGTAGGCGGCTATATAAGTCAGGAGTGAAAGGTTCCCGCTAAACGGGAGAAGGTCTTTTGATACTGTATAGCTTGAATAAGGTTGAGGTTAGCGGAATGTGACATGTAGCGGTGAAATGCATAGATATGTCATAGAACACCAATTGCGAAGGCAGCTGGCTAGACCTATATTGACGCTGAGGCACGAAAGCGTGGGGAGCGAACAGG		Bacteria		Bacteroidota		Bacteroidia		Chitinophagales		Saprospiraceae						Target				3		57		55		46

		IM-37G3OW		TACGGAGGGTGCAAGCGTTATCCGGAATTACTGGGTTTAAAGGGTGCGTAGGCGGCCGAATAAGTCAGATGTGAAAGTCATACGCTTAACGTAGGAATTGCATTTGATACTGTACGGCTTGAATCAGGATGAGGTAAGCGGAATGTGGCAAGTAGCGGTGAAATGCATAGATATGCCATAGAACACCAATTGCGAAGGCAGCTTACTAGACCTCGATTGACGCTGAGGCACGAAAGCGTGGGTAGCGAACAGG		Bacteria		Bacteroidota		Bacteroidia		Chitinophagales		Saprospiraceae						Target				3		23		85		84

		IM-R6G90L		TACGGAGGGTGCAAGCGTTGTCCGGATTTATTGGGTTTAAAGGGTGCGTAGGCGGCCTATTAAGTCAGTGGTGAAAGGTATCAGCTTAACTGATGAAGTGCCATTGAAACTAATAGGCTTGAGTACAGACGAGGTAGGCGGAATTTATGGTGTAGCGGTGAAATGCATAGATACCATAAAGAACACCGATAGCGAAGGCAGCTTACTAGACTGTTACTGACGCTGAGGCACGAAAGCGTGGGGAGCGAACAGG		Bacteria		Bacteroidota		Bacteroidia		Cytophagales		Cyclobacteriaceae						Target				3		137		126		90

		IM-63N7RD		TACGGAGGGTCCAAGCGTTGTCCGGAATCACTGGGTGTAAAGGGTGCGCAGGTGGGCTTGTAAGTCAGAGGTGAAATCCCCCGGCCTAACCGGGGAACTGCCTTTGATACTGCAAGTCTTGAGTCTTGGAGAGGTTGCCAGAATTCGTGGTGTAGCGGTGAAATGCGTAGATATCACGAGGAATACCCGAGGCGTAGGCGGGCAACTGGACAAGCACTGACACTGAGGCACGAAAGCGTGGGGAGCGAACAGG		Bacteria		Bacteroidota		Bacteroidia		Cytophagales		Cytophagaceae		Cytophaga				Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		3		119		241		240

		IM-304E4C		TACGGAGGGTGCAAGCGTTGTCCGGAATCACTGGGTGTAAAGGGTGTGTAGGTGGGATTGTAAGTCAGAGGTGAAAGCCCCCGGCCCAACCGGGGAACTGCCTTTGATACTGCAATTCTTGAGTCCTGGAGAGGTCATTAGAATTCGTGGTGTAGCGGTGAAATGCGTAGATATCACGAGGAATACCAGAGGCGTAGGCGGATGACTGGACAGGTACTGACACTGAGGCACGAAAGCGTGGGGAGCAAACAGG		Bacteria		Bacteroidota		Bacteroidia		Cytophagales		Cytophagaceae						Target				1		22		-		-

		IM-IOXK80		TACGTAGGGTGCAAGCGTTGTCCGGATTTATTGGGTTTAAAGGGTGCGTAGGCGGCCTGTTAAGTCAGTGGTGAAATCCAACAGCTCAACTGTTGATGTGCCAATGATACTGACAGGCTTGAGTACAGACGAGGTAGGCGGAATTGACAGTGTAGCGGTGAAATGCATAGATATTGTCAAGAACACCGATAGCGAAGGCAGCTTGCTAGCCTGTAACTGACGCTGAGGCACGAAAGTGTGGGGATCAAACAGG		Bacteria		Bacteroidota		Bacteroidia		Cytophagales								Target				1		26		-		-

		IM-1R9WW9		TACGGAGGGTGCAAGCGTTGTCCGGATTTATTGGGTTTAAAGGGTGCGTAGGCGGCGTAATAAGTCAGTGGTGAAAGCCGGCAGCTCAACTGTCGAGGTGCCATTGAAACTGTTATGCTTGAGTACAGACGAGGTAGGCGGAATTTATGATGTAGCGGTGAAATGCATAGATATCATAAAGAACACCTATAGCGAAGGCAGCTTACTAGGCTGTAACTGACGCTGAGGCACGAAAGCGTGGGGAGCGAACAGG		Bacteria		Bacteroidota		Bacteroidia		Cytophagales								Target				3		46		80		63

		IM-S9RRM5		TACGGAGGGTGCAAGCGTTGTCCGGATTTATTGGGTTTAAAGGGTACGTAGGCGGCCTGATAAGTCAGTGGTAAAATCCTACAGCTCAACTGTAGAAGGCCCATTGATACTGTCAGGCTTGAGTACTGTTAAGGTAGGCGGAATTGATGGTGTAGCGGTGAAATGCATAGATACCATCAGGAACACCGATTGCGAAGGCAGCTTACTGGGCAGAGACTGACGCTGAGGTACGAAAGCGTGGGGAGCGAACAGG		Bacteria		Bacteroidota		Bacteroidia		Cytophagales								Target				1		41		-		-

		IM-8P49AP		TACGGAGGATCCAAGCGTTATCCGGAATCATTGGGTTTAAAGGGTCCGTAGGTGGATAATTAAGTCAGAGGTGAAAGTCTGCAGCTCAACTGTAGAATTGCCTTTGATACTGGTTATCTTGAATTATTGTGAAGTAGTTAGAATATGTAGTGTAGCGGTGAAATGCATAGATATTACATAGAATACCAATTGCGAAGGCAGATTACTAACAATCAATTGACACTGATGGACGAAAGCGTGGGTAGCGAACAGG		Bacteria		Bacteroidota		Bacteroidia		Flavobacteriales		Flavobacteriaceae		Flaviramulus				Target				3		204		126		70

		IM-C6B75L		TACGGAGGGTGCAAGCGTTATCCGGAATCATTGGGTTTAAAGGGTCCGTAGGCGGACTAATAAGTCAGAGGTGAAATCCCGCAGCTCAACTGTGGAACTGCCTTTGAAACTGTTAGTCTTGAGTTATTGTGAAGTGGTTAGAATATGTAGTGTAGCGGTGAAATGCTTAGAGATTACATGGAATACCGATTGCGAAGGCAGATCACTAACAATATACTGACGCTGATGGACGAAAGCGTGGGGAGCGAACAGG		Bacteria		Bacteroidota		Bacteroidia		Flavobacteriales		Flavobacteriaceae		Formosa				Target				3		47		37		26

		IM-727TXQ		TACGGAGGATCCAAGCGTTATCCGGAATCATTGGGTTTAAAGGGTCCGTAGGCGGGACAATCAGTCAGCGGTGAAAGTCTGTGGCTCAACCATAGAATTGCCATTGATACTGTTGTTCTTGAATACTTATGAAGTGGTTGGAATATGTAGTGTAGCGGTGAAATGCATAGATATTACATAGAACACCGATTGCGAAGGCAGATCACTAATAAGTCATTGACGCTGATGGACGAAAGCGTAGGTAGCGAACAGG		Bacteria		Bacteroidota		Bacteroidia		Flavobacteriales		Flavobacteriaceae		Gillisia				Target				1		44		-		-

		IM-1UM8A8		TACGGAGGGTGCAAGCGTTATCCGGAATCATTGGGTTTAAAGGGTCCGTAGGCGGACTGATAAGTCAGGGGTGAAATCCAACAGCTTAACTGTTGAACTGCCCTTGATACTGTTAGTCTTGAATTATATGGAAGTAGATAGAATGTGTAGTGTAGCGGTGAAATGCTTAGAGATTACACAGAATACCGATTGCGAAGGCAGTCTACTACGTATATATTGACGCTAATGGACGAAAGCGTGGGGAGCGAACAGG		Bacteria		Bacteroidota		Bacteroidia		Flavobacteriales		Flavobacteriaceae		Lutibacter				Target				2		-		32		45

		IM-79MIM0		TACGGAGGGTCCAAGCGTTATCCGGAATCATTGGGTTTAAAGGGTCCGTAGGCGGGCAATTAAGTCAGAGGTGAAATCCCACAGCTCAACTGTGGAACTGCCTTTGATACTGGTTGTCTTGAGTTATATTGAAGTGAGTAGAATATGTAGTGTAGCGGTGAAATGCTTAGATATTACATAGAATACCGATTGCGAAGGCAGCTCACTAAGTATATACTGACGCTGATGGACGAAAGCGTGGGGAGCGAACAGG		Bacteria		Bacteroidota		Bacteroidia		Flavobacteriales		Flavobacteriaceae		Maritimimonas				Target				1		19		-		-

		IM-4YMD0T		TACGGAGGGTGCAAGCGTTATCCGGAATCATTGGGTTTAAAGGGTCCGTAGGCGGATAGATAAGTCAGAGGTGAAATCCTGCAGCTCAACTGTAGAATTGCCTTTGAAACTGTTTATCTTGAGTTATTGTGAAGTGGTTAGAATATGTAGTGTAGCGGTGAAATGCTTAGAGATTACATGGAATACCGATTGCGAAGGCAGATCACTAACAATATACTGACGCTGATGGACGAAAGCGTGGGGAGCGAACAGG		Bacteria		Bacteroidota		Bacteroidia		Flavobacteriales		Flavobacteriaceae		Pseudofulvibacter		Pseudofulvibacter gastropodicola		Target				1		33		-		-

		IM-4J67G1		TACGGAGGGTCCGAGCGTTATCCGGAATTATTGGGTTTAAAGGGTCCGCAGGCGGGCCAGTAAGTCAGGGGTGAAAGTTTGCGGCTTAACCGTAAAATTGCCTTTGATACTGCTGGTCTTGAGTTGCGGTGAAGTGGCCGGAATATGTGGTGTAGCGGTGAAATGCATAGATATCACATAGAACACCGATTGCGAAGGCAGGTCACTAACCGCCGACTGACGCTGATGGACGAAAGCGTGGGGAGCGAACGGG		Bacteria		Bacteroidota		Bacteroidia		Flavobacteriales		Flavobacteriaceae		Robiginitalea				Target				1		-		-		24

		IM-5OJQ06		TACGGAGGGTCCGAGCGTTATCCGGAATCATTGGGTTTAAAGGGTCCGTAGGCGGGCAGCTCAGTCAGTGGTGAAAGTCTGCAGCTCAACTGTAGAATTGCCATTGATACTGGTTGTCTTGAATTATTATGAAGTGGTTAGAATATGTAGTGTAGCGGTGAAATGCATAGATATTACATAGAATACCAATTGCGAAGGCAGATCACTAATAATATATTGACGCTGATGGACGAAAGCGTGGGGAGCGAACAGG		Bacteria		Bacteroidota		Bacteroidia		Flavobacteriales		Flavobacteriaceae		Ulvibacter		Ulvibacter antarcticus		Target				3		20		48		43

		IM-J5M511		TACGGAGGATGCAAGCGTTATCCGGAATCATTGGGTTTAAAGGGTCCGTAGGTGGATCGGTCAGTCAGAGGTGAAATCCTGCAGCTCAACTGTAGAACTGCCTTTGATACTGCCGGTCTTGAATTACTGTGAAGTGGTTAGAATATGTAGTGTAGCGGTGAAATGCATAGATATTACATAGAATACCGATTGCGAAGGCAGATCACTAACAGTATATTGACACTGATGGACGAAAGCGTGGGGAGCGAACGGG		Bacteria		Bacteroidota		Bacteroidia		Flavobacteriales		Flavobacteriaceae		Winogradskyella				Target				2		-		44		27

		IM-4R08F8		TACGGAGGGTCCGAGCGTTATCCGGAATCATTGGGTTTAAAGGGTCCGCAGGCGGGCAATTAAGTCAGGGGTGAAATGCTGTGGCTCAACCATAGCACTGCCCTTGATACTGGTTGTCTTGAGTCAAGGTGAAGTGGCCGGAATATGTAGTGTAGCGGTGAAATGCATAGATATTACATAGAACACCAATCGCGAAGGCAGGTCACTAACCTTCGACTGACGCTGATGGACGAAAGCGTGGGGAGCGAACGGG		Bacteria		Bacteroidota		Bacteroidia		Flavobacteriales		Flavobacteriaceae		Zeaxanthinibacter				Target				2		18		-		32

		IM-ZH3B74		TACGGAGGATCCAAGCGTTATCCGGAATCATTGGGTTTAAAGGGTCCGTAGGCGGGCTATTAAGTCAGGGGTGAAAGTCTGCAGCTCAACTGTAGAATTGCCTTTGATACTGGTAGTCTTGAGTTATGGTGAAGTGGCTAGAATATGTAGTGTAGCGGTGAAATGCATAGATATTACATAGAATACCGATTGCGAAGGCAGGTCACTAACCATATACTGACGCTGATGGACGAAAGCGTGGGGAGCGAACAGG		Bacteria		Bacteroidota		Bacteroidia		Flavobacteriales		Flavobacteriaceae						Target				1		46		-		-

		IM-X70SR4		TACGGAGGATCCAAGCGTTATCCGGAATCATTGGGTTTAAAGGGTCCGTAGGTGGATAATTAAGTCAGAGGTGAAATCCTGCAGCTCAACTGTAGAATTGCCTTTGATACTGGTTATCTTGAGTTATTATGAAGTAGTTAGAATATGTAGTGTAGCGGTGAAATGCATAGATATTACATAGAATACCAATTGCGAAGGCAGATTACTAATAATGAACTGACACTGATGGACGAAAGCGTGGGGAGCGAACAGG		Bacteria		Bacteroidota		Bacteroidia		Flavobacteriales		Flavobacteriaceae						Target				3		33		45		59

		IM-DNH71U		TACGGAGGGTCCGAGCGTTATCCGGAATTATTGGGTTTAAAGGGTCCGCAGGCGGGCGATTAAGTCAGGGGTGAAATGGTACGGCTCAACCGTAGCACTGCCCTTGATACTGGTTGCCTTGAGTCATAGTGAAGTGGCCGGAATATGTAGTGTAGCGGTGAAATGCATAGATATTACATAGAACACCGATTGCGAAGGCAGGTCACTAACTATCGACTGACGCTGATGGACGAAAGCGTGGGGAGCGAACGGG		Bacteria		Bacteroidota		Bacteroidia		Flavobacteriales		Flavobacteriaceae						Target				3		413		628		630

		IM-ZD7G7H		TACGGAGGGTCCGAGCGTTATCCGGAATCATTGGGTTTAAAGGGTCCGTAGGCGGGATAATAAGTCAGTGGTGAAAGTCTGCAGCTCAACTGTAGAATTGCCATTGATACTGTTGTTCTTGAATTATTATGAAGTGGTTGGAATGAGTAGTGTAGCGGTGAAATGCATAGATATTACTCAGAACACCTATTGCGAAGGCAGATCACTAATAATATATTGACGCTGATGGACGAAAGCGTAGGTAGCGAACAGG		Bacteria		Bacteroidota		Bacteroidia		Flavobacteriales		Flavobacteriaceae						Target				1		39		-		-

		IM-48BS0S		TACGGAGGGTCCAAGCGTTATCCGGAATTATTGGGTTTAAAGGGTCCGCAGGCGGGCAATTAAGTCAGGGGTGAAATGGTGCGGCTCAACCGTAGCACTGCCCTTGATACTGGTTGTCTTGAGTTGTGGTGAAGTGGCCGGAATATGTAGTGTAGCGGTGAAATGCATAGATATTACATAGAACACCGATTGCGAAGGCAGGTCACTAACCACCAACTGACGCTGATGGACGAAAGCGTGGGGAGCGAACGGG		Bacteria		Bacteroidota		Bacteroidia		Flavobacteriales		Flavobacteriaceae						Target				3		92		272		434

		IM-393ROZ		TACGGAGGATCCAAGCGTTATCCGGAATCATTGGGTTTAAAGGGTCCGTAGGTGGATTAATAAGTCAGAGGTGAAATCCTGCAGCTCAACTGTAGAACTGCCTTTGAAACTGTTAATCTTGAGTCATTATGAAGTGGTTAGAATGTGTAGTGTAGCGGTGAAATGCATAGATATTACACAGAATACCGATTGCGAAGGCAGATCACTAATAATGTACTGACACTGAGGGACGAAAGCGTGGGGAGCGAACAGG		Bacteria		Bacteroidota		Bacteroidia		Flavobacteriales		Flavobacteriaceae						Target				3		98		119		58

		IM-8LRA25		TACGGAGGGTGCAAGCGTTATCCGGAATCATTGGGTTTAAAGGGTCCGTAGGTGGGCAATTAAGTCAGAGGTGAAATCCCATAGCTTAACTATGGAACTGCCTTTGATACTGGTTGTCTTGAGTTATACTGAAGTAAGTAGAATGTGTAGTGTAGCGGTGAAATGCATAGATATTACACAGAATACCGATTGCGAAGGCAGCTTACTAAGTATTGACTGACACTCATGGACGAAAGCGTGGGGAGCGAACAGG		Bacteria		Bacteroidota		Bacteroidia		Flavobacteriales		Flavobacteriaceae						Target				2		175		27		-

		IM-FOS2L4		TACGGAGGGTCCAAGCGTTATCCGGAATTATTGGGTTTAAAGGGTCCGCAGGCGGACAATTAAGTCAGGGGTGAAAGGGTGCAGCTCAACTGTAGCACTGCCCTTGATACTGATTGTCTTGAGTTACGGTGGAGTGGCCGGAATATGTAGTGTAGCGGTGAAATGCATAGATATTACATAGAACACCGATCGCGAAGGCAGGTCACTAACCGTATACTGACGCTGATGGACGAAAGCGTGGGGAGCGAACGGG		Bacteria		Bacteroidota		Bacteroidia		Flavobacteriales		Flavobacteriaceae						Target				1		36		-		-

		IM-H4PD8H		TACGGAGGGTCCAAGCGTTATCCGGAATTATTGGGTTTAAAGGGTCCGCAGGCGGGCAATTAAGTCAGAGGTGAAATGCAACGGCTCAACCGTAGCACTGCCTTTGATACTGGTTGTCTTGAATGACGGTGAAGTGGCCGGAATATGTAGTGTAGCGGTGAAATGCATAGATATTACATAGAACACCTATTGCGAAGGCAGGTCACTAACCGTTCATTGACGCTGATGGACGAAAGCGTGGGGAGCGAACGGG		Bacteria		Bacteroidota		Bacteroidia		Flavobacteriales		Flavobacteriaceae						Target				3		126		224		185

		IM-A7E8S2		TACGGAGGGTCCAAGCGTTATCCGGATTTATTGGGTTTAAAGGGTCCGTAGGCGGGAAGATAAGTCAGTGGTGAAAGCCTGTGGCTCAACCATAGAATTGCCATTGATACTGTCTTTCTTGAGTTTACATGATGTGGGCGGAATGTGTCGTGTAGCGGTGAAATGCTTAGATATGACACAGAACACCGATTGCGAAGGCAGCTCACAAACGTAATACTGACGCTGAGGGACGAAAGCGTGGGGAGCGAACAGG		Bacteria		Bacteroidota		Bacteroidia		Flavobacteriales		Schleiferiaceae						Target				1		38		-		-

		IM-Q7L6J6		TACGGAGGGTGCAAGCGTTATCCGGATTTATTGGGTTTAAAGGGTTCGTAGGCGGGAAATTAAGTCAGTGGTGAAAGCCTGTGGCTCAACCATAGAATTGCCATTGATACTGATTTTCTTGAGTACATATGAAGTGGGCGGAATGTGTCATGTAGCGGTGAAATGCATAGATATGACACAGAACACCGATTGCGAAGGCAGCTCACTAAATTGTTACTGACGCTGAGGAACGAAAGCGTGGGGAGCGAACAGG		Bacteria		Bacteroidota		Bacteroidia		Flavobacteriales		Schleiferiaceae						Target				2		-		29		19

		IM-8OCU82		TACGGAGGGTGCAAGCGTTATCCGGAATCACTGGGTTTAAAGGGTGCGTAGGCGGCCTGGTAAGTCAGAGGTGAAATGCACGAGCTTAACTGGTGAATTGCCTTTGAAACTATCAAGCTAGAATTATGTTGAGGTCAGCGGAATGAGTCATGTAGCGGTGAAATGCATAGATATGACTTAGAACACCAATTGCGTAGGCAGCTGGCTGGGCATACATTGACGCTGAGGCACGAAAGCGTGGGGAGCGAACAGG		Bacteria		Bacteroidota		Bacteroidia		Sphingobacteriales		Sphingobacteriaceae		Sphingobacterium				Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		72		-		-

		IM-8KEV27		TACGGAGGGTGCAAGCGTTATCCGGAATTACTGGGTTTAAAGGATGCGTAGGCGGGCTAATAAGTCAGAAGTGAAAGCTCACGGCTCAACTGTGGAATTGCTTTTGATACTGTTAGTCTTGAATTAGGTTGAGGTTGGCGGAATGAGTCATGTAGCGGTGAAATGCATAGATATGACTTAGAACACCAATTGCGAAGGCAGCTGACTAGACCTTAATTGACGCTGAGGCATGAAAGCGTGGGGAGCGAACAGG		Bacteria		Bacteroidota		Bacteroidia										Target				1		21		-		-

		IM-27P88Q		TACGGAGGATTCGAGCGTTATCCGGATTTATTGGGTTTAAAGGGTCCGTAGGCGGTTCTTTAAGTCAGTGGTGAAATCCCAGAGCTCAACTCTGGAACTGCCATTGAAACTGAAGAACTTGAATATGGTTGAGGTAGGCGGAATACGTTATGTAGCGGTGAAATGCATAGATATAACGTAGAACACCAATTGCGAAGGCAGCTTACTAAGCCATTATTGACGCTGATGGACGAAAGCGTGGGGAGCGAACAGG		Bacteria		Bacteroidota		Bacteroidia										Target				2		-		24		24

		IM-2G41TZ		TACGGAGGGTGCAAGCGTTGTCCGGAATCACTGGGTGTAAAGGGTGTGTAGGCGGGGCTGTAAGTCAGAGGTGAAATCCTACGGCTCAACCGTAGAACTGCCTTTGATACTGCAGCTCTTGAGTCTCGGAGAGGTCATTAGAATTCGTGGTGTAGCGGTGAAATGCGTAGATATCACGAGGAATACCAGAGGCGTAGGCGGATGACTGGACGAGTACTGACGCTGAGGCACGAAAGCGTGGGGAGCAAACAGG		Bacteria		Bacteroidota		Bacteroidia										Target				3		51		45		39

		IM-2P9D5O		TACGGAGGATCCAAGCGTTATCCGGAATCATTGGGTTTAAAGGGTCCGTAGGTGGATAATTAAGTCAGAGGTGAAAGTCTGCAGCTCAACTGTAGAATTGCCTTTGATACTGGTTATCTTGAGTCATTATGAAGTGGTTAGAATGTGTAGTGTAGCGGTGAAATGCATAGATATTACACAGAATACCGATTGCGAAGGCAGATCACTAATAATGTACTGACACTGATGGACGAAAGCGTGGGTAGCGAACAGG		Bacteria		Bacteroidota		Bacteroidia										Target				3		94		39		22

		IM-RLDY11		TACGGAGGGTGCAAGCGTTATCCGGAATCACTGGGTTTAAAGGGTGCGTAGGCGGCGTTATAAGTCAGAGGTGAAAGCTTGCAGCTTAACTGTAAAATTGCCTTTGAAACTGTAGTGCTTGAATCACGTTGAGGTCAGCGGAATGTGACATGTAGCGGTGAAATGCTTAGATATGTCATAGAACACCAATTGCGTAGGCAGCTGACTGGGCGTGTATTGACGCTGAGGCACGAAAGCGTGGGTAGCGAACAGG		Bacteria		Bacteroidota		Bacteroidia										Target				2		47		32		-

		IM-1E29XV		TACGGAGGGTCCAAGCGTTATCCGGATTTATTGGGTTTAAAGGGTTCGTAGGCGGGAAGATAAGTCAGTGGTGAAAGCCTGTGGCTCAACCATAGAATTGCCATTGATACTGTCTTTCTTGAATGCATATGAAGTGGGCGGAATGTGTCGTGTAGCGGTGAAATGCTTAGATATGACACAGAACACCGATTGCGAAGGCAGCTCACTAAATTGTTATTGACGCTGAGGAACGAAAGCGTGGGGAGCGAACAGG		Bacteria		Bacteroidota		Bacteroidia										Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		2		31		29		-

		IM-P258FG		TACGGAGGGTGCAAGCGTTGTCCGGAATCACTGGGTGTAAAGGGTGTGTAGGCGGGTCTGTAAGTCAGGGGTGAAATCCTACGGCTTAACCGTAGAACTGCCCTTGATACTGCAGATCTTGAGTCTCGGAGAGGTCACTAGAATTCGTGGTGTAGCGGTGAAATGCGTAGATATCACGAGGAATATCAGAGGCGTAGGCGGGTGACTGGACGAGAACTGACGCTGAGGCACGAAAGCGTGGGGAGCAAACAGG		Bacteria		Bacteroidota		Bacteroidia										Target				3		39		22		43

		IM-19ZL21		TACGGAGGGTGCAAGCGTTGTCCGGATTTATTGGGTTTAAAGGGTGCGTAGGCGGGATATTAAGTCAGTGGTGAAAGCCCACAGCTCAACTGTGGAACTGCCATTGATACTGATATTCTTGAGTACGGATGAGGTAAGCGGAATTTATGGTGTAGCGGTGAAATGCATAGATACCATAAAGAACACCAATAGCGAAGGCAGCTTACTAGGCCGTAACTGACGCTGAGGCACGAAAGCGTGGGGAGCGAACAGG		Bacteria		Bacteroidota		Bacteroidia										Target				2		35		33		-

		IM-8UBJ8N		TACGGAGGGTGCAAGCGTTATCCGGAATCACTGGGTTTAAAGGGTGCGTAGGCGGCGTTATAAGTCAGAGGTGAAAGCTTACAGCTCAACTGTAAAATTGCCTCCGAAACTGTAATGCTTGAATCACGTTGAGGTCAGCGGAATGTGACATGTAGCGGTGAAATGCATAGATATGTCATAGAACACCAATTGCGAAGGCAGCTGACTAGGCGTGTATTGACGCTGAGGCACGAAAGCGTGGGTAGCGAACAGG		Bacteria		Bacteroidota		Bacteroidia										Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		43		-		-

		IM-T3347M		TACGGAGGGTGCAAGCGTTATCCGGAATCATTGGGTTTAAAGGGTCCGCAGGCGGGCTTATAAGTCAGTGGTGAAAGCCTACAGCTTAACTGTAGAACTGCCATTGATACTGTAAGTCTTGAATTTAGTCGAAGTAGGCGGAATATGACATGTAGCGGTGAAATGCATAGATATGTCATAGAACACCGATAGCGAAGGCAGCTTACTAGGCTTGAATTGACGCTCATGGACGAAAGCGTGGGGAGCGAACAGG		Bacteria		Bacteroidota		Bacteroidia										Target				1		62		-		-

		IM-KZD9O5		TACGGAGGGTGCAAGCGTTATCCGGAATCACTGGGTTTAAAGGGTGCGTAGGCGGATAGATAAGTCAGAGGTGAAAGCCTCCCGCTCAACGGGAGAATTGCCTTTGATACTGTTTATCTTGAATAAGGTTGAGGTTAGCGGAATGTGACATGTAGCGGTGAAATGCATAGATATGTCATAGAACACCAATTGCGTAGGCAGCTAGCTAGGCCTTTATTGACGCTGAGGCACGAAAGCATGGGGAGCGAACAGG		Bacteria		Bacteroidota		Bacteroidia										Target				2		-		28		32

		IM-50C5TG		TACGGAGGGTGCAAGCGTTGTCCGGAATCACTGGGTGTAAAGGGTGTGTAGGCGGGACGGCAAGTCAGAGGTGAAATCCTGCAGCTTAACTGTAGAACTGCCTTTGATACTGCTGTTCTTGAGTATCGGAGAGGTCGCTGGAATTCGTGGTGTAGCGGTGAAATGCGTAGATATCACGAGGAACACCAGAGGCGTAGGCGGGCGACTGGACGATTACTGACGCTGAGGCACGAAAGCGTGGGGAGCAAACAGG		Bacteria		Bacteroidota		Bacteroidia										Target				3		186		235		227

		IM-I201PW		TACGGAGGGTGCAAGCGTTGTCCGGATTTATTGGGTTTAAAGGGTGCGTAGGCGGGATATTAAGTCAGTGGTGAAAGCCTTCGGCTCAACCGAAGAACTGCCATTGAAACTGATATTCTTGAGTACGGATGAGGTAAGCGGAATTTATGGTGTAGCGGTGAAATGCATAGATACCATAAAGAACACCGATAGCGAAGGCAGCTTACTAGGCCGTAACTGACGCTAATGCACGAAAGCGTGGGGAGCGAACAGG		Bacteria		Bacteroidota		Bacteroidia										Target				1		47		-		-

		IM-S97PC6		TACGGAGGGTGCAAGCGTTATCCGGAATTACTGGGTTTAAAGGGTGCGTAGGCGGCGACGTCAGTCAGAAGTGAAAGTTCACAGCTTAACTGTAAAATTGCTTTTGATACTGCGTGGCTTGAATCAGGTTGAGGTCGGCGGAATGTGGCATGTAGCGGTGAAATGCTTAGATATGCCATAGAACACCAATTGCGAAGGCAGCTGACTAGACCTGTATTGACGCTGAGGCACGAAAGCGTGGGGAGCGAACAGG		Bacteria		Bacteroidota		Bacteroidia										Target				1		25		-		-

		IM-2MYA94		TACGGAGGGTGCAAGCGTTATCCGGAATCACTGGGTTTAAAGGGTGCGTAGGCGGCGTTGTAAGTCAGAAGTGAAATCCCACCGCTCAACGGTGGAACTGCTTTTGATACTGCAGTGCTTGAATCAGGCTGAGGTCAGCGGAATGAGTCATGTAGCGGTGAAATGCATAGATATGACTTAGAACACCAATTGCGAAGGCAGCTGACTAGACCTGTATTGACGCTGAGGCACGAAAGCGTGGGGAGCGAACAGG		Bacteria		Bacteroidota		Bacteroidia										Target				1		27		-		-

		IM-6PZ0SY		TACGGAGGGTGCAAGCGTTATCCGGAATTACTGGGTTTAAAGGGTGCGTAGGCTGCAATGTAAGTCAGGAGTGAAATGTTACCGCTAAACGGTAGAACTGCTTTTGATACTGCGTTGCTTGAATTAGGATGAGGTTAGCGGAATGTGGCATGTAGCGGTGAAATGCATAGATATGCCATAGAACACCAATTGCGAAGGCAGCTAGCTAGACCTATATTGACGCTGAGGCACGAAAGCGTGGGGAGCGAACAGG		Bacteria		Bacteroidota		Bacteroidia										Target				3		61		148		171

		IM-PLU2H2		TACGGAGGGTGCAAGCGTTATCCGGAATCACTGGGTTTAAAGGGTGCGTAGGCGGCTTTATAAGTCAGATGTGAAAGCCCACCGCTTAACGGTGGAACTGCATTTGATACTGTAAGGCTTGAATCAGGCTGAGGTCAGCGGAATGTGTCATGTAGCGGTGAAATGCATAGATATGACATAGAACACCAATTGCGAAGGCAGCTGGCTAGACCTGAATTGACGCTGAGGCACGAAAGCGTGGGGAGCGAACAGG		Bacteria		Bacteroidota		Bacteroidia										Target				3		81		37		23

		IM-55IUZ2		TACGGAGGGTGCAAGCGTTATCCGGAATTACTGGGTTTAAAGGGTGCGTAGGCGGCTATGTAAGTCAGGAGTGAAAATTGCCCGCTAAACGGGTAACGTGCTTTTGATACTGCAAAGCTTGAATAAGGTTGAGGTTAGCGGAATGTGGCATGTAGCGGTGAAATGCATAGATATGCCATAGAACACCAATTGCGAAGGCAGCTGGCTAGACCTATATTGACGCTGAGGCACGAAAGCGTGGGGAGCGAACAGG		Bacteria		Bacteroidota		Bacteroidia										Target				2		-		39		47

		IM-0N22BT		TACGTAGGGAGCAAGCGTTGTCCGGATTTACTGGGTGTAAAGGGCGCGCAGGCGGGTTGGCAAGTCAGAGGTGAAATCCTACAGCTTAACTGTAGAACTGCCCTTGATACTGCCAATCTTGAGTATGGAAGAGAGAGACGGAATTCCAGGTGTAGTGGTGAAATACGTAGATATCTGGAAGAACACCAGTTGCGAAGGCGGTCTCTTGGTCCAATACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Bacteroidota		Ignavibacteria		Ignavibacteriales								Target				2		-		131		141

		IM-4FT12I		TACGGAGGGTGCAAGCGTTGTCCGGATTCACTGGGTGTAAAGGGTGTGTAGGCGGGGCGGTATGTCAGAGGTGAAAGCCCACGGCTCAACCGTGGAATTGCCTTTGAAACTGCCGTTCTTGAGTCTCGGAGAGGTCGCTGGAATTCGTGGTGTAGCGGTGAAATGCGTAGATATCACGAGGAACACCAGAGGCGTAGGCGGGCGACTGGACGAGAACTGACGCTGAGGCACGAAAGCGTGGGGAGCAAACAGG		Bacteria		Bacteroidota		Rhodothermia		Rhodothermales		Rhodothermaceae						Target				3		104		21		23

		IM-48V2LW		TACGGAGGGTGCAAGCGTTGTCCGGATTCACTGGGTGTAAAGGGTGTGTAGGCGGGACGATAAGTCAGAGGTGAAAGCCCACGGCTCAACCGTGGAATTGCCTTTGATACTGCCGTTCTTGAGTCTCGGAGAGGTCATCGGAATTCGTGGTGTAGCGGTGAAATGCGTAGATATCACGAGGAACACCAGAGGCGTAGGCGGATGACTGGACGAGTACTGACGCTGAGGCACGAAAGCGTGGGGAGCAAACAGG		Bacteria		Bacteroidota		Rhodothermia		Rhodothermales		Rhodothermaceae						Target				3		31		47		35

		IM-X24BQQ		TACGGAGGGTCCAAGCGTTGTCCGGAATCACTGGGTGTAAAGGGTGCGCAGGCGGGCGTGTAAGTCAGGGGTGAAAGCCACCGGCCTAACCGGTGAACTGCCCTTGATACTGCACGTCTTGAATCCAAGAGAGGCTATCGGAATTCGTGGTGTAGCGGTGAAATGCGTAAATATCACGAGGAACACCTGATGCGTAGGCGGATAGCTGGATTGGTATTGACGCTGAGGCACGAAAGCGTGGGGAGCGAACAGG		Bacteria		Bacteroidota		Rhodothermia		Rhodothermales								Target				1		41		-		-

		IM-DD1M5P		TACGGAGGGTGCAAGCGTTGTCCGGAATCACTGGGTGTAAAGGGTGTGTAGGCGGGACAGTAAGTCAGAGGTGAAATCCCACGGCTCAACCGTGGAACTGCCTTTGATACTGCTGTTCTTGAATATCGGAGGGGTAGCTGGAATTCGTGGTGTAGCGGTGAAATGCGTAGATATCACGAGGAACACCAGAGGCGTAGGCGGGCTACTGGACGATTATTGACGCTGAGGCACGAAAGCGTGGGGAGCAAACAGG		Bacteria		Bacteroidota												Target				2		33		25		-

		IM-902AVH		TACGGAGGGTGCAAGCGTTGTCCGGAATCACTGGGTGTAAAGGGTGTGCAGGCGGGCCTATAAGTCAGAGGTGAAAGCCCACGGCTCAACCGTGGAACTGCCTTTGATACTGTAGGTCTTGAGTCCCGGAGAGGTCACTAGAATTCGTGGTGTAGCGGTGAAATGCGTAGATATCACGAGGAATACCAGAGGCGTAGGCGGGTGACTGGACGGGTACTGACGCTGAGGCACGAAAGCGTGGGGAGCAAACAGG		Bacteria		Bacteroidota												Target				1		28		-		-

		IM-44M82S		TACGGAGGGTGCAAGCGTTGTCCGGAATCACTGGGTGTAAAGGGTGTGTAGGCGGGGCGATAAGTCAGAGGTGAAATCCCACGGCCCAACCGTGGAACTGCCTTTGATACTGTCGTTCTTGAGTCCCGGAGAGGTCATCGGAATTCGTGGTGTAGCGGTGAAATGCGTAGATATCACGAGGAACACCAGAGGCGTAGGCGGATGACTGGACGGGTACTGACGCTGAGGCACGAAAGCGTGGGGAGCAAACAGG		Bacteria		Bacteroidota												Target				1		44		-		-

		IM-3I4UMW		CACGTAGGATCCGAGCGTTATCCGAATTTACTGGGCGTAAAGCGCGTGTAGGCGGCTGGGTAAGTTGGACGTGAAAGCTCCTGGCTCAACTAGGAGAGGTCGTTCAAAACTGCCTGGCTAGAGGGCGACAGAGGGAGGTGGAATTCCCGGTGTAGTGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCCTCCTGGGTCGCCCCTGACGCTCAGACGCGAAAGCTAGGGGAGCGAACGGG		Bacteria		Chloroflexota		Anaerolineae		Anaerolineales		Anaerolineaceae						Target				2		-		33		51

		IM-43OS8O		TACGTAGGAGGCGAGCGTTATCCGGATTTATTGGGCGTAAAGCGCGTGCAGGTGGTTTGGTAAGTTGGGTATGAAATCTTCTGGCTTAACTAGGAGAGGTTGCTCAAAACTACCAGACTAGAGGACGATAGAGGAAGGTGGAATTCCCGGTGTAGTAGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCCTTCTGGGTCGTTCCTGACACTAAGACGCGAAAGCATGGGTAGCAAACGGG		Bacteria		Chloroflexota		Anaerolineae		Anaerolineales		Anaerolineaceae						Target				2		-		40		49

		IM-EZ8CN3		GACGTAGGATCCAAGCGTTATCCGGATTTACTGGGCGTAAAGCGCGTGTAGGCGGTTTGGCAAGTTGGATGTGAAAGCTCCTGGCTCAACTGGGAGAGGCCGTTCAAAACTGCCAGACTAGAGGACGGTAGAGGGAGGTGGAATTCCCGGTGTAGTGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCCTCCTGGGCCGTTCCTGACGCTCAGACGCGAAAGCTAGGGTAGCAAACGGG		Bacteria		Chloroflexota		Anaerolineae		Anaerolineales		Anaerolineaceae						Target				2		-		37		47

		IM-1CGS1C		CACGTAGGAGGCAAACGTTATCCGGATTTACTGGGCGTAAAGCGCGTGTAGGCGGTTTGGTAAGTTGGATGTGAAAGCTCCCGGCTCAACTGGGAGAGGTCGTTCAATACTGCCAGACTAGAGGACGGTAGAGGGAGGTGGAATTCCCGGTGTAGTGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCCTCCTGGGCCGTTCCTGACGCTCAGACGCGAAAGCATGGGGAGCGAACGGG		Bacteria		Chloroflexota		Anaerolineae		Anaerolineales		Anaerolineaceae						Target				3		118		93		76

		IM-68MI70		CACGTAGGAGGCAAACGTTATCCGGATTTACTGGGCGTAAAGCGCGTGCAGGCGGTTCGGTAAGTTGGATGTGAAAGCTCCTGGCTCAACTGGGAGAGGTCGTTCAATACTGCCAAACTAGAGGACGGTAGAGGAAGGTGGAATTCCCGGTGTAGTGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCCTTCTGGGCCGTTCCTGACGCTCATACGCGAAAGCATGGGTAGCGAACGGG		Bacteria		Chloroflexota		Anaerolineae		Anaerolineales		Anaerolineaceae						Target				1		26		-		-

		IM-0G2FTW		AACGTAGGAGGCGAGCGTTATCCGGATTTACTGGGCGTAAAGCGCGTGTAGGCGGTTTGGTAAGTCGGACGTGAAAGCTCCCGGCTCAACTGGGAGAGGCCGTTCGAGACTACCAGACTTGAGGATGGTAGAGGGAGGTGGAATTCCGGGTGTAGCGGTGAAATGCGTAGATATCCGGAGGAACACCAGTGGCGAAGGCGGCCTCCTGGACCACTCCTGACGCTCAGACGCGAAAGCTAGGGGAGCAAACGGG		Bacteria		Chloroflexota		Anaerolineae		Anaerolineales		Anaerolineaceae						Target				1		-		-		31

		IM-04YL0U		CACGTAGGAGGCAAACGTTATCCGGATTTACTGGGCGTAAAGCGCGTGCAGGCGGTTCGGTAAGTTGGATGTGAAAGCTCCTGGCTCAACTAGGAGAGGTCGTTCAATACTGCCGGACTTGAGGACGGTAGAGGAAAGTGGAATTCCCGGTGTAGTGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCTTTCTGGGCCGTTCCTGACGCTAAGACGCGAAAGCGTGGGTAGCGAACGGG		Bacteria		Chloroflexota		Anaerolineae		Anaerolineales		Anaerolineaceae						Target				3		41		137		96

		IM-43E8T7		TACGTAGGTGGCAAGCGTTGTCCGGATTTACTGGGCGTAAAGAGCGCGCAGGCGGTCGAATAAGTCGAATGTGAAAGCTCCCGGCTCAACTGGGAAGGGTCATTCGATACTGTTCGACTCGAAGATAGGAGAGGGAAGCGGAATTCCCGGTGTAGTGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCTTTCTGGCCTATTCTTGACGCTGAGGCGCGAAAGCTAGGGGAGCGAACGGG		Bacteria		Chloroflexota		Anaerolineae		Anaerolineales		Anaerolineaceae						Target				1		54		-		-

		IM-8YYDO8		CACGTAGGATTCAAGCGTTATCCGGATTTACTGGGCGTAAAGCGCGTGCAGGCGGTACGGTAAGTTGGATGTGAAAGCTCCTGGCTCAACTGGGAGATGCCGTTCAATACTGCCGAACTAGAGGACGATAGAGGGAGGTGGAATTCCCGGTGTAGTGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCCTCCTGGATCGTGCCTGACGCTAAGACGCGAAAGCTAGGGTAGCAAACGGG		Bacteria		Chloroflexota		Anaerolineae		Anaerolineales		Anaerolineaceae						Target				2		-		33		49

		IM-9MT99W		CACGTAGGATCCGAGCGTTATCCGGATTTACTGGGCGTAAAGCGCGTGCAGGCGGTTTGGTAAGTTGGATGTTAAAGCTCCCGGCTCAACTGGGAGAGGCCGTTCAAAACTACCAGACTAGAGGGCGACAGAGGGAGGTGGAATTCCCGGTGTAGTGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCCTCCTGGATCGTTCCTGACGCTCAGACGCGAAAGCTAGGGTAGCAAACGGG		Bacteria		Chloroflexota		Anaerolineae		Anaerolineales		Anaerolineaceae						Target				2		-		89		113

		IM-183VS6		CACGTAGGATCCAAGCGTTATCCGGATTTACTGGGCGTAAAGCGCGTGTAGGCGGCTTGGTAAGTTGGATGTGAAAGCTCCTGGCCCAACCGGGAGACGTCGTACAATACTGCCAAGCTTGAGGACGGTAGAGGAAGGTGGAATTCCAGGTGTAGTGGTGAAATGCGTAGATATCTGGAGGAACACCAGTGGCGAAGGCGGCCTTCTGGACCGCTCCTGACGCTCAGACGCGAAAGCTAGGGTAGCGAACGGG		Bacteria		Chloroflexota		Anaerolineae		Anaerolineales		Anaerolineaceae						Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		3		29		137		173

		IM-HNJ7M5		AACGTAGGACGCGAGCGTTATCCGGATTTACTGGGCGTAAAGCGTGTGCAGGCGGTTAGGTAAGTCGGACGTGAAAGCTCCCGGCTCAACTGGGAGAGGCCGTTCGAAACTACCTGGCTTGAGGGCAGTAGAGGAGCGTGGAATTCCGGGTGTAGTGGTGAAATGCGTAGAGATCCGGAGGAACACCAGTGGCGAAGGCGGCGCTCTGGACTGCACCTGACGCTAAGACACGAAAGCTAGGGTAGCGAACGGG		Bacteria		Chloroflexota		Anaerolineae		Anaerolineales		Anaerolineaceae						Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		3		18		22		31

		IM-D8HM87		AACGTAGGGGGCTAGCGTTATCCGGATTTATTGGGCGTAAAGCGCACGTAGGCGGCGCTGTAAGTTGGGCGTGAAAGCTCTCGGCTTAACTGGGAGAGGTCGTTCAAAACTGCAGCGCTTGAGGTTGGAAGAGGAGAGTGGAATTCCCGGTGTAGTGGTGGAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAAGCGACTCTCTGGTCCACACCTGACGCTGAGGTGCGAAAGCGTGGGGAGCGAACGGG		Bacteria		Chloroflexota		Anaerolineae		Ardenticatenales								Target				3		62		202		258

		IM-8474WM		AACGTAGGGGGCTAACGTTATCCGGATTTATTGGGCGTAAAGCGCACGTAGGCGGCGCTGAAAGTTAGACGTGAAAGCTCCCGGCTTAACTGGGAGAGGTCGTTTAATACTACAGTGCTTGAGGTTGAAAGAGGAGAGTGGAATTCCCGGTGTAGTGGTGGAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAAGCGACTCTCTGGTTCACACCTGACGCTGAGGTGCGAAAGCGTGGGGAGCGAACGGG		Bacteria		Chloroflexota		Anaerolineae		Ardenticatenales								Target				3		36		35		43

		IM-1U454H		AACGTAGGGGGCGAGCGTTATCCGGATTTATTGGGCGTAAAGCGCACGTAGGCGGCACTGTAAGTTGGACGTGAAAGCTCCCGGCTTAACTGGGAGAGGTCGTTCAAAACTGCGGTGCTTGAGGTTGGAAGAGGAGAGTGGAATTCCCGGTGTAGTGGTGGAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAAGCGGCTCTCTGGTTCACACCTGACGCTGAGGTGCGAAAGCGTGGGTAGCGAACGGG		Bacteria		Chloroflexota		Anaerolineae		Ardenticatenales								Target				1		-		-		23

		IM-I2HM5Z		AACGTAGGGGGCAAGCGTTATCCGGATTTACTGGGCGTAAAGCGCACGTAGGCGGCGCCGTAAGTTGGGCGTGAAAGCTCTCGGCTTAACTGAGAGAGGTCGTTCAATACTGCAGCGCTTGAGGTTGGAAGAGGAGAGTGGAATTCCCGGTGTAGTGGTGGAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAAGCGGCTCTCTGGTCCATACCTGACGTTGAGGTGCGAAAGCGTGGGGAGCGAACGGG		Bacteria		Chloroflexota		Anaerolineae		Ardenticatenales								Target				1		21		-		-

		IM-CA7I8L		AACGTAGGGGGCGAGCGTTATCCGGATTTACTGGGCGTAAAGCGCACGTAGGTGGCATTGTAAGTTGGATGTGAAAGCTCCCGGCTCAACTGGGAGAGGTCGTTCAATACTGCAGTGCTAGAGGTTGACAGAGGAGAGCAGAATTCCCGGTGTAGTGGTGGAATGCGTAGATATCGGGAGGAATACCAGTGGCGAAGGCGGCTCTCTGGGTCACACCTGACGCTGAGGTGCGAAAGCGTGGGTAGCGAACGGG		Bacteria		Chloroflexota		Anaerolineae		Ardenticatenales								Target				2		-		35		58

		IM-CX60M3		AACGTAGGGGGCGAGCGTTATCCGGATTTATTGGGCGTAAAGCGCACGTAGGCGGTGTTGTAAGTTGGGCGTGAAAGCTCTCGGCTTAACTGAGAGAGGTCGTTCAATACTGCAGCACTTGAGGTTGAAAGAGGAGAGCGGAATTCCCGGTGTAGTGGTGGAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAAGCGGCTCTCTGGTTCATACCTGACGCTGAGGTGCGAAAGCGTGGGGAGCGAACGGG		Bacteria		Chloroflexota		Anaerolineae		Ardenticatenales								Target				3		71		81		91

		IM-3A0A7J		AACGTAGGGGGCGAGCGTTATCCGGAATTACTGGGCGTAAAGGGCGTCTAGGCGGTGGAGTAAGTCCCGCGTGAAAGCTCCCGGCTCAACTGGGAGAGGGCGTGGGAAACTGCTTGGCTAGAGACTCGGAGAGGGGTGTGGAATTCCCGGTGGAGTGGTGAAATGCGTTGAGATCGGGAGGAACACCAGTGGCGAAGGCGGCACCCTGGCCGAGGTCTGACGCTGAAGCGCGACAGCGTGGGGAGCGAACGGG		Bacteria		Chloroflexota		Anaerolineae										Target				1		-		-		22

		IM-30SHOO		AACGTAGGGGGCGAGCGTTATCCGGAATTACTGGGCGTAAAGGGCGTCTAGGCGGCATGGTCAGTCTCGCGTGAAAGCTCCCGGCTCAACTGGGAGAGGGCGCGGGAAACTGCCAAGCTAGAGACTCGGAGAGGGGTGCGGAATTCCCGGTGGAGTGGTGAAATGCGTTGAGATCGGGAGGAACACCAGTAGCGAAGGCGGCACCCTGGCCGAGGTCTGACGCTGAAGCGCGATAGCGTGGGGAGCAAACGGG		Bacteria		Chloroflexota		Anaerolineae										Target				1		-		-		29

		IM-FWY945		CACGTAGGATCCAAGCGTTATCCGGATTTACTGGGCGTAAAGCGCGTGCAGGCTGTTCGGTAAGTTGGATGTCAAAGCTCCCGGCTCAACTGGGAGAGGCCGTTCAAAACTGCCGGACTAGAGGACGATAGAGGGAGGTGGAATTCCCGGTGTAGTGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCCTCCTGGATCGGTCCTGACGCTCAGACGCGAAAGCTAGGGTAGCAAACGGG		Bacteria		Chloroflexota		Anaerolineae										Target				3		37		223		284

		IM-U0K3MP		AACGTAGGGGGCGAGCGTTATCCGGAATTACTGGGCGTAAAGGGCGTCTAGGCGGCAGCCTAAGTCGCACGTGAAAGCTCCCGGCTCAACTGGGAGAGTGCGTGGGAAACTGGGCAGCTAGAGACTCGGAGAGGGGTGTGGAATTCCCGGTGGAGTGGTGAAATGCGTTGAGATCGGGAGGAACACCAGTGGCGAAGGCGGCACCCTGGCCGAGGTCTGACGCTGAAGCGCGACAGCGTGGGGAGCGAACGGG		Bacteria		Chloroflexota		Anaerolineae										Target				2		-		27		32

		IM-0YT8Q8		AACGTAGGACGCGAACGTTATCCGGAATTACTGGGCGTAAAGGGCGCGCAGGCGGTGGATTAAGTTAGGCATGAAAGCTCCCTGGCTAAACCGGGAGAGGATGTCTGATACTGGTTCACTAGAGTGTGTTAGAGGGGTGTAGAATTCCGCGTGTAGTGGTGAAATGCGTAGATATGCGGAGGAATACCAGTGGCGAAGGCGGCACCCTGGAACACAACTGACGCTGAGGCGCGAAAGCATGGGTAGCGAACGGG		Bacteria		Chloroflexota		Anaerolineae										Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		3		19		22		40

		IM-LT2E9J		TACGTAGGTGGCGAGCGTTGTCCGGATTTACTGGGCGTAAAGGGCGTGCAGGCGGTTCGTTAAGTTCGAGGTGAAAGCTCCCGGCTCAACTGGGAGAGGTCCCCGGATACTGGCGGACTTGAGGTAGGTAGAGGAAAGTGGAATTCCCGGTGTAGTGGTGATATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCTTTCTGGGCCTTACCTGACGCTGAGACGCGAAAGCGTGGGGAGCGAACCGG		Bacteria		Chloroflexota		Dehalococcoidia										Target				3		76		61		56

		IM-9JE5S2		TACGTAGGTGGCGAGCGTTGTCCGGATTTACTGGGCGTAAAGGGCTTGTAGGCGGTTCGTTAAGTCCGGTGTGAAATCTCCCGGCTCAACTGGGAGGGGTCATCGGATACTGGCGGACTTGAGGTAGGTAGAGGAAAGCGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCTTTCTGGGCCTATCCTGACGCTGAGGAGCGAAAGCGTGGGGAGCGAACCGG		Bacteria		Chloroflexota		Dehalococcoidia										Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		3		21		34		24

		IM-C2U5G8		TACGGAGGGTGCGAGCGTTATCCGGAATCACTGGGCGTAAAGGGCGCGTAGGCGGTTTGTTAAGTCCGATGTTAAAGACCGAGGCTCAACCTCGACACGGCGTTGGATACTGACAAGCTTGACGGCTGGAGAGGTGAGTGGAATTACCAGTGTAGCGGTGGAATGCGTAGATACTGGTAGGAACACCTATTGCGAAGGCAGCTCACTGGACAGCACGTGACGCTGAGGCGCGAAAGTGTGGGGAGCAAACCGG		Bacteria		Deinococcota		Deinococci		Deinococcales		Trueperaceae		Truepera				Target				3		168		105		91

		IM-4EIY95		TACGGAGGGTGCGAACGTTATCCGGAATCACTGGGCGTAAAGGGCGCGTAGGCGGTTTGCTAAGTCCGATGTTAAAGATCGAGGCTCAACCTCGTTAAGGCGTTGGATACTGGCAGGCTTGACGGCTGGAGAGGCGAGTGGAATTACCAGTGTAGCGGTGGAATGCGTAGATACTGGTAGGAACACCTATTGCGAAGGCAGCTCGCTGGACAGCACGTGACGCTGAGGCGCGAAAGTGTGGGGAGCAAACCGG		Bacteria		Deinococcota		Deinococci		Deinococcales		Trueperaceae						Target				2		-		43		44

		IM-UY155G		TACGGAGGGTGCGAGCGTTGTCCGGAATCACTGGGCGTAAAGGGCGCGTAGGCGGCTCGGTAAGTAGGGGGTGAAATCCCACGGCTCAACCGTGGGCCTGCCTCCTAAACTGTCGAGCTTGAGCACGGTAGAGGCAGATGGAATTCCCGGTGTAGCGGTGGAATGCGTAGATATCGGGAAGAACACCAGTGGCGAAGGCGGTCTGCTGGGCCGTTGCTGACGCTGAGGCGCGATAGCGTGGGGAGCAAACAGG		Bacteria		Gemmatimonadota		Gemmatimonadetes		Gemmatimonadales		Gemmatimonadaceae						Target				3		41		33		57

		IM-895Q8T		TACGGAGGTTGCAAGCGTTGTTCGGATTAACTGGGCGTAAAGGGAGCGCAGGCGGTTTGGTCAGTCTGAAGTGGAAGCCCGGGGCTCAACCCCGGAAGGCCTTTGGATACTGCCAAACTTGAGTTCGTGAGAGGAAAGCGGAATTCCAGGTGTAGCGGTGAAATGCGTAGATATCTGGAGGAACATCGATGGCGAAAGCAGCTTTCTGGCACGATACTGACGCTGAGGCTCGAAAGCGTGGGGAGCGAACAGG		Bacteria		Hydrogenedentota		Hydrogenedentia		Hydrogenedentiales								Target				1		-		24		-

		IM-9K7BEH		TACGGGGGGAGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGTGTAGGCGGCCAGATAAGTGAGATGTGAAAGGTCTCGGCTCACCCGAGGACGGGCATCTCATACTGTTTGGCTTGAGTACGGGAGAGGATGGGGGAATTCCTGGTGTAGCGGTGAAATGCGTAGATATCAGGAGGAACACCAGTGGCGAAGGCGCCCATCTGGCCCGATACTGACGCTGAGGCGCGAAAGCTAGGGGAGCGAACGGG		Bacteria		Latescibacterota												Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		3		27		35		40

		IM-ZX6186		TACGGAGGGAGCAAACGTTGTTCGGATTTACTGGGTGTAAAGGGTGCGTAGGCGGCCCTGTGTGTCAGAGGTGAAATCCCACGGCTCAACCGTGGAATTGCCTTTGAAACTGCAGGGCTTGAGTCCGAGAGGGGATGGTGGAATTCCTGGTGTAACGGTGAAATGTGCAGATATCAGGAAGAACACCCGTGGCGAAGGCGGCCATCTGGCTCGGAACTGACGCTGAGGCACGAAAGCTAGGGTATCGAACGGG		Bacteria		Latescibacterota												Target				1		18		-		-

		IM-3EP1O6		TACGGAGGGTGCGAACGTTGTTCGGATTTACTGGGTGTAAAGGGTGCGTAGGCGGCTTCGTGTGTCAGAGGTGAAATCCCACGGCTCAACCGTGGAATTGCCTTTGAAACTGCGAGGCTTGAGTCCGTGAGAGGAAGATGGAATTCCTGGTGTAACGGTGAAATGTGCAGATATCAGGAAGAACACCGATGGCGAAGGCAGTCTTCTGGCACGGTACTGACGCTGAGGCACGAAAGCTAGGGTATCGAACGGG		Bacteria		Latescibacterota												Target				2		-		29		48

		IM-8Z2RB2		TACGGAGGGAGCGAACGTTGTTCGGATTTACTGGGTGTAAAGGGTGCGTAGGCGGCTTGGTATGTCAGAGGTGAAATTCTACGGCTCAACCGTAGAACTGCCTTTGAAACTGCCAAGCTTGAGTCCGTGAGAGGATGGTGGAATTCCTGGTGTAACGGTGAAATGTGCAGATATCAGGAAGAACACCCATGGCGAAGGCAGCCATCTGGCACGGTACTGACGCTGAGGCACGAAAGCTAGGGTATCGAACGGG		Bacteria		Latescibacterota												Target				1		58		-		-

		IM-9EHI1W		TACGGAGGGAGCGAACGTTGTTCGGATTCACTGGGCGTAAAGGGCGTGTAGGCGGTCTGGCAAGTCAGAGGTGAAATGTCTCGGCTCAACCGAGGACCTGCCTTTGAAACTGCCGGACTTGAGGCCGTGAGAGGAGACTGGAATTCCTAGTGTAGCGGTGAAATGCATAGATATTAGGAAGAACACCAGTGGCGAAGGCGAGTCTCTGGCACGGTTCTGACGCTGAGGCGCGAAAGCTAGGGGAGCGAACGGG		Bacteria		Latescibacterota												Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		3		48		133		123

		IM-464THW		TACGGAGGGAGCGAACGTTGTTCGGATTTACTGGGCGTAAAGGGCGTGTAGGCGGCTTGGCAAGTCAGAGGTGAAATTTCCCGGCTCAACCGGGGACCTGCCTTTGAAACTGCCGAGCTTGAGGTCGTGAGAGGAGACTGGAATTCCTAGTGTAGCGGTGAAATGCATAGATATTAGGAAGAACACCAGTGGCGAAGGCGAGTCTCTGGCACGATTCTGACGCTGATGCGCGAAAGCTAGGGGAGCGAACGGG		Bacteria		Latescibacterota												Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		3		83		80		59

		IM-2HI24B		CACGGGGGGAGCAAGCGTTGTTCGGATTCATTGGGCGTAAAGGGCGCGTAGGCGGTTTGGCAAGTCCGACGTGAAATGTACCGGTTCAACCGGGGCGCTGTGTCGGAAACTGCCTTACTTGAGGTCGAGGGAGGAAAGTGGAATTCCTGGTGTAGCGGTGAAATGCGTAGATATCAGGAGGAACACCCGTGGCGAAGGCGGCTTTCTATCTCGAAACTGACGCTGAGGCGCGAAAGCTAGGGGAGCAAACGGG		Bacteria		Latescibacterota												Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		3		42		51		63

		IM-Y9D78T		TACGGAGGGAGCAAACGTTGTTCGGATTTACTGGGTGTAAAGGGTGCGTAGGCGGCTTCGTGTGTCGGAGGTGAAATCCAGCGGCTCAACCGTTGGACTGCCCCCGAAACTGCGAGGCTTGAGTCCGTGAGAGGTTGGTGGAATTCCTGGTGTAACGGTGAAATGTGCAGATATCAGGAAGAACACCCGTGGCGAAGGCGGCCAACTGGCACGGTACTGACGCTGAGGCACGAAAGCTAGGGTATCGAACGGG		Bacteria		Latescibacterota												Target				2		-		21		24

		IM-16A5ZS		TACGGAGGGAGCGAACGTTGTTCGGATTTACTGGGTGTAAAGGGTGCGTAGGCGGTCGCGTGTGTCAGAGGTGAAATCCCACGGCTCAACCGTGGAATTGCCTTTGAAACTGCGCGACTTGAGTCCGGAAGAGGAAGGTGGAATTCCTGGTGTAACGGTGAAATGTGCAGATATCAGGAAGAACACCCGTGGCGAAGGCGGCCTTCTGGTCCGGAACTGACGCTGAGGCACGAAAGCTAGGGTATCGAACGGG		Bacteria		Latescibacterota												Target				2		-		47		44

		IM-YKX6S3		TACGGAGGGAGCGAACGTTGTTCGGATTTACTGGGCGTAAAGGGCGCGTAGGCGGCTTTGCAAGTCAGAGGTGAAATGTCTCGGCTCAACCGAGGACCTGCCTTTGAAACTACAGAGCTTGAGGCCGTGAGAGGAGACTGGAATTCCTAGTGTAGCGGTGAAATGCATAGATATTAGGAAGAACACCAGTGGCGAAGGCGAGTCTCTGGCACGGTTCTGACGCTGAGGCGCGAAAGCCAGGGGAGCGAACGGG		Bacteria		Latescibacterota												Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		3		34		80		110

		IM-F56XR6		TACGGAGGGTGCAAGCGTTGTTCGGATTCACTGGGTATAAAGGGTGCGCAGGCGGACTGATAAGTCAGAGGTGAAATATGTCGGCTCAACCGGCAAACGGCCTCTGAAACTGCCAGTCTTGAGTTCGAGAGAGGTAGGTGGAATTCCAGGTGTAGCGGTGAAATGCGTAAATATCTGGAGGAACACCGGTGGCGAAGGCGGCCTACTGGCTCGATACTGACGCTCAGGCACGAAAGCATGGGGAGCGAACGGG		Bacteria		Latescibacterota												Target				2		-		28		32

		IM-C2T6ON		TACGGAGGGTGCGAACGTTGCTCGGAATTATTGGGCGTAAAGCGCGCGTAGGCGGCTTTGCAAGTTGGACGTGAAAGCCCTGGGCTCAACCCAGGAAGTGCGTCCAAAACTGCATGGCTCGAATCCCGGAGGGGGCCAGAGAATTCCCGGTGTAGAGGTGAAATTCGTAGATATCGGGAGGAATACCAGTGGCGAAGGCGCTGGCCTGGACGGTGATTGACGCTGAGGTGCGAAAGCGTGGGGAGCGAACGGG		Bacteria		Myxococcota		Polyangia										Target				1		-		24		-

		IM-E80H3S		TACGGGGGGTGCAAGCGTTGTTCGGATTTACTGGGCGTAAAGCGCGAGCAGGCGGGTCAGTAAGTCTTGTGTGTAATCTTTCGGCTCAACCGAAAAACTGCACGGGAAACTACTGATCTTGAGTGCGAGAGAGGATGGCGGAATTCCTGGTGTAGCGGTGAAATGCGTAGATATCAGGAGGAACACCGGTGGCGAAGGCGGCCATCTGGCTCGACACTGACGCTCATTCGCGAAGGCCGGGGGAGCAAACAGG		Bacteria		Nitrospinota		Nitrospinia		Nitrospinales		Nitrospinaceae						Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		2		-		83		75

		IM-Q70H2V		TACGGGGGGTGCAAGCGTTGTTCGGATTTACTGGGCGTAAAGCGCGTGCAGGCGGGTCGGCAAGTCCTGTGTGTAATCTCCCGGCTTAACCGGGAAACTGCATGGGAAACTATCGATCTTGAGTGCGAGAGAGGATGGCGGAATTCCTGGTGTAGCGGTGAAATGCGTAGATATCAGGAGGAACACCGGTGGCGAAGGCGGCCATCTGGCTCGACACTGACGCTGAGACGCGAAGGCCGGGGGAGCAAACAGG		Bacteria		Nitrospinota		Nitrospinia		Nitrospinales		Nitrospinaceae						Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		2		-		28		32

		IM-M20B6J		GACAGAGGTGGCAAGCGTTGTTCGGATTTACTGGGCTTAAAGGGCGTGTAGGCGTCCTGATAAGTCAGATGTGGAAGCCTTGGGCTTAACCCAAGAATTGCATTTGAAACTGTCGGGATTGAGTCGTGCATGGGAGGGCGGAATTCCTGGTGTAGCGGTGAAATGCGTAGATATCAGGAGGAAGGCCGGTGGTGAAGACGGCCCTCTGGGCAATGACTGACGCTGAGGCGCGAAAGCGTGGGTAGCAAACAGG		Bacteria		Nitrospirota		Nitrospiria		Nitrospirales		Nitrospiraceae						Target				2		-		103		150

		IM-T75Q4D		GACAGAGGTGGCAAGCGTTGTTCGGATTTACTGGGCTTAAAGGGCGTGTAGGCGTCCTGATAAGTCAGATGTGGAAGCCTTGGGCTTAACCCAAGAAGTGCATTTGAAACTGTCAGGATTGAGTCGTGCAAGGGAGGGCGGAATTCCTGGTGTAGCGGTGAAATGCGTAGATATCAGGAGGAAGGCCGGTGGCGAAGGTGGCCCTCTAGGCAATGACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Nitrospirota		Nitrospiria		Nitrospirales		Nitrospiraceae						Target				3		27		168		272

		IM-36H5KZ		TACGAAGGTGGCAAGCGTTGTTCGGATTTACTGGGCGTAAAGAGAGCGTAGGCGGTTGAGTAAGCCCTGTGGGAAATCTCCCGGCTTAACCGGGAAAGGTCGCAGGGGACTGCTTGGCTAGAGGACGGGAGAGGAGCGCGGAATTCCCGGTGTAGCGGTGAAATGCGTAGAGATCGGGAGGAAGGCCGGTGGCGAAGGCGGCGCTCTGGAACGTACCTGACGCTGAGGCTCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Nitrospirota		Nitrospiria		Nitrospirales		Nitrospiraceae						Target				2		64		24		-

		IM-ZKJ269		GACAGAGGTGGCAAGCGTTGTTCGGAATTACTGGGCTTAAAGGGCGCGTAGGTGTCCTGGCAAGTCAGATGTGGAAGCTTCTTGCTTAACGAGAAAATTGCATTTGAAACTGTCGGGATTGAGTCAGACAGGGGATGGCGGAATTCCTGGTGTAGCGGTGAAATGCGTAGATATCAGGAGGAAGGCCGGTGGCGAAGGCGGCCATCTGGGTCTGAACTGACACTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Nitrospirota		Thermodesulfovibrionia		Thermodesulfovibrionales		Thermodesulfovibrionaceae						Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		3		25		90		149

		IM-Q12C2T		TACGAAGGGCCCGAGCGTTAATCGGAATCACTGGGCTTAAAGCGTACGCAGGCGGATGCGCAGGCATCTTGTGAAATCCCTCGGCTCAACCGAGGAACTGCAGGGTGAACCGCGTGTCTTGAGACAAGTAGGGGCTACCGGAACGCTAGGTGGAGTGGTGAAATGCGTTGATATCTAGCGGAACGCCAAAGGAGAAATCAGGTAGCTGGGCTTGTTCTGACGCTGAGGTACGAAAGCGTGGGGAGCGAACGGG		Bacteria		Planctomycetota		Phycisphaerae		Phycisphaerales		Phycisphaeraceae						Target				3		49		56		57

		IM-WQC516		TACGAAGGGCCCGAGCGTTGCGCGGAATCACTGGGCTTAAAGCGTGCGCAGGCGGGCGCGCAGGCGTCTTGTGAAATCCCTCGGCTCAACCGAGGAACTGCTTGACGAACCGCGTGTCTTGAGGCAGGTAGGGGCCGTCGGAACGATAGGTGGAGTGGTGAAATGCGTTGATATCTATCGGAACGCCAAAGGAGCAATCAGGCGGCTGGGCCTGTTCTGACGCTGAGGCACGAAAGCGTGGGGAGCGAACGGG		Bacteria		Planctomycetota		Phycisphaerae		Phycisphaerales		Phycisphaeraceae						Target				2		-		50		93

		IM-1Z3L1B		TACGAACGGCCCGAGCGTTAAGCGGAATCACTGGGCTTAAAGGGTGCGTAGGCGGAACGGTAAGTATCTTGTGAAATCCCACGGCTCAACCGTGGAACTGCAGGGTATACTGCCGTTCTTGAGGCTGGTAGAGGCTGTCGGAACTCTAGGTGTAGCGGTGAAATGCGTAGATATCTAGGGGAACGCCAAAGACGAAGGTAGGCAGCTGGGCCAGTTCTGACGCTGAGGCACGAAAGCGTGGGTAGCGAACAGG		Bacteria		Planctomycetota		Phycisphaerae		Phycisphaerales		Phycisphaeraceae						Target				3		32		37		29

		IM-6DAB2P		TACGAAGGGCCCGAGCGTTGCGCGGAATCACTGGGCTTAAAGCGTACGCAGGTGGGCACATAGGCGTCTTGTGAAAGCCCTCGGCTCAACCGAGGAACTGCTTGGCGAACCATGTGTCTTGAGGCAGGTAGGGGTTGTCGGAACGATAGGTGGAGTGGTGAAATGCGTTGATATCTATCGGAACGCCGAAGGAGAAATCAGGCAACTGGGCCTGTCCTGACACTGAGGTACGAAAGCGTGGGGAGCGAACGGG		Bacteria		Planctomycetota		Phycisphaerae		Phycisphaerales		Phycisphaeraceae						Target				3		19		34		30

		IM-Q3VA15		TACGAACCGTACGAACGTTATTCGGTATCACTGGGCTTAAAGCGTGCGTAGGCGGCCTTGTAGGTCGGGTGTGAAATCCCACGGCTCAACCGTGGAACTGCGCCCGAAACCACAAGGCTTGAGGAAAGCAGGGGTGTGCGGAACAGATGGTGGAGCGGTGAAATGCGTTGATATTATCTGGAACACCGGTGGCGAAAGCGGCACACTGGGCTTTTTCTGACGCTGAGGCACGAAAGCTAGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Pirellulales		Pirellulaceae						Target				2		-		38		39

		IM-S0E5K2		GACGAACCGTCCAAACGTTATTCGGAATTACTGGGCTTAAAGGGTGCGTAGGCGGCTTGGCAAGTTGGGTGTGAAATCCCTCGGCTCAACCGAGGAACCGCGCTCAAAACTGCCAGGCTAGAGGGAGATAGAGGTGAGCGGAACTAATGGTGGAGCGGTGAAATGCGTTGATATCATTAGGAACACCTGTGGCGAAAGCGGCTCACTGGATCTCTTCTGACGCTGAGGCACGAAAGCTAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Pirellulales		Pirellulaceae						Target				3		52		53		55

		IM-J8M8O9		CACGTACTGTGCGAACGTTATTCGGAATCACTGGGCTTAAAGGGTACGTAGGCGGTTTATCAAGTCAGGTGTGAAATGCCTGAGCTCAACTGAGGCACTGCGCTTGAAACTGATAAACTAGAGTATTCCAGAGGTGTGCGGAACTGCCAGTGGAGCGGTGAAATGCGTTGATATTGGCAGGAACACCGGAGGCGAAGGCGGCACACTGGGGGATAACTGACGCTGAGGTACGAAAGCCAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales		Planctomycetaceae		Planctomyces				Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		58		-		-

		IM-8A7K70		TACGTACCGGACAAACGTTATTCGGAATCACTGGGCTTAAAGAGTACGTAGGCTGTCTTGTAGGTGAGGTGTGAAATCCCCCGGCTCAACCGGGGAACTGCGCTTCAAACCACAAGACTTGAGGGAGACAGGGGTGAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATCATCAGGAACACCGGTGGCGAAGGCGGCTCACTGGGTCTCTTCTGACGCTGAGGTACGAAAGCTAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales		Planctomycetaceae						Target				3		255		88		99

		IM-E6QA4J		CACGTACTGTGCGAACGTTATTCGGAATCACTGGGCTTAAAGGGTGCGTAGGCGGTTTATCAAGTCAGATGTGAAATGCCTGAGCTCAACTGAGGCACTGCGTTTGAAACTGATAGACTTGAGTATTCCAGGGGTATGCGGAACTGCCAGTGGAGCGGTGAAATGCGTTGATATTGGCAGGAACACCAGTGGCGAAGGCGGCATACTGGGGGATCACTGACGCTGAGGCACGAAAGCCAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales		Planctomycetaceae						Target				3		134		58		56

		IM-C1I20A		TACGTACCGGACAAACGTTATTCGGAATCACTGGGCTTAAAGAGTGCGTAGGCGGTCTAACAGGTGGGGTGTGAAATCCCGCGGCTCAACCGCGGAACTGCGCTCCAAACCGTTAGGCTTGAGGGAGACAGGGGTGAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATCATCAGGAACACCGGTGGCGAAGGCGGCTCACTGGGTCTCTTCTGACGCTGAGGCACGAAAGCTAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales		Planctomycetaceae						Target				2		20		-		25

		IM-9IDX06		TACAGAGAGTGCGAACGTTGTTCGGAATTACTGGGCTTAAAGCGCGCGTAGGCGGCATTACAAGTGTCGGGTGAAATCCCACGGCTCACCCGTGGAACTGCCCGGCAAACTGTAAGGCTAGAGTGTGGTAGGGGAGAGCAGAACTCATGGTGGAGCGGTGAAATGCGTAGATATCATGAGGAATACCGGTGGCGAAGGCGGCTCTCTGGTCCACAACTGACGCTGAGGTGCGAAAGCTAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales		Planctomycetaceae						Target				2		-		37		28

		IM-QX98N4		TACAGAGGGTGCAAACGTTGTTCGGAATCACTGGGCATAAAGCGCGCGTAGGCGGCCTGTTAAGTGTGAAGTGAAATCCCACGGCTCAACCGTGGAACTGCTTTGCATACTGGCAAGCTCGAGGACGGTAGGGGAGAGCGGAACTCTTGGTGGAGCGGTGAAATGCGTAGATATCAAGGGGAACACCGATGGCGAAGGCAGCTCTCTGGTCCGTTTCTGACGCTGAGGTGCGAAAGCTAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales		Planctomycetaceae						Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		3		25		30		26

		IM-QF74OM		TACAGAGAGTGCAAACGTTGTTCGGAATTACTGGGCTTAAAGCGCACGTAGGCGGCATTGTAAGTGTGAGGTGAAAGCCCACGGCTCACCCGTGGAATTGCCTTGCAAACTGCAATGCTAGAGTATGGTAGGGGAGAGCGGAACTCCTGGTGGAGCGGTGAAATGCGTAGATATCAGGAGGAACACCGGTGGCGAAGGCGGCTCTCTGGTCCATAACTGACGCTGAGGTGCGAAAGCTAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales		Planctomycetaceae						Target				3		70		25		19

		IM-6675FL		TACGGAAGGCCCGAGCGTTAATCGGAATCACTGGGCTTAAAGCGTGCGCAGGCGGACCCGTAGGCATCTCGTGAAATCCCACAGCTCAACTGTGGAACTGCGGGGTGAACCACGGGTCTTGAGACAAGTAGGGGCTGATGGAACCATGGGTGGAGCGGTGAAATGCGTAGATATCCATGGGAACGCCAATGGCGAAGGCAGTCAGCTGGGCTTGTTCTGACGCTCAGGCACGAAAGCGTGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales		Planctomycetaceae						Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		21		-		-

		IM-RYJL28		GACGGAGGGTGCAAACGTTGTTCGGAATCACTGGGCATAAAGCGCACGTAGGCGGCTAAGTCAGTCTGGTGTGAAAGCCCCCGGCTCAACCGGGGAACTGCATCGGATACTGCTTGGCTCGAGGATGGTAGGGGTGAGTGGAACTCCTGGTGGAGCGGTGAAATGCGTAGATATCAGGAGGAACACCAGTGGCGAAAGCGACTCACTGGGCCATCTCTGACGCTGAGGTGCGAAAGCTAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales		Planctomycetaceae						Target				3		62		57		48

		IM-RK88CN		TACAGAGAGTGCAAACGTTGTTCGGAATCACTGGGCTTAAAGCGCGCGTAGGCGGCATTGTAAGTGTCGGGTGAAATCCCACGGCTCACCCGTGGAACTGCCCGGCAAACTGCAGTGCTAGAGTATGGTAGGGGAGAGCGGAACTCCTGGTGGAGCGGTGAAATGCGTAGATATCAGGAGGAACACCGGTGGCGAAGGCGGCTCTCTGGTCCATAACTGACGCTGAGGTGCGAAAGCTAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales		Planctomycetaceae						Target				3		123		46		59

		IM-560SQY		GACGGAGGGCGCAAGCGTTGTTCGGAATCACTGGGCATAAAGAGCACGTAGGCGGTCTATTAAGTCGAATGTGAAAGCCCTCGGCTCAACCGGGGAACTGCATCCGATACTGATGGACTAGAGGAAGGCAGGGGTGAGTGGAACTCCAGGTGGAACGGTGAAATGTGTAGATATCTGGAGGAACACCGGTGGCGAAAGCGGCTCACTGGGCCTTTCCTGACGCTGAGGTGCGAAAGCTAGGGTAGCAAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales		Planctomycetaceae						Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		22		-		-

		IM-P194K3		GACGGAGGGTGCAAACGTTGCTCGGAATCACTGGGCATAAAGCGCACGTAGGCGGCCTGCTAAGTCTCGCGTGAAAGCCCCCGGCTCAACCGGGGAACTGCGCGGGATACTGGCGGGCTCGAGGACGGTAGGGGTGAGTGGAACTCCAGGTGGAGCGGTGAAATGCGTAGATATTTGGAGGAACACCAGTGGCGAAAGCGACTCACTGGACCGTCTCTGACGCTGAGGTGCGAAAGCCAGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales		Planctomycetaceae						Target				1		50		-		-

		IM-3RE60T		GACGGAGGGCGCAAGCGTTGTTCGGAATCACTGGGCATAAAGAGCACGTAGGCTGTCTGCTAAGTCGGATGTGAAAGCCCTCGGCCCAACCGGGGAACTGCATTCGATACTGGCTGACTCGAGGACAGGAGGGGTGAGTGGAACTCCAGGTGGAACGGTGAAATGTGTAGATATCTGGAGGAACACCGGTGGCGAAAGCGGCTCACTGGCCTGTCTCTGACGCTGAGGTGCGAAAGCTAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales		Planctomycetaceae						Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		3		84		53		63

		IM-EV3WQ5		GACGGAGGGCGCAAGCGTTGTTCGGAATCACTGGGCATAAAGAGCACGTAGGCTGTCGACTCAGTCGGGTGTGAAAGCCCCCGGCCCAACCGGGGAACTGCACTCGATACTGGTCGACTAGAGGACAGGAGGGGTGAGTGGAACTCCAGGTGGAACGGTGAAATGTGTAGATATCTGGAGGAACACCGGTGGCGAAAGCGGCTCACTGGCCTGTCTCTGACGCTGAGGTGCGAAAGCTAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales		Planctomycetaceae						Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		44		-		-

		IM-C335U4		TACAGAGAGTGCAAACGTTGTTCGGAATCACTGGGCTTAAAGCGCGCGTAGGCGGCATAGCAAGTGTCGGGTGAAAGCCCACGGCTCACCCGTGGAATTGCCCGGCAAACTGCTGTGCTAGAGTATGGTAGGGGAGAGCGGAACTCATGGTGGAGCGGTGAAATGCGTAGATATCATGAGGAACACCGGTGGCGAAGGCGGCTCTCTGGTCCATTACTGACGCTGAGGTGCGAAAGCTAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales		Planctomycetaceae						Target				1		37		-		-

		IM-QH8D82		CACGAACCGTACGAACGTTATTCGGAATCACTGGGCTTAAAGAGTGCGTAGGCGGCTTTACAGGTGGGGTGTGAAAGCCCACGGCTCAACCGTGGAATTGCGCTCCAAACCGTAAGGCTTGAGGGAGATAGAGGTGAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATCATCAGGAACACCAGCGGCGAAGGCGGCTCACTGGGTCTTTTCTGACGCTGAGGCACGAAAGCTAGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales		Planctomycetaceae						Target				3		163		65		50

		IM-99CB2W		GACGGAGGGTGCAAACGTTGTTCGGAATCACTGGGCATAAAGCGCACGTAGGCGGCTAGGTCAGTTCGGTGTGAAAGCCCCCGGCTCAACCGGGGAACGGCATCGAATACTGCCTGGCTAGAGGACGGTTGGGGTGAGTGGAACTCCTGGTGGAGCGGTGAAATGCGTAGATATCAGGAGGAACACCAGTGGCGAAAGCGGCTCACTGGACCGTAACTGACGCTGAGGTGCGAAAGCTAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales		Planctomycetaceae						Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		3		30		34		34

		IM-DGE73A		TACAGAGGGTGCAAACGTTGTTCGGAATCACTGGGCATAAAGCGCGCGTAGGCGGCCCCGTAAGTGTGGAGTGAAATCCCACGGCTCACCCGTGGAACTGCTTTGCATACTGCGGGGCTAGAGGACGGTAGGGGAGAGCGGAACTCCTGGTGGAGCGGTGAAATGCGTAGATATCAGGAGGAACACCGGTGGCGAAGGCGGCTCTCTGGTCCGTTTCTGACGCTGAGGTGCGAAAGCCAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales		Planctomycetaceae						Target				1		58		-		-

		IM-B83S60		TACGGAGGGTGCAAACGTTGTTCGGAATCACTGGGCATAAAGAGCACGTAGGCGGTCCGTTAAGTCGGATGTGAAAGCCCCCGGCTCAACCGGGGAATTGCATTCGATACTGACGGACTCGAGGACGGTTGGGGTGAGTGGAACTCCAGGTGGAGCGGTGAAATGCGTAGATATCTGGAGGAACACCGGTGGCGAAAGCGGCTCACTGGACCGTTTCTGACGCTGAGGTGCGAAAGCTAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales		Planctomycetaceae						Target				1		34		-		-

		IM-5UK7ZS		TACGTAGGGTGCAAACGTTGTTCGGAATCACTGGGCATAAAGCGCACGTAGGCGGCCAAGTCAGTTCGGTGTGAAAGCCCCCGGCTCAACCGGGGAACTGCATCGAATACTGCTTGGCTCGAGGATGGTTGGGGTGAGTGGAACTCCTGGTGGAGCGGTGAAATGCGTAGATATCAGGAGGAACACCAGTGGCGAAAGCGGCTCACTGGACCATATCTGACGCTGAGGTGCGAAAGCTAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales		Planctomycetaceae						Target				3		46		26		29

		IM-4551TQ		GACGGAGGGTGCAAACGTTGTTCGGAATCACTGGGCATAAAGCGCACGTAGGCGGCTAAGTAAGTTCGGTGTGAAAGCCCCCGGCTCAACCGGGGAACTGCATCGAATACTGCTTGGCTTGAGGACGGTTGGGGTAAGTGGAACTCCTGGTGGAGCGGTGAAATGCGTAGATATCAGGAGGAACACCAGTGGCGAAAGCGGCTTACTGGACCGTATCTGACGCTGAGGTGCGAAAGCTAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales		Planctomycetaceae						Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		61		-		-

		IM-20F81J		CACAGAGGGTGCAAACGTTGTTCGGAATTACTGGGCATAAAGCGCGCGTAGGCGGTTTTGTAAGTGTGAAGTGAAATCCCACGGCTCACCCGTGGAACCGCTTTGCATACTGCAAGGCTTGAGGACGGTAGGGGAGAGCAGAACTCCTGGTGGAGCGGTGAAATGCGTAGATATCAGGAGGAATACCGGTGGCGAAGGCGGCTCTCTGGTCCGTTTCTGACGCTGAGGTGCGAAAGCTAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales		Planctomycetaceae						Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		2		45		32		-

		IM-9U983O		TACGAACTGCGCGAACGTTATTCGGAATCACTGGGCTTACAGGGTGCGTAGGCGGCCAACCAGGTCAGGTGTGAAATCCCACGGCTCAACCGTGGAACTGCGCTTGAAACCGGATGGCTTGAGTGAGCTAGGGGTGCACGGAACTTCCAGTGGAGCGGTGAAATGTGTTGATATTGGAAGGAACACCAGAAGCGAAAGCGGTGCACTGGGGCTTGTCTGACGCTGAGGCACGAAAGCCAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales		Planctomycetaceae						Target				3		19		27		27

		IM-0A7BZ3		TACAGAGGGTGCAAACGTTGTTCGGAATTACTGGGCATAAAGCGCGCGTAGGCGGCCCTGTCAGTGTGAAGTGAAATCCCACGGCTCAACCGTGGAACTGCTTTGCATACTGCAGGGCTAGAGGACGGTAGGGGAGAGCGGAACTCCTGGTGGAGCGGTGAAATGCGTAGATATCAGGAGGAACACCGGTGGCGAAGGCGGCTCTCTGGAACGTTTCTGACGCTGAGGTGCGAAAGCCAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales		Planctomycetaceae						Target				3		55		34		33

		IM-2Q5KG6		TACAGAGGGTGCAAACGTTGTTCGGAATCACTGGGCATAAAGCGCGCGTAGGCGGCCATGTAAGTGTGAAGTGAAAGCCCACGGCTCAACCGTGGAATTGCTTTGCATACTGCATGGCTCGAGGATGGTAGGGGAGAGCGGAACTCCTGGTGGAGCGGTGAAATGCGTAGATATCAGGAGGAACACCGGTGGCGAAGGCGGCTCTCTGGTCCATTTCTGACGCTGAGGTGCGAAAGCCAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales		Planctomycetaceae						Target				3		26		27		28

		IM-71SD47		TACAGAGGGTGCAAACGTTGTTCGGAATTACTGGGCATAAAGCGCACGTAGGCGGCCCTGTAAGTGTGGAGTGAAAGCCCACGGCTCAACCGTGGAACTGCTTTGCATACTGCAGGTGCTAGAGGACGGTAGGGGAGAGCGGAACTCCTGGTGGAGCGGTGAAATGCGTAGATATCAGGAGGAACACCAGTGGCGAAGGCGGCTCTCTGGTCCGTTTCTGACGCTGAGGTGCGAAAGCCAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales		Planctomycetaceae						Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		3		34		31		29

		IM-K77KOO		CACGTACTGTGCGAACGTTATTCGGAATCACTGGGCTTAAAGGGTGCGTAGGCGGCTTTGCAAGTCAGATGTGAAATGCCACAGCTCAACTGTGGCACTGCGTTTGAAACTGCATGGCTTGAGTATTCCAGGGGTGAGCGGAACTGCCAGTGGAGCGGTGAAATGTGTTGATATTGGCAGGAACACCGGTGGCGAAAGCGGCTCACTGGGGGATAACTGACGCTGAGGCACGAAAGCCAGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales		Planctomycetaceae						Target				2		34		-		19

		IM-8VDJ2W		TACAGAGGGTGCAAACGTTGTTCGGAATTACTGGGCATAAAGCGCACGTAGGCGGCTTGGTAAGTGTGAAGTGAAATCCCACGGCTCAACCGTGGAACTGCTTCGCAAACTGCCTGGCTAGAGGACGGTAGGGGAGAGCGGAACTCCTGGTGGAGCGGTGAAATGCGTAGATATCAGGAGGAACACCGGTGGCGAAGGCGGCTCTCTGGTCCGTTTCTGACGCTGAGGTGCGAAAGCCAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales		Planctomycetaceae						Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		3		42		54		47

		IM-1V1V1X		TACAGAGGGTGCAAACGTTGTTCGGAATTACTGGGCATAAAGCGCGCGTAGGCGGTCTGTTAAGTGTGAAGTGAAATCCCACGGCTCACCCGTGGAACTGCTTTGCATACTGGCAGACTAGAGGATGGTAGGGGAGAGCGGAACTCTTGGTGGAGCGGTGAAATGCGTAGATATCAAGAGGAACACCGGTGGCGAAGGCGGCTCTCTGGTCCATATCTGACGCTGAGGTGCGAAAGCCAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales		Planctomycetaceae						Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		3		40		39		27

		IM-2TU8L8		GACGAACTGTGCGAACGTTATTCGGAATCACTGGGCTTACAGGGTGCGTAGGCGGCTTGTCAGGTCAGGTGTGAAATCCCACGGCCCAACCGTGGAACTGCGCTTGAAACCGACAAGCTTGAGTAAGCTAGGGGTGCACGGAACTTCCAGTGGAGCGGTGAAATGTGTTGATATTGGAAGGAACACCAGAAGCGAAAGCGGTGCACTGGGGCTTGTCTGACGCTGAGGCACGAAAGCCAGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales		Planctomycetaceae						Target				1		33		-		-

		IM-H27O6A		GACGGAGGGTGCAAACGTTGTTCGGAATTACTGGGCATAAAGCGCACGTAGGCGGCGCGATAAGTCAGGTGTGAAAGCCCTCGGCTCAACCGAGGAACTGCACCTGAGACTGTCGTGCTCGAGGACGGTTGGGGTGAGTGGAACTCCTGGTGGAGCGGTGAAATGCGTAGATATCAGGAGGAACACCGGTGGCGAAAGCGGCTCACTGGACCGTAACTGACGCTGAGGTGCGAAAGCTAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales		Planctomycetaceae						Target				2		-		34		20

		IM-NX9425		GACGGAGGGTGCAAACGTTGTTCGGAATCACTGGGCATAAAGCGCACGTAGGCGGTCCACTCAGTCGGGTGTGAAAGCCCTCGGCTCAACCGGGGAACTGCATCCGATACTGGTGGACTCGAGGATGGTTGGGGTGAGTGGAACTCCTGGTGGAGCGGTGAAATGCGTAGATATCAGGAGGAACACCAGTGGCGAAAGCGACTCACTGGACCATATCTGACGCTGAGGTGCGAAAGCTAGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales		Planctomycetaceae						Target				1		18		-		-

		IM-S6N0M6		TACAGAGGGTGCAAACGTTGTTCGGAATTACTGGGCATAAAGCGCACGTAGGCGGTCTAGTAAGTGTGAAGTGAAATCCCACGGCTCACCCGTGGAACTGCTTTGCATACTGCTAGACTCGAGGAAGGTAGGGGAGAGCAGAACTCTTGGAGGAGCGGTGAAATGCGTAGATATCAAGAGGAATACCAGTGGCGAAGGCGGCTCTCTGGTCCTTTTCTGACGCTGAGGTGCGAAAGCTAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales		Planctomycetaceae						Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		3		181		74		87

		IM-UU016L		TACGAACTGTGCGAACGTTATTCGGAATCACTGGGCTTAAAGGGTGCGTAGGCGGCTTTGTAGGTCAGATGTGAAAGCCCACGGCTCAACCGTGGAATTGCGTTTGAAACCACAAAGCTTGAGGGAGATAGAGGAGAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATCATCAGGAACACCGGTGGCGAAAGCGGCTCTCTGGATCTCTTCTGACGCTCAGGCACGAAAGCTAGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target				3		47		112		97

		IM-X22S8C		TACGAACTGTGCAAACGTTATTCGGAATCACTGGGCTTAAAGGGTGCGTAGGCGGGTTGGTAGGTCAGATGTGAAAGCCCACGGCTCAACCGTGGAATTGCGTTTGAAACCACCAGTCTTGAGGGGATCAGAGGAGAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATTATCAGGAACACCGGTGGCGAAAGCGGCTCTCTGGGATCTTTCTGACGCTGAGGCACGAAAGCTAGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target				3		64		100		89

		IM-829GSI		TACGAACTGTGCAAACGTTATTCGGAATCACTGGGCTTAAAGGGTGCGTAGGCGGGTTTAAAGGTCTGATGTGAAAGCCCACGGCTCAACCGTGGAATTGCGTTGGAAACCATGAACCTTGAGGAGATCAGAGGTGAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATCATCAGGAACACCGGTGGCGAAAGCGGCTCGCTGGGATCTTTCTGACGCTGAGGCACGAAAGCTAGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target				3		20		51		26

		IM-GL311I		GACGAACCGGACGAACGTTATTCGGAATTACTGGGCTTAAAGAGTGCGTAGGCGGCTTGGTAGGTTGGGTGTGAAATCCCACAGCTCAACTGTGGAACTGCGCTCAAAACCACCAGGCTTGAGGAAGGCAGAGGTGAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATCATCAGGAACACCGGTGGCGAAGGCGGCTCACTGGGCCTTTTCTGACGCTGAGGCACGAAAGCTAGGGTAGCGAACAGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target				3		27		52		39

		IM-B8S84W		CACGAACCGTCCAAACGTTATTCGGAATAACTGGGCTTAAAGGGTTCGTAGGCGGCTATGAAGGTGGGGTGTGAAATCCCTCGGCTCAACCGAGGAACTGCGCTCCAAACCACGTGGCTTGAGGGAGACAGAGGTAAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATCATCAGGAACACCAGTGGCGAAGGCGGCTTACTGGGTCTCTTCTGACGCTGAGGAACGAAAGCTAGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target				3		61		44		59

		IM-BG333O		CACGTACTGTGCGAACGTTATTCGGAATCACTGGGCTTAAAGGGTACGTAGGCGGCTTTACAAGTCAGGTGTGAAAGCTCTCGGCTCAACCGAGGAATTGCGCTTGAAACTGTACGGCTTGAGTGTCCTAGGGGTGAGCGGAACTTCCAGTGGAGCGGTGAAATGTGTTGATATTGGAAGGAACACCAGTAGCGAAGGCGGCTCACTGGGGGACAACTGACGCTGAGGTACGAAAGCCAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target				3		108		22		33

		IM-BNP38Z		TACGAACTGTGCGAACGTTATTCGGAATCACTGGGCTTAAAGGGTGCGTAGGCGGCGATATAGGTCAGGTGTGAAATCCCACGGCTCAACCGTGGAACTGCGCTTGAAACCATGTTGCTTGAGGAAGTCAGAGGTAAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATCATCAGGAACACCGGTGGCGAAAGCGGCTTACTGGGACTTTTCTGACGCTGAGGCACGAAAGCTAGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target				3		39		39		42

		IM-3XA8VT		TACGTATGGTGCAAACGTTGTTCGGAATCACTGGGCATAAAGAGCACGTAGGCGGTCTGGCAAGTCTGACTGTGAAATCCCTCGGCCCAACCGAGGAACTGCATCGGATACTGCCGGACTCGAGTACAGTAGGGGAGAGTGGAATTCCTGGTGGAGCGGTGAAATGCGTAGATATCAGGAGGAACGCCAGTGGCGAAAGCGACTCTCTGGGCTGTAACTGACGCTGAGGTGCGAAAGCCAGGGGAGCAAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target				3		53		70		41

		IM-VG74U0		TACGTACCGGACAAACGTTATTCGGAATCACTGGGCTTAAAGAGTACGTAGGCGGCTTTGTAGGTGAGATGTGAAATCCCACGGCTCAACCGTGGAACTGCGTTTCAAACCACAAAGCTTGAGGGAGACAGGGGTGAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATCATCAGGAACACCGGTGGCGAAGGCGGCTCACTGGGTCTCTTCTGACGCTGAGGTACGAAAGCTAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target				3		62		27		33

		IM-40C2UP		TACGAAGGGCCCGAGCGTTGCGCGGAATCATTGGGCTTAAAGCGTACGTAGGCGGACGAGCAGGCACCTTGTGAAAGCCCTCGGCTCAACCGAGGAATTGCTTGGTGAACCGCTCGTCTTGAGGCAAGTAGGGGCTGTCGGAACGATAGGTGGAGCGGTGAAATGCGTTGATATCTATCGGAACGCCAAAGGTGAAGACAGGCAGCTGGGCTTGTTCTGACGCTGAGGTACGAAAGCGTGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target				3		29		82		107

		IM-X2G27W		CACGTACCGGACGAACGTTATTCGGAATCACTGGGCTTAAAGAGTCCGTAGGCGGCTCGGTAGGTGAGGTGTGAAATCCCACGGCTCAACCGTGGAACTGCGCTTCAAACCACCGGGCTTGAGGGAGATAGAGGTGAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATCATCAGGAACACCGGTGGCGAAAGCGGCTCACTGGGTCTCTTCTGACGCTGAGGGACGAAAGCTAGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target				3		255		76		109

		IM-FLC784		TACGAAGGGCCCGAGCGTTAATCGGAATCATTGGGCTTAAAGCGTACGTAGGCGGACACGCAGGCGCCTTGTGAAATCCCTCGGCTCAACCGAGGAACTGCCAGACGAACCGCGTGTCTTGAGGCAAGTAGAGGCGGTCGGAACGCTAGGTGGAGTGGTGAAATGCGTTGATATCTAGCGGAACGCCGATGGTGAAGACAGGCCGCTGGGCTTGTTCTGACGCTGAGGTACGAAAGCGTGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target				3		24		31		27

		IM-63QO81		CACGAACCGTACAAACGTTATTCGGAATTATTGGGCTTAAAGGGTGCGTAGGCGGCTTTGTAGGTGGGGTGTGAAAGCCCTCGGCTCAACCGAGGAATTGCGCCCCAAACCACAAGGCTTGAGGGAGACAGAGGTAAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATCATCAGGAACACCGGTGGCGAAAGCGGCTTACTGGGTCTCTTCTGACGCTGAGGCACGAAAGCTAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target				1		36		-		-

		IM-W0IX8P		GACGGAGGGCGCAAACGTTGTTCGGAATCACTGGGCATAAAGAGCACGTAGGCGGCTCGTTAAGTCGGATGTGAAAGCCCCCGGCCCAACCGGGGAACTGCATTCGATACTGGCGAGCTAGAGGACGGTAGGGGTAAGTGGAACTCCAGGTGGAACGGTGAAATGTGTAGATATCTGGAGGAACACCGGTGGCGAAAGCGGCTTACTGGACCGTATCTGACGCTGAGGTGCGAAAGCTAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target				3		85		42		48

		IM-5C2X89		TACGGAGGTGGCAAACGTTGCTCGGAATCACTGGGCTTAAAGGGCGTGTAGGCGGCCAACTAAGTCGGATGTGAAAGACCTCGGCTCAACCGAGGAACTGCATTCGATACTGGTTGGCTAGAGTGCGAGAGGGGCAAGTGGAACTCCAGGTGTAGCGGTGAAATGCGTAGATATCTGGAGGAACGCCGGTGGCGAAAGCGACTTGCTGGCTCGCAACTGACGCTGAGGCGCGAAAGCTAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		3		29		55		37

		IM-11BHI4		CACGAACCGGACAAACGTTATTCGGAATTATTGGGCTTAAAGGGTGTGTAGGCGGTCGTGTAGGTGGGGTGTGAAATCCCTCGGCTCAACCGAGGAACTGCGCTCCAAACCCCATGACTAGAGGGAGACAGAGGTAAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATCATCAGGAACACCAGTGGCGAAAGCGGCTTACTGGGTCTCTTCTGACGCTGAGACACGAAAGCTAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target				1		-		29		-

		IM-H21B1A		CACGAACTGCGCGAACGTTATTCGGAATCACTGGGCTTAAAGAGTCCGTAGGCGGCTCGGTAGGTGGGGTGTGAAAGCCCACGGCTCAACCGTGGAATTGCGCTCCAAACCACCGGACTCGAGGGAGATAGAGGAGAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATCATCAGGAACACCGGTGGCGAAAGCGGCTCTCTGGGTCTCTTCTGACGCTGAGGGACGAAAGCTAGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target				3		120		71		75

		IM-LKB7L3		GACGGAGGGTGCAAACGTTGTTCGGAATCACTGGGCATAAAGAGCACGTAGGCGGTCCGCTAAGTCAATTGTGAAATCCCCCGGCTCAACCGGGGAACTGCAACTGATACTGGCGGGCTCGAGGACGGTAGGGGTGAGCGGAACTCCAGGTGGAGCGGTGAAATGCGTAGATATCTGGAGGAACACCGGTGGCGAAAGCGGCTCACTGGACCGTCTCTGACGCTGAGGTGCGAAAGCTAGGGTAGCAAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target				1		38		-		-

		IM-B1W64Z		CACGTACCGGACAAACGTTATTCGGAATTACTGGGCTTAAAGAGTACGTAGGCGGCTTTGTAGGTGAGGTGTGAAAGCCCACGGCTTAACCGTGGAATTGCGCCTCAAACCCCGAAGCTTGAGGGAGACAGGGGTGAGCGGAACAGATGGTGGAGCGGTGAAATGCGTTGATATCATCTGGAACACCGGTGGCGAAGGCGGCTCACTGGGTCTCTTCTGACGCTGAGGTACGAAAGCTAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target				1		-		-		27

		IM-1ZFY17		TACGAACTGTGCGAACGTTATTCGGAATCACTGGGCTTAAAGGGTGCGTAGGCGGCGATGAAGGTCAGATGTGAAATCCCACGGCTCAACCGTGGAACTGCGTTTGAAACCGTATCGCTTGAGGAAGTCAGAGGTAAGCGGAACTGATGGTGAAGCGGTGAAATGCGTTGATATTATCAGGAACACCGGTGGCGAAGGCGGCTTACTGGGACTTTTCTGACGCTGAGGCACGAAAGCTAGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target				1		20		-		-

		IM-00Q40K		GACGAACCGGACGAACGTTATTCGGAATTACTGGGCTTAAAGAGTACGTAGGCGGCCTTGCAGGTTGGGTGTGAAAGCCCACGGCTCAACCGTGGAACTGCGCTCAAAACCGCAAGGCTTGAGGGAAGTAGAGGTAAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATCATCAGGAACACCAGTGGCGAAGGCGGCTTACTGGGCTTCTTCTGACGCTGAGGTACGAAAGCTAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target				1		33		-		-

		IM-QI7V07		CACAGAGGTGGCAAGCGTTGTTCGGTATCACTGGGCTTAAAGGGCGCGTAGGCGGCACGGTACGGTTCGGGTGAAATCCCTCGGCTCAACCGAGGAACTGCCTGAGCAACGGCCGAGCTAGACAGCATCAGGGGAAGGTGGAACTCCCGGTGGAGCGGTGAAATGCGTAGATATCGGGAGGAACGCCGGTGGCGAAAGCGACCTTCTGGGGTGCTTGTGACGCTGAGGCGCGAAAGCTAGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		2		-		44		55

		IM-I4935Y		TACGAACTGTGCGAACGTTATTCGGAATCACTGGGCTTAAAGGGTGCGTAGGCGGCTGTAAGGGTCAGATGTGAAATCCCACGGCTCAACCGTGGAACTGCGTTTGAAACCGTACAGCTTGAGGAAGTCAGAGGTAAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATTATCAGGAACACCGGTGGCGAAAGCGGCTTACTGGGACTTATCTGACGCTGAGGCACGAAAGCCAGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target				3		23		33		58

		IM-ZB9QS6		GACGGAGGGTGCGAACGTTGTTCGGAATCACTGGGCATAAAGAGCACGTAGGCGGCCAAGTCAGTCTGGTGTGAAAGCCCCCGGCTCAACCGGGGAACGGCATCGGATACTGCTTGGCTCGAGGACGGTTGGGGTGAGTGGAACTCCTGGTGGAGCGGTGAAATGCGTAGATATCAGGAGGAACACCAGTGGCGAAAGCGACTCACTGGACCGTTTCTGACGCTGAGGTGCGAAAGCTAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target				3		23		28		19

		IM-6BI8NA		TACGGAGATGGCAAGCGTTGCTCGGAATCACTGGGCATAAAGGGCGTCTAGGCGGACCAGAAAGTCGGCGGTGAAATCCCTCGGCTCACCCGAGGAAGTGCATCCGAAACTACTGGTCTTGAGGACGAGAGGGGAGAGTGGAACTCCTGGTGGAGCGGTGAAATGCGTAGATATCAGGAGGAACGCCGGTGGCGAAAGCGACTCTCTGGCTCGTTCCTGACGCTGAAGCGCGAAAGCTAGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target				1		-		-		34

		IM-YC034K		CACGAACTGCGCAAACGTTATTCGGAATCACTGGGCTTAAAGAGTCCGTAGGCGGCTTTGTAGGTGAGGTGTGAAATCCCACGGCTCAACCGTGGAATTGCGCTTCAAACCACATCGCTAGAGGGAGATAGAGGAGAGCGGAACTCACGGTGGAGCGGTGAAATGCGTTGATATCGTGAGGAACACCGGTGGCGAAAGCGGCTCTCTGGGTCTCTTCTGACGCTGAGGGACGAAAGCTAGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target				3		71		56		94

		IM-0GD5OA		TACAGAGGTGGCAAGCGTTGTTCGGTATCACTGGGCTTAAAGGGCGCGTAGGCGGCGTGGTACGGTTTGGGTGAAATCCCTCGGCTTAACCGGGGAATTGCCTGGGCTACGGCCATGCTTGACAGCATCAGGGGAAGGTGGAACTCCCGGAGGAGCGGTGAAATGCGTAGATATCGGGAGGAACGCCGGTGGCGAAAGCGACCTTCTGGGGTGCTTGTGACGCTGAGGCGCGAAAGCTAGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		18		-		-

		IM-WF2F5P		GACGGAGGGTGCGAACGTTGTTCGGAATTACTGGGCATAAAGCGCACGTAGGCGGCCAGGCAAGTCCGATGTGAAAGCCCCCGGCTCAACCGGGGAACTGCATCGGATACTGCTTGGCTCGAGGACGGTTGGGGTGAGTGGAACTCCTGGTGGAGCGGTGAAATGCGTAGATATCAGGAGGAACACCAGTGGCGAAAGCGGCTCACTGGACCGTCTCTGACGCTGAGGTGCGAAAGCTAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target				3		28		24		23

		IM-A84K92		CACGAACTGCGCGAACGTTATTCGGAATCACTGGGCTTAAAGAGTGCGTAGGCGGCCATGTAGGTCAGATGTGAAATCCCACAGCTCAACTGTGGAACTGCGTTTGAAACCACTTGGCTTGAGGGAGATAGAGGTAAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATCATCAGGAACACCGGTGGCGAAAGCGGCTTACTGGGTCTTTTCTGACGCTGAGGCACGAAAGCTAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target				3		23		62		50

		IM-RHN0I8		TACGAAGGGCCCGAGCGTTGCGCGGAATCACTGGGCTTAAAGCGTACGTAGGCGGACAAGCAGGCATTTTGTGAAAGCCCTCGGCTCAACCGAGGAACTGCAGGGTGAACCGTTTGTCTTGAGGCAAGTAGGGGCTGTCGGAACGATAGGTGGAGCGGTGAAATGCGTTGATATCTATCGGAACGCCAAAGGTGAAGACAGGCAGCTGGGCTTGTTCTGACGCTGAGGTACGAAAGCGTGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target				2		-		46		35

		IM-R7NN7B		TACGAAGGGCCCGAGCGTTGCGCGGAATCACTGGGCTTAAAGCGTACGTAGGCGGACATGCAGGCACCTTGTGAAAGCCCTCGGCTCAACCGAGGAATGGCTTGGTGAACCGCATGTCTTGAGGCAAGTAGGGGCTGTCGGAACGATAGGTGGAGCGGTGAAATGCGTTGATATCTATCGGAACGCCGAAGGCGAAGGCAGGCAGCTGGGCTTGATCTGACGCTGAGGTACGAAAGCGTGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target				1		-		-		23

		IM-6PCVS2		GACAGAGGGTGCAAACGTTGTTCGGAATCACTGGGCATAAAGCGCACGTAGGCGGTCCGATAAGTCAGATGTGAAAGCCCCCGGCTCAACCGAGGAACTGCATTTGAAACTGTCGGACTCGAGGACGGTAGGGGTGAGTGGAACTCCAGGTGGAGCGGTGAAATGCGTAGATATCTGGAGGAACACCGGTGGCGAAGGCGGCTCACTGGACCGTATCTGACGCTGAGGTGCGAAAGCTAGGGTAGCAAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target				2		27		22		-

		IM-88TACF		TACGAAGGGCCCGAGCGTTGCGCGGAATCACTGGGCTTAAAGCGTACGTAGGCGGACAAGCAGGTACCTTGTGAAATCCCTCGGCTCAACCGAGGAATTGCTTGGTAAACCGTTTGTCTTGAGGCAAGTAGGGGCTGTCGGAACGATAGGTGGAGCGGTGAAATGCGTTGATATCTATCGGAACGCCAAAGGCGAAGGCAGACAGCTGGGCTTGTTCTGACGCTCAGGTACGAAAGCGTGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target				3		18		35		36

		IM-MZ2097		GACGGAGGGCGCAAGCGTTGTTCGGAATCACTGGGCATAAAGAGCACGTAGGCGGCCTGCTAAGTCAGGTGTGAAAGCCCTGGGCTTAACCCGGGAACTGCACTTGATACTGGCGGGCTAGAGGAGAGCAGGGGTGAGTGGAACTCCAGGTGGAACGGTGAAATGTGTAGATATCTGGAGGAACACCGGTGGCGAAAGCGGCTCACTGGGCTCTCTCTGACGCTGAGGTGCGAAAGCTAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		20		-		-

		IM-T4R2CG		TACGGAGGGCGCAAACGTTGTTCGGAATCACTGGGCATAAAGAGCACGTAGGCTGTTTGTTAAGTCGAATGTGAAATCCCCCGGCTCAACCGGGGAACTGCATCCGATACTGGCGAACTCGAGGACGGTAGGGGTAAGTGGAACTCCAGGTGGAACGGTGAAATGTGTAGATATCTGGAGGAACACCGGTGGCGAAAGCGGCTTACTGGACCGTCTCTGACGCTGAGGTGCGAAAGCTAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target				2		44		21		-

		IM-FX36U9		GACGGAGGTGGCAAACGTTGCTCGGAATCACTGGGCTTAAAGGGCGTGTAGGCGGCTTCTCAAGTCGGATGTGAAAGACCTCGGCTTAACCGAGGAACGGCACCCGATACTAGGAGGCTAGAGTGCGAGAGGGGCAAGTGGAACTCCAGGTGTAGCGGTGAAATGCGTAGATATCTGGAGGAACGCCGGTGGCGAAAGCGACTTGCTGGCTCGCAACTGACGCTGAGGCGCGAAAGCCAGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		2		-		44		66

		IM-F883TG		GACGGAGGGCACAAACGTTGTTCGGAATCACTGGGCATAAAGCGCACGTAGGCGGCCTGCTAAGTCGGGTGTGAAAGCCCTCGGCTCAACCGGGGAACTGCATTCGATACTGGCAGGCTAGAGGACGGCAGGGGCAAGTGGAACTCCAGGTGGAACGGTGAAATGTGTAGATATCTGGAGGAACACCGGTGGCGAAAGCGGCTTGCTGGGCCGTCTCTGACGCTGAGGTGCGAAAGCTAGGGTAGCAAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target				1		21		-		-

		IM-4XL2BW		TACGTATGGTGCAAACGTTGTTCGGAATCATTGGGCATAAAGAGCACGTAGGCGGTCTGGTAAGTCTGACTGTGAAATCCCTCGGCTTAACCGAGGAACTGCATCGGATACTACCGGACTAGAGTGCAGGAGGGGAGAGTGGAATTCCTGGTGGAGCGGTGAAATGCGTAGATATCAGGAGGAACGCCGGTGGCGAAAGCGACTCTCTGGTCTGCTACTGACGCTGAGGTGCGAAAGCCAGGGGAGCAAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target				1		18		-		-

		IM-4G276H		GACGGAGGGTGCAAACGTTGTTCGGAATCACTGGGCATAAAGAGCACGTAGGCGGTCCGCTAAGTCCGAAGTGAAATCCCCCGGCTCAACCGGGGAACGGCTTCGGATACTGGCGGGCTTGAGGATGGTAGGGGTGAGTGGAACTCCAGGTGGAGCGGTGAAATGCGTAGATATCTGGAGGAACACCTGTGGCGAAAGCGGCTCACTGGACCATCTCTGACGCTGAGGTGCGAAAGCCAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target				1		43		-		-

		IM-20F06Z		TACGGAGGGCGCAAGCGTTGTTCGGAATCACTGGGCATAAAGAGCACGTAGGCGGTCTACTCAGTCGGATGTGAAAGCCCCCGGCCCAACCGGGGAACTGCATCCGATACTGGTAGACTCGAGGACAGGAGGGGTAAGTGGAACTCCAGGTGGAACGGTGAAATGTTTAGATATCTGGAGGAACACCGGTGGCGAAAGCGGCTTACTGGCCTGTCTCTGACGCTGAGGTGCGAAAGCTAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target				1		18		-		-

		IM-EN3X6A		TACGTATGGTGCAAACGTTGTTCGGAATCACTGGGCATAAAGAGCACGTAGGCGGTTTGATAAGTCTGATTGTGAAATCCCTCGGCTTAACCGAGGAACTGCATCGGATACTGTCGAACTCGAGTGCAGTAGGGGAGAGTGGAATTCCTGGTGGAGCGGTGAAATGCGTAGATATCAGGAGGAACACCGGTGGCGAAAGCGACTCTCTGGACTGTTACTGACGCTGAGGTGCGAAAGCCAGGGGAGCAAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target				1		26		-		-

		IM-L9621T		TACGGAGGTGGCAAACGTTGCTCGGAATCACTGGGCTTAAAGGGCGTGTAGGCGGCGGACTAAGTCGGATGTGAAATCTCTCGGCTCAACCGAGAAACTGCATCCGAAACTGGTTTGCTAGAGTGCGGGAGGGGCAAGTGGAACTCCAGGTGTAGCGGTGAAATGCGTAGATATCTGGAGGAACGCCGGTGGCGAAAGCGACTTGCTGGACCGCAACTGACGCTGAGGCGCGAAAGCCAGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		3		155		222		176

		IM-D9026K		TACAGAGGTGGCAAGCGTTGTTCGGTATCACTGGGCTTAAAGGGCGCGTAGGCGGCATGGTACGGTTCGGGTGAAATCCCTCGGCTTAACCGAGGAACTGCCCGGGCAACGGCCAAGCTAGACAGCATCAGGGGAAGGTGGAACTCGCGGTGGAGCGGTGAAATGCGTAGATATCGCGAGGAACGCCGGTGGCGAAAGCGACCTTCTAGGGTGCTTGTGACGCTGAGGCGCGAAAGCTAGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		3		100		82		65

		IM-VXW5O9		GACGGAGGGCACAAACGTTGTTCGGAATCACTGGGCATAAAGAGCACGTAGGCGGCTTGTTAAGTCGGATGTGAAAGCCCTCGGCTCAACCGAGGAACTGCATTCGATACTGACTAGCTCGAGGATGGCAGGGGTAAGTGGAACTCCAGGTGGAACGGTGAAATGTGTAGATATCTGGAGGAACACCGGTGGCGAAAGCGGCTTACTGGGCCATCTCTGACGCTGAGGTGCGAAAGCTAGGGTAGCAAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target				1		72		-		-

		IM-5Q1YPO		TACAGAGGGTGCAAACGTTGTTCGGAATTACTGGGCATAAAGGGCGCGTAGGCGGCCTGTTAAGTGTGGAGTGAAATCCCACGGCTCACCCGTGGAACTGCTTCGCAAACTGGCAGGCTCGAGGACGGTAGGGGAGAGCGGAACTCTTGGAGGAGCGGTGAAATGCGTAGATATCAAGAGGAACACCAATGGCGAAGGCAGCTCTCTGGTCCGTTACTGACGCTGAGGCGCGAAAGCCAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target				2		37		-		39

		IM-Z7B057		GACGAAGGTGGCAACCGTTGTTCGGAATCACTGGGCATAAAGCGCACGTAGGCGGGAATGCAAGTCGGGTGTGAAATCCCTCGGCCTAACCGAGGAACTGCGCCCGAAACTGCATTTCTTGAGGACAGTAGGGGAGCGTGGAATTCCTGGTGGAGCGGTGAAATGCGTTGATATCAGGAGGAACACCGGCGGCGAAGGCGACGCTCTGGACTGTTTCTGACGCTAAGGTGCGAAAGCCAGGGGAGCAAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target				3		37		30		50

		IM-I5EIE4		TACGAAGGGCCCGAGCGTTATTCGGAATCACTGGGCTTAAAGCGTACGCAGGCGGACCGTCAGGTATCGTGTGAAATCCCTCCGCTCAACGGAGGAACTGCACGGTAAACCGTCGGTCTTGAGACACGTAGGGGCGATCGGAACGCTAGGTGGAGTGGTGGAATGCGTTGATATCTAGCGGAACGCCGAAGGAGAAATCAGGTCGCTGGGCGTGTTCTGACGCTGAGGTACGAAAGCGTGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target				1		24		-		-

		IM-8M4HYF		GACGGAGGGCTCAAACGTTGTTCGGATTCACTGGGCATAAAGCGCACGTAGGCTGTTAGTTAAGTCGAATGTGAAAGCCCCCGGCTCAACCGGGGAACTGCATCCGATACTGGCTAGCTAGAGGACGGCAGGGGTAAGTGGAACTCCAGGTGGAACGGTGAAATGTGTAGATATCTGGAGGAACACCGGTGGCGAAAGCGGCTTACTGGGCCGTCTCTGACGCTGAGGTGCGAAAGCTAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target				3		40		23		23

		IM-78ZS1L		TACAGAGGTGGCAAGCGTTGTTCGGTATCACTGGGCTTAAAGGGCGCGTAGGCGGCATGGTACGGTTCGGGTGAAATCCCTCGGCTCAACCGAGGAACTGCCTGAGCTACGGCCAAGCTAGACAGCATGAGGGGAAAGTGGAACTCCCGGTGGAGCGGTGAAATGCGTAGATATCGGGAGGAACGCCGGTGGCGAAAGCGACTTTCTGGCGTGCTTGTGACGCTGAGGCGCGAAAGCTAGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		2		-		47		27

		IM-W7K2H2		CACGTACTGTGCGAACGTTATTCGGAATCACTGGGCTTAAAGGGTCCGTAGGCGGCTATGCAAGTCAGGTGTGAAATCCCACGGCCCAACCGTGGAACTGCGCTTGAAACTGCATGGCTTGAGTATCTCAGGGGTGAGCGGAACTGCCAGTGGAGCGGTGAAATGTGTTGATATTGGCAGGAACACCGGTAGCGAAGGCGGCTCACTGGGGGATAACTGACGCTGAGGGACGAAAGCCAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target				3		39		35		41

		IM-G3B0KL		TACGGAGGGTGCAAACGTTGTTCGGAATCACTGGGCATAAAGCGCACGTAGGCGGTCCGCTCAGTCGGGTGTGAAAGCCCTCGGCTCAACCGGGGAATAGCATTCGATACTGGCGGACTCGAGGATGGTTGGGGTGAGTGGAACTCCTGGTGGAGCGGTGAAATGCGTAGATATCAGGAGGAACACCAGTGGCGAAAGCGGCTCACTGGGCCATCTCTGACGCTGAGGTGCGAAAGCTAGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		43		-		-

		IM-6VE007		GACGGAGGGCTCTAACGTTGTTCGGAATTACTGGGCATAAAGCGCACGTAGGCGGCTTGCTAAGTCGAGTGTGAAAGCCCCCGGCTCAACCGGGGAACTGCACTCGATACTGGCAGGCTCGAGGACGGCAGGGGTAAGTGGAACTCCAGGTGGAACGGTGAAATGTGTAGATATCTGGAGGAACACCGGTGGCGAAAGCGGCTTACTGGGCCGTCTCTGACGCTGAGGTGCGAAAGCTAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target				3		87		44		34

		IM-66AO70		TACGGAGGTGGCAAACGTTGCTCGGAATCACTGGGCTTAAAGGGCGTGTAGGCGGTCTTCCAAGTCGGATGTGAAAGCCCTCGGCTCAACCGAGGAATTGCACTCGATACTGGTCGACTAGAGTGCGGCAGGGGTAAGTGGAACTCCAGGTGTAGCGGTGAAATGCGTAGATATCTGGAGGAACGCCGGTGGCGAAAGCGACTTACTGGGCCGCAACTGACGCTGAGGCGCGAAAGCTAGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		3		34		52		55

		IM-23DZCY		GACGGAGGGTGCAAACGTTGTTCGGAATTACTGGGCATAAAGCGCACGTAGGCGGTTCACTAAGTCAAATGTGAAAGCCCCCGGCTCAACCGGGGAACTGCATCTGATACTGGTGGACTTGAGGACGGTTGGGGTGAGTGGAACTCCTGGTGGAGCGGTGAAATGCGTAGATATCAGGAGGAACACCAGTGGCGAAAGCGGCTCACTGGACCGTCTCTGACGCTGAGGTGCGAAAGCTAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target				2		24		-		20

		IM-E4L1V8		GACGGAGGTGGCAAACGTTGCTCGGAATCACTGGGCTTAAAGGGCGTGTAGGCGGTCTTCTAAGTCGGATGTGAAAGACCTCGGCTTAACCGAGGAATTGCATTCGAAACTGGTTGGCTAGAGTGCGGGAGGGGCAATTGGAACTCCAGGTGTAGCGGTGAAATGCGTAGATATCTGGAGGAACGCCGGTGGCGAAAGCGAATTGCTGGACCGCAACTGACGCTGAGGCGCGAAAGCCAGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		3		28		69		66

		IM-8J1N83		GACAGAGGGTGCAAACGTTGTTCGGAATTACTGGGCATAAAGCGCACGTAGGCGGTTTGGTAAGTCAGATGTGAAAGCCCCCGGCTCAACCGGGGAACTGCATTTGAAACTGCCCGACTCGAGGACGGTAGGGGTGAGTGGAACTCCAGGTGGAGCGGTGAAATGCGTAGATATCTGGAGGAACACCGGTGGCGAAAGCGGCTCACTGGACCGTATCTGACGCTGAGGTGCGAAAGCTAGGGTAGCAAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target				1		45		-		-

		IM-W7258P		TACGGAGGGTACAAACGTTGTTCGGAATCACTGGGCATAAAGAGCACGTAGGCGGCTTACTCAGTCGGGTGTGAAAGCCCTCGGCTCAACCGAGGAATTGCATCCGATACTGGTAAGCTAGAGGATGGCAGGGGTGAGTGGAACTCCAGGTGGAACGGTGAAATGTGTAGATATCTGGAGGAACACCGGTGGCGAAAGCGGCTCACTGGGCCATCTCTGACGCTGAGGTGCGAAAGCTAGGGTAGCAAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target				2		33		24		-

		IM-3M51U2		TACAGAGGGTGCAAACGTTGTTCGGAATCACTGGGCATAAAGGGCACGTAGGCGGCTATGTAAGTGTGAAGTGAAATCCCACGGCTCACCCGTGGACGTGCTTTGCAAACTGCATGGCTCGAGGATGGTAGGGGAGAGCAGAACTCCTGGTGGAGCGGTGAAATGCGTAGATATCAGGAGGAATACCGGTGGCGAAGGCGGCTCTCTGGTCCATTTCTGACGCTGAGGTGCGAAAGCTAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		2		-		35		30

		IM-C9U01H		CACAGAGGTGGCAAGCGTTGTTCGGTATCACTGGGCTTAAAGGGCGCGTAGGCGGTATGGTACGGTTCGGGTGAAATCCCTCGGCTCAACCGAGGAACTGCCCGAGCTACGGCCAAACTAGACAGTATCAGGGGAAGGTGGAACTCCCGGTGGAGCGGTGAAATGCGTAGATATCGGGAGGAACGCCGGTGGCGAAAGCGACCTTCTGGGGTACTTGTGACGCTGAGGCGCGAAAGCTAGGGGAGCAAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		58		-		-

		IM-7J7LB1		GACGGAGGGCACAAACGTTGTTCGGAATCACTGGGCATAAAGCGCACGTAGGCGGCTGATTAAGTCAGATGTGAAAGCCCTCGGCTCAACCGAGGAACTGCATCTGAAACTGGTCGGCTCGAGGACGACAGGGGTGAGTGGAACTCCAGGTGGAACGGTGAAATGTGTAGATATCTGGAGGAACACCGGTGGCGAAAGCGGCTCACTGGGTCGTCTCTGACGCTGAGGTGCGAAAGCTAGGGTAGCAAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target				1		28		-		-

		IM-6IU1VA		TACAGAGGGTGCAAACGTTGTTCGGAATTACTGGGCATAAAGCGCACGTAGGCTGTTCTGTAAGTGTGAAGTGAAAGCCCACGGCTCACCCGTGGAACTGCTTTGCATACTGCAGAACTCGAGGTCGGTAGGGGAGAGCAGAACTCCTGGTGGAGCGGTGAAATGCGTAGATATCAGGAGGAATACCGGTGGCGAAGGCGGCTCTCTGGTCCGATTCTGACGCTGAGGTGCGAAAGCCAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		29		-		-

		IM-J20SY3		GACGAAGGTGGCAACCGTTGTTCGGAATCACTGGGCATAAAGCGCACGTAGGCGGCAAGAAAAGTCAGGTGTGAAAGCCCTCGGCCCAACCGAGGAATTGCGCTTGAAACTGCCTTGCTTGAGGGCGGGAGGGGAGCGTGGAATTCCTGGTGGAGCGGTGAAATGCGTTGATATCAGGAGGAACACCGGCGGCGAAGGCGACGCTCTGGCCCGCTTCTGACGCTGAGGTGCGAAAGCCAGGGGAGCAAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target				1		21		-		-

		IM-0XQYP4		GACGGAGGGTGCAAACGTTGTTCGGAATCACTGGGCATAAAGAGCATGTAGGCTGTCCAGTCAGTCAGATGTGAAAGCCCCCGGCTCAACCGGGGAACTGCATCTGATACTGCTGGGCTTGAGGATGGTTGGGGTGAGCGGAACTCCTGGTGGAGCGGTGAAATGCGTAGATATCAGGAGGAACACCGGTGGCGAAGGCGGCTCACTGGACCATTACTGACGCTGAGATGCGAAAGCTAGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		43		-		-

		IM-204BIG		GACGGAGGGTGCAAGCGTTACTCGGAATTACTGGGCGTAAAGGGTTCGTAGGCGGCCCATTAAGTTGGATGTGAAATCCCACGGCTTAACCGTGGAACTGCGTCCAAGACTGGTGGGCTTGAGAACGGTAGGGGACAGTGGAACTCCAGGTGGAGCGGTGAAATGCGTAGAGATCTGGAGGAACGCCGGTGGCGAAAGCGACTGTCTGGGCCGATTCTGACGCTGAGGAACGAAAGCCAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		3		21		22		21

		IM-1OH0RQ		TACAGAGGGCTCAAGCGTTAATCGGTATCACTGGGCTTAAAGGGTGCGTAGGCGGGTCTGTAAGTGCTTTGTGAAATCCCACGGCTCAACCGTGGAATTGCTTGGCAGACTGCAGGTCTTGAGGTTGGTAGGGGCTGCCGGAACTCTAGGTGTAGCGGTGAAATGCGTAGATATCTAGAGGAACACCAAAGGTGAAGACAGGCAGCTGGGCCAGTCCTGACGCTGAGGCACGAAAGCGTGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		3		67		102		107

		IM-9DWW19		CACGTACTGTGCGAACGTTATTCGGAATCACTGGGCTTAAAGGGTGCGTAGGCGGCGTGGCAAGTCAGGTGTGAAAGCTCTCGGCTCAACCGAGGAATTGCGCTTGAAACTGCCATGCTCGAGTACCATAGGGGTGTGCGGAACTGCCAGTGGAGCGGTGAAATGTGTTGATATTGGCAGGAACACCGGTAGCGAAAGCGGCACACTGGGTGGTCACTGACGCTGAGGCACGAAAGCCAGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		19		-		-

		IM-13S5H3		TACGGAGGGTGCAAACGTTGTTCGGAATTACTGGGCATAAAGAGCTCGTAGGCGGCTGTGTAAGTGTGAAGTGAAATCCCACGGCTCACCCGTGGAACTGCTTTGCAGACTGCACGGCTAGAGGATGGTAGGGGAGAGCGGAACTCCTGGTGGAGCGGTGAAATGCGTAGATATCAGGAGGAACACCGGTGGCGAAGGCGGCTCTCTGGTCCACCCCTGACGCTGAGGAGCGAAAGCTAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		2		26		-		19

		IM-FI3507		CACGAACTGTGCAAACGTTATTCGGAATCACTGGGCTTAAAGAGTTCGTAGGCGGCCGAGTCAGTCAGGTGTGAAATCCCACAGCTCAACTGTGGAACTGCGCTTGATACTGCTCGGCTTGAGGAGGTCAGAGGTGAGCGGAACTCACGGTGGAGCGGTGAAATGCGTTGATATCGTGAGGAACACCGGTGGCGAAAGCGGCTCACTGGGGCCTTTCTGACGCTGAGGAACGAAAGCTAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		54		-		-

		IM-N6W230		GACGGAGGTGGCAAACGTTGCTCGGAATCACTGGGCTTAAAGGGCGTGTAGGCGGTCGATCAAGTCGGATGTGAAAGACCTCGGCTCAACCGAGGAATTGCACTCGATACTGGTCGACTCGAGTGCGGCAGGGGTAAGTGGAACTCCAGGTGTAGCGGTGAAATGCGTAGATATCTGGAGGAACGCCGGTGGCGAAAGCGACTTACTGGGCCGCAACTGACGCTGAGGCGCGAAAGCCAGGGGAGCAAACGGG		Bacteria		Planctomycetota		Planctomycetes		Planctomycetales								Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		2		-		29		27

		IM-X29JI7		GACGAACCGTCCAAACGTTATTCGGTATCACTGGGCTTAAAGCGTGCGTAGGCGGCTTGGTAGGTGAGATGTGAAAGCCCACGGCTCAACCGTGGAATAGCGTCTCAAACCCCCAAGCTCGAGGAAGATAGGGGTGATGGGAACTTATGGTGGAGCGGTGAAATGCGTTGATATCATAGGGAACACCGGTGGCGAAAGCGCATCACTGGATCTTTTCTGACGCTGAGGCACGAAAGCTAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes										Target				3		580		722		746

		IM-Z6K8U0		CACGAACCGTACGAACGTTATTCGGAATTACTGGGCTTAAAGAGTGCGTAGGCGGCTTGGTAAGTCGGGTGTGAAATCCCTCAGCCCAACTGAGGAATTGCGCCCGATACTGTCAGGCTTGAGGGAGGCAGAGGTGAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATCATCAGGAACACCGGTGGCGAAGGCGGCTCACTGGGCCTCTTCTGACGCTGAGGCACGAAAGCTAGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes										Target				1		30		-		-

		IM-001PRI		CACGAACCGTACGAACGTTATTCGGAATCACTGGGCTTAAAGAGTCCGTAGGCGGCTTAAAAGGTGAGGTGTGAAATCCCACGGCTCAACCGTGGAACTGCGCTTCAAACCATTAAGCTAGAGGGAGATAGAGGAAAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATCATCAGGAACACCGGTGGCGAAAGCGGCTTTCTGGGTCTCTTCTGACGCTGAGGGACGAAAGCTAGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes										Target				3		103		95		116

		IM-2Q9YF7		GACGAACCGTCCAAACGTTATTCGGAATCACTGGGCTTAAAGGGTGCGTAGGCGGCGCGGCAAGTTGGGTGTGAAATCCCTCGGCTCAACCGAGGAACTGCGCCCAAAACTGCCGTGCTGGAGGGAGACAGAGGTGAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATCATCAGGAACACCGGTGGCGAAAGCGGCTCACTGGGTCTCTTCTGACGCTGAGGCACGAAAGCTAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes										Target				3		47		25		39

		IM-6T508P		CACGAACCGTCCAAACGTTATTCGGTATCACTGGGCTTAAAGCGTGCGTAGGCGGCTTGGTAGGTGAGATGTGAAAGCCCACGGCTCAACCGTGGAATTGCGTTTCAAACCCCCAAGCTTGAGGGAGATAGGGGTGTTGGGAACTTATGGTGGAGCGGTGAAATGCGTTGATATCATAGGGAACACCGGTGGCGAAGGCGCAACACTGGATCTTTTCTGACGCTGAGGCACGAAAGCTAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes										Target				3		34		33		37

		IM-61QD42		GACGAACCGTACGAACGTTATTCGGAATCACTGGGCTTAAAGCGTGCGTAGGCGGCTTGGCAAGTTGGGTGTGAAATCCCTCGGCTCAACCGAGGAATTGCGCTCAAAACTGCCAAGCTTGAGGGAGATAGAGGTGAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATCATCAGGAACACCGGTGGCGAAAGCGGCTCACTGGGTCTCTTCTGACGCTGAGGCACGAAAGCTAGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes										Target				3		155		91		95

		IM-NQT152		CACGAACTGCGCAAACGTTATTCGGAATCACTGGGCTTAAAGAGTCCGTAGGCGGCTCAGCAGGTGAGGTGTGAAATCCCACGGCTCAACCGTGGAATTGCGCTTCAAACCGTTGGGCTAGAGGGAGATAGAGGAGAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATCATCAGGAACACCGGTGGCGAAAGCGGCTCTCTGGGTCTCTTCTGACGCTGAGGGACGAAAGCTAGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes										Target				3		97		47		41

		IM-X7MU77		CACGAACCGTACGAACGTTATTCGGAATCACTGGGCTTAAAGAGTGCGTAGGCGGCCTGGAAGGTTGGGTGTGAAAGCCCTCGGCTCAACCGAGGAATTGCGCTCAAAACCGTCAGGCTTGAGGAAGATAGAGGTGAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATCATCAGGAACACCGGTGGCGAAAGCGGCTCACTGGGTCTTTTCTGACGCTGAGGCACGAAAGCTAGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes										Target				1		22		-		-

		IM-2FD658		GACGAACCGGACGAACGTTATTCGGAATCACTGGGCTTAAAGAGTGCGTAGGCGGCCTGGCAAGTTGGGTGTGAAATCCCTCGGCTCAACCGAGGAACTGCGCTCAAAACTGCCAGGCTTGAGGGAGATAGAGGAGAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATCATCAGGAACACCGGTGGCGAAGGCGGCTCTCTGGGTCTCTTCTGACGCTGAGGCACGAAAGCTAGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes										Target				3		63		63		71

		IM-8F7RE7		TACGAACCGTACGAACGTTATTCGGAATCACTGGGCTTAAAGAGTGCGTAGGCGGCTTGGCAGGTTGGGTGTGAAAGCCCTCGGCTCAACCGAGGAATAGCGCCCAAAACCGCCAAGCTTGAGGGAGATAGAGGTGAGCGGAACTAATGGTGGAGCGGTGAAATGCGTTGATATCATTAGGAACACCGGTGGCGAAAGCGGCTCACTGGGTCTCTTCTGACGCTGAGGCACGAAAGCTAGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes										Target				3		86		46		58

		IM-W5II47		CACGAACCGGACAAACGTTATTCGGAATCACTGGGCTTAAAGAGTCCGTAGGCGGCTATGTAGGTGACGTGTGAAATCCCACGGCTCAACCGTGGAACTGCGCGTCAAACCATGTGGCTAGAGGGAGATAGAGGAAAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATCATCAGGAACACCGGTGGCGAAAGCGGCTTTCTGGGTCTCTTCTGACGCTGAGGGACGAAAGCTAGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes										Target				3		62		38		33

		IM-QQ04GT		GACGAACCGTCCAAACGTTATTCGGAATCACTGGGCTTAAAGAGTGCGTAGGCGGCTTGGAAAGTTGGGTGTGAAATCCCTCGGCTCAACCGAGGAACTGCGCCCAAAACTGCCAGGCTTGAGGGAGATAGAGGTGAGCGGAACTAATGGTGGAGCGGTGAAATGCGTTGATATCATTAGGAACACCGGTGGCGAAAGCGGCTCACTGGGTCTCTTCTGACGCTGAGGCACGAAAGCTAGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes										Target				3		61		43		47

		IM-V9GG0Q		TACGGAGATGGCAAGCGTTGCTCGGAATCACTGGGCATAAAGGGCGTCTAGGCGGATCGGCAAGTCGGCTGTGAAATCCCTCGGCTTACCCGAGGAAGTGCATCCGAAACTGCCGGTCTTGAGGGCAAGAGGGGAGAGTGGAACTCCTGGTGGAGCGGTGAAATGCGTAGAGATCAGGAGGAACGCCGGTGGCGAAAGCGACTCTCTGGCTTGTCCCTGACGCTGAAGCGCGAAAGCTAGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes										Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		-		-		21

		IM-40OZX3		CACGTATGGTGCAAACGTTGTTCGGAATCACTGGGCCTAAAGAGCGCGTAGGCGGCTTGGTAAGTTATGTGTGAAATCCCTCGGCTCAACCGAGGAACTGCACCTAATACTGCCTAGCTAGAGTGCAGGAGGGGAGAGTGGAATTCCTGGTGGAGCGGTGAAATGCGTAGATATCAGGAGGAACGCCGGTGGCGAAAGCGACTCTCTGGCCTGCTACTGACGCTGAGGCGCGAAAGCTAGGGGAGCAAACGGG		Bacteria		Planctomycetota		Planctomycetes										Target				1		27		-		-

		IM-5U1R9U		CACGAACCGGACGAACGTTATTCGGAATCACTGGGCTTAAAGAGTGCGTAGGCGGCTTGGCAAGTTGGGTGTGAAATCCCTCGGCTCAACCGAGGAATTGCGCCCAAAACTGCCAGACTTGAGGGAGACAGAGGTGAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATCATCAGGAACACCGGTGGCGAAGGCGGCTCACTGGGTCTCTTCTGACGCTGAGGCACGAAAGCTAGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes										Target				2		81		47		-

		IM-028ZBE		TACGAACTGTGCGAACGTTATTCGGAATCACTGGGCTTAAAGGGTGCGTAGGCGGCTCTGTAAGTCAGGTGTGAAAGCCCACGGCTCAACCGTGGAATTGCGCTTGAAACTACAGAGCTTGAGGAAGTCAGAGGTAAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATTATCAGGAACACCGGTGGCGAAAGCGGCTTACTGGGACTTTTCTGACGCTCAGGCACGAAAGCTAGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes										Target				1		31		-		-

		IM-F16OJT		TACGAACTGTGCAAACGTTATTCGGAATCACTGGGCTTAAAGGGTGCGTAGGCGGCAATGTAGGTCAGGTGTGAAATCCCACGGCTCAACCGTGGAACTGCGCCTGAAACCATATAGCTTGAGGGAGATAGAGGAGAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATTATCAGGAACACCGGTGGCGAAAGCGGCTCTCTGGATCTTTTCTGACGCTGAGGCACGAAAGCTAGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes										Target				3		37		35		28

		IM-7EF32G		GACGAACCGGACGAACGTTATTCGGAATCACTGGGCTTAAAGAGTGCGTAGGCGGCTTTGTAGGTGAGGTGTGAAATCCCACGGCTCAACCGTGGAACTGCGCTTCAAACCACAAGGCTTGAGGGAGGCAGAGGTAAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATCATCAGGAACACCAGTGGCGAAGGCGGCTTACTGGGCCTCTACTGACGCTGAGGCACGAAAGCTAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes										Target				3		23		27		32

		IM-6NX58A		GACGAACCGTCCAAACGTTATTCGGTATCACTGGGCTTAAAGAGTTCGTAGGCGGCCTAGTAGGTGAGATGTGAAATCCCACGGCTCAACCGTGGAACTGCGTTTCAAACCACTAGGCTTGAGGGAGATAGAGGTGAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATCATCAGGAACACCGGTGGCGAAAGCGGCTCACTGGATCTCTTCTGACGCTGAGGAACGAAAGCTAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes										Target				2		22		-		26

		IM-LW795R		CACGTACCGTACGAACGTTATTCGGAATCACTGGGCTTAAAGAGTTCGTAGGCGGCTATGTAGGTGAGGTGTGAAATCCCACGGCTCAACCGTGGAATTGCGCTTCAAACCACATGGCTTGAGGGAGATAGAGGAAAGCGGAACAGATGGTGGAGCGGTGAAATGCGTTGATATCATCTGGAACACCGGTGGCGAAGGCGGCTTTCTGGGTCTCTTCTGACGCTGAGGAACGAAAGCTAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes										Target				1		28		-		-

		IM-8X8PKN		CACGAACTGCGCGAACGTTATTCGGAATCACTGGGCTTAAAGAGTTCGTAGGCGGCGATGTAGGTCAGATGTGAAATCCCACGGCTCAACCGTGGAACTGCGTTTGAAACCCCATCGCTAGAGGAAGATAGAGGTAAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATCATCAGGAACACCGGTGGCGAAAGCGGCTTACTGGGTCTTTTCTGACGCTGAGGAACGAAAGCTAGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes										Target				3		22		55		59

		IM-8402ER		CACGAACCGGACGAACGTTATTCGGAATCACTGGGCTTAAAGAGTACGTAGGCGGCCTGGTAAGTTGGGTGTGAAATCCCACGGCTCAACCGTGGAACTGCGCTCAATACTGCCAGGCTAGAGGGAGATAGAGGTGAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATCATCAGGAACACCGGTGGCGAAAGCGGCTCACTGGGTCTCTTCTGACGCTGAGGTACGAAAGCTAGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes										Target				1		29		-		-

		IM-1HFL4E		TACAGAGGGCTCAAGCGTTAATCGGTGTCACTGGGCTTAAAGGGTGCGTAGGCGGACCTGTAAGTGTTTTGTGAAATCCCACGGCTCAACCGTGGAATTGCTTGGCATACTGCAGGTCTTGAGGTCGGTAGGGGCTGCCGGAACTCTAGGTGTAGCGGTGAAATGCGTAGATATCTAGAGGAACGCCAAAGGTGAAGACAGGCAGCTGGGCCGATCCTGACGCTGAGGCACGAAAGCGTGGGTAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes										Target				1		-		-		22

		IM-M27TV4		CACGAACTGCGCGAACGTTATTCGGATTTACTGGGCTTAAAGAGTTCGTAGGCGGCTTTGCAGGTGGGGTGTGAAATCCCCCGGCTCAACCGGGGAACTGCGCTCCAAACCGCAGGGCTTGAGGGAGATAGAGGTGAGCGGAACTCACGGTGGAGCGGTGAAATGCGTTGATATCGTGAGGAACACCGGTGGCGAAAGCGGCTCACTGGGTCTCTTCTGACGCTGAGGAACGAAAGCTAGGGGAGCGAACGGG		Bacteria		Planctomycetota		Planctomycetes										Target				2		-		22		51

		IM-ZJZ68D		TACAGAGGTGGCAAGCGTTGTTCGGAATTATTGGGCGTAAAGAGCACGTAGGTGGGTTTGTAAGTCAGATGTGAAAGCCTTCTGTTCAACGGAAGAATTGCATCTGAAACTGCAAGTCTTGAGTGTAGGAGGGGAGAATGGAACTTCTGGTGGAGCGGTGAAATGCGTAGATATCAGAAGGAACGCCGGCGGCGAAAGCGATTCTCTGGCCTATTACTGACACTCAGTGTGCGAAAGCTAGGGGAGCAAACGGG		Bacteria		Planctomycetota												Target				3		33		90		57

		IM-H45IQ9		TACGAAGGGCCCGAGCGTTGCGCGGAATCACTGGGCTTAAAGCGTACGTAGGCGGACATGCAGGCATCTTGTGAAAGCCCTCGGCTCAACCGAGGAACTGCAGGGTGAACCGCATGTCTTGAGGTGAGTAGGGGCTGTCGGAACGATAGGTGGAGCGGTGAAATGCGTTGATATCTATCGGAACGCCAAAGGCGAAGGCAGACAGCTGGGCTTATTCTGACGCTGAGGTACGAAAGCGTGGGGAGCGAACGGG		Bacteria		Planctomycetota												Target				3		53		47		38

		IM-X68EK8		TACGAAGGGCCCGAGCGTTGCGCGGAATCACTGGGCTTAAAGCGTACGTAGGCGGGAACGCAGGCGTCTTGTGAAAGCCCTCGGCTCAACCGAGGAATTGCTTGGCGAACCGCGTTTCTTGAGGCGAGTAGGGGCTGTCGGAACGCTAGGTGGAGTGGTGAAATGCGTTGATATCTAGCGGAACGCCGAAGGAGAAATCAGGCAGCTGGGCTCGTACTGACGCTGATGTACGAAAGCGTGGGGAGCGAACGGG		Bacteria		Planctomycetota												Target				2		-		21		30

		IM-6I7KT0		TACGAAGGGCTCGAGCGTTAATCGGAATCACTGGGCTTAAAGCGTACGTAGGCGGACACACAGGCATCTTGTGAAATCCCTCGGCTCAACCGAGGAACTGCTTGGTGAACCGTGTGTCTTGAGGCAAGTAGGGGCTGTCGGAACGCTAGGTGGAGTGGTGAAATGCGTTGATATCTAGCGGAACGCCGAAGGAGAAATCAGGCAGCTGGGCTTGTTCTGACGCTGAGGTACGAAAGCGTGGGGAGCGAACGGG		Bacteria		Planctomycetota												Target				2		18		-		28

		IM-51AHE1		TACGAAGGGCCCGAGCGTTGCGCGGAATCATTGGGCTTAAAGCGTACGTAGGCGGACACGCAGGCGTCTTGTGAAATCCCTCGGCTCAACCGAGGAACTGCTCGACGAACCGCGTGTCTTGAGGCAAGTAGGGGCTGTCGGAACGATAGGTGGAGTGGTGAAATGCGTTGATATCTATCGGAACGCCGAAGGAGAAATCAGGCAGCTGGGCTTGTTCTGACGCTGAGGTACGAAAGCGTGGGTAGCGAACGGG		Bacteria		Planctomycetota												Target				3		77		140		196

		IM-301ZZI		TACGAAGGGCCCGAGCGTTGCGCGGAATCATTGGGCTTAAAGCGTACGCAGGCGGGCGCGCAGGCGTTTTGTGAAATCCCTCGGCTCAACCGAGGAACTGCTTGACGAACCGCGCGTCTTGAGACAAGTAGGGGCTGTCGGAACGATAGGTGGAGTGGTGAAATGCGTTGATATCTATCGGAACGCCGAAGGAGAAATCAGGCAGCTGGGCTTGTTCTGACGCTGAGGTACGAAAGCGTGGGGAGCGAACGGG		Bacteria		Planctomycetota												Target				3		77		118		189

		IM-EWHD85		TACGAAGGGCCCGAGCGTTGCGCGGAATTATTGGGCTTAAAGAGTACGTAGGCGGGCGTGCAGGCGTCTTGTGAAATCCCTCGGCTCAACCGAGGAACTGCTGGACGAACCGCACGCCTTGAGGCAAGTAGGGGCTGTCGGAACGATAGGTGGAGTGGTGAAATGCGTTGATATCTATCGGAACGCCGAAGGAGAAATCAGACAGCTGGGCTTGTCCTGACGCTGAGGTACGAAAGCGTGGGGAGCGAACGGG		Bacteria		Planctomycetota												Target				3		24		34		41

		IM-6NGY5V		TACGAAGGGCCCGAGCGTTGCGCGGAATCATTGGGCTTAAAGCGTACGTAGGCGGGCGCGCAGGCGTCTTGTGAAAGCCCTCGGCTCAACCGAGGAATTGCTTGACGAACCGCGTGCCTTGAGGCAAGTAGGGGCTGTCGGAACGATAGGTGGAGTGGTGAAATGCGTTGATATCTATCGGAACGCCGAAGGAGAAATCAGGCAGCTGGGCTTGTCCTGACGCTGAGGTACGAAAGCGTGGGGAGCGAACGGG		Bacteria		Planctomycetota												Target				3		69		109		124

		IM-C984O5		TACGAAGGGCCCGAGCGTTATTCGGAATCACTGGGCTTAAAGCGTACGTAGGCGGATGCGCAGGCATCTTGTGAAATCCCTCGGCTCAACCGAGGAACTGCAGGGTGAACCGCGTGTCTTGAGACGAGTAGGGGCGGTCGGAACGCTAGGTGGAGTGGTGAAATGCGTTGATATCTAGCGGAACGCCAAAGGAGAAATCAGGCCGCTGGGCTTGTTCTGACGCTGATGTACGAAAGCGTGGGGAGCGAACGGG		Bacteria		Planctomycetota												Target				3		36		23		48

		IM-9AHOT9		TACGAAGGGCCCGAGCGTTAATCGGAATCACTGGGCTTAAAGGGTGCGCAGGCGGACACGCAGGCATCTTGTGAAATCCCTCGGCTCAACCGGGGAACTGCAGGGTGAACCGCGTGTCTTGAGGCAAGTAGGGGCTGTCGGAACGCTAGGTGGAGTGGTGAAATGCGTTGATATCTAGCGGAACGCCTAAGGAGAAATCAGGCAGCTGGGCTTGTCCTGACGCTGAGGCACGAAAGCGTGGGGAGCGAACGGG		Bacteria		Planctomycetota												Target				3		23		26		22

		IM-C3PJ19		TACGAAGGGCCCGAGCGTTAATCGGAATCACTGGGCTTAAAGCGTACGCAGGCGGACTTGAAGGCATCTTGTGAAATCCCTCGTCTCAACCGAGGAACTGCAGGGTGAACCACAAGTCTTGAGGCAAGTAGGGGCTGTCGGAACGCTAGGTGGAGTGGTGAAATGCGTTGATATCTAGCGGAACGCCGAAGGAGAAATCAGACAGCTGGGCTTGTTCTGACGCTGAGGTACGAAAGCGTGGGGAGCGAACGGG		Bacteria		Planctomycetota												Target				2		-		39		35

		IM-PB94V8		TACGAAGGGCCCGAGCGTTAATCGGAATCACTGGGCTTAAAGCGTACGCAGGCGGACATGAAGGCATCTTGTGAAAGCCCTCGGCTCAACCGAGGAATTGCTTGGTGAACCACATGTCTTGAGCCAAGTAGGGGCTGTCGGAACGCTAGGTGGAGTGGTGAAATGCGTTGATATCTAGCGGAACGCCAAAGGAGAAATCAGGCAGCTGGGCTTGGTCTGACGCTGAGGTACGAAAGCGTGGGGAGCGAACGGG		Bacteria		Planctomycetota												Target				2		29		-		19

		IM-LEP86Q		TACGTAGAGTGCAAACGTTGTTCGGAATCACTGGGCATAAAGAGCTCGTAGGCGGCTCAGCAAGTCGGTTGTGAAAGCCCCTGGCTCAACCAGGGAATTGCAGCCGAAACTGCTGAGCTTGAGTGTGGGAGGGGAGAGTGGAACTTCCAGTGGAGCGGTGAAATGCGTAGATATTGGAAGGAACGCCAGTGGCGAAAGCGACTCTCTGGCCCACCACTGACGCTGAGGAGCGAAAGCTAGGGTAGCGAACGGG		Bacteria		Planctomycetota												Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		-		-		19

		IM-D3B8S2		TACGAAGGGCCCGAGCGTTGCGCGGAATCATTGGGCTTAAAGCGTACGTAGGCGGACACATAGGCGCTTTGTGAAATCCCTCGGCTCAACCGAGGAACTGCTTGGCGAACCATGTGTCTTGAGGCAAGTAGGGGCTGTCGGAACGATAGGTGGAGTGGTGAAATGCGTTGATATCTATCGGAACGCCGAAGGAGAAATCAGGCAGCTGGGCTTGTTCTGACGCTGAGGTACGAAAGCGTGGGGAGCGAACGGG		Bacteria		Planctomycetota												Target				3		183		152		134

		IM-9ZM7IY		TACGAAGGGCCCGAGCGTTAATCGGAATCACTGGGCTTAAAGCGTACGCAGGCGGGTGTGCAGGCATCTTGTGAAATCCCTCGGCTCAACCGAGGAATTGCTTGGTGAACCGCACACCTTGAGGCAGGTAGGGGTTGTCGGAACGCTAGGTGGAGTGGTGAAATGCGTTGATATCTAGCGGAACGCCAAAGGAGTAATCAGGCAACTGGGCCTGTCCTGACGCTGAGGTACGAAAGCGTGGGGAGCGAACGGG		Bacteria		Planctomycetota												Target				2		-		24		20

		IM-59G9Y0		GACAGAGGTGGCAAGCGTTGTTCGGAATCACTGGGCATAAAGGGCGCGTAGGCGGTCGGGTAAGTCGATTGTGAAAGCCCTCGGCCTAACCGAGGAAGGTCAGTCGATACTGCCCGGCTCGAGTGCGGGAGGGGAGAGTGGAACTCCTGGTGGAGCGGTGAAATGCGTAGATATCAGGAGGAACGCCGGTGGCGAAAGCGACTCTCTGGTCCGCTACTGACGCTGAGGCGCGAAAGCCAGGGGAGCGAACGGG		Bacteria		Planctomycetota												Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		-		21		-

		IM-3BC83B		TACGAAAGGGGCTAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCTCGTAGGCGGCAATGTAAGTTGGGGGTGAAATCCCGGAGCTCAACTCCGGAACTGCCTCCAAAACTACATAGCTCGAGGATGTGAGAGGATAGTGGAATTCCAAGTGTAGAGGTGAAATTCGTAGATATTTGGAAGAACACCAGTGGCGAAGGCGACTGTCTGGCACATTTCTGACGCTGAGGAGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Alphaproteobacteria		Caulobacterales		Parvularculaceae						Target				1		28		-		-

		IM-2DSQ67		TACGGAGGGGGCTAGCGTTGTTCGGAATTACTGGGCGTAAAGCGTACGTAGGCGGACTATTAAGTTAGAGGTGAAATCCCGGGGCTCAACCCCGGAACTGCCTTTAAAACTGGTAGTCTTGAGTTATGGAGAGGTAAGTGGAATTCCTAGTGTAGAGGTGAAATTCGTAGATATTAGGAGGAACACCAGAGGCGAAGGCGGCTTACTGGACATATACTGACGCTGAGGTACGAAAGTGTGGGGAGCGAACGGG		Bacteria		Proteobacteria		Alphaproteobacteria		Caulobacterales								Target				3		308		153		56

		IM-56MA09		TACGGAGGGGGCTAGCGTTGTTCGGAATTACTGGGCGTAAAGCGTGCGTAGGCGGATTGGAAAGTTAGATGTGAAATCCCAGGGCTCAACCCTGGAACTGCATTTAAAACTCCCAGTCTTGAGTTCTGGAGAGGTAAGTGGAATTCCTAGTGTAGAGGTGAAATTCGTAGATATTAGGAGGAACACCAGAGGCGAAGGCGGCTTACTGGACAGATACTGACGCTGAGGCACGAAAGTGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Alphaproteobacteria		Caulobacterales								Target				1		26		-		-

		IM-D5CZ54		TACGGAGGGGGCTAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGGCTGGTTAGTTGGGGGTGAAATCCCAGGGCTCAACCCTGGAACTGCCCTCAATACTGCCAGTCTTGAGTTCGAGAGAGGTAAGCGGAATTCCTAGTGTAGAGGTGAAATTCGTAGATATTAGGAAGAACACCAGTGGCGAAGGCGGCTTACTGGCTCGATACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Alphaproteobacteria		Kiloniellales		Kiloniellaceae						Target				1		18		-		-

		IM-6R4RN7		TACGAAGGGACCTAGCGTAGTTCGGAATTACTGGGCTTAAAGAGTTCGTAGGTGGTTGAAAAAGTTGGTGGTGAAATCCCAGAGCTTAACTCTGGAACTGCCATCAAAACTTTTCAGCTAGAGTATGATAGAGGAAAGCAGAATTTCTAGTGTAGAGGTGAAATTCGTAGATATTAGAAAGAATACCAATTGCGAAGGCAGCTTTCTGGATCATTACTGACACTGAGGAACGAAAGCATGGGTAGCGAAGAGG		Bacteria		Proteobacteria		Alphaproteobacteria		Pelagibacterales		Pelagibacteraceae						Target				1		49		-		-

		IM-F2U2N0		TACGGAGGGGGCTAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGATCTTTAAGTCAGGGGTGAAATCCCGGGGCTCAACCTCGGAACTGCCCTTGATACTGGAGATCTCGAGTCCGGAAGAGGTTAGTGGAATTCCCAGTGTAGAGGTGAAATTCGTAGATATTGGGAAGAACACCAGTGGCGAAGGCGGCTAACTGGTCCGGTACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Alphaproteobacteria		Rhizobiales		Anderseniellaceae						Target				3		120		98		45

		IM-1U3IK8		TACGAAGGGGGCTAGCGTTGTTCGGAATCACTGGGCGTAAAGCGCACGTAGGCGGACTGATCAGTTGGGGGTGAAATCCCAGGGCTCAACCCTGGAACTGCCTTCAATACTGTCAGTCTTGAGTCCGAGAGAGGTGAGTGGAATTCCTAGTGTAGAGGTGAAATTCGTAGATATTAGGAAGAACACCAGTGGCGAAGGCGGCTCACTGGCTCGGTACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Alphaproteobacteria		Rhizobiales		Hyphomicrobiaceae						Target				1		-		-		26

		IM-TJ883H		TACGAAGGGGGCTAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCGCGCAGGCGGTTTTCCAAGTCAGTGGTGAAAGCCCAGAGCTCAACTCTGGAACTGCCTTTGAAACTGGAAAACTAGGGTACGGGAGAGGTGAGTGGAATTCCGAGTGTAGAGGTGAAATTCGTAGATATTCGGAAGAACACCAGTGGCGAAGGCGGCTCACTGGCCCGTTACCGACGCTCAGGCGCGACAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Alphaproteobacteria		Rhizobiales								Target				3		49		62		69

		IM-12GZP7		TACGGAGGGGGTTAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCACGTAGGCGGACTGATCAGTTAGAGGTGAAATCCCAGGGCTCAACCCTGGAACTGCCTTTAATACTGTCAGTCTTGAGTTCGAGAGAGGTGAGTGGAATTCCGAGTGTAGAGGTGAAATTCGTAGATATTCGGAGGAACACCAGTGGCGAAGGCGGCTCACTGGCTCGATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Alphaproteobacteria		Rhodobacterales		Rhodobacteraceae		Octadecabacter		Octadecabacter arcticus		Target				2		71		23		-

		IM-JISY06		TACGGAGGGGGTTAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGATTGGAAAGTTGGGGGTGAAATCCCGGGGCTCAACCCCGGAACGGCCTCCAAAACTATCAGTCTAGAGGTCGAGAGAGGTGAGTGGAATTCCGAGTGTAGAGGTGAAATTCGTAGATATTCGGAGGAACACCAGTGGCGAAGGCGGCTCACTGGCTCGATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Alphaproteobacteria		Rhodobacterales		Rhodobacteraceae						Target				1		80		-		-

		IM-T8AX3A		TACGGAGGGGGTTAGCGTTGTTCGGAATTACTGGGCGTAAAGCGTACGTAGGCGGATTGGAAAGTTGGGGGTGAAATCCCAGGGCTCAACCCTGGAACTGCCTCCAAAACTAACAGTCTAGAGTTCGAGAGAGGTGAGTGGAATTCCGAGTGTAGAGGTGAAATTCGTAGATATTCGGAGGAACACCAGTGGCGAAGGCGGCTCACTGGCTCGATACTGACGCTGAGGTACGAAAGTGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Alphaproteobacteria		Rhodobacterales		Rhodobacteraceae						Target				3		151		90		73

		IM-2DUZ80		TACGGAGGGGACTAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCACGTAGGCGGATTAGTAAGTTAGAGGTGAAATCCCAGGGCTCAACCCTGGAACTGCCTTTAATACTGCTAGTCTTGAGTTCGAGAGAGGTGAGTGGAATTCCGAGTGTAGAGGTGAAATTCGTAGATATTCGGAGGAACACCAGTGGCGAAGGCGGCTCACTGGCTCGATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Alphaproteobacteria		Rhodobacterales		Rhodobacteraceae						Target				3		122		79		62

		IM-GWDQ99		TACGGAGGGGGTTAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGATCAGTCAGTCAGGGGTGAAATCCCGGGGCTCAACCCCGGAACTGCCTTTGATACTGCTGGTCTAGAGATCGAGAGAGGTGAGTGGAATTCCGAGTGTAGAGGTGAAATTCGTAGATATTCGGAGGAACACCAGTGGCGAAGGCGGCTCACTGGCTCGATACTGACGCTGAGGTGCGAAAGTGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Alphaproteobacteria		Rhodobacterales		Rhodobacteraceae						Target				2		-		34		35

		IM-9S6RH9		TACGGAGGGGACTAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCACGTAGGCGGATTGGAAAGTATGGGGTGAAATCCCAGGGCTCAACCCTGGAACTGCCTCATAAACTCCCAGTCTTGAGTTCGAGAGAGGTGAGTGGAATTCCGAGTGTAGAGGTGAAATTCGTAGATATTCGGAGGAACACCAGTGGCGAAGGCGGCTCACTGGCTCGATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Alphaproteobacteria		Rhodobacterales		Rhodobacteraceae						Target				3		268		177		131

		IM-PV855E		TACGGAGGGGGCTAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGATTGTTAAGTCGGGGGTGAAATCCCGGGGCTCAACCCCGGAACTGCCTCCGATACTGGCAATCTAGAGATCTGGAGAGGCGAGTGGAATTCCGAGTGTAGAGGTGAAATTCGTAGATATTCGGAGGAACACCAGTGGCGAAGGCGGCTCGCTGGCCAGATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Alphaproteobacteria		Rhodobacterales		Rhodobacteraceae						Target				1		25		-		-

		IM-BW774Q		TACGGAGGGGGCTAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGGCTGTTAAGTCGGGGGTGAAATCCCGGGGCTCAACCCCGGAACTGCCTCCGATACTGGCAGTCTTGAGGTCGAGAGAGGTGAGTGGAATTCCGAGTGTAGAGGTGAAATTCGTAGATATTCGGAGGAACACCAGTGGCGAAGGCGGCTCACTGGCTCGATACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Alphaproteobacteria		Rhodobacterales		Rhodobacteraceae						Target				3		211		175		146

		IM-Z83D1S		TACGGAGGGGGTTAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCACGTAGGCGGATCAGAAAGTAAGAGGTGAAATCCCTGGGCTCAACCCAGGAACTGCCTTTTAAACTCCTGGTCTTGAGTTCGAGAGAGGTGAGTGGAATTCCAAGTGTAGAGGTGAAATTCGTAGATATTTGGAGGAACACCAGTGGCGAAGGCGGCTCACTGGCTCGATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Alphaproteobacteria		Rhodobacterales		Rhodobacteraceae						Target				2		46		25		-

		IM-3MR6N2		TACGGAGGGGGCTAGCGTTGTTCGGAATCACTGGGCGTAAAGCGCACGTAGGCGGGTCAGTCAGTCAGGGGTGAAATCCCGAGGCTCAACCTCGGAACTGCCTTTGATACTGCTGGCCTTGAGGTCGAGAGAGGTGAGTGGAATTCCTAGTGTAGAGGTGAAATTCGTAGATATTAGGAAGAACACCAGTGGCGAAGGCGGCTCACTGGCTCGATTCTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Alphaproteobacteria		Rhodobacterales		Rhodobacteraceae						Target				3		28		66		43

		IM-B0M9N6		TACGGAGGGGGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGAATATCAAGTTAGGGGTGAAAGGCCTGGGCTCAACCTAGGAACGGCCTCTAAAACTGATGATCTAGAGTCCGGAAGAGGATGGCGGAATTCCCAGTGTAGAGGTGAAATTCGTAGATATTGGGAAGAACACCGGTGGCGAAGGCGGCCATCTGGTCCGGTACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Alphaproteobacteria		Rhodospirillales		Rhodospirillaceae		Pelagibius		Pelagibius litoralis		Target				1		23		-		-

		IM-X5OX21		TACGGAGGGGGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGACGTGCAAGTTAGGGGTGAAAGGCCTGGGCTCAACCTGGGAACTGCCTCTAAAACTGCATATCTCGAGTCCGGAAGAGGATGGCGGAATTCCCAGTGTAGAGGTGAAATTCGTAGATATTGGGAAGAACACCAGTGGCGAAGGCGGCCATCTGGTCCGGTACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Alphaproteobacteria		Rhodospirillales		Rhodospirillaceae		Pelagibius				Target				3		23		26		62

		IM-DQ481M		TACGGAGGGGGCTAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTTTATCAAGTTAGACGTGAAAGCCCTGGGCTCAACCCAGGAACTGCGTTTGATACTGGTTGACTAGAGGCCGGGAGAGGGTAGTGGAATTCCCAGTGTAGAGGTGAAATTCGTAGATATTGGGAAGAACACCGGTGGCGAAGGCGGCTACCTGGACCGGACCTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Alphaproteobacteria		Rhodospirillales		Rhodospirillaceae						Target				3		88		38		40

		IM-X83S8S		TACGGAGGGGGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGTCTGTTGCGTCAGGTGTGAAAGCCCTGGGCTCAACCTAGGAGGTGCACTTGATACGGGCGGACTAGAATCCGAGAGAGGATGGTGGAATTCCCAGTGTAGAGGTGAAATTCGTAGATATTGGGAAGAACACCGATGGCGAAGGCAGCCATCTGGCTCGGTATTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Alphaproteobacteria		Rhodospirillales		Rhodospirillaceae						Target				3		122		68		49

		IM-N55L5V		TACGGAGGGGGCGAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGGATATCGTGTCAGGGGTGAAAGTCCTGGGCTCAACCTGGGGACTGCCTTTGAAACTGATATTCTTGAGACCGGGAGAGGATGGCGGAATTCCCAGTGTAGAGGTGAAATTCGTAGATATTGGGAAGAACACCGGTGGCGAAGGCGGCCATCTGGACCGGATCTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Alphaproteobacteria		Rhodospirillales		Rhodospirillaceae						Target				2		18		-		25

		IM-4GWXB6		TACGGAGGGGGCGAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGGCGATCAAGTCAGTGGTGAAAGTCCTGGGCTCAACCTGGGGATTGCCTTTGAAACTGATTGTCTTGAGACCGGGAGAGGATGGCGGAATTCCCAGTGTAGAGGTGAAATTCGTAGATATTGGGAAGAACACCGGTGGCGAAGGCGGCCATCTGGACCGGATCTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Alphaproteobacteria		Rhodospirillales		Rhodospirillaceae						Target				1		46		-		-

		IM-VMGC79		TACGGAGGGGGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGACGATCAAGTTAGAGGTGAAAGGCCTGGGCTCAACCTAGGAATTGCCTTTGAAACTGATTGTCTAGAGACCGGAAGAGGATGGCGGAATTCCCAGTGTAGAGGTGAAATTCGTAGATATTGGGAAGAACACCAGTGGCGAAGGCGGCCATCTGGTCCGGTTCTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Alphaproteobacteria		Rhodospirillales		Rhodospirillaceae						Target				1		45		-		-

		IM-99XK8F		TACGGAGGGGGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCACGTAGGCGGAGATTCATGTCAGAGGTGAAAGCCCTGGGCTCAACCCGGGAACTGCCTTTGAAACTGAATTTCTAGAGGCCGGAAGAGGTTGACGGAATTCCCAGTGTAGAGGTGAAATTCGTAGATATTGGGAAGAACACCAGTGGCGAAGGCGGTCATCTGGTCCGGTACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Alphaproteobacteria		Rhodospirillales		Rhodospirillaceae						Target				2		41		29		-

		IM-3BU5V3		TACGGAGGGGGCTAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGCTTTGCCAGTCAGGCGTGAAAGCCCCGGGCTTAACCTGGGAACTGCGCTTGATACTGCGAGGCTAGAGATCGGGAGAGGAGAGTGGAATTCCCAGTGTAGAGGTGAAATTCGTAGATATTGGGAAGAACACCAGTGGCGAAGGCGGCTCTCTGGACCGATACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Alphaproteobacteria		Rhodospirillales								Target				2		-		39		43

		IM-7R4JFN		TACGGAGGGAGCTAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCGCGTAGGTGGCTTTGTAAGTCAGAGGTGAAATCCCGGGGCTCAACCCCGGAACTGCCTTTGAAACTACATCGCTAGAGTCTTGGAGAGGTTAGTGGAATTCCGAGTGTAGAGGTGAAATTCGTAGATATTCGGAAGAACACCAGTGGCGAAGGCGACTAACTGGACAAGTACTGACACTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Alphaproteobacteria		Sphingomonadales		Sphingomonadaceae		Sphingomicrobium		Sphingomicrobium marinum		Target				1		41		-		-

		IM-9N5KER		TACGGAGGGAGCTAGCGTTGTTCGGAATCACTGGGCGTAAAGCGCGCGTAGGCGGCTACTCAAGTCAGAGGTGAAAGCCCGGGGCTCAACCCCGGAACTGCCCTTGAAACTAGGTAGCTAGAATATGGGAGAGGTGAGTGGAATTCCGAGTGTAGAGGTGAAATTCGTAGATATTCGGAAGAACACCAGTGGCGAAGGCGACTCACTGGACCATTATTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Alphaproteobacteria		Sphingomonadales		Sphingomonadaceae						Target				1		87		-		-

		IM-S4X753		TACGGAGGGAGCTAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGCTATTCAAGTCAGGGGTGAAATCCCGGGGCTCAACCCCGGAACTGCCTTTGAAACTGGATAGCTAGAATCCTGGAGAGGCGAGTGGAATTCCGAGTGTAGAGGTGAAATTCGTAGATATTCGGAAGAACACCAGTGGCGAAGGCGACTCGCTGGACAGGTATTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Alphaproteobacteria		Sphingomonadales								Target				1		165		-		-

		IM-Y63LT9		TACGGAGGGGGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGTGTAGGCGGTTTGTCTAGTCAGGCGTGAAAGCCCCGGGCTTAACCTGGGAACTGCGTTTGATACTGACAGGCTAGAGGTTGGGAGAGGAGAGTGGAATTCCCAGTGTAGAGGTGAAATTCGTAGATATTGGGAAGAACACCAGTGGCGAAGGCGGCTCTCTGGTCCACACCTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Alphaproteobacteria										Target				3		103		130		205

		IM-CW97D1		TACGAAGGGGGCTAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGATACTTAAGTCAGGGGTGAAATCCCGAGGCTCAACCTCGGAACTGCCTTTGATACTGGGTATCTTGAGTTCGAGAGAGGTAAGTGGAATTCCGAGTGTAGAGGTGAAATTCGTAGATATTCGGAGGAACACCAGAGGCGAAGGCGGCTTACTGGCTCGATACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Alphaproteobacteria										Target				3		74		243		187

		IM-O66XO6		TACGGAGGGGGCTAGCGTTGCTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGATTTTCTAGTCAGGCGTGAAAGCCCCGGGCTCAACCCGGGAACTGCGTTTGATACTGGAAGTCTAGAGTTCTGGAGAGGGTGGTGGAATTCCCAGTGTAGAGGTGAAATTCGTAGATATTGGGAAGAACACCGGTGGCGAAGGCGGCCACCTGGCCAGACACTGACGCTAAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Alphaproteobacteria										Target				3		93		114		97

		IM-M0R8N8		TACGGAGGGGGCTAGCGTTGTTCGGATTTACTGGGCGTAAAGGGCGCGTAGGCGGTATGTCATGTCAGGGGTGAAAGGCCTGGGCTCAACCCAGGAACTGCCTTTGAAACTGGCAAACTAGAGTCCGATAGAGGATGGCGGAATTCCCAGTGTAGAGGTGAAATTCGTAGATATTGGGAAGAACACCAGTGGCGAAGGCGGCCATCTGGATCGGCACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Alphaproteobacteria										Target				3		113		52		72

		IM-L369P8		TACGAAGGGGGCTAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCACGTAGGCGGATTGTTAAGTCAGAGGTGAAATCCCAGGGCTCAACCCTGGAACTGCCTTTGATACTGGCAATCTAGAGACTGGAAGAGGTGAGTGGAATTCCGAGTGTAGAGGTGAAATTCGTAGATATTCGGAGGAACACCAGAGGCGAAGGCGGCTCACTGGTCCAGTACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Alphaproteobacteria										Target				2		-		37		24

		IM-DJ005T		TACGGAGGGTGCAAGCGTTATCCGGAATTACTGGGTTTAAAGGGTGCGTAGGCGGATGTACAAGTCAGAGGTGAAAGCTCACCGCTCAACGGTGGAATTGCCTTTGAAACTGTATATCTTGAATCATGTTGAGGTTGGCGGAATGAGTCATGTAGCGGTGAAATGCATAGATATGACTTAGAACACCGATTGCGAAGGCAGCTGACTAAGCATGTTATTGACGCTGAGGCACGAAAGCGTGGGGAGCGAACAGG		Bacteria		Proteobacteria		Alphaproteobacteria										Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		-		-		38

		IM-ED529U		TACGGAGGGGGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGAAGATCAAGTCAGGGGTGAAAGGCCTGGGCTCAACCCGGGAACTGCCTTTGAAACTGGTTTTCTAGAGTACGGGAGAGGATGGCGGAATTCCCAGTGTAGAGGTGAAATTCGTAGATATTGGGAAGAACACCGGTGGCGAAGGCGGCCATCTGGCCCGGTACTGACGCTAAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Alphaproteobacteria										Target				2		-		32		41

		IM-9I7YEW		TACGGAGGGGGCTAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGTGTAGGCGGCTTTGTCAGTCAGGCGTGAAAGCCCCGGGCTTAACCTGGGAGGTGCGCTTGATACTGCGGAGCTAGAGTTCGGGAGAGGAGAGTGGAATTCCCAGTGTAGAGGTGAAATTCGTAGATATTGGGAAGAACACCGGTGGCGAAGGCGGCTCTCTGGACCGACACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Alphaproteobacteria										Target				1		23		-		-

		IM-J920MR		TACGGAGGGGGCTAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCACGTAGGCGGACCAGTCAGTGAGGGGTGAAATCCCAGGGCTCAACCCTGGAACTGCCTTTCATACTGCTGGTCTTGAGTTCGAGAGAGGTGAGTGGAATTCCGAGTGTAGAGGTGAAATTCGTAGATATTCGGAGGAACACCAGTGGCGAAGGCGGCTCACTGGCTCGATACTGACGCTGAGGTGCGAAAGCATGGGGAGCAAACAGG		Bacteria		Proteobacteria		Alphaproteobacteria										Target				3		147		67		49

		IM-A1NL69		TACGGAGGGGGCTAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGTGTAGGCGGTCTATCGAGTCAGGCGTGAAAGCCCCGGGCTTAACCTGGGAACTGCGTTTGATACTGATAGACTAGAGGTTGGAAGAGGAGAGTGGAATTCCCAGTGTAGAGGTGAAATTCGTAGATATTGGGAAGAACACCAGTGGCGAAGGCGGCTCTCTGGTCCATACCTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Alphaproteobacteria										Target				3		34		23		19

		IM-SY7ET9		TACGGAGGGGGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTCCATTTAGTCAGGCGTGAAATCCCTGGGCTCAACCCAGGAATTGCGTTTGAAACTGGTGGACTAGAGTTCGGGAGAGGAGAGTGGAATTCCCAGTGTAGAGGTGAAATTCGTAGATATTGGGAAGAACACCAGTGGCGAAGGCGGCTCTCTGGACCGATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Alphaproteobacteria										Target				3		30		41		30

		IM-89LR69		TACGGAGGGGGCTAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGACTGGTCAGTCAGAGGTGAAAGCCCGAAGCTCAACTTCGGAACTGCCTTTGATACTGCCAATCTAGAGTCCGGGAGAGGTGAGTGGAATTCCTAGTGTAGAGGTGAAATTCGTAGATATTAGGAAGAACACCAGTGGCGAAGGCGGCTCACTGGCCCGGTACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Alphaproteobacteria										Target				2		23		22		-

		IM-8H4CFR		TACGGAGGGGGCTAGCGTTGCTCGGAATTACTGGGCGTAAAGGGCGTGTAGGCGGATTGTCTAGTCAGGCGTGAAAGCCCCGGGCTCAACCTGGGAACTGCGCTTGATACTGGCAGTCTAGAGTCCGGAAGAGGGTGGTGGAATTCCCAGTGTAGAGGTGAAATTCGTAGATATTGGGAAGAACACCAGTGGCGAAGGCGGCCACCTGGTCCGGTACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Alphaproteobacteria										Target				1		20		-		-

		IM-X01AP5		TACGGAGGGGGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTCCATTTAGTCAGGCGTGAAAGCCCCGGGCTCAACCCGGGAATAGCGTTTGATACTGGTGGGCTAGAGTCCGGGAGAGGAGAGTGGAATTCCCAGTGTAGAGGTGAAATTCGTAGATATTGGGAAGAACACCAGTGGCGAAGGCGGCTCTCTGGACCGGTACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Alphaproteobacteria										Target				3		31		34		21

		IM-0VUZ19		TACGGAGGGAGCTAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGCCGATCCAGTCAGGCGTGAAAGCCCCGGGCTCAACCTGGGAATTGCGTTTGATACTGATTGGCTGGAGTCCGGGAGAGGGTAGTGGAATTCCCAGTGTAGAGGTGAAATTCGTAGATATTGGGAAGAACACCGGTGGCGAAGGCGGCTACCTGGCCCGGTACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Alphaproteobacteria										Target				1		30		-		-

		IM-67QHK0		TACGGGGGGGGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGCAGGCGGCCACAGAAGTTCTGGGTGAAAGCCCCCGGCTTAACCGGGGAAGGGCCTGGAAAACCATGAGGCTGGAGTGCTGGAGAGGCTAGCGGAATTTCGGGTGTAGCGGTGAAATGCGTAGATATCCGAAGGAACACCGGAGGCGAAGGCGGCTAGCTGGACAGACACTGACGCTGAGGCGCGAAAGCCAGGGGAGCAAACGGG		Bacteria		Proteobacteria		Alphaproteobacteria										Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		2		-		22		30

		IM-92O6OP		TACGGAGGGGGCTAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCATGTAGGCGGATCGGCCAGTCAGAGGTGAAAGCCCTGGGCTCAACCCAGGAACTGCCTTTGATACTGCCGATCTAGAGTCCGGGAGAGGATAGTGGAATTCCCAGTGTAGAGGTGAAATTCGTAGATATTGGGAAGAACACCAGTGGCGAAGGCGGCTATCTGGACCGGTACTGACGCTAAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Alphaproteobacteria										Target				3		20		34		35

		IM-CM28DQ		TACGGGGGGGGCTAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGCTGGGGAAGTTTTGGGTGAAAGCCCTCGGCTCAACCGAGGAAGTGCCTGAAAAACCACCCGGCTGGAGTGCTGGAGAGGCAAGCGGAATTTCTGGTGTAGCGGTGAAATGCGTAGATATCAGAAGGAACACCTGAGGCGAAGGCGGCTTGCTGGACAGACACTGACGCTGAGGCGCGAAAGCCAGGGGAGCAAACGGG		Bacteria		Proteobacteria		Alphaproteobacteria										Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		2		50		33		-

		IM-MV3Q6L		TACGGAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGCGCACGTAGGCGGCTGGGTCAGTCGGATGTGAAAGCCCCGGGCTTAACCTGGGAATTGCATTCGATACTACCCAGCTAGAGTATGGGAGAGGGAAGCGGAATTTCCGGTGTAGCGGTGAAATGCGTAGATATCGGAAGGAACACCAGTTGCGAAGGCGGCTTCCTGGACCAATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria		Beggiatoales		Beggiatoaceae						Target				2		-		42		64

		IM-L54JQ7		TACGTAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGCGTGCGCAGGTGGTTTTGTAAGTCAGATGTGAAATCCCCGGGCTTAACCTGGGAACTGCGTTTGAAACTGCAAGGCTAGAGTGTGGCAGAGGGGGGTGGAATTCCGCGTGTAGCAGTGAAATGCGTAGAGATGTGGAGGAACACCGATGGCGAAGGCAGCCCCCTGGGTCAACACTGACGCTCAGGCACGAAAGCATGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria		Burkholderiales		Nitrosomonadaceae						Target				3		406		260		179

		IM-560OD3		TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTTCGGTAAGTCGGATGTGAAAGCCCTGGGCTTAACCTGGGAATTGCATTCGATACTGCCAGACTAGAGTATGGGAGAGGGAAGTGGAATTCCGGGTGTAGCGGTGAAATGCGTAGATATCCGGAGGAACATCAGTGGCGAAGGCGACTTCCTGGCCCAATACTGACGCTCAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria		Chromatiales		Thioalkalispiraceae		Thioprofundum				Target				3		100		129		120

		IM-SBT32Y		TACGGAAGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCACGTAGGCGGTTGGGTTAGTCGGATGTGAAAGCCCCGGGCTTAACCTGGGAATTGCATTCGATACTGCCCGACTAGAGTATGGGAGAGGGTAGCGGAATTCCGGGTGTAGCGGTGAAATGCGTAGATATCCGGAGGAACATCAGTGGCGAAGGCGGCTGCCTGGGCCAATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria		Chromatiales								Target				3		165		86		78

		IM-BL849Q		TACGGAGGGTGCAAGCGTTAATCGGAATGACTGGGCGTAAAGCGCACGCAGGCGGTTTGTTAAGCCAGATGTGAAAGCCCCGAGCTCAACTCGGGAACTGCATTTGGAACTGGCAAACTAGAGTCTTGGAGAGGGGGGTAGAATTTCCGGTGTAGCGGTGAAATGCGTAGAGATCGGAAGGAATACCAGTGGCGAAGGCGGCCCCCTGGCCAAAGACTGACGCTCAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria		Enterobacterales		Aeromonadaceae		Oceanisphaera				Target				1		24		-		-

		IM-A2PP32		TACGGAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGCGCACGCAGGCGGTTATATAAGCTAGATGTGAAAGCCCCGGGCTCAACCTGGGAATAGCATTTAGAACTGTATGACTAGAGTCTTGGAGAGGGGAGTGGAATTCCAGGTGTAGCGGTGAAATGCGTAGATATCTGGAGGAACATCAGTGGCGAAGGCGACTCCCTGGCCAAAGACTGACGCTCATGTGCGAAAGTGTGGGTAGCGAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria		Enterobacterales		Alteromonadaceae		Aliiglaciecola				Target				2		75		32		-

		IM-67LXGF		TACGGAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGCGTGCGTAGGCGGTTTGTTAAGCAAGATGTGAAAGCCCAGGGCTCAACCTTGGAACTGCATTTTGAACTGGCAAACTAGAGTACTGTAGAGGGTGGTGGAATTTCCAGTGTAGCGGTGAAATGCGTAGAGATTGGAAGGAACATCAGTGGCGAAGGCGGCCACCTGGACAGATACTGACGCTGAGGCACGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria		Enterobacterales		Alteromonadaceae		Colwellia				Target				3		21		23		24

		IM-0KO57E		TACGAGGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGTTCGTAGGCGGTCTATTAAGCAAGATGTGAAAGCCCAGGGCTCAACCTTGGAACTGCATTTTGAACTGGTAGACTAGAGTACTGTAGAGGGTGGTGGAATTTCCAGTGTAGCGGTGAAATGCGTAGAGATTGGAAGGAACATCAGTGGCGAAGGCGGCCACCTGGACAGATACTGACGCTGAGGAACGAAAGCGTGGGGAGCGAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria		Enterobacterales		Alteromonadaceae						Target				1		-		21		-

		IM-DG99X4		TACGGAGGGTCCGAGCGTTAATCGGAATTACTGGGCGTAAAGCGCACGCAGGCGGTTTGTTAAGTTAGATGTGAAAGCCCCGGGCTTAACCTGGGAATAGCATTTAAAACTGGCAGGCTAGAGTCTTGGAGAGGGGAGTGGAATTCCAGGTGTAGCGGTGAAATGCGTAGATATCTGGAGGAACATCAGTGGCGAAGGCGACTCCCTGGCCAAAGACTGACGCTCATGTGCGAAAGTGTGGGTAGCGAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria		Enterobacterales		Alteromonadaceae						Target				1		107		-		-

		IM-G47E56		TACGGAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGCGCACGCAGGCGGTTTGTCAAGCTAGAGGTGAAAGCCCCGCGCTCAACGTGGGAATGGCCTTTAGAACTGGCAGACTAGAGTCTTGGAGAGGGGAGTGGAATTCCAGGTGTAGCGGTGAAATGCGTAGAGATCTGGAGGAACATCAGTGGCGAAGGCGACTCCCTGGCCAAAGACTGACGCTCATGTGCGAAAGTGTGGGTAGCGAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria		Enterobacterales		Alteromonadaceae						Target				1		31		-		-

		IM-6M6O9G		TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCATGCAGGCGGTTTGTTAAGCGAGATGTGAAAGCCCCGGGCTCAACCTGGGAACAGCATTTCGAACTGGCAAACTAGAGTTCTTGAGAGGGTGGTAGAATTTCAGGTGTAGCGGTGAAATGCGTAGAGATCTGAAGGAATACCAGTGGCGAAGGCGGCCACCTGGCAAGTAACTGACGCTCAGATGCGAAAGCGTGGGTAGCAAACGGG		Bacteria		Proteobacteria		Gammaproteobacteria		Enterobacterales		Psychromonadaceae		Moritella				Target				1		34		-		-

		IM-499CBH		TACGGAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTTAATTAAGTCAGATGTGAAAGCCCAGGGCTCAACCTTGGAACTGCATTTGAAACTGGTTAACTAGAGTTTTGTAGAGGGTGGTAGAATTTCAGGTGTAGCGGTGAAATGCGTAGAGATCTGAAGGAATACCAGTGGCGAAGGCGGCCACCTGGACAAAGACTGACGCTGAGGCGCGAAGGCGTGGGGAGCAAACGGG		Bacteria		Proteobacteria		Gammaproteobacteria		Enterobacterales		Psychromonadaceae		Psychromonas				Target				1		61		-		-

		IM-23DTBU		TACGGAGGGTCCGAGCGTTAATCGGAATTACTGGGCGTAAAGCGTGCGCAGGCGGTTTGTTAAGCCAGATGTGAAAGCCCCGGGCTCAACCTGGGAATTGCATTTGGAACTGGCGAACTAGAGTCTTGTAGAGGGAGGTAGAATTTCAGGTGTAGCGGTGAAATGCGTAGATATCTGAAGGAATACCGGTGGCGAAGGCGGCCTCCTGGACAAAGACTGACGCTCATGCACGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria		Enterobacterales		Shewanellaceae						Target				1		24		-		-

		IM-N1H83A		TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGCTTGGTCAGTCAGATGTGAAATCCCCGGGCTCAACCTGGGAACTGCATTTGATACTGCCAGGCTAGAGTATGTTAGAGGAAAGCGGAATTCCGGGTGTAGCGGTGAAATGCGTAGATATCCGGAGGAACATCAGTGGCGAAGGCGGCTTTCTGGAACAATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria		Granulosicoccales		Granulosicoccaceae		Granulosicoccus		Granulosicoccus coccoides		Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		3		44		38		31

		IM-5I61SY		TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGCGTGTTAAGTCAGATGTGAAAGCCCTGGGCTTAACCTGGGAATGGCATTTGAAACTGGCAGGCTAGAGTGTGACAGAGGGTTGAGGAATTCCCGGTGTAGCGGTGAAATGCGTAGAGATCGGGAGGAACACCAATGGCGAAGGCAACAGCCTGGGTCAACACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria		Methylococcales		Methylococcaceae						Target				2		-		28		25

		IM-241EMG		TACGGAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGGGCGCGTAGGTGGCTCTGTAAGTCGGGTGTGAAAGCCCCAGGCTTAACCTGGGAATTGCATTCGATACTGCAGAGCTGGAGTATGGTAGAGGAAAGCGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCTTTCTGGACCAATACTGACACTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria		Nitrosococcales		Nitrosococcaceae						Target				3		245		169		139

		IM-E719MC		TACGGAGGGTGCGAGCGTTAATCAGAATCACTGGGCGTAAAGGGCGCGTAGGTGGTTTGGTAAGTCGGATGTGAAAGCCCCGGGCTTAACCTGGGAATTGCATTCGATACTGCCAGGCTTGAGTATGGTAGAGGGAAGTGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACATCAGTGGCGAAGGCGGCTTCCTGGACCAATACTGACACTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria		Nitrosococcales		Nitrosococcaceae						Target				1		25		-		-

		IM-25PL94		TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTTTGTTAAGTCAGCTGTGAAAGCCCCGGGCTCAACCTGGGAATTGCAGTTGATACTGGCCGACTAGAGTACGAGAGAGGGAGGTAGAATTCCACGTGTAGCGGTGAAATGCGTAGATATGTGGAGGAATACCGGTGGCGAAGGCGGCCTCCTGGCTCGATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria		Pseudomonadales		Halieaceae						Target				3		51		74		82

		IM-KV9H64		TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTTTGTTAAGTCGGATGTGAAAGCCCCGGGCTCAACCTGGGAATTGCATCCGATACTGGCCGACTAGAGTACGAGAGAGGGAGGTAGAATTCCATGTGTAGCGGTGAAATGCGTAGATATATGGAGGAATACCAGTGGCGAAGGCGGCCTCCTGGCTCGATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria		Pseudomonadales		Halieaceae						Target				2		81		30		-

		IM-4K0I62		TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTTGTTTAAGTCGGATGTGAAAGCCCTGGGCTCAACCTGGGAACTGCATTCGATACTGGGCGACTAGAGTGCGAGAGAGGGAGGTAGAATTCCACGTGTAGCGGTGAAATGCGTAGATATGTGGAGGAATACCGGTGGCGAAGGCGGCCTCCTGGCTCGACACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria		Pseudomonadales		Halieaceae						Target				3		48		109		101

		IM-852NF6		TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTTATTTAAGTCGGATGTGAAAGCCCCGGGCTCAACCTGGGAATTGCCTTCGATACTGGATGACTTGAGTACGAGAGAGGGAGGTAGAATTCCACGTGTAGCGGTGAAATGCGTAGATATGTGGAGGAATACCAGTGGCGAAGGCGGCCTCCTGGCTCGATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria		Pseudomonadales		Halieaceae						Target				1		-		21		-

		IM-G2885W		TACGGAAGGTGCGAGCGTTAATCGGAATAACTGGGCGTAAAGCGCGCGTAGGTGGTTGAGTCAGTCAGATGTGAAAGCCCCGGGCTTAACCTGGGAACTGCACCTGATACTGCTTAACTAGAGTACGGTAGAGGGCAGTGGAATTTCCTGTGTAGCGGTGAAATGCGTAGATATAGGAAGGAACACCAGTGGCGAAGGCGACTGCCTGGACTGATACTGACACTGAGGTGCGAAAGCGTGGGTAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria		Pseudomonadales		Nitrincolaceae		Marinobacterium				Target				1		25		-		-

		IM-8B8BEI		TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTTTGCTAAGCCAGATGTGAAAGCCCTGGGCTCAACCTGGGAACTGCATTTGGAACTGGCAGGCTAGAGTACAAGAGAGGGTGGTAGAATTTCCTGTGTAGCGGTGAAATGCGTAGATATAGGAAGGAATACCGGTGGCGAAGGCGGCCACCTGGCTTGATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCGAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria		Pseudomonadales		Oleiphilaceae		Marinobacter				Target				3		175		149		110

		IM-4BB534		TACAGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGTGGTTTGTTAAGTTGAATGTGAAAGCCCCGGGCTCAACCTGGGAACTGCATCCAAAACTGGCAAGCTAGAGTACGGTAGAGGGTGGTGGAATTTCCTGTGTAGCGGTGAAATGCGTAGATATAGGAAGGAACACCAGTGGCGAAGGCGACCACCTGGACTGATACTGACACTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria		Pseudomonadales		Pseudomonadaceae						Target				1		64		-		-

		IM-BBL47E		TACGGAGGGTGCGAACGTTAATCGGAATTACTGGGCGTAAAGCGCACGTAGGCGGTTTGTTAAGTGGATTGTGAAATCCCCGGGCTCAACCTGGGAATTGCAGTTCAAACTGACAGACTAGAGTGTAGTAGAGGGAGGTGGAATTTCCTGTGTAGCGGTGAAATGCGTAGATATAGGAAGGAACACCAGTGGCGAAGGCGACCTCCTGGACTAACACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria		Pseudomonadales		Pseudomonadaceae						Target				1		24		-		-

		IM-6E8B1Y		TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGCTTGGTCAGTTGGATGTGAAATCCCCGGGCTCAACCTGGGAACTGCATTCAATACTGCCAGGCTGGAGTATGGGAGAGGGGAGTGGAATTCCAGGTGTAGCGGTGAAATGCGTAGATATCTGGAGGAACATCAGTGGCGAAGGCGACTCCCTGGCCCAATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria		Pseudomonadales		Spongiibacteraceae		Spongiibacter				Target				1		37		-		-

		IM-HF32B2		TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTTTGGTCAGTTGGATGTGAAAGCCCCGGGCTTAACCTGGGAACTGCATTCAATACTGCCAGACTTGAGTACGAGAGAGGGGGGTAGAATTTCTAGTGTAGCGGTGAAATGCGTAGATATTAGAAGGAATACCAGTGGCGAAGGCGGCCCCCTGGCTCGATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria		Pseudomonadales		Spongiibacteraceae						Target				3		273		153		70

		IM-4ULL86		TACTGAAGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGCTTGTTAAGTCGGATGTGAAAGCCCCGGGCTCAACCTGGGAACTGCACTCGATACTGGCAAGCTAGAGTATGGGAGAGGGCTGTGGAATTCCATGTGTAGCGGTGAAATGCGTAGATATGTGGAGGAACATCAGTGGCGAAGGCGGCAGCCTGGCCCAATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria		Pseudomonadales		Spongiibacteraceae						Target				1		22		-		-

		IM-35XBU2		TACGGAAGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGCTTGGTCAGTCGGTTGTGAAAGCCCCGGGCTCAACCTGGGAACTGCATCCGATACTGCCAGGCTGGAGTACAAGAGAGGAGAGTGGAATTCCAGGTGTAGCGGTGAAATGCGTAGAGATCTGGAGGAACATCAGTGGCGAAGGCGGCTCTCTGGCTTGATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria		Pseudomonadales		Spongiibacteraceae						Target				3		31		38		51

		IM-VK431D		TACGGAGGGATCGAACGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTTTGATAAGTGGGATGTGAAAGCCCTGGGCTTAACCTGGGAACTGCATTCCAAACTGTCCGACTAGAGTATGGTAGAGGGTGGTAGAATTTCCTGTGTAGCGGTGAAATGCGTAGATATAGGAAGGAATACCGATGGCGAAGGCAGCCACCTGGACCAATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria		Pseudomonadales								Target				3		50		41		40

		IM-307R4U		TACGGAGGGTACGAACGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTTTGTTAAGTGGGATGTGAAAGCCCCGGGCTCAACCTGGGAACTGCATTCCAAACTGACAGACTAGAGTATGGTAGAGGCTGGTAGAATTTCCTGTGTAGCGGTGAAATGCGTAGATATAGGAAGGAATACCGATGGCGAAGGCAGCCAGCTGGACCAATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria		Pseudomonadales								Target				1		22		-		-

		IM-258AAC		TACGGAGGGTGCGAACGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTTCGACAAGTGGGGTGTGAAAGCCCAGGGCTTAACCCTGGAACTGCATTCCAAACTGTCGGGCTAGAGTATGGTAGAGGGAGGTAGAATTTCCTGTGTAGCGGTGAAATGCGTAGATATAGGAAGGAATACCGGTGGCGAAGGCGGCCTCCTGGACCAATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria		Pseudomonadales								Target				3		107		112		83

		IM-DU2SW6		TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTTTGGTAAGTGTGATGTGAAAGCCCAGGGCTTAACCTTGGAACTGCATCACATACTGCCAGGCTAGAGTACGAGAGAGGGGGGTAGAATTCCTAGTGTAGCGGTGAAATGCGTAGATATTAGGAGGAATACCAGTGGCGAAGGCGGCCCCCTGGCTCGATACTGACGCTAAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria		Pseudomonadales								Target				1		19		-		-

		IM-G2ULR8		TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTTTGTTAAGTCGGATGTGAAAGCCCTGGGCTCAACCTGGGAACTGCATTCGAAACTGGCAGGCTAGAGTACGAGAGAGGGGGGTAGAATTTCTAGTGTAGCGGTGAAATGCGTAGATATTAGAAGGAATACCAGTGGCGAAGGCGGCCCCCTGGCTTGATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria		Pseudomonadales								Target				1		34		-		-

		IM-37UNSW		TACGGAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGAGCGCGTAGGTGGCCTGTTAAGTTGGATGTGAAAGCCCCGGGCTCAACCTGGGAACTGCATCCAAAACTGGCAGGCTCGAGTTCGGTAGAGGAAGGTGGAATTCCCGGTGTAGCGGTGAAATGCGTAGAGATCGGGAGGAACATCAGTGGCGAAGGCGGCCTTCTGGACCGAAACTGACACTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria		Pseudomonadales								Target				1		71		-		-

		IM-13IE3A		TACAGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTTTGGTAAGTCGGATGTGAAAGCCCTGGGCTTAACCTGGGAATTGCATTCGATACTGCTTGACTAGAGTGTGGTAGAGGGAAGCGGAATTCCGGGTGTAGCGGTGAAATGCGTAGAGATCCGGAGGAACATCAGTGGCGAAGGCGGCTTCCTGGACTAACACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria		Thiohalomonadales				Thiohalophilus				Target				2		-		102		198

		IM-C50DBG		TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGTGGTTCTGTAAGTCGGATGTGAAAGCCCAGGGCTTAACCCTGGAATTGCATTCGATACTGCATGACTAGAGTATGGTAGAGGGAAGTGGAATTTCCGGTGTAGCGGTGAAATGCGTAGATATCGGAAGGAACACCAGTGGCGAAGGCGACTTCCTGGGCCAATACTGACACTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria		Woeseiales		Woeseiaceae		Woeseia		Woeseia oceani		Target				3		651		163		139

		IM-KU598M		TACGGAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGCGTACGTAGGCGGTTACGTAAGTTGGATGTGAAAGCCCCGGGCTCAACCTGGGAATTGCATCCAAAACTGTGTGACTAGAGTATGTGAGAGGGAAGGGGAATTCCGGGTGTAGCGGTGAAATGCGTAGATATCCGGAGGAACACCAGTGGCGAAGGCGCCTTCCTGGCACAATACTGACGCTGAGGTACGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria		Woeseiales		Woeseiaceae						Target				2		90		23		-

		IM-8LXK04		TACGGAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTTACGTAAGTTGGGTGTGAAAGCCCCGGGCTTAACCTGGGAATTGCACTCGAAACTGCGTAGCTAGAGTATGGGAGAGGGAAGTGGAATTTCCGGTGTAGCGGTGAAATGCGTAGATATCGGAAGGAACACCAGTGGCGAAGGCGACTTCCTGGCCCAATACTGACGCTCAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria		Woeseiales		Woeseiaceae						Target				3		28		96		111

		IM-3V3Z5C		TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGTGCGTAGGCGGTTGTTTAAGTCGGATGTGAAAGCCCCGGGCTCAACCTGGGAAGGTCATTCGATACTGGGCAACTGGAGTCTGGCAGAGGCTGGCGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACATCAGTGGCGAAGGCGGCCAGCTGGGTCAAGACTGACGCTGAGGCACGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria		Xanthomonadales		Rhodanobacteraceae						Target				3		85		86		37

		IM-R6X43T		TACAGAGGGTGCAAGCGTTAATCGGATTTACTGGGCGTAAAGCGTGTGTAGGTGGCTACGTAAGTCGGTTGTGAAAGCCCTGGGCTCAACCTGGGAATTGCAGTCGATACTGCGTAGCTAGAGTTCGGTAGAGGGCGACGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACATCGATGGCGAAGGCAATCGCCTGGGCCTGAACTGACACTGAGACACGAAAGCGTGGGTAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria		Xanthomonadales								Target				1		21		-		-

		IM-U45EN8		TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGTGGCTTATTAAGTCAGATGTGAAAGCCCTGGGCTTAACCTAGGAACTGCATTTGATACTGATTCGCTAGAGTATGGTAGAGGGAAGTGGAATTCCACATGTAGCGGTGAAATGCGTAGAGATGTGGAGGAACACCAGTGGCGAAGGCGACTTCCTGGACCAATACTGACACTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria						Arenicella		Arenicella chitinivorans		Target				1		19		-		-

		IM-H9H068		TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGCTTCGTCAGTTGGGTGTGAAAGCCCCGGGCTCAACCTGGGAACTGCATCCAATACTGCGAGGCTGGAGTATGGTAGAGGGAAGTGGAATTCAGGGTGTAGCGGTGAAATGCGTAGATATCCTGAGGAACACCAGTGGCGAAGGCGACTTCCTGGACCAATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria						Litorivivens				Target				1		37		-		-

		IM-9QCQ08		TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCTCGTAGGCGGTTTGTTAAGTCGGATGTGAAAGCCCCGGGCTCAACCTGGGAACTGCATTCGATACTGGCAGACTAGAGTATAGTAGAGGCAAGTGGAATTCCGGGTGTAGCGGTGAAATGCGTAGATATCCGGAGGAACATCAGTGGCGAAGGCGACTTGCTGGACTAATACTGACGCTGAGGAGCGAAAGCGTGGGGAGCAAACGGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				3		4851		3413		3088

		IM-79YW0L		TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGCTTTGTAAGTCGGATGTGAAAGCCCTGGGCTCAACCTGGGAATTGCATTCGAAACTACAGAACTAGAGTATGGTAGAGGGAAGTGGAATTTCCGGTGTAGCGGTGAAATGCGTAGATATCGGAAGGAACACCAGTGGCGAAGGCGACTTCCTGGGCCAATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				3		2948		5010		4795

		IM-5L9N53		TACAGAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGCTTGGTCAGTCGGATGTGAAAGCCCCGGGCTTAACCTGGGAATTGCATTCGATACTGCCAGGCTGGAATGTAGTAGAGGGAAGTGGAATTCCGGGTGTAGCGGTGAAATGCGTAGATATCCGGAGGAACATCAGTGGCGAAGGCGACTTCCTGGACTAACATTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				3		390		458		472

		IM-5PM9F4		TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGTGCGTAGGCGGCTCGATTAGTCAGGTGTGAAAGCCCCGGGCTTAACCTGGGAACTGCATTTGATACTGTCGAGCTAGAGTTTAGTAGAGGGAAGTGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCTTCCTGGACTAAAACTGACGCTGAGGTACGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				3		208		80		43

		IM-R8Y41G		TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGGGCACGCAGGTGGCTTGGCAAGTTGGATGTGAAAGCCCCGGGCTTAACCTGGGAACTGCATTCAATACTGCCGAGCTAGAGTATGGGAGAGGAAAGTGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACATCAGTGGCGAAGGCGACTTTCTGGCCCAATACTGACACTCATGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				3		23		99		84

		IM-59MWC2		TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTTTGGTCAGTTGGATGTGAAAGCCCAGGGCTTAACCTTGGAACTGCATTCAATACTGCCAGGCTAGAGTACGGTAGAGGGGGGTAGAATTCCACGTGTAGCGGTGAAATGCGTAGAGATGTGGAGGAATACCAGTGGCGAAGGCGGCCCCCTGGATCGATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				3		102		69		74

		IM-5E5M7J		TACGGAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGAGCACGTAGGCGGCTTGGTCAGTCGGATGTGAAAGCCCCGGGCTTAACCTGGGAATTGCACTCGATACTGCCAAGCTAGAGTTTAGTAGAGGAATGCGGAATTCCGGGTGTAGCGGTGAAATGCGTAGATATCCGGAGGAACATCAATGGCGAAGGCAGCATTCTGGGCTAAAACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				3		94		116		94

		IM-VP9V93		TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGTGCGTAGGCGGTTTACTAAGTCAGATGTGAAAGCCCCGGGCTTAACCTGGGAACTGCATTTGATACTGGTAGGCTAGAGTATGATAGAGGGGGGTAGAATTCCTGGTGTAGCGGTGAAATGCGTAGATATCAGGAGGAATACCAGTGGCGAAGGCGGCCCCCTGGATCAATACTGACGCTGAGGCACGAAAGCGTGGGTAGCGAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				1		-		-		26

		IM-S842ZN		TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGCTTTGTAAGTCGGATGTGAAAGCCCCGGGCTTAACCTGGGAATTGCATTCGATACTGCAGAGCTAGAGTATGGTAGAGGGAAGTGGAATTCCGGGTGTAGCGGTGAAATGCGTAGATATCCGGAGGAACACCAGTGGCGAAGGCGACTTCCTGGGCCAATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				3		366		747		972

		IM-VV7YO3		TACGGAGGGAGCGAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGCTTTGTAAGTCGGATGTGAAAGCCCAGGGCTCAACCCTGGAATTGCATTCGATACTGCATGGCTAGAGTATGGTAGAGGGAAGTGGAATTTCCGGTGTAGCGGTGAAATGCGTAGATATCGGAAGGAACACCAGTGGCGAAGGCGACTTCCTGGGCCAATACTGACGCTAAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				3		480		331		256

		IM-KKT536		TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGTACGTAGGCGGTTAGATAAGTCGGATGTGAAAGCCCTGGGCTCAACCTGGGAACTGCATTCGAAACTGTCTGGCTAGAGTATGGGAGAGGGAAGTGGAATTCCGGGTGTAGCGGTGAAATGCGTAGATATCCGGAGGAACACCAGTGGCGAAGGCGACTTCCTGGCCCAATACTGACGCTGAGGTACGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				3		173		141		192

		IM-8RY93A		TACGGAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTCTGGTCAGTCGGATGTGAAAGCCCTGGGCTTAACCTGGGAACTGCATTCGATACTGCCAAACTAGAATGTTGGAGAGGGAAGTGGAATTTCCGGTGTAGCGGTGAAATGCGTAGAGATCGGAAGGAACACCAGTGGCGAAGGCGGCTTCCTGGCCAAACATTGACGCTGAGGTGCGAAAGCGTGGGTAGCGAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				2		36		24		-

		IM-3A0H51		TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGTTCGATAAGTCGGGTGTGAAAGCCCCGAGCTTAACTTGGGAATTGCATTCGATACTGTCGAACTGGAGTGTGGTAGAGGGAAGCGGAATTCCGGGTGTAGCGGTGAAATGCGTAGATATCCGGAGGAACATCAGTGGCGAAGGCGGCTTCCTGGACCAACACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				2		-		47		77

		IM-NVF936		TACTGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGAGTGTAGGCGGCTATATAAGTCGGATGTGAAAGCCCCGGGCTCAACCTGGGAATTGCATTCGATACTGTATAGCTAGAATTTGAGAGAGGGAAGTGGAATTCCGGGTGTAGCGGTGAAATGCGTAGATATCCGGAGGAACACCAGTGGCGAAGGCGGCTTCCTGGCTCAAAATTGACGCTGAGGCTCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				1		53		-		-

		IM-5K2R3U		TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCACGCAGGCGGTTTGTTAAGTCAGATGTGAAAGCCCCGGGCTCAACCTGGGAACTGCATTTGATACTGGCAAACTAGAGTATGAGAGAGAGAAGTGGAATTCCACATGTAGCGGTGAAATGCGTAGAGATGTGGAGGAACATCAGTGGCGAAGGCGACTTCTTGGCTCAATACTGACGCTCAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				1		32		-		-

		IM-2CK125		TACGGAGGGAGCGAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGCTTTGTAAGTCGGATGTGAAAGCCCTGGGCTTAACCTGGGAATTGCATTCGATACTGCATGGCTAGAGTATGGTAGAGGGAAGTGGAATTTCCGGTGTAGCGGTGAAATGCGTAGATATCGGAAGGAACACCGGTGGCGAAGGCGACTTCCTGGGCCAATACTGACGCTGAGGCGCGAAAGCGTGGGTAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				3		331		215		173

		IM-4S77NM		TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCACGCAGGTGGCTAGGTCAGTCGGATGTGAAAGCCCCGGGCTTAACCTGGGAATTGCATTCGATACTGCCTAGCTAGAGTATGGGAGAGGGAAGTGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCTTCCTGGCCCAATACTGACACTCATGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				3		175		207		192

		IM-ZM1ET2		TACTGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGAGTGTAGGCGGCTTCGTAAGTCGGATGTGAAAGCCCTGGGCTTAACCTGGGAATTGCATTCGATACTGCGCGGCTAGAGTTTGGTAGAGGGAAGTGGAATTCCAGGTGTAGCGGTGAAATGCGTAGATATCTGGAGGAACACCAGTGGCGAAGGCGGCTTCCTGGATCAAAACTGACGCTGAGGCTCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				3		54		173		265

		IM-N94DL6		TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGTACGTAGGTGGTTTTGTAAGTTGGATGTGAAAGCCCTGGGCTCAACCTGGGAATTGCATTCAAAACTGCATCACTAGAGTATGGGAGAGGGAAGTGGAATTTCCGGTGTAGCGGTGAAATGCGTAGATATCGGAAGGAACACCAATGGCGAAGGCAACTTCCTGGACCAATACTGACACTGAGGTACGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				1		54		-		-

		IM-W9240U		TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGTTCTGTAAGTCGGGTGTGAAAGCCCTGGGCTCAACCCGGGAATTGCATTCGATACTGCAGGGCTAGAGTATGGTAGAGGAAAGCGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCTTTCTGGACCAATACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				3		54		28		20

		IM-07SW4L		TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGTGGTTTGGTAAGTCAGATGTGAAAGCCCTGGGCTCAACCTGGGAACTGCATTTGAAACTGCCTGACTAGAGTATGGTAGAGGGAAGTGGAATTCCACATGTAGCGGTGAAATGCGTAGAGATGTGGAGGAACACCAGTGGCGAAGGCGACTTCCTGGACCAATACTGACACTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				3		73		84		52

		IM-574AP1		TACGGAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGCTACGTCAGTCGGATGTGAAAGCCCTGGGCTCAACCTGGGAATTGCATCCGAAACTGCGTGACTAGAGTATGTGAGAGGGAAGGGGAATTCCGGGTGTAGCGGTGAAATGCGTAGATATCCGGAGGAACACCAGTGGCGAAGGCGCCTTCCTGGCACAATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCGAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				3		50		55		52

		IM-60YAQ9		TACGGAAGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGCTAGATAAGTCGGGTGTGAAAGCCCCGGGCTCAACCTGGGAACTGCATTCGATACTGTCTAGCTAGAGTGTGATAGAGGGATGCGGAATTCCGCATGTAGCGGTGAAATGCGTAGAGATGCGGAGGAACACCAATGGCGAAGGCAGCATCCTGGATTAACACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				3		33		121		234

		IM-O34G21		TACGGGGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTCTGGTCAGTCGGATGTGAAAGCCCCGGGCTCAACCTGGGAATTGCATTCGATACTGCCAAACTAGAATGTGGGAGAGGGAAGTGGAATTTCCGGTGTAGCGGTGAAATGCGTAGATATCGGAAGGAACACCAGTGGCGAAGGCGGCTTCCTGGCCCAACATTGACGCTGAGGTGCGAAAGCGTGGGTAGCGAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				3		62		70		88

		IM-ZUR1T0		TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGAGTGTAGGCGGCTGCGTAAGTCGGATGTGAAAGCCCTGGGCTTAACCTGGGAATTGCATTCGATACTGCGCGGCTAGAGTCTGATAGAGGGAAGTGGAATTCCAGGTGTAGCGGTGAAATGCGTAGATATCTGGAGGAACATCAGTGGCGAAGGCGGCTTCCTGGATCAAGACTGACGCTCAGGCTCGAAAGCGTGGGTAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				2		39		-		20

		IM-RLH30J		TACGGAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGTGGTTCGATCAGTCAGGTGTGAAAGCCCCGGGCTTAACCTGGGAATGGCATTTGATACTGTCGAGCTAGAGTCTGTCAGAGGGTGGCGGAATTCCGGGTGTAGCGGTGAAATGCGTAGATATCCGGAGGAACACCAGTGGCGAAGGCGGCCACCTGGGACAAGACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				2		-		30		31

		IM-940VH9		TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTTTGATAAGTTGGATGTGAAAGCCCAGGGCTCAACCTTGGAACTGCATTCAAAACTGTCAAGCTAGAGTACGGGAGAGGGGGGTAGAATTCCACGTGTAGCGGTGAAATGCGTAGAGATGTGGAGGAATACCAGTGGCGAAGGCGGCCCCCTGGCTCGATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				3		22		21		19

		IM-U7F031		TACGGGGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTCTGGTCAGTCGGATGTGAAAGCCCCGGGCTCAACCTGGGAATGGCATTCGATACTGCCCGACTAGAATATGGAAGAGGGAAGTGGAATTTCCGGTGTAGCGGTGAAATGCGTAGATATCGGAAGGAACACCAGTGGCGAAGGCGGCTTCCTGGTCCAATATTGACGCTGAGGTGCGAAAGCGTGGGGAGCGAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				2		-		29		33

		IM-117DFF		TACGGAGGGCGCGAGCGTTATTCGGAATCATTGGGCGTAAAGCGCGTGTAGGCGGCTGTGCAAGTCGGGTGTGAAAGCCCGGGGCTCAACCCCGGAATTGCATTCGAAACTGCACAGCTAGAGTCTCGGAGAGGAGGGCGGAATTCCCGGTGTAGAGGTGAAATTCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCCCTCTGGACGATGACTGACGCTGAGACGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				2		-		28		34

		IM-WHR2U6		TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCACGCAGGCGGTTGAGCAAGTCGGATGTGAAAGCCCTGGGCTTAACCTGGGAATTGCATTCGAAACTACTCAGCTAGAGTATGGGAGAGGGAAGTGGAATTTCCGGTGTAGCGGTGAAATGCGTAGATATCGGAAGGAACATCAGTGGCGAAGGCGACTTCCTGGCCCAATACTGACGCTCAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				3		156		256		222

		IM-LF2HP6		TACGGAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGGGCGCGTAGGTGGCCTGATAAGTCGGATGTGAAAGCCCCGGGCTTAACTTGGGAATTGCATTCGATACTGTCAGGCTAGAGTGTGGTAGAGGAAAGCGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACATCAGTGGCGAAGGCGGCTTTCTGGACCAACACTGACACTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				3		164		240		256

		IM-689FZ8		TACGGAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGTTCGGTAAGTCAGATGTGAAAGCCCCGAGCTTAACTTGGGAATTGCATTTGATACTGTCGAGCTTGAGTGTGGTAGAGGAAAGCGGAATTCCGGGTGTAGCGGTGAAATGCGTAGATATCCGGAGGAACATCAGTGGCGAAGGCGGCTTTCTGGACCAACACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				3		98		61		67

		IM-N3FO98		TACGGAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGCCTGATCAGTCGGATGTGAAAGCCCTGGGCTTAACCTGGGAATTGCACTCGATACTGTCAGGCTAGAGTATGGGAGAGGGAAGTGGAATTTCCGGTGTAGCGGTGAAATGCGTAGATATCGGAAGGAACACCAGTGGCGAAGGCGACTTCCTGGCCCAATACTGACGCTGAGGTGCGAAAGCGTGGGTAGCGAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				3		129		246		282

		IM-3VK5F6		TACGGAGGGAGCGAGCGTTAATCGGAATTACTGGGCGTAAAGCGCACGTAGGCGGCCTTATAAGTCGGATGTGAAAGCCCCGGGCTTAACCTGGGAATGGCATTCGATACTGCAAGGCTAGAGTATGGTAGAGGGAAGTGGAATTTCCGGTGTAGCGGTGAAATGCGTAGATATCGGAAGGAACACCAGTGGCGAAGGCGACTTCCTGGGCCAATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				3		40		60		52

		IM-C0K76Z		TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGGGCGCGTAGGTGGTTTGGTAAGTCAGATGTGAAATCCCTGGGCTTAACCTGGGAATTGCATTTGATACTGCTAGACTAGAGTGTGATAGAGGTAAGCGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAAGAACATCAGTGGCGAAGGCGGCTTACTGGATCAACACTGACACTGAGGCGCGAAAGCGTGGGTAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				3		43		49		25

		IM-K0C5FE		TACGGAGGGCGCAAGCGTTGTTCGGAATCATTGGGCGTAAAGCGCGTGTAGGCGGCTTGGTAAGTCGGACGTGAAAGCCCGGGGCTCAACCCCGGAAATGCGTTCGAAACTGCCTGGCTAGAGTCCCGGAGAGGAGGGCGGAATTCCCGGTGTAGAGGTGAAATTCGTAGATATCGGGAGGAACACCAGCGGCGAAGGCGGCCCTCTGGACGGTGACTGACGCTGAGACGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				2		-		30		42

		IM-TO777A		TACTGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGAGTGTAGGCGGCTACGTAAGTCGGATGTGAAAGCCCTGGGCTTAACCTGGGAATTGCATTCGATACTGCGTAGCTAGAGTCTGATAGAGGGAAGTAGAATTCCGGGTGTAGCGGTGAAATGCGTAGATATCCGGAGGAATACCAGTGGCGAAGGCGGCTTCCTGGATCAAGACTGACGCTGAGGCTCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				2		33		-		28

		IM-41RIX0		TACGGAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGCAGTGTAAGTCGGATGTGAAAGCCCCGGGCTCAACCTGGGAATTGCACTCGATACTGCACTACTAGAGTATGGGAGAGGGAAGTGGAATTTCCGGTGTAGCGGTGAAATGCGTAGATATCGGAAAGAACACCAGTGGCGAAGGCGACTTCCTGGCCCAATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				2		62		-		29

		IM-7Q11SX		TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGGGTACGTAGGCGGTTTGCTAAGTTGGATGTGAAAGCCCTGGGCTTAACCTGGGAACTGCATTCAAAACTGGCAGACTGGAGTTTGGCAGAGGCTAGTGGAATTCCCGGTGTAGCGGTGAAATGCGTAGAGATCGGGAGGAACATCAGTGGCGAAGGCGACTGGCTGGGCCAAAACTGACGCTGAGGTACGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				1		18		-		-

		IM-OFO16P		TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGGGCGCGTAGGTGGTCTGATAAGTCGGGTGTGAAAGCCCCGGGCTTAACTTGGGAATGGCATTCGATACTGTCAGACTAGAGTGTGGTAGAGGGAAGCGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCTTCCTGGACCAACACTGACACTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				3		102		74		49

		IM-2299MG		TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGAGTGTAGGCGGCTACGTATGTCGGATGTGAAAGCCCCGGGCTTAACCTGGGAATTGCATTCGAAACTGCGTGGCTAGAGTTTGACAGAGGGATGTGGAATTCCGGGTGTAGCGGTGAAATGCGTAGATATCCGGAGGAACACCAGTGGCGAAGGCGGCATCCTGGGTCAAAACTGACGCTGAGGCTCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				2		-		52		69

		IM-V43N76		TACAGAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGTTTGGTCAGTCGGATGTGAAAGCCCTGGGCTTAACCTGGGAATTGCATTCGATACTGCCTGACTGGAGTATGGTAGAGGGAAGCGGAATTCCGGGTGTAGCGGTGAAATGCGTAGAGATCCGGAGGAACACCAGTGGCGAAGGCGGCTTCCTGGACCAATACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				3		50		24		22

		IM-2LLO19		TACGGAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGTTCGATTAGTCGGGTGTGAAAGCCCCGGGCTTAACCTGGGAATTGCATTCGATACTGTCGAGCTTGAGTGTGGTAGAGGGAAGCGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACATCAGTGGCGAAGGCGGCTTCCTGGACCAACACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				3		56		38		43

		IM-R74TSI		TACGGAAGGTGCAAGCGTTAATCGGAATCACTGGGCGTAAAGCGCGCGTAGGCGGTTTGGTAAGTCAGATGTGAAAGCCCCGGGCTTAACCTGGGAACTGCATTTGATACTGCCTCACTGGAGTGTAGTAGAGGGAAGCGGAATTCCACATGTAGCGGTGAAATGCGTAGAGATGTGGAGGAACACCAATGGCGAAGGCAGCTTCCTGGACTAACACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				3		73		300		558

		IM-FPAG15		TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGCTTCGTCAGTCAGATGTGAAAGCCCAGGGCTTAACCTTGGAATTGCATTTGATACTGCGAAGCTAGAGTATGGTAGAGGGGAGTGGAATTTCCGGTGTAGCGGTGAAATGCGTAGATATCGGAAGGAACACCAGTGGCGAAGGCGACTCCCTGGGCCAATACTGACGCTCAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				3		81		70		56

		IM-1XD683		TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGAGTACGTAGGCTGTTTGTTAAGTCAGATGTGAAAGCCCCGGGCTTAACCTGGGAACTGCATTTGATACTGGCAGACTAGAATATGGGAGAGGGGGGTAGAATTTCTGGTGTAGCGGTGAAATGCGTAGATATCAGAAGGAATACCAGTGGCGAAGGCGGCCCCCTGGACCAATATTGACGCTGAGGTACGAAAGCGTGGGTAGCGAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				2		45		29		-

		IM-785AWZ		TACGGAAGGTGCGAGCGTTAATCGGAATCACTGGGCGTAAAGCGCGCGTAGGCGGTTAGGTAAGTCAGATGTGAAAGCCCTGGGCTCAACCTGGGAACTGCATTTGATACTGCTTAACTAGAGTGTGGTAGAGGGAAGTGGAATTCCGCATGTAGCGGTGAAATGCGTAGAGATGCGGAGGAACATCAGTGGCGAAGGCGACTTCCTGGATCAACACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				2		-		29		70

		IM-1EIB32		TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGCAGGCGGTTCGGTCAGTCGGATGTGAAAGCCCCGGGCTTAACCTGGGAATTGCATTCGAAACTGCCGAACTAGAGTATGGGAGAGGAAAGTGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCTTTCTGGCCCAATACTGACGCTCAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				3		30		56		79

		IM-43LG8B		TACGGAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGTTTGGTTAGTCAGATGTGAAAGCCCAGGGCTTAACCTTGGAATTGCATTTGATACTGCCAGGCTGGAGTGTGGTAGAGGGAAGCGGAATTCCGGGTGTAGCGGTGAAATGCGTAGATATCCGGAGGAACACCAGTGGCGAAGGCGGCTTCCTGGACCAACACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				3		116		74		57

		IM-E6UV40		TACAGAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGGGCGCGTAGGTGGTTTGGTAAGTCGGATGTGAAAGCCCCGGGCTCAACCTGGGAATTGCACTCGATACTGCCCGACTAGAGTATGGTAGAGGGAAGCGGAATTCCGGGTGTAGCGGTGAAATGCGTAGATATCCGGAGGAACATCAGTGGCGAAGGCGGCTTCCTGGACTAATACTGACACTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		2		24		-		19

		IM-A239R1		TACGGAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGTTCGATAAGTCGGGTGTGAAAGCCCCGGGCTCAACCCGGGAATTGCATTCGATACTGTCGAACTGGAGTGTGGTAGAGGAAAGCGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCTTTCTGGACCAACACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				2		19		-		35

		IM-5Q10PI		TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGGGTATGCAGGTGGCTTGACTAGTCGGATGTGAAAGCCCCGGGCTTAACCTGGGAACTGCATTCGATACTGTCAGGCTAGAGTATGGGAGAGGAAAGTGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACATCAGTGGCGAAGGCGGCTTTCTGGCCCAATACTGACACTCATATACGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				3		30		43		50

		IM-K517J0		TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTTTGTTAAGTCGGATGTGAAAGCCCAGGGCTCAACCTTGGAATTGCATTCGAAACTGACAAGCTAGAGTACGAGAGAGGGTGGTGGAATTTCTAGTGTAGCGGTGAAATGCGTAGATATTAGAAGGAACATCAGTGGCGAAGGCGGCCACCTGGCTCGATACTGACGCTGAGGTGCGAAAGCGTGGGTAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				1		-		20		-

		IM-14UAL2		TACAGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGGGTGCGTAGGTGGTTTGTTAAGTCAGATGTGAAAGCCCTGGGCTCAACCTGGGAACTGCATTTGAAACTGGCAGGCTAGAGTATGGTAGAGGGAAGTGGAATTTCCGGTGTAGCGGTGAAATGCGTAGATATCGGAAGGAACACCAGTGGCGAAGGCGGCTTCCTGGACCATTACTGACACTGAGGCACGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				1		39		-		-

		IM-8Y2J56		TACGGAGGGTGCAAGCGTTAATCGGATTTACTGGGCGTAAAGCGCGCGTAGGCGGCTTGATTAGTCAGATGTGAAATCCCCGGGCTCAACCTGGGAATTGCATTTGATACTGTCGAGCTAGAGTGTGGTAGAGGGAGGCGGAATTCCGCGTGTAGCGGTGAAATGCGTAGAGATGCGGAGGAACACCAGTGGCGAAGGCGGCCTCCTGGACCAACACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				3		26		84		158

		IM-T4YOS5		TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGAGTACGTAGGCGGTTATCTAAGTCGGATGTGAAATCCCCGGGCTCAACCTGGGAATTGCATTCGATACTGGATGACTTGAGTCTGGCAGAGGCTGGCGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACATCAGTGGCGAAGGCGGCCAGCTGGGTCAAGACTGACGCTGAGGTACGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				2		30		20		-

		IM-6U835I		TACGGAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTGGGTTAAGTCAGATGTGAAAGCCCCGGGCTCAACCTGGGAATGGCATTTGATACTGACCGACTGGAGTGTGATAGAGGGTGGCGGAATTCCCGGTGTAGCGGTGAAATGCATAGATATCGGGAGGAACACCAATGGCGAAGGCAGCCACCTGGGTCAACACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target				3		20		28		24

		IM-8H09DA		TACGAAGGTGGCGAGCGTTGTTCGGATTTACTGGGCGTAAAGGGTACGTAGGCGGCCTTGTGTGTCGGGTGTGAAAGCCCACGGCTCAACCGTGGAACTGCACTCGAAACTGCAGGGCTAGAGTATCGGAGAGGTAAGTGGAACTCTTGGTGTAGCGGTGAAATGCGTAGATATCAAGAAGAACACCGGTGGCGAAGGCGACTTACTGGACGAATACTGACGCTGAGGTACGAAAGCCGGGGGAGCAAAGAGG		Bacteria		Proteobacteria		Gammaproteobacteria										Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		3		126		71		61

		IM-E4KU56		TACGGGGGGTGCAAGCGTTATTCGGAATCACTGGGCGTAAAGAGCGCGTAGGCGGTTTTTTAAGTCAGATGTGAAAGCCCGGGGCTCAACCCCGGAAGTGCATTTGAAACTAAGAGACTTGAGTATGGGAGAGGGAAGTGGAATTCCTGGTGTAGCGGTGAAATGCGTAGATATCAGGAGGAACACCGGTGGCGAAGGCGACTTCCTGGACCAATACTGACGCTGAGGCGCGAAGGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria												Target				3		40		132		148

		IM-WH08L3		TACGGAGGGTGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGCCTGATAAGTCAGATGTGAAAGTCCACGGCTCAACCGTGGAAGTGCATTTGAAACTGTCAGGCTTGAGTATCGGAGGGGAGTGTGGAATTCCCGGTGTAGAGGTGAAATTCGTAGAGATCGGGAGGAACACCGGTGGCGAAGGCGACACTCTGGACGAATACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria												Target				2		-		44		79

		IM-T74O0U		CACGGGGGGTGCAAGCGTTATTCGGAATCACTGGGCGTAAAGAGCGCGTAGGCGGTCTCTTAAGTCAGATGTGAAAGCCCGGGGCTTAACCCCGGAAGTGCATTTGAAACGGAGGGACTTGAGTATGGGAGAGGGAAGTGGAATTCCTGGTGTAGCGGTGAAATGCGTAGATATCAGGAGGAACACCGGTGGCGATGGCGACTTCCTGGACCAATACTGACGCTGAGGCGCGAAGGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria												Target				3		54		229		270

		IM-83P4L9		TACGGGGGGTGCAAGCGTTATTCGGAATTACTGGGCGTAAAGAGCGCGTAGGCGGTTTCTTAAGTCGGGTGTGAAAGCCCGGGGCTCAACCCCGGAAGTGCACTCGAAACTAAGGGACTTGAGTATGGGAGAGGGAAGTGGAATTCCTGGTGTAGCGGTGAAATGCGTAGATATCAGGAGGAACATCGGTGGCGAAGGCGACTTCCTGGACCAATACTGACGCTGAGGCGCGAAGGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria												Target				3		29		142		213

		IM-X6MI0U		TACGGAGGGGGCAAGCGTTGTTCGGAATCATTGGGCGTAAAGAGTATGTAGGCGGCTATTTAAGTCAGACGTGCAAGCCCACGGCTCAACCGTGGAATTGCGTTTGAAACTATTTAGCTTGAGTTCAGGAGAGGAAGGCGGAATTCCCAGTGTAGCGGTGAAATGCATTGATATTGGGAAGAACACCGGTGGCGAAGGCGGCCTTCTGGTCTGATACTGACGCTGAGATACGAAAGCCAGGGGAGCGAACGGG		Bacteria		Proteobacteria												Target				1		58		-		-

		IM-8H1P6K		TACGTAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGCGTGCGCAGGCGGCTCTTTAAGACAGGTGTGAAATCCCCGGGCTTAACCTGGGAATGGCGCTTGTGACTGGGGAGCTTGAGTGCGGCAGAGGGGGATGGAATTCCTGGTGTAGCAGTGAAATGCGTAGATATCAGGAGGAACACCGATGGCGAAGGCAGTCCCCTGGGTCGACACTGACGCTCAGGCACGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria												Target				3		124		90		105

		IM-214CFY		TACGGGGGGTGCAAGCGTTATTCGGAATCATTGGGCGTAAAGGGCGCGTAGGCGGTCTCTTAAGTCAGGTGTGAAAGCCTTCCGCTTAACGGAAGAAGTGCACTTGAAACTAAGGGACTTGAGTATGGGAGAGGGAAGTGGAATTCCTGGTGTAGCGGTGAAATGCGTAGATATCAGGAGGAACACCGGTGGCGAAGGCGACTTCCTGGACCAATACTGACGCTGAGGCGCGAAGGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria												Target				3		18		30		31

		IM-286HA4		CACGGAGGGTGCAAGCGTTGTTCGGAATCACTGGGCGTAAAGGACGCGCAGGCGGTCCGGTAAGTCGGAAGTGAAATCCGTCGGCTCAACCGACGAACGGCTTCCGATACTGCCGGACTTGAGTACGGGAGAGGAAAGCGGAATTCCCAGTGTAGAGGTGAAATTCGTAGATATTGGGAAGAACACCGGTGGCGAAGGCGGCTTTCTGGACCGATACTGACGCTGAGGCGTGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria												Target				1		-		-		48

		IM-KI8Y66		TACGGAGGGTGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCGTGTAGGCGGCTAGGCAAGTCGAGTGTGAAATCCCAGGGCTCAACCCTGGAACTGCACCCGAAACTGCTTAGCTAGAGTCCCGGAGAGGGTGGCGGAATTTCCGGTGTAGAGGTGAAATTCGTAGATATCGGAAGGAACACCAGTGGCGAAGGCGGCCACCTGGACGGTGACTGACGCTGAGACGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria												Target				2		-		37		67

		IM-8P70MK		TACGGAGGGCGCAAGCGTTGTTCGGAATCACTGGGCGTAAAGCGCGTGTAGGCGGTCAGGACAGTCGGATGTGAAATCCCAAGGCTCAACCTTGGAACTGCATTCGAAACTGCCTGGCTAGAGTCTCGGAGAGGGTGGCGGAATTCCCGGTGTAGGGGTGAAATCCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCCACCTGGACGATGACTGACGCTGAGACGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria												Target				1		33		-		-

		IM-6M699O		TACGGAGGGTGCAAGCGTTGTTCGGATTTATTGGGCGTAAAGCGAGTGTAGGCGGTTTGACAAGTCGGATGTGAAATCCCAGGGCCCAACCCTGGAACTGCATCCGATACTGTCAGGCTAGAGTTCCGGAGAGGGTGGCGGAATTCCCGGTGTAGGGGTGAAATCCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCCACCTGGACGGTGACTGACGCTGAGACTCGAAAGTGTGGGTAGCAAACAGG		Bacteria		Proteobacteria												Target				3		85		50		76

		IM-EP33UE		TACGGAGGGTGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCGTGTAGGCGGCTTGGCAAGTCGGTTGTGAAATCCCGAGGCTCAACCTCGGAACTGCACCCGAAACTGCCTCGCTAGAGTCCCGGAGAGGGTGGCGGAATTTCCGGTGTAGAGGTGAAATTCGTAGATATCGGAAGGAACACCAGTGGCGAAGGCGGCCACCTGGACGGTGACTGACGCTGAGACGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria												Target				3		44		71		32

		IM-89XX18		TACGGAGGGTGCAAGCGTTGTTCGGAATTATTGGGCGTAAAGAGCATGTAGGCGGCTTGGCAAGTCGGTTGTGAAAGCCCGGGGCCCAACCCCGGAATTGCAATCGAAACTGCCTGGCTAGAGTCCCGGAGAGGAAGGCAGAATTCCCGGTGTAGGGGTGAAATCCGTAGATATCGGGAGGAATACCAGCGGCGAAGGCGGCCTTCTGGACGGTGACTGACGCTGAGATGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria												Target				3		132		30		40

		IM-JGK598		GACGGAGGGTGCTAGCGTTGTTCGGAATCATTGGGCGTAAAGCGCGTGTAGGCGGTTTGTTAAGTCATACGTGAAAGCCCTCGGCTTAACCGAGGAAGTGCGTGTGATACTGGCAAGCTAGAGTACGGAAGAGGGGGGTGGAATTCCAGGTGTAGCGGTGAAATGCGTAGATATCTGGAGGAACACCAGTGGCGAAGGCGACCCCCTGGTCCGACACTGACGCTGAGACGCGAAAGCGTGGGTAGCAAACAGG		Bacteria		Proteobacteria												Target				1		22		-		-

		IM-RG7Q1N		TACGGAGGGTGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGTGTAGGCGGCTAACTAAGTCTGGTGTGAAAGCCCGGGGCTCACCCCCGGAAGTGCGCTGGAAACTGGTTAGCTAGAGTATGGGAGAGGAAAGCAGAATTCCTGGTGTAGCGGTGAAATGCGTAGATATCAGGAGGAACACCGGCGGCGAAGGCGGCTTTCTGGACCAATACTGACGCTGAGACGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria												Target				1		69		-		-

		IM-EY8T02		TACGGAGGGTGCAAGCGTTGTTCGGAATCATTGGGCGTAAAGCGCGTGTAGGCGGCTTGGCAAGTCGGTTGTGAAAGCCCGGGGCTCAACCCCGGAAATGCAGCCGAAACTGCCTAGCTAGAGTCCCGGAGAGGAAAGCAGAATTCCCGGTGTAGGGGTGAAATCCGTAGATATCGGGAGGAATACCCGTGGCGAAGGCGGCTTTCTGGACGGTGACTGACGCTGAGACGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria												Target				1		30		-		-

		IM-1BL8N6		TACGGAGGGTGCAAGCGTTGCTCGGATTTACTGGGCGTAAAGAGCACGTAGGCGGCTAAGTAAGTTTGATGTGAAAGCCCACGACTCAATCGTGGAAGTGCATTGAATACTGCTTGGCTAGAATGCAGGAGGGGTAAGCGGAATTCCAGGTGTAGAGGTGAAATTCGTAGATATCTGGAGGAACAACGGCGGCGAAGGCGGCTTACTGGACTGATATTGACGCTGAGGTGCGAAAGTGTGGGGAGCGAACGGG		Bacteria		Proteobacteria												Target				2		24		26		-

		IM-300PB5		TACGGAGGGGGCAAGCGTTGCTCGGATTTACTGGGCGTAAAGGGTCCGCAGGCGGTTGAGCAAGTTAGATGTGAAAGCTCAAGGCTCAACCTTGGAATTGCATCTAAAACTGCTCGACTAGAGTCCAAGAGGGGTTGGCGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCCAACTGGCTTGGAACTGACGCTCAGGGACGAAAGCGTGGGTAGCGAACCGG		Bacteria		Proteobacteria												Target				1		30		-		-

		IM-6WJ7A7		TACGGAGGGTGCAAGCGTTGTTCGGAATCACTGGGCGTAAAGCGCGTGTAGGCGGCTTGGTAAGTCGAATGTGAAAGCCCGGGGCCCAACCCCGGAACTGCATCCGAAACTGCCTGGCTAGAGTCTCGGAGAGGAAGGCAGAATTCCCGGTGTAGGGGTGAAATCCGTAGATATCGGGAGGAATACCAGCGGCGAAGGCGGCCTTCTGGACGATGACTGACGCTGAGACGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria												Target				3		20		25		20

		IM-31UDCV		TACGGAGGGTGCAAGCGTTGTTCGGAATCACTGGGCGTAAAGCGCGTGTAGGCGGCTTGGCAAGTCGAGTGTGAAATCCCGGGGCCCAACCCCGGAACGGCACTCGAAACTGCCTCGCTAGAGTCTCGGAGAGGAAGGCAGAATTCCCGGTGTAGGGGTGAAATCCGTAGATATCGGGAGGAATACCAGTGGCGAAGGCGGCCTTCTGGACGATGACTGACGCTGAGACGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria												Target				1		30		-		-

		IM-2L76L1		TACGGAGGGGGCGAGCGTTGTTCGGAATTATTGGGCGTAAAGAGCACGTAGGCGGCGCGGTAAGTCCAGTGTGAAAGCCCTCGGCTCAACCGAGGACGTGCATTGGATACTGTCGTGCTTGAGTACGGGAGAGGAGAGTGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAAGAACACCGGTGGCGAAAGCGGCTCTCTGGACCGTCACTGACGCTGAGGTGCGAAAGCTGGGGGAGCGAACGGG		Bacteria		Proteobacteria												Target				1		-		-		32

		IM-3S6U13		TACGGAGGGTGCAAGCGTTGTTCGGAATCATTGGGCGTAAAGAGCATGTAGGCGGCTTGGCAAGTCGATTGTGAAATCCCGGGGCCCAACCCCGGAATTGCAGTCGAAACTGCCAAGCTAGAGTCTCGGAGAGGAAGGCAGAATTCCCGGTGTAGGGGTGAAATCCGTAGATATCGGGAGGAATACCAGTGGCGAAGGCGGCCTTCTGGACGATGACTGACGCTGAGATGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria												Target				1		46		-		-

		IM-167O4A		TACGGAGGGCGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCGTGTAGGCGGTCGGGTAAGTCGGATGTGAAATCCCGAGGCTCAACCTCGGAATTGCATTCGAAACTATTCGACTAGAGTCTCGGAGAGGGTGGTGGAATTCCCGGTGTAGGGGTGAAATCCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGACCACCTGGACGATGACTGACGCTGAGACGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria												Target				1		-		29		-

		IM-1FCG59		TACGGAGGGTGCAAGCGTTGTTCGGAATTATTGGGCGTAAAGCGCGTGTAGGCGGTTCATTAAGTCTGATGTGAAATCCCGAGGCTTAACCTCGGAACTGCATTGGATACTGGTGAACTAGAGGCCGAGAGAGGGAAATGGAATTCCAGGTGTAGGGGTGAAATCCGTAGATATCTGGAGGAACACCGAATGCGAAGGCGATTTCCTGGCTCGGTTCTGACGCTCAGACGCGAAAGCGTGGGTAGCAAACGGG		Bacteria		Proteobacteria												Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		21		-		-

		IM-8F5P3C		TACGGAGGGCGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGAGCGTGTAGGCGGTTCGGAAAGTCGGATGTGAAATCCCCGGGCTCAACTCGGGAACTGCATCCGAAACTTCCGAACTAGAGTCCCGGAGAGGAAGGCAGAATTCCCAGTGTAGGGGTGAAATCCGTAGATACTGGGAGGAATACCAGAGGCGAAGGCGGCCTTCTGGACGGTGACTGACGCTGAGACGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria												Target				2		-		22		49

		IM-WP627Q		TACGGAGGGCGCAAGCGTTGTTCGGAATCATTGGGCGTAAAGCGCGTGTAGGCCGTTCGGTAAGTCGGGTGTGAAATCCCAGGGCCCAACCCTGGAACTGCATTCGATACTGCCGGACTCGAGTCCCGGAGGGGAGAGCGGAATTCCCGGTGTAGAGGTGAAATTCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCTCTCTGGACGGTGACTGACGCTGAGACGCGAAAGCGTGGGGAGCAAACAGG		Bacteria		Proteobacteria												Target				2		19		31		-

		IM-71KV5M		TACAGAGGTGGCAAGCGTTGTTCGGATTTACTGGGCGTAAAGGGTGCGTAGGCGGCTTCGTATGTCGGATGTGAAAGCTCATGGCTCAACCGTGAAATTGCATCCGAAACTGCGGAGCTAGAGTACTGGAGAGGAGAGCGGAATTCACGGTGTAGCGGTGAAATGCGTAGATATCGTGAAGAACGCCGGTGGCGAAGGCGGCTCTCTGGACAGATACTGACGCTGAGGCACGAAAGCTGGGGGAGCGAACAGG		Bacteria		Verrucomicrobiota		Kiritimatiellae										Target				1		18		-		-

		IM-612H2T		TACAGAGGTGGCGAGCGTTGCTCGGATTTACTGGGCGTAAAGGGTGCGTAGGCGGCATGGCATGTTGGATGTGAAATCTCACTGTTCAACGGTGAAACTGCATTCAAAACTGCCAAGCTAGAGTACAGGAGGGGAGAGCGGAATTCTCGGTGTAGCGGTGAAATGCGTGGATATCGAGAGGAACGCCGGTGGCGAAGGCGGCTCTCTGGACTGATACTGACGCTGAGGCACGAAAGCTGGGGGAGCGAAGAGG		Bacteria		Verrucomicrobiota		Kiritimatiellae										Target				2		-		36		19

		IM-W6HI92		TACAGAGGTGGCGAGCGTTGTTCGGATTTACTGGGCGTAAAGGGTGCGTAGGCGGTTTTGTGTGTCGGGTGTGAAATCTCACCGTCCAACGGTGAAACTGCATTCGAAACTGCAGGACTAGAGTACAGGAGGGGAGAGTGGAATTCTCGGTGTAGCGGTGAAATGCGTAGATATCGAGAAGAACGCCGGCGGCGAAGGCGACTCTCTGGACTGATACTGACGCTGAGGCACGAAAGCTGGGGTAGCGAAGAGG		Bacteria		Verrucomicrobiota		Kiritimatiellae										Target				2		-		42		40

		IM-70YRN6		TACAGAGGTGGCGAGCGTTGCTCGGATTTACTGGGCGTAAAGGGTGCGTAGGCGGCATGGTAAGTCGGATGTGAAATCTCACCGTTCAACGGTGAAACTGCATTCGAAACTGCCGAGCTAGAGTACAGGAGGGGAGAGCGGAATTCTTGGTGTAGCGGTGAAATGCGTAGATATCAAGAGGAACGTCGGCGGCGAAGGCGGCTCTCTGGACTGATACTGACGCTGAGGCACGAAAGCTGGGGTAGCGAAGAGG		Bacteria		Verrucomicrobiota		Kiritimatiellae										Target				3		72		60		38

		IM-ZW5P38		TACAGAGGTGGCGAGCGTTGCTCGGATTTACTGGGCGTAAAGGGTGCGTAGGCGGCAAGGTATGTCGGGTGTGAAATCTCACCGTTCAACGGTGAAACTGCATTCGAAACTGCCAAGCTAGAGTACAGGAGAGGAGAGCGGAATTCTCGGAGTAGCGGTGAAATGCGTAGATATCGAGAGGAACATCGGCGGCGAAGGCGGCTCTCTGGACTGATACTGACGCTGAGGCACGAAAGCTGGGGGAGCGAAGAGG		Bacteria		Verrucomicrobiota		Kiritimatiellae										Target				1		30		-		-

		IM-TS2M6D		TACAGAGGTCCCAAGCGTTGTTCGGATTCACTGGGCGTAAAGGGTGCGTAGGCGGTCGGCAAAGTCTGATGTGAAATCTCCGGGCTCAACCCGGAAACTGCATCGGATACTGGTCGGCTAGAGGATTGGAGGGGGGACTGGAATTCTCGGTGTAGCAGTGAAATGCGTAGATATCGAGAGGAACACCAGTGGCGAAGGCGAGTCCCTGGACAATTCCTGACGCTGAGGCACGAAAGCTAGGGGAGCAAACAGG		Bacteria		Verrucomicrobiota		Verrucomicrobiae		Pedosphaerales		Pedosphaeraceae						Target				3		24		89		95

		IM-P1G415		TACGAAGGTCCCAAGCGTTGTTCGGAATCACTGGGCGTAAAGAGTATGTAGGCGGTATGGAAAGTCAGATGTGAAATCTCAGGGCTCAACCCTGAAACTGCATCCGATACTCCCGTACTAGAGTAATGGAGGGGTGACTGGAATTCTCGGTGTAGCAGTGAAATGCGTAGATATCGAGAGGAACACTCGTGGCGAAGGCGAGTCACTGGACATTTACTGACGCTGAGATACGAAGGCCAGGGTAGCGAAAGGG		Bacteria		Verrucomicrobiota		Verrucomicrobiae		Verrucomicrobiales		Akkermansiaceae		Roseibacillus				Target				3		22		55		74

		IM-46J5IW		TACGAAGGTCCCAAGCGTTGTTCGGAATCACTGGGCGTAAAGCGAGCGTAGGCGGCATGGTAAGTCAGATGTGAAAGCCCGGGGCTCAACCTCGGAACTGCATCCGATACTGCCAAGCTAGAGTAGTGGAGGGGTGTCTGGAATTCACGGTGTAGCAGTGAAATGCGTAGATATCGTGAGGAACACTAGTGGCGAAGGCGAGACACTGGACACTAACTGACGCTGAGGCTCGAAGGCTAGGGTAGCGAAAGGG		Bacteria		Verrucomicrobiota		Verrucomicrobiae		Verrucomicrobiales		Verrucomicrobiaceae						Target				3		46		34		40

		IM-W5KE9U		TACAGAGGTCTCAAGCGTTGTTCGGAATTACTGGGCGTAAAGCGTGCGTAGGCGGCTTGGTAAGTCAGATGTGAAATCCCGGGGCTCAACCTCGGAACTGCATCCGATACTGCCAGGCTAGAGTAGTGGAGGGGAGTCTGGAATTCACGGTGTAGCAGTGAAATGCGTAGATATCGTGAGGAACACTAGTGGCGAAGGCGAGACTCTGGACACTTACTGACGCTGAGGCACGAAGGCCAGGGTAGCGAAAGGG		Bacteria		Verrucomicrobiota		Verrucomicrobiae		Verrucomicrobiales		Verrucomicrobiaceae						Target				2		-		26		41

		IM-99T50J		TACGAAGGTCCCAAGCGTTGTTCGGAATCACTGGGCGTAAAGCGTGCGTAGGCGGCAAGGTAAGTCAGGTGTGAAATCTTCGGGCTCAACCCGGAAACTGCATCCGATACTGCCATGCTAGAGTAGTGGAGGGGTGACTGGAATTCTCGGTGTAGCAGTGAAATGCGTAGATATCGAGAGGAACACTCGTGGCGAAGGCGAGTCACTGGACACTTACTGACGCTGAGGCACGAAGGCCAGGGTAGCGAAAGGG		Bacteria		Verrucomicrobiota		Verrucomicrobiae		Verrucomicrobiales		Verrucomicrobiaceae						Target				3		101		147		99

		IM-08HPB7		TACAGAGGTCTCAAGCGTTGTTCGGAATTACTGGGCGTAAAGCGTGCGTAGGCGGCGAGGTAAGTCAGATGTGAAATCCCGGGGCTCAACCCCGGAACTGCATCCGATACTGCCTTGCTAGAGTAGTGGAGGGGCGACTGGAATTCACGGTGTAGCAGTGAAATGCGTAGATATCGTGAGGAACACTAGTGGCGAAGGCGAGTCGCTGGACACTTACTGACGCTGAGGCACGAAGGCCAGGGTAGCGAAAGGG		Bacteria		Verrucomicrobiota		Verrucomicrobiae		Verrucomicrobiales		Verrucomicrobiaceae						Target				2		-		24		31

		IM-CK4L48		TACAGAGGTCTCAAGCGTTGTTCGGATTTACTGGGCGTAAAGAGTGCGTAGGCGGCGAGGTAAGTCAGATGTGAAAGCTCGGGGCTCAACCCCGAAAATGCATCCGATACTGCCTTGCTAGAGTAATGGAGGGGAGTCTGGAATTCACGGTGTAGCAGTGAAATGCGTAGATATCGTGAGGAACACTAGTGGCGAAGGCGAGACTCTGGACATTTACTGACGCTGAGGCACGAAGGCTAGGGTAGCGAAGCGG		Bacteria		Verrucomicrobiota		Verrucomicrobiae		Verrucomicrobiales		Verrucomicrobiaceae						Target				3		120		139		154

		IM-WC98G7		TACGAAGGTCCCAAGCGTTGTTCGGAATTACTGGGCGTAAAGCGTGCGTAGGCGGCGAGGTAAGTCAGATGTGAAATCCCGGGGCTCAACCCCGGAACTGCATCCGATACTGCTTTGCTAGAGTAATGGAGGGGCATCTGGAATTCACGGTGTAGCAGTGAAATGCGTGGATATCGTGAGGAACACTAGTGGCGAAGGCGAGATGCTGGACATTTACTGACGCTGAGGTACGAAGGCCAGGGTAGCGAACGGG		Bacteria		Verrucomicrobiota		Verrucomicrobiae		Verrucomicrobiales		Verrucomicrobiaceae						Target				3		30		66		58

		IM-07M1A4		TACGAAGGTCCCAAGCGTTGTTCGGAATTACTGGGCGTAAAGCGTGTGTAGGCGGCGGAGTAAGTCAGATGTGAAATCCCGGGGCTCAACCTCGGAACTGCATCCGATACTGCTTTGCTAGAGGACTGGAGGGGGGTCTGGAATTCTCGGTGTAGCAGTGAAATGCGTAGATATCGAGAGGAACACTAGTGGCGAAGGCGAGACCCTGGACAGATCCTGACGCTGAGACACGAAGGCTAGGGTAGCGAACGGG		Bacteria		Verrucomicrobiota		Verrucomicrobiae		Verrucomicrobiales		Verrucomicrobiaceae						Target				2		-		35		30

		IM-8O9O0Q		TACGAAGGTCCCGAGCGTTATTCGGAATCACTGGGCGTAAAGAGTACGTAGGCGGTTTGGTAAGTCAGGTGTGAAATCCCGGAGCTCAACTCCGGAACTGCATCCGATACTGCTAGACTTGAGTAATGGAGGGGCAGGTGGAATTCTCGGTGTAGCAGTGAAATGCGTGGATATCGAGAGGAAGACCAATGGCGAAGGCAGCCTGCTGGACATTTACTGACGCTGAGGTACGAAGGCCAGGGTAGCGAAAGGG		Bacteria		Verrucomicrobiota		Verrucomicrobiae		Verrucomicrobiales								Target				3		31		51		61

		IM-F0T71U		TACGAAGGTCCCAAGCGTTGTTCGGAATCACTGGGCGTAAAGCGTGCGTAGGCGGCATGGTAAGTCAGATGTGAAATCTCTGGGCTCAACCCGGAAACTGCATCCGATACTGCCTTGCTAGAGTAATGGAGGGGTAGCTGGAATTCTCGGTGTAGCAGTGAAATGCGTAGATATCGAGAGGAACACTCGTGGCGAAGGCGAGCTACTGGACATTTACTGACGCTGAGGCACGAAGGCCAGGGTAGCGAAAGGG		Bacteria		Verrucomicrobiota		Verrucomicrobiae		Verrucomicrobiales								Target				3		127		150		164

		IM-K38MPD		TACGAAGGTCCCAAGCGTTGTTCGGAATCACTGGGCGTAAAGAGTATGTAGGCGGCAAGGTAAGTCAGATGTGAAAGCCCGGGGCTCAACCTCGGAACTGCATCCGATACTGCTTTGCTTGAGTAATGGAGGGGTAACTGGAATTCTCGGTGTAGCAGTGAAATGCGTAGATATCGAGAGGAACACTCGTGGCGAAGGCGAGTTACTGGACATTTACTGACGCTGAGATACGAAGGCTAGGGTAGCGAAAGGG		Bacteria		Verrucomicrobiota		Verrucomicrobiae		Verrucomicrobiales								Target				3		29		60		55

		IM-NKSK20		TACAGAGGTCTCAAGCGTTGTTCGGAATCACTGGGCGTAAAGCGTATGTAGGCGGCGAGGTAAGTCAGATGTGAAAGCCCAGGGCTCAACCCTGGAACTGCATCCGATACTGCCACGCTCGAGTAGTGGAGGGGTATATGGAATTCACGGTGTAGCAGTGAAATGCGTAGATATCGTGAGGAACACTAGTGGCGAAGGCGATATACTGGACACTCACTGACGCTGAGATACGAAGGCTAGGGTAGCGAAAGGG		Bacteria		Verrucomicrobiota		Verrucomicrobiae		Verrucomicrobiales								Target				2		24		-		26

		IM-4Q79JO		TACAGAGGTGGCGAACGTTGTTCGGATTTACTGGGCGTAAAGGGTCCGCAGGCGGTCCGGTGTGTCAGATGTGAAAGCCCACAGCTTAACTGTGGAATTGCATTTGAAACTGCCGGACTAGAGTACTGGAGGGGAGAAGGGAACACTTGGTGTAGCGGTGAAATGCGTAGATATCAAGTGGAACACCGGTGGCGAAGGCGCTTCTCTGGACAGATACTGACGCTCATGGACGAAAGTTAGGGTAGCGAAAGGG		Bacteria		Verrucomicrobiota												Target				3		34		41		60

		IM-0E1O7Y		TACAGAGGTGGCGAGCGTTGTTCGGATTTACTGGGCGTAAAGGGTGCGTAGGTGGTTGTGTATGTCGAATGTGAAAGCCCATTGCTTAACGATGGAAGGTCATTCGAAACTACACGACTAGAGTACAGGAGAGGAGAGCGGAATTCTTGGAGTAGCGGTGAAATGCGTTGATATCAAGAAGAACACCGGTGGCGAAGGCGGCTCTCTGGAATGATACTGACACTGAGGCACGAAAGCTGGGGGAGCAAACAGG		Bacteria		Verrucomicrobiota												Target				1		-		-		30

		IM-4G4BI0		TACAGAGGGTGCGAACGTTGCTCGGATTTACTGGGCGTAAAGCGCGTGTAGGCGGACTCGCAAGTCGGTTGTGAAATCCCTGGGCTCAACCTAGGAACTGCATCCGAAACTGCTTGTCTTGAGTAATGGAGAGGGTGGCGGAATTCCCGGTGTAGAGGTGAAATTCGTAGATATCGGGAGGAACATCAGTGGCGAAGGCGGCCACCTGGACATTTACTGACGCTGAGACGCGAAAGCGTGGGGAGCAAACAGG		Bacteria														Target				3		385		933		1066

		IM-47M9AL		TACGAAGGTGGCGAGCGTTGTTCGGATTTACTGGGCGTAAAGAGCACGTAGGCGGTTGGGTAAGCCTCTTGGGAAATCTCCCGGCTTAACCGGGAAAGGTCGAGGGGAACTACTCAGCTAGAGGACGGGAGAGGAGCGCGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAAGAAGGCCGGTGGCGAAGGCGGCGCTCTGGAACGTACCTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria														Target				3		609		299		303

		IM-9RMD05		TACGGAGGGTGCAAGCGTTATTCGGAATCACTGGGCGTAAAGGGTGCGTAGGCGGTTTGGAAAGTCTGATGTGAAAGCCTACAGCTTAACTGTAGAACTGCATTGGAAACTTCCAGACTAGAATACTGAAGGGGCAGATGGAATTAGTGGTGTAGGGGTAAAATCCGTAGATATCACTAGGAATACCGAAAGCGAAAGCGATCTGCTGGGAAGTTATTGACGCTGAGGCACGAAAGCGTGGGGAGCAAACGGG		Bacteria														Target				3		65		30		40

		IM-A0H1R3		TACGGAGGGTGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGCTTTTTAAGTCAGATGTGAAAGTCCATGGCTCAACCATGGAAGTGCATTTGAAACTGGGGAGCTTGAGTACTGGAGGGGGTAGTGGAATTCCCGGTGTAGAGGTGAAATTCGTAGAGATCGGGAGGAATACCGGTGGCGAAGGCGACTACCTGGCCAGATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria														Target				2		-		43		73

		IM-6M3C4F		TACGGGGGGTGCAAGCGTTGTCCGGAATTACTGGGCGTAAAGGGCGTGTAGGCGGCTTATTAAGTCAGATGTGAAAGCCCACGGCTTAACCGTGGAACTGCATTTGAAACTGGTAGGCTTGAGTATGAGAAGGGGTAGTGGAATTCCCAGTGTAGCGGTGAAATGCGTAGATATTGGGAAGAACACCAGTAGCGAAGGCGACTACCTGGCTCATTACTGACGCTAATGCGCGAAAGCGCGGGGAGCAAACAGG		Bacteria														Target				2		-		49		44

		IM-509ZJE		TACGGGGGGGGCGAGCGTTGTCCGGAATTATTGGGCGTAAAGGGCGCGTAGGCGGAATAGTAAGTCAGAAGTGAAAATCATGGGCTTAACTCATGACCTGCTTTTGATACTGCTATTCTCGAGTGCGAGAGAGGAAAGCGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAAGAACACCGGTAGCGAAGGCGGCTTTCTGGCTCGCAACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria														Target				3		30		30		23

		IM-L8D5Y2		TACGGAGGGACCAAGCGTTGTTCGGAATCATTGGGCGTAAAGCGCGTGTAGGCGGCTTGGCAAGTCGGATGTGAAATCCCGGGGCCCAACCCCGGAACTGCACTCGAAACTGCCTCGCTAGAGTCCCGGAGAGGAAGGCGGAATTCCCGGTGTAGAGGTGAAATTCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCCTTCTGGACGGTGACTGACGCTGAGACGCGAAAGCGTGGGGAGCAAACAGG		Bacteria														Target				3		77		93		77

		IM-OW09W8		TACGGGGGGTGCAAGCGTTATTCGGAATTATTGGGCGTAAAGGGCGCGTAGGCGGTCTCTAAAGTCAGATGTGAAAGCCCGGGGCTTAACCCCGGAAGTGCATTTGAAACTCAGGGACTTGAGTATGGGAGAGGGAAGTGGAATTCCTGGTGTAGCGGTGAAATGCGTAGATATCAGGAGGAACACCAGTGGCGAAGGCGACTTCCTGGACCAATACTGACGCTGAGGCGCGAAGGCGTGGGGAGCAAACAGG		Bacteria														Target				2		-		22		26

		IM-Q2D413		TACGGAGGGTGCAAGCGTTGTTCGGAATTATTGGGCGTAAAGAGCGTGTAGGCGGTTCGGTAAGTCAGATGTGAAAGCCCTGGGCTCAACCCAGGAAGTGCATTTGAAACTACCAAACTTGAGTACGGGAGAGGAGGGGGGAATTCCCGGTGTAGAGGTGAAATTCGTAGATATCGGGAGGAATACCGGTGGCGAAGGCGCCCCTCTGGACCGATACTGACGCTGAGACGCGAAAGCGTGGGGAGCAAACAGG		Bacteria														Target				3		70		249		407

		IM-89LA99		TACGGAGGGTGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCGTGTAGGCGGCCTGGTAAGTCAGATGTGAAAGCCCCCGGCTTAACCGGGGAAGTGCATCTGAAACTGCCTGGCTTGAGTACGGGAGAGGGAGGCGGAATTCCCAGTGTAGAGGTGAAATTCGTAGATATTGGGAGGAACACCGGTGGCGAAAGCGGCCTCCTGGACCGATACTGACGCTGAGACGCGAAAGCGTGGGGAGCAAACAGG		Bacteria														Target				3		32		63		71

		IM-P85TX5		TACGGAGGGTGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGTGTAGGCGGTTAGGCAAGTCAGATGTGAAATCCCTTGGCTCAACCAAGGAAGTGCATTTGAAACTGCTTAACTAGAGTACAGGAGGGGAAAGTGGAATTCCCAGTGTAGAGGTGAAATTCATAGATATTGGGAGGAACACCAGTAGCGAAGGCGGCTTTCTGGCCTGATACTGACGCTGAGACGCGAAAGCGTGGGGAGCAAACAGG		Bacteria														Target				2		-		36		58

		IM-LN6XC6		TACGGGGGGTGCAAGCGTTATTCGGATTCATTGGGCGTAAAGGGCGCGTAGGCGGTCTCTTAAGTCAGATGTGAAAGCCCGGGGCTCAACCCCGGAAGTGCATTTGAAACTAAGGGACTTGAGTATGGGAGAGGGAAGTGGAATTCCTGGTGTAGAGGTGAAATTCGTAGATATCAGGAGGAACACCGGTGGCGAAGGCGACTTCCTGGACCAATACTGACGCTAAGGCGCGAAGGCGTGGGGAGCAAACAGG		Bacteria														Target				2		-		39		53

		IM-2PR70D		TACGAAGGGGGCAAGCGTTGTTCGGAATTATTGGGCGTAAAGCGTATGTAGGTGGTCTTTCAAGTCAGACGTGTAAGCCCTCGGCTCAACCGAGGAATTGCGTTTGAAACTGATTGACTTGAGTGTAGGAGAGGAAAGCGGAATTCCCAGTGTAGCGGTGAAATGCGTTGATATTGGGAAGAACACCGGTGGCGAAGGCGGCTTTCTGGCCTGCTACTGACACTGAGATACGAAAGCCAGGGGAGCAAAGGGG		Bacteria														Target				2		152		22		-

		IM-236Q9Q		TACGGGGGGGGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGCAGGCGGGCGGGAAAGTCTCTCGTGAAAGCCCACGGCTCAACCGTGGAATTGCGGGGGATACTACTCGTCTTGAGTCCGGGAGAGGAGTGTGGAATTCCCAGTGTAGCGGTGAAATGCGTAGATATTGGGAGGAACACCGGTGGCGAAGGCGGCACTCTGGACCGGTACTGACGCTGAGGCGCGAAAGCTAGGGGAGCAAACGGG		Bacteria														Target				3		94		58		28

		IM-XBX810		CACGGAGGGGGCAAGCGTTGTTCGGAATCACTGGGCGTAAAGGGTCCGTAGGCGGCCCCATAAGTCGGAGGTGAAAGCCCTAGGCTTAACCTAGGAATTGCCTTCGAAACTGTAGGGCTAGAGTCCGGTAGAGGGAGACGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACACCTGTGGCGAAGGCGGTCTCCTGGGCCGGTACTGACGCTGAGGGACGAAAGCGTGGGGAGCAAACAGG		Bacteria														Target				2		-		23		37

		IM-R81Z17		TACGGAGGGTGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGAGCGTGTAGGCGGTTTGGCAAGTCAGATGTGAAAGCCCTGGGCTCAACCCAGGAAGTGCATTTGAAACTGCCTTTCTAGAGTATGGGAGAGGAGAGTGGAATTCCCAGTGTAGAGGTGAAATTCGTAGATATTGGGAGGAACACCCGTGGCGAAGGCGACTCTCTGGACCAATACTGACGCTGAGACGCGAAAGCGTGGGGAGCAAACAGG		Bacteria														Target				2		-		46		67

		IM-46GDTA		CTACAGAGACCTCAAGCGTTATTCGGATTTACTGGGCGTAAAGGGTGCGCAGGCGGCCAAGTGTGTCGGAGGTGAAATCTTGCAGCTTAACTGTAAAATTGCCCTCGAAACTACTTGGCTAGAGTATCGGAGAGGATAGCGGAATTCCAGGTGTAGCAGTGAAATGCGTAGATATCTGGAGGAACACCAATGGCGAAGGCAGCTATCTGGACGATTACTGACGCTCAGGCACGAAAGCATGGGGAGCGAAAGGG		Bacteria														Target				1		44		-		-

		IM-B1NG88		GACGGAGGGCGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGGGCAGGCGGTCTGTTAAGTCTTCTGTGAAAATCCGGGGCTCAACCCCGTGAAATGCAGGTGATACTGGCAGACTAGAGACCGGTAGAGGCTAGCGGAATTCCTGGTGTAGCGGTGGAATGCGTAGATATCAGGAAGAACACCTGTGGCGAAGGCGGCTAGCTGGGCCGGATCTGACGCTCATCCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria														Target				3		30		39		62

		IM-SI16KK		TACGGAGGATCCAAGCGTTATCCGGAATCATTGGGTTTAAAGGGTCCGCAGGCGGGCAATTAAGTCAGGGGTGAAAGTTTGCGGCTCAACCGCAAAATTGCCTTTGAAACTGGTTGTCTTGAATTATTGTGAAGTGGTTAGAATATGTAGTGTAGCGGTGAAATGCATAGATATTACATAGAATACCAATTGCGAAGGCAGATCACTAACAATATATTGACGCTGATGGACGAAAGCGTGGGGAGCGAACAGG		Bacteria														Target				3		150		77		65

		IM-43E5BV		TACGGGGGGGGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGACGGGACAGTCTTTCGTGAAATCCCACGGCTCAACCGTGGAACTGCGGGAGATACTACTCGTCTTGAGTTCGGGAGAGGAGTGTGGAATTCCCAGTGTAGCGGTGAAATGCGTAGATATTGGGAGGAACACCGGTGGCGAAGGCGGCACTCTGGACCGATACTGACGCTGAGGCGCGAAAGCTAGGGGAGCAAACGGG		Bacteria														Target				3		110		144		204

		IM-9YT50J		GACGGAGGGTGCAAGCGTTGTCCGGAATCACTGGGCGTAAAGCGCGCGTAGGCGGCTGTTTAAGTCATCTGTGAAAGCCCGGGGCTCAACCCCGGGACTGCAGGCGAAACTGGACAGCTAGAGCTCGGTAGAGGCGAGTGGAATTCCGGGTGTAGCGGTGGAATGCGTAGATATCCGGAAGAACACCAGTGGCGAAGGCGGCTCGCTGGGCCGATGCTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria														Target				1		-		-		25

		IM-62J12H		TACGGGGGGGGCTAACGTTGTTCGGAATCACTGGGCGTAAAGGGTCCGTAGGCGGCCGCGTAAGTCGGAGGTGAAAGCCCTGGGCTTAACCCAGGAATTGCCTTCGAAACTGCGCGGCTAGAGTCCGGTAGAGGGAGACGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACACCTGTGGCGAAGGCGGTCTCCTGGGCCGGTACTGACGCTGAGGGACGAAAGCGTGGGGAGCAAACAGG		Bacteria														Target				3		51		44		75

		IM-22LWU5		GACGGAGGGCGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCGGGCAGGTGGTCCGTTAAGTCGTTTGTGAAAATCCGGGGCTCAACCCCGCGAAATGCAGACGATACTGGCGGACTGGAGATCGGTAGAGGCTAGCGGAATTCCTGGTGTAGCGGTGGAATGCGTAGATATCAGGAAGAACACCAGTGGCGAAGGCGGCTAGCTGGGCCGAGTCTGACACTCATCCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria														Target				3		200		288		323

		IM-C0IB93		TACGGAGGGTGCAAGCGTTGTTCGGAATCATTGGGCGTAAAGCGCGTGTAGGCGGCTTGGCAAGTCGGGTGTGAAAGCCCGGGGCTCAACCCCGGAACTGCATTCGAAACTGCCTGGCTAGAGTTCCGGAGAGGAAGGCAGAATTCCCGGTGTAGAGGTGAAATTCGTAGATATCGGGAGGAATACCAGTGGCGAAGGCGGCCTTCTGGACGGCAACTGACGCTGAGACGCGAAAGCGTGGGGAGCAAACAGG		Bacteria														Target				3		25		36		26

		IM-07B7WN		TACGGAGGGCGCAAGCGTTGTTCGGAATCACTGGGCGTAAAGCGCGTGTAGGCGGCCAGGAAAGTCGGGTGTGAAATCCCGGGGCCCAACCCCGGAACTGCACTCGAAACTGCCTGGCTAGAGTCCCGGAGAGGAAGGCGGAATTCCCGGTGTAGAGGTGAAATTCGTAGATATCGGGAGGAACACCAGCGGCGAAGGCGGCCTTCTGGACGGTGACTGACGCTGAGACGCGAAAGCGTGGGGAGCAAACAGG		Bacteria														Target				3		46		32		35

		IM-074BJ2		TACGTAGGGGGCAAGCGTTGTCCGGATTTACTGGGTGTAAAGGGCGCGCAGGCGGGTTAGCAAGTCAGAGGTGAAATCCTACAGCTTAACTGTAGAACTGCCTTTGAGACTGCTAATCTTGAGTATGGAAGAGAGAGATGGAATTCCAGGTGTAGTGGTGAAATACGTAGATATCTGGAAGAATACCAGTGGCGAAGGCGGTCTCTTGGTCCAATACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria														Target				1		-		-		24

		IM-DI81N3		GACAGAGGGTGCAAACGTTGCTCGGAATTACTGGGCGTAAAGCGCACGTAGGCGGATTCGCAAGTCAGATGTGAAATCCCCGGGCTCAACCTGGGAACTGCATTTGAAACTGCGGGTCTAGAGTGGTGGAGAGGGAAGCGGAATTCCAGGTGTAGAGGTGAAATTCGTAGATATCTGGAGGAACACCAGTGGCGAAGGCGGCTTCCTGGACATCAACTGACGCTGAGGTGCGAAAGCGTGGGGAGCGAACAGG		Bacteria														Target				1		18		-		-

		IM-ND61S1		TACGGGGGGGGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCTCGTAGGCGGCCAACTAAGTCGGACGTGAAATCCCTCGGCTCAACCGAGGAACTGCGTCCGATACTGGATGGCTTGAGTCCGGGAGAGGGATGCGGAATTCCAGGTGTAGCGGTGAAATGCGTAGATATCTGGAGGAACACCGGTGGCGAAGGCGGCATCCTGGACCGGCACTGACGCTGAGGAGCGAAAGCCAGGGGAGCAAACGGG		Bacteria														Target				3		27		44		27

		IM-CKD24K		TACAGAGGGGGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGCCCTCTAAGTCGAACGTGAAATCCCTGGGCTCAACCCAGGAACTGCGTCCGAGACTGGGGGGCTAGAATCCGGGAGAGGGATGTGGAATTCCAGGTGTAGCGGTGAAATGCGTAGATATCTGGAGGAACATCGGTGGCGAAGGCGGCATCCTGGACCGGTATTGACGCTGAGGCGCGAAAGCCAGGGGAGCAAACGGG		Bacteria														Target				3		85		40		24

		IM-ZT57B5		GACGGAGGGCGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCACGCAGGCGGTCCCTTAAGTCCTCTGTGAAATTCCGGGGCTCAACCCCGGAGGTGCAGGGGATACTGGGGGACTAGAGACCGGTAGAGGCTAGCGGAATTCCTGGTGTAGCGGTGGAATGCGTAGATATCAGGAGGAACACCGGTGGCGAAGGCGGCTAGCTGGGCCGGTTCTGACGCTCATGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria														Target				3		31		34		29

		IM-A07K88		TACGGAGGGCGCAAGCGTTGTTCGGAATCACTGGGCGTAAAGCGCGTGTAGGCGGCCAAGCAAGTCGGTTGTGAAAGCCCGAGGCCCAACCTCGGAACTGCACCCGAAACTGCTTGGCTAGAGTCCTGGAGAGGGTGGCGGAATTTCCGGTGTAGAGGTGAAATTCGTAGATATCGGAAGGAACACCAGTGGCGAAGGCGGCCACCTGGACAGTGACTGACGCTGAGACGCGAAAGCGTGGGTAGCGAACAGG		Bacteria														Target				3		20		22		21

		IM-WB0382		GACGGAGGGCGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCGGGCAGGTGGTCTGTTAAGTCGTCTGTGAAAACCCGGGGCTCAACCCCGTGGAATGCAGGCGATACTGGCGGACTAGAGATCGGTAGAGGCTAGCGGAATTCCTGGTGTAGCGGTGGAATGCGTAGATATCAGGAAGAACACCCGTGGCGAAGGCGGCTAGCTGGGCCGAGTCTGACACTCATCCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria														Target				3		89		56		51

		IM-1UX712		TACGGGGGGGGCGAGCGTTATTCGGAATTATTGGGCGTAAAGGGCGTGTAGGCGGCTTGGTGTGTCTTTCTGTGAAAGCCCTCGGCTCAACCGAGGAACTGCAGGAGAAACTGCTGAGCTCGAGTCCGGGAGAGGAAAGCGGAATTCCCAGTGTAGCGGTGAAATGCGTAGATATTGGGAGGAACACCAGTGGCGAAGGCGGCTTTCTGGACCGGTACTGACGCTGAGACGCGAAAGCTAGGGTAGCGAACGGG		Bacteria														Target				1		33		-		-

		IM-E9B91R		TACGGAGGGCGCAAGCGTTGTTCGGAATCATTGGGCGTAAAGCGGGTGCAGGCGGTGAAGTCAGTCGGATGTGAAAGCCCAGGGCCCAACCCTGGAACTGCATTCGAAACTACTTCACTAGAGTCCCGGAGGGGAAGGCGGAATTCCCGGTGTAGAGGTGAAATTCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCCTTCTGGACGGTGACTGACGCTCAGACCCGAAAGCGTGGGGAGCAAACAGG		Bacteria														Target				3		30		54		46

		IM-864BR7		TACGAAGGGTGCAAGCGTTGTTCGGATTTACTGGGCGTAAAGAGCGCGTAGGCGGATTAGAAAGTCAGGTGTGAAATCTCGGGGCTCAACCCCGAAACTGCGCCTGAAACTCCTAGTCTAGAATCTCGGAGAGGGAAGGGGAATTTCACATGTAGGGGTAAAATCCGTAGAGATGTGAAGGAACGTTTGAGGCGAAAGCGCCTTCCTGGACGAGTATTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria														Target				1		29		-		-

		IM-O4G498		TACGTAGGTCCCAAGCGTTATCCGGAATCACTGGGCGTAAAGAGTTGCGTAGGCGGTTTGTTAAGTTGGTAGTGAAAGCGTGCGGCTCAACTGCATAAACATTATCAAAACTGACAGACTAGAGTATATGAGAGGTCACTGGAATTCCTTGTGTAGGAGTGAAATCCGTAGATATAAGGAGGAACACCAATGGCGTAGGCAGGTGACTGGCATATTACTGACGCTAAGGCACGAAAGCGTGGGGAGCGAACGGG		Bacteria														Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		45		-		-

		IM-OFK946		GACGGAGGGCGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCGGGCAGGTGGTCTGTTAAGTCGTTTGTGAAAACCCGGGGCTCAACCCCGCGGAATGCATACGATACTGGCAGACTGGAGATCGGTAGAGGCTAGCGGAATTCCAGGTGTAGCGGTGGAATGCGTAGATATCTGGAAGAACACCTGTGGCGAAGGCGGCTAGCTGGGCCGAGTCTGACACTCATCCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria														Target				3		45		81		80

		IM-DB577G		GACGGAGGGCGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCGGGCAGGCGGCCTGTTAAGTCTTCTGTGAAAACCCGGAGCTCAACTCCGTGGAATGCAGGGGAAACTGGCAGGCTAGAGACCAGTAGAGGCTAGCGGAATTCCTGGTGTAGCGGTGGAATGCGTAGATATCAGGAAGAACACCTGTGGCGAAGGCGGCTAGCTGGGCTGGATCTGACGCTCATCCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria														Target				2		-		40		50

		IM-847SHQ		TACGGAGGGTGCAAGCGTTGTCCGGAATCACTGGGCGTAAAGCGCGCGTAGGCGGCTGTCTAAGTCACTTGTGAAATCCCGGGGCTCAACTCCGGGGCTGCAGGCGAAACTGGATGGCTAGAGCTCGGTAGAGGCGAGTGGAATTCCCGGTGTAGCGGTGGAATGCGTAGATATCGGGAAGAACACCAGTGGCGAAGGCGGCTCGCTGGGCCGCAGCTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria														Target				2		-		21		41

		IM-0XA6Q5		TACGTAGGGACCAAGCGTTGTTCGGATTTACTGGGCGTAAAGGGTGCGTAGGCGGCGCCGCAAGTCACTTGTGAAATCTCCGGGCTTAACTCGGAACGGCCAAGTGATACTGCAGTGCTAGAGTGCAGAAAGGGCAACTGGAATTCTTGGTGTAGCGGTGAAATGCGTAGATATCAAGAGGAACACCTGAGGCGAAGGCGAGTTGCTAGGCTGACACTGACGCTGAGGCACGAAAGCCAGGGGAGCGAACGGG		Bacteria														Target				3		316		531		487

		IM-J1C8G0		GACGGGGGGGGCAAGCGTTGTTCGGATTTACTGGGCGTAAAGGGCGCGCAGGCGGCTTGGGAAGTCTTGGGTGAAAGCCCCCAGCTTAACTGGGGAAGTGCCTGAGAAACCACTAAGCTTGAGTGCTGGAGAGGGAAGTGGAATTCCCGGTGGAGCGGTGAAATGCGTAGATATCGGGAGGAACACCAGAGGCGAAGGCGACTTCCTGGACAGACACTGACGCTGAGGCGCGAAAGCTAGGGGAGCAAACGGG		Bacteria														Target				2		35		-		28

		IM-UF5QB4		TACGGAAGGGGCAAGCGTTGTTCGGAATTATTGGGCGTAAAGGGCGCGCAGGCGGTCTCATATGTCTGCTGTGAAATCACACGGCTCAACCGTGTTCAGCCGCAGAAACTGTGAGACTTGAGGCTGGGAGGGGCTGGTGGAATTCCCCGTGTAGCGGTGAAATGCGTAGAGATGGGGGAGAACACTCGTGGCGAAGGCGGCCAGCTGGACCAGTTCTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria														Target				1		33		-		-

		IM-6530SM		TACGGAGGGGGCAAGCGTTATTCGGAATTATTGGGCGTAAAGGGCGCGTAGGCGGCATGGCAAGTCAGTGGTGAAATCCCTCGGCTCAACCGAGGAACTGCCTCTGAAACTGCCTAGCTTGAGGCCGGGAGAGGGTAGTGGAATTCCCAGTGTAGCGGTGAAATGCGTAGATATTGGGAGGAACACCGGTGGCGAAGGCGGCTACCTGGACCGGTTCTGACGCTGAGGCGCGAAAGTGTGGGGAGCAAACAGG		Bacteria														Target				3		179		50		33

		IM-WHN06M		GACGGAAGATCCAAGCGTTATTCGGAATGACTGGGCGTAAAGAGTTGCGTAGGTGGTTTTGTAAGCAAAGCATGAAATCGTAGGGCTCAACCCTACAACTGTGCTTTGAACTGCAAAACTAGAGTATGGTAGAGGAAGCTGGAATTTCTAGTGTAGGAGTGAAATCCGTAGATATTAGAAGGAACACCGATGGCGTAGGCAGGCTTCTGGACCATTACTGACACTGAGGCACGAAAGCGTGGGGAGCGAACGGG		Bacteria														Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		22		-		-

		IM-DX9P72		TACGTAGGGACCAAGCGTTGTTCGGATTTACTGGGCGTAAAGGGTGCGTAGGCGGCGTGACAAGTCACTTGTGAAATCTCCGGGCTTAACTCGGAACGGCCAAGTGATACTGTCGTGCTAGAGTACAGAAAGGGTAACTGGAATTCTTGGTGTAGCGGTGAAATGCGTAGATATCAAGAGGAACACCTGAGGCGAAGGCGAGTTACTAGGCTGATACTGACGCTGAGGCACGAAAGCCAGGGGAGCGAACGGG		Bacteria														Target				1		100		-		-

		IM-UZ78IW		TACGTAGGAGGCAAGCGTTATCCGGATTTACTGGGCGTAAAGCGCGTGTAGGCGGTTCGGTAAGTTGGATGTGAAAGCTCCTGGCTCAACTGGGAGAGGTCGTTCAATACTGCCGGACTTGAGGACGGTAGAGGGAGGTGGAATTCCCGGTGTAGTGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCCTCCTGGGCCGTTCCTGACGCTCAGACGCGAAAGCGTGGGTAGCGAACGGG		Bacteria														Target				2		-		68		34

		IM-CD9H7D		CACGAAGGTCCCAAGCGTTGTTCGGAATTACTGGGCGTAAAGCGTGCGTAGGCGGCGGGGTAAGTCAGATGTGAAATCTCCGGGCTCAACCTGGAAACTGCATCCGATACTGCCTTGCTAGAGTAGTGGAGGGGCATCTGGAATTCACGGTGTAGCAGTGAAATGCGTAGATATCGTGAGGAACACTAGTGGCGAAGGCGAGATGCTGGACACTTACTGACGCTGAGGCACGAAGGCCAGGGTAGCGAAAGGG		Bacteria														Target				1		48		-		-

		IM-B743RX		TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGTGTGTAGGTGGTGGCATAAGTCGGATGTGAAAGCCCTGGGCTTAACCTGGGAATTGCATTCGAAACTGTGTCACTAGAGTTTAGTAGAGGGAAGTGGAATTCCGGGTGTAGCGGTGAAATGCGTAGATATCCGGAGGAACATCAGTGGCGAAGGCGGCTTCCTGGACTAAAACTGACACTGAGGCACGAAAGCGTGGGGAGCAAACAGG		Bacteria														Target				2		-		34		31

		IM-I0Q401		TACGGAGGGTGCAAACGTTGCTCGGAATCATTGGGCGTAAAGCGCATGTAGGCGGTCCGTTAAGTCGGATGTGAAAGCCCTCGGCTTAACCGAGGAAGTGCATTCGAAACTGGCGGACTTGAATATGGGAGAGGATCGCGGAATTCCCGGTGTAGAGGTGAAATTCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCGGTCTGGACCAATATTGACGCTGAGATGCGAAAGCGTGGGGAGCAAACAGG		Bacteria														Target				1		19		-		-

		IM-416CCB		TACAGAGGTGGCGAGCGTTGTTCGGATTTACTGGGCGTAAAGGGTGCGTAGGTGGCAATGTATGTCGGATGTGAAATCTCGAGGCTCAACTTCGAAATTGCATCCGAAACTGCATAGCTTGAGTACAGGATGGGAGAGCGGAATTCTTGGTGTAGCGGTGAAATGCGTTGATATCAAGAAGAACACCGGCGGCGAAGGCGGCTCTCTGGAATGTTACTGACACTGAGGCACGAAAGCTGGGGGAGCAAACAGG		Bacteria														Target				1		-		-		19

		IM-P4I4GQ		TACAGAGACTGCAAGCGTTATTCGGATTCACTGGGCGTAAAGGGTGCGCAGGCGGCCAGATGTGTCAGGTGTGAAAGCTCGAGGCTCAACCTCGAAACGGCGCCTGAAACTATTTGGCTAGAGTATCGGAGAGGGAAGCGGAATTCATGGTGTAGCAGTGAAATGCGTAGATATCATGAGGAACACCAGAGGCGAAGGCGGCTTCCTGGACGATTACTGACGCTCAGGCACGAAAGCGTGGGTAGCGAAAGGG		Bacteria														Target				3		18		38		52

		IM-2H029U		TACGGAGGGCGCAAGCGTTGTTCGGAATCACTGGGCGTAAAGCGCGTGTAGGCGGTCTGATAAGTCGAATGTGAAATCCCCGGGCTCAACCCGGGAACTGCATCCGAAACTGCCAGACTAGAGTCCCGGAGAGGAAGGCAGAATTCCCAATGTAGGGGTGAAATCCGTAGATATTGGGAGGAATACCAGAGGCGAAGGCGGCCTTCTGGACGGTGACTGACGCTGAGACGCGAAAGCGTGGGGAGCAAACAGG		Bacteria														Target				1		22		-		-

		IM-OA67XT		CACGTAGGATCCGAGCGTTATCCGGATTTACTGGGCGTAAAGCGCGTGCAGGCGGTTCGGTAAGTTGGATGTGAAAGCTCCTGGCTCAACTAGGAGAGGCCGTTCAAAACTGCCGGACTAGAGGACGATAGAGGGAGGTGGAATTCCCGGTGTAGTGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCCTCCTGGATCGTTCCTGACGCTCAGACGCGAAAGCTAGGGGAGCGAACGGG		Bacteria														Target				3		78		109		52

		IM-94WKA0		TACGGAGGGGGCGAGCGTTATTCGGAATCATTGGGCGTAAAGGGCGCGTAGGCGGTCTGATAAGTCAGAGGTGAAATCCCTCGGCCTAACCGAGGAACTGCCTTTGAAACTGTCAGACTTGAGGCCGGGAGAGGGTGGTGGAATTCCGAGTGTAGCGGTGAAATGCGTAGATATTCGGAGGAACACCAGTGGCGAAGGCGACCACCTGGACCGGTTCTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Bacteria														Target				1		20		-		-

		IM-6834LC		TACGGAGGGGGCAAGCGTTGTTCGGAATTATTGGGCGTAAAGCGTATGTAGGTGGTTGGGCAAGTCAGACGTGTAAGCCCACGGCTCAACCGTGGAATTGCGTTTGAAACTATCTAACTTGAGTGCAGAAGAGGAAAGCGGAATTTCCAGTGTAGCGGTGAAATGCGTTGATATTGGGAAGAACACCTGTGGCGAAGGCGGCTTTCTGGTCTGCTACTGACACTGAGATACGAAAGCCAGGGGAGCAAACGGG		Bacteria														Target				1		24		-		-

		IM-DBD912		TACGGAGGGTGCGAGCGTTGTCCGGAATCACTGGGCGTAAAGGGCGCGTAGGCGGCGCGGTAAGTAGGGGGTGAAATCTCACGGCTCAACCGTGAAATGGCCTCCTAAACTGCCGCGCTTGAGCACGGTAGAGGCAGATGGAATTCCCGGTGTAGCGGTGGAATGCGTAGATATCGGGAAGAACACCGGTGGCGAAGGCGGTCTGCTGGGCCGTTGCTGACGCTGAGGCGCGACAGCGTGGGGAGCAAACAGG		Bacteria														Target				2		-		32		30

		IM-H3574H		TACGTAGGTGTCAAGCGTTGTCCGGATTTATTGGGCGTAAAGAGCCCGCAGGCGGTCTGTTAAGTTTGGGGTGAAATCTCCTGGCTCAACTGGGAGAGGTCTCTGAAAACTGGCAGGCTTGAGGCAGGGAGAGGGATGTGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCATCCTGGCCCTGTCCTGACGCTCAGGGGCGAAAGCGTGGGGAGCAAACCGG		Bacteria														Target				1		-		-		23

		IM-G633A7		GACGGAGGGCGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCGCGCAGGCGGTCCTTTAAGTCCAGTGTGAAACTCCGGGGCTCAACCCCGGACATGCATTGGAAACTGGAGGACTAGAGACCGGTAGAGGCTAGCGGAATTCCTGGTGTAGCGGTGGAATGCGTAGATATCAGGAAGAACACCGGTGGCGAAGGCGGCTAGCTGGGCCGGTTCTGACGCTCAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria														Target				3		22		20		40

		IM-G03D4X		TACGTAGGGACCAAGCGTTGTTCGGATTTACTGGGCGTAAAGGGTACGTAGGCGGCGCTGCAAGTCAATTGTGAAATCTCCGGGCTTAACTCGGAACGGCCAATTGATACTGCAGCGCTAGAGTGCAGAATGGGCAAGTGGAATTCTTGGTGTAGCGGTGAAATGCGTAGATATCAAGAGGAACACCTGAGGCGAAGGCGACTTGCTGGGCTGACACTGACGCTGAGGTACGAAAGCCAGGGGAGCGAACGGG		Bacteria														Target				3		340		228		195

		IM-881DII		TACGGGGGGAGCAAGCGTTGTTCGGATTCATTGGGCGTAAAGGGCGCGTAGGCGGCTTCGTAAGTCTGACGTGAAATGTACCGGTTCAACCGGTGCGCTGTGTCGGAAACTGCGTGGCTTGAGGTCGAGGGAGGAGAGTGGAATTCCTGGTGTAGCGGTGAAATGCGTAGATATCAGGAGGAACACCCGTGGCGAAGGCGGCTCTCTATCTCGATTCTGACGCTGAGGCGCGAAAGCCAGGGGAGCAAACGGG		Bacteria														Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		3		30		56		47

		IM-X056RN		GACGGGGGGGGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGCGCAGGAAGTCTTGGGTGAAAGCCCCCGGCTCAACCGGGGAATTGCCTGAGAAACCACTGAGCTAGAGTGCTGGAGAGGAAAGCGGAATTCCCGGTGGAGCGGTGAAATGCGTAGAGATCGGGAGGAACACCAGAGGCGAAGGCGGCTTTCTGGACAGACACTGACGCTGAGGCGCGAAAGCTAGGGGAGCAAACAGG		Bacteria														Target				3		26		27		36

		IM-2I8O5K		TACGGGGGGAGCAAGCGTTGTTCGGATTCATTGGGCGTAAAGGGCGCGTAGGCGGTTTGGCAAGTCTGACGTGAAATGTACCGGTTCAACCGGGGCGCTGTGTCAGAAACTGCCTTACTTGAGGTCGAGGGAGGAGAGTGGAATTCCTGGTGTAGCGGTGAAATGCGTAGATATCAGGAGGAACACCCGTGGCGAAGGCGACTCTCTATCTCGATTCTGACGCTGAGGCGCGAAAGCTAGGGGAGCAAACGGG		Bacteria														Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		3		22		39		58

		IM-ISA05X		TACGGGGGGGGCAAGCGTTGTTCGGATTTACTGGGCGTAAAGGGCGCGTAGGCGGTCTAAGAAGTTTTGGGTGAAAGCCCCCGGCTCAACCGGGGAAGTGCCTGGAAAACCATTGGACTAGAGTGCTGGAGAGGCAAGCGGAATTTCTGGTGTAGCGGTGAAATGCGTAGATATCAGAAGGAACATCGGAGGCGAAGGCGGCTTGCTGGACAGACACTGACGCTGAGGCGCGAAAGCTAGGGGAGCAAACGGG		Bacteria														Target				3		46		33		36

		IM-YB47J8		TACGGGGGGGGCGAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGCAGGCGGCCGAAGCAGTTTCAGGTGAAAGCCCCCGGCTCAACCGGGGAAGGTCCTGGAAAACCATTCGGCTGGAGTGCTGGAGAGGTCAGCGGAATTTCGGGTGTAGCGGTGAAATGCGTAGATATCCGAAGGAACACCGGAGGCGAAGGCGGCTGGCTGGACAGACACTGACGCTGAGGCGCGAAAGCCAGGGGAGCAAACGGG		Bacteria														Target				3		19		29		30

		IM-Z72Y40		TACGGGGGGGGCGAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGCAGGCGGCCTTGGAAGTTCTGGGTGAAAGCCCCCGGCTCAACCGGGGAAGTGCCTGGAAAACCACGAGGCTGGAGTGCTGGAGAGGTCAGCGGAATTCCTGGTGTAGCGGTGAAATGCGTAGATATCAGGAGGAACACCGGAGGCGAAGGCGGCTGACTGGACAGACACTGACGCTGAGGCGCGAAAGCCAGGGGAGCGAACGGG		Bacteria														Target				2		49		28		-

		IM-929HQG		TACGTAGGGAGCAAGCGTTGTTCGGAATTATTGGGCGTAAAGAGCGCGTAGGCGGCCAGGTAAGTCTGGTGTGAAATCCCACAGCTCAACTGTGGAACTGCATTGGAAACTGCTTGGCTAGAGTGCGGGAGAGGAGAGTGGAATTCCCAGTGTAGAGGTGAAATTCGTAGATATTGGGAGGAACACCAGTGGCGAAGGCGGCTCTCTGGACCGCAACTGACGCTGAGGCGCGAAAGCTAGGGGAGCGAACGGG		Bacteria														Target				1		-		-		32

		IM-R6B0L5		TACGGAGGGCGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCGCGCAGGCGGTTCCTTTAGTCCATTGTGAAACTCCGGGGCTCAACCCCGGACATGCATTGGATACTGGGGAACTAGAGACCGGTAGAGGCTAGCGGAATTCCTGGTGTAGCGGTGGAATGCGTAGATATCAGGAAGAACACCGGTGGCGAAGGCGGCTAGCTGGGCCGGGTCTGACGCTCAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria														Target				3		48		37		21

		IM-O9Q5X2		CACGGGGGGAGCAAGCGTTGTTCGGAATCACTGGGCGTAAAGGGCGTGTAGGCTGCACGGTAAGTGAGATGTGAAATCCCTCGGCTCACCCGAGGAAGTGCATCTCAAACTGCCGCGCTTGAGTACGGGAGAGGTTGTGGGAATTCCTGGTGTAGCGGTGAAATGCGTAGATATCAGGAGGAACACCGGTGGCGAAGGCGCACAACTGGCCCGATACTGACGCTGAGGCGCGAAAGCTAGGGTAGCAAACGGG		Bacteria														Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		2		-		28		19

		IM-GZ1Y12		TACGTAGGATGCAAGCGTTGTCCGGAATTACTGGGCGTAAAGGGTCCGTAGGCGGTTTGTTAAGTCTCCTGTGAAAGTTCAGGGCTCAACCCTGAAATGTCGGGGGATACTGGCAAACTTGAGACTGTCAGAGGCAAGTGGAATTCCCGGTGTAGTGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAAGCGGCTTGCTGGGACAGTTCTGACGCTGAGGGACGAAAGCGTGGGTAGCAAACCGG		Bacteria														Target				3		149		78		91

		IM-UV52Q4		TACGGAGGGCGCAAGCGTTGTCCGGAATCACTGGGCGTAAAGCGCACGTAGGCGGCTATGTAAGTCACTTGTGAAATTCCGGAGCTCAACTCCGGGCCTGCAGGTGATACTGCGTAGCTGGAGCACGGTAGAGGCAAGTGGAATTCCCGGTGTAGCGGTGGAATGCGTAGATATCGGGAAGAACACCGGTGGCGAAGGCGGCTTGCTGGGCCGTTGCTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGG		Bacteria														Target				2		-		33		46

		IM-899ND1		TACGTAGGGACCAAGCGTTGTCCGGAATTATTGGGCGTAAAGCGCGCGTAGGCGGTCCGTTAAGTCGGATGTGAAATCCCAGGGCTCAACTCTGGAACTGCATCCGATACTGGCGGACTTGAGGAAGGTAGAGGAGAGTGGAATTCCCGGTGTAGCGGTGGAATGCGCAGATATCGGGAGGAACACCAATGGCGAAGGCAGCTCTCTGGGCCTTACCTGACGCTGAGGTGCGAAAGCGTGGGTAGCAAACAGG		Bacteria														Target				1		37		-		-

		IM-2J50K2		CACCGGCGGCCCGAGTGGTAATCACTTTTATTGGGTCTAAAGGGTCCGTAGCCGGTTTGATCAGTTCTTCGGGAAATCTGACAGCTCAACTGTTAGGCTTCCGGGGAATACTGTCAGACTTGGGACTGGGAGAGGTAAGAGGTACTACAGGGGTAGGAGTGAAATCTTGTAATCCCTGTGGGACCACCAGTGGCGAAGGCGTCTTACCAGAACAGGTCCGACGGTGAGGGACGAAAGCTGGGGGCACGAACCGG		Archaea		Halobacteriota		Methanosarcinia		Methanosarcinales		Methanosarcinaceae		Methanococcoides				Non-Target				2		-		20		29

		IM-7P024V		AACCAGCACCTCAAGTGGTCAGGATGATTATTGGGCCTAAAGCATCCGTAGCTCGTTTTGTAAGTTTTCGGTTAAATCCATACGCTCAACGTATGGGCTGCCGGGAATACTGCATAACTAGGAAGTGGGAGAGGTAGACGGTACTCGGTAGGAAGGGGTAAAATCCTTTGATCTATTGATGACCACCTGTGGCGAAGGCGGTCTACCAGAACACGTTCGACGGTGAGGGATGAAAGCTGGGGGAGCAAACCGG		Archaea		Thermoproteota		Nitrososphaeria		Nitrososphaerales		Nitrosopumilaceae		Nitrosarchaeum		Nitrosarchaeum koreense		Non-Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		1		39		-		-

		IM-88M1QX		AACCAGCACCTCAAGTGGTCAGGATGATTATTGGGCCTAAAGCATCCGTAGCCGGCTCTGTAAGTTTTCGGTTAAATCTGTACGCTTAACGTACAGGCTGCCGGGAATACTGCAGAGCTAGGGAGTGGGAGAGGTAGACGGTACTCGGTAGGAAGGGGTAAAATCCTTTGATCTATTGATGACCACCTGTGGCGAAGGCGGTCTACCAGAACACGTCCGACGGTGAGGGATGAAAGCTGGGGGAGCAAACCGG		Archaea		Thermoproteota		Nitrososphaeria		Nitrososphaerales		Nitrosopumilaceae		Nitrosopumilus		Nitrosopumilus oxyclinae		Non-Target		There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.		3		6073		4293		4453

		IM-GM5TJ3		AACCAGCACCTCAAGTGGTCAGGATGATTATTGGGCCTAAAGCATCCGTAGCCTGCTCTATAAGTTTTCGGTTAAATCTATGCGCTCAACGTATAGGCTGCCGGGAATACTGTGGAGCTAGGGAGTGGGAGAGGTAGACGGTACTCGGTAGGAAGGGGTAAAATCCTTTGATCTATTGATGACCACCTGTGGCGAAGGCGGTCTACCAGAACACGTCCGACGGTGAGGGATGAAAGCTGGGGGAGCAAACCGG		Archaea		Thermoproteota		Nitrososphaeria		Nitrososphaerales		Nitrosopumilaceae		Nitrosopumilus				Non-Target				3		404		515		373

		IM-5AQ0OF		TACGGAGGGGGCTAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGACCATCAAGTCAGGGGTGAAAGGCCTGGGCTCAACCCGGGAACTGCCCTTGAAACTGAAGGTCTAGAGTCCGAGAGAGGTTAGCGGAATTCCCAGTGTAGAGGTGAAATTCGTAGATATTGGGAAGAACACCAGTGGCGAAGGCGGCTATCTGGCTCGGTACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGG		Archaea		Thermoproteota		Nitrososphaeria		Nitrososphaerales		Nitrosopumilaceae						Non-Target				1		34		-		-

		IM-24HOM5		AACCAGCACCTCAAGTGGTCAGGAGGATTATTGGGCCTAAAGCATCCGTAGCCTGTTCTGTAAGTTTCCGGTTAAATCCATTAGCTCAACTAATGGGCTGCCGAAAATACTGCAGAACTAGGGAGTGGGAGAGGTAGACGGTACTCGGTAGGAAGGGGTAAAATCCTTTGATCTATTGATGACCACCTGTGGCGAAGGCGGTCTACCAGAACACGTTCGACGGTGAGGGATGAAAGCTGGGGGAGCAAACCGG		Archaea		Thermoproteota		Nitrososphaeria		Nitrososphaerales		Nitrosopumilaceae						Non-Target				3		3073		2244		1230

		IM-Q32B13		AACCAGCACCTCAAGTGGTCAGGAGGATTATTGGGCCTAAAGCATCCGTAGCCGGCTGTATAAGTTTTCGGTTAAATCTATATGCTCAACATATAGGCTGCCGAGAATACTGTACAGCTAGGGAGTGGGAGAGGTAGACGGTACTCGGTAGGAAGGGGTAAAATCCTTTGATCTATTGATGACCACCTGTGGCGAAGGCGGTCTACTAGAACACGTCCGACGGTGAGGGATGAAAGCTGGGGGAGCAAACCGG		Archaea														Non-Target				1		36		-		-





Metrics by Sample Table



		Metrics by Sample Table

		Sample ID		Sample Type		Species Richness (number of OTUs)		Number of OTUs named at species level		Evolutionary Diversity		Bacterial Functional Diversity

		ST02		Client sample		497		8		24.31		2.83

		ST05A		Client sample		444		4		21.6		2.37

		ST08		Client sample		449		3		21.69		2.22





Quality Control Table



		Quality Control Table

		Sample Information																Quality Control						Percentage Reads				Result

		Kit ID		NMID		Sample ID		Sample Type		Latitude		Longitude		Date Sampled		Date Received		DNA Amplified		Sequencing QC		Target OTUs Detected		% Target		% Non-Target		Reported		Comment

		MSB-01-02501		61029		ST02		Client Sample		53.270956		0.319751		04/12/2025		19/12/2025		Yes		Yes		Yes		81.78		18.22		Yes		Sample reported

		MSB-01-02522		61031		ST05A		Client Sample		53.271227		0.320825		05/12/2025		19/12/2025		Yes		Yes		Yes		85.95		14.05		Yes		Sample reported

		MSB-01-02508		61030		ST08		Client Sample		53.271425		0.322331		04/12/2025		19/12/2025		Yes		Yes		Yes		87.94		12.06		Yes		Sample reported
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Correlations



H.1 Correlation Matrix

Sand
TOM

TOC

THC

UCM
n-alkanes
CPI

Pr/Ph Ratio
Total 2 to 6 Ring PAH
Al

As

Ba

Cd

Cr

Cu

Fe

Mn

Ni

P

Pb

Sr

\'

Zn

Taxa
Individuals
Biomass
Notes

n-alkanes

Pr/Ph Ratio

National Grid

Total 2 to 6
Individuals

-0.059 | 0.059

-0383 | 0383 | 0.201

0373 | -0373 | -0238 | -0.051

0409 | -0409 | -0227 | 009

0723 | -0723 | -0.030 | -0042 | 0812

0126 | -0.126 | -0426 | -0471 | 0521 | 0369 | 0.144

0283 | 0283 | 0109 | 0367 | 0492 | 0470 | 0277 | 0042

0317 | -0317 | -0234 | -0.100 0740 | 0420 | 0683

0417 | 0417 | 0711 | 0550 | -0542 | -0426 | -0370 | -0.723 | -0.033 | -0517

-0.100 | 0.100 | 0728 | 0300 | -0.644 | -0531 | -0345 | -0.731 | -0.200 | -0.550

-0.167 | 0167 | 0427 | 0067 | 0068 | 0044 | -0.126 | 0353 | 0.083

-0.168 | 0.168 | 0458 | 0317 -0.759 | -0.583 | -0.554 | -0.466 | 0727

0017 | -0017 | 0510 | 0267 | -0.661 | -0.522 | -0361 | -0.630 | -0.450

0.109 | -0.109 | 0668 | 0527 | -0.187 | -0.048 | 0013 | -0.422 | -0.092

-0.067 | 0067 | 0259 | 0050 | -0.831 | -0.749 | -0.571 | -0445 | -0.783

-0025 | 0025 | 0555 | 0234 | -0.689 | -0.564 | -0401 | -0.633 | -0427 | -0.644 | 0.803

0050 | -0.050 | 0603 | 0350 | -0610 | -0470 | -0286 | -0.647 | -0.350 | -0.583 | 0.800

-0383 | 0383 | 0335 | 0.267 -0801 | -0.765 | -0.580 | -0300 | -0.750 | 0700 & 0817 @ 0.150 0.800

0390 | -0390 | 0630 | 0203 | -0.138 | -0.018 | 0.171 | -0368 | -0407 | -0.288 | 0576 | 0.695 | 0.390 0.763 0.559 0797 0322

-0200 | 0200 | 0603 | 0617 | -0525 | -0409 | -0.160 | -0.815 | 0.150 | -0417 | 0767 | 0733 @ -0.033 0583 | 0536 | 0383 0667 | 0567 | 0339
-0059 | 0059 | 0319 | 0075 | -0.800 | -0717 | -0.536 | -0439 | -0.770 0803 0762 | 0613 | 0402
0133 | 0133 | 0544 | 0333 | -0644 | -0531 | -0437 | -049 | -0517 | -0733 | 0817 0767 = 0780 @ 0517
-0.090 | 0090 | -0330 | -0299 | 0344 | 0198 | 0191 | 0447 | 0090 | 0199 | -0.578 | -0.777 | -0369 | -0.635 -0.707 | -0.608 | -0.408
0079 | 0079 | -0353 | -0.248 | 0383 | 0253 | 0245 | 0394 | 0119 | 0238 | -0.564 | -0.782 | -0416 | -0.664 0733 | -0604 | -0.386
-0.099 | 0099 | -0303 | -0347 | 0302 | 0140 | 0135 | 0494 | 0059 | 0158 | -0.584 | -0.762 | -0317 | -0.598 0673 | -0604 | -0.426

Correlations based on n = 9 (Fowler et al., 2013)"

Significance

P < 0.05at0.683 < rs <0.833

-I P <0.0Tatrs>0.833

P <0.05at-0.683 > rs > -0.833 - P <0.01Tatrs <-0.833

Not significant (-0.683 < rs > 0.683)

" Fowler, J.,, Cohen, L. and Jarvis, P. (2013). Practical Statistics for Field Biology. John Wiley & Sons.
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