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Thank you for choosing NatureMetrics 

Your Nature Intelligence Partner 

Welcome to your report 

Marine sediment invertebrates (COI gene): this provides a broad test for invertebrates. Groups typically 

detected include crustaceans, tunicates, jellyfish, cnidarians, annelids, molluscs, echinoderms, and 
sponges. While there is some overlap with the Marine sediment eukaryotes test, in terms of groups 

detected, the Marine sediment invertebrates test provides more identifications to species level. 

Your report consists of: 

This document: Providing you with our world class insights and metrics. 

Data Tables: Accompanying spreadsheet with results at the individual sample level: species detected, 

metrics and quality control: NM-FCW287.SO01574.Invertebrates.Results.xlsx 

• Data Description 

• Species Data Table: Percentages 

• Species Data Table: Read Counts  

• Metrics by Sample Table 

• Quality Control Table  

Throughout the report you’ll see reference to ‘OTU’. This stands for Operational Taxonomic Unit; an 
OTU is broadly equivalent to a species in most cases. 

Executive Summary 

Field Samples submitted: 

Field Samples reported: 

Field Blanks submitted: 

Species Richness: 

Average Species Richness per sample: 

Total number of IUCN Red List Species: 

Total number of Invasive Species:  

8  

8 

0 

33 

10 

0 

0 

Reported samples are those that passed Quality Control and are included  

in the Species Data Table 

Please be careful when sharing this report, it contains biodiversity information that may be sensitive, 
particularly with respect to endangered or protected species. Please share responsibly.  
If the report is shared, we kindly ask that the report is shared in its entirety - to limit the possibility of 

any information being taken out of context.  

New to our reports? Our Report Interpretation Guide is here to help:   

www.naturemetrics.co.uk/report-interpretation-guide 

Something exciting or unexpected that you’d like to discuss further, our team of experts are 

looking forward to speaking with you: www.naturemetrics.com/contact 

http://www.naturemetrics.co.uk/report-interpretation-guide
http://www.naturemetrics.com/contact/
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REPORT 

 

Taxonomic Composition  
 

 This chart provides a view of the species detected in your samples and their taxonomic relationship, 

(names on the same branch are more similar than those on different branches). The chart is structured 

with the highest taxonomic rank at the centre (e.g., kingdom, phylum, class), moving through the ranks 

of order, family, genus, species as you move to the outer edge. Note that the centre and outer ranks will 

change depending on the test applied and the number of species detected. The legend in the bottom 

right of the chart indicates how to relate the colour in the branches to the number of species. The colour 

scale goes from grey - indicating very few species, to blue - indicating a lot of species. Abbreviations: 

“sp.” = species, “gen.” = genus, “fam.” = family, “ord.” = order “cls.” = class, “phy.” = phylum. 
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Taxonomic Resolution  

This table provides the number of OTUs detected and the percentage of OTUs identified to each 

taxonomic level.   

Number of OTUs Phylum Class Order Family Genus Species 

33 100% 100% 90.91% 78.79% 66.67% 48.48% 

Want to increase the number of species named to species level? If you have specimens of species you 
have identified, we can sequence the DNA and add the species to our reference databases. We will then 
be able to enhance the reference library and report if the species is detected. Please contact us about 
this service and we can send you our barcoding kits, but note that we only offer these kits for fish and 

amphibians. 

IUCN Red List Species 

These are the IUCN (International Union for Conservation of Nature) Red List species detected in your 

samples. These are detected species that are designated as one of the IUCN Red List Threatened 

Categories (Vulnerable, Endangered and Critically Endangered). An increase in the number of 
threatened species is generally associated with a positive trend in biodiversity or habitat 

condition. Note that both Target Species and Non-Target Species are listed in this section. 

No species designated Vulnerable, Endangered or Critically Endangered were detected in the samples. 

The Data Tables contain further information for all species, including their designations as Least 

Concern or Near Threatened status. 

Invasive Species 

These are Invasive species detected in your samples. These species are invasive according to the 

Global Register of Introduced and Invasive Species (GRIIS) in the country where sampling occurred. 

GRIIS is an IUCN Invasive Species Specialist Group initiative. The Convention on Biological Diversity 

defines an invasive species as one whose introduction and/or spread threatens biological diversity. An 
increase in the number of invasive species is generally associated with enhanced pressures at your site 
and reduced resilience of the native community. Please note: this label is only available for animals; 

and GRIIS lists marine species as invasive for a country, even if the species is known to be invasive in 
only one marine area bordering the country. Note that both Target Species and Non-Target Species 

are listed in this section. 

No invasive species were detected in the samples. 

 

Depending on completeness of reference databases for the region where you sampled, some OTUs 
may not match to a reference at species level. Global DNA reference databases contain millions of 

barcodes, but gaps remain, particularly in regions and taxonomic groups that are more diverse and 
less studied. Coverage is expected to improve over time and data tables can be updated to include 

new information at a future date. 
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Community Composition 

This chart lists the species found in each sample. A bubble means a species was detected in that 
sample. Note that where multiple OTUs were matched to the same species (or the same higher 
taxonomic level), the data has been summarised into a single row on the chart. The chart displays at 

species level, unless the number of species is too great to display clearly in the document. In this case, 

the chart displays at a higher taxonomic level and the full species level chart is provided as an appendix. 
Abbreviations: “sp.” = species, “gen.” = genus, “fam.” = family, “ord.” = order “cls.” = class, “phy.” = 
phylum. 

The size of the bubbles represents the proportion of DNA sequences within a sample. A larger bubble 
size can indicate a stronger eDNA signal. This signal may be linked to abundance of species in the 

environment but should be interpreted only as a coarse measure because the signal is also impacted 

by biological (e.g., biomass, life stage, activity, body condition), environmental (e.g., temperature, pH, 
salinity, conductivity), and technical factors (e.g., primer bias, PCR stochasticity). 

  



 

Nature Metrics Ltd 
www.naturemetrics.com   

5 

 

 
Looking for something more? 

We also offer comparative reporting. This includes statistical comparison of metrics and 
communities according to categories that you define. For instance, these might include waterbody, 

Site, Management Regime, or anything else that is a focus of your project. Please contact us for 
further details.  

 
 
 

END OF REPORT 

__________________________________________________________________________________ 

Contact: Customer Support Helpdesk 
 www.naturemetrics.com/contact 

 

https://naturemetrics.atlassian.net/servicedesk/customer/portal/14


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

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* 
• IUCN 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 do not contribute to calculation of metrics or charts in the main report. For IUCN Threat Status and Invasive 
status, Non-Targets are listed in the main report. 
• Number of samples in which the species occurs

* Only available for species named at the species level
^ 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. The available metrics are:

• Species Richness
• Evolutionary Diversity
• IUCN Threatened Species (Not applicable to: Bacteria)
• Invasive Species (Not applicable to: Bacteria, Soil Fungi, Marine Sediment Eukaryotes, Marine Aquatic Eukaryotes)
• Bacterial Functional Diversity (Applicable only to: Bacteria)
• Fungal Functional Diversity (Applicable only to: Soil Fungi)
• Fungal:Bacterial Ratio (Applicable only to: soil samples)
• Fish Food-Chain Integrity (Applicable only to: Fish (excl sharks & rays), Vertebrates, marine samples)
• Fish: Commercial Value (Applicable only to: Fish (excl sharks & rays), Vertebrates, marine samples)
• Fish: Prevalence of Sensitive Species (Applicable only to: Fish (excl sharks & rays), Vertebrates, marine samples)
• Marine Sediment Pollution Index (Applicable only to: Marine Sediment Invertebrates)



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 
• Client Label: The name you gave to your sample
• Sample Type: This will be either ‘Field sample’ or ‘Field blank’
• Volume Filtered (Applicable only to aquatic kits)
• Date Received – This is the date the sample was received at NM labs

Quality Control
• DNA Amplified (Yes/No): This shows if target DNA was amplified and sequenced 
• Passed Data QC (Yes/No): This shows if 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



 

 

 



Metrics by Sample Table

Sample ID Sample Type
Species Richness 
(number of OTUs)

Number of OTUs named 
at species level

Evolutionary Diversity

CWT-23-E-R4-001 Client sample 9 4 1.55
CWT23-E-E13-001 Client sample 4 1 0.67
CWT23-E-E32-001 Client sample 10 2 1.98
CWT23-E-E7-001 Client sample 13 5 2.75
CWT23-E-M1-001 Client sample 12 6 2.34
CWT23-E-M2-001 Client sample 12 4 2.26
CWT23-E-M3-001 Client sample 9 4 1.59
CWT23-E-W1-001 Client sample 8 2 1.67



Quality Control Table

Kit ID NMID Sample ID Sample Type Volume Filtered Date Received DNA Amplified Sequencing QC Target OTUs Detected % Target % Non-Target Reported Comment

MSC-01-00199 31706 CWT-23-E-R4-001 Client Sample NA 23/5/23 Yes Yes Yes 100 0 Yes Sample reported
MSC-01-00187 31700 CWT23-E-E13-001 Client Sample NA 23/5/23 Yes Yes Yes 100 0 Yes Sample reported
MSC-01-00189 31701 CWT23-E-E32-001 Client Sample NA 23/5/23 Yes Yes Yes 100 0 Yes Sample reported
MSC-01-00194 31702 CWT23-E-E7-001 Client Sample NA 23/5/23 Yes Yes Yes 100 0 Yes Sample reported
MSC-01-00190 31703 CWT23-E-M1-001 Client Sample NA 23/5/23 Yes Yes Yes 100 0 Yes Sample reported
MSC-01-00195 31704 CWT23-E-M2-001 Client Sample NA 23/5/23 Yes Yes Yes 100 0 Yes Sample reported
MSC-01-00193 31705 CWT23-E-M3-001 Client Sample NA 23/5/23 Yes Yes Yes 100 0 Yes Sample reported
MSC-01-00192 31707 CWT23-E-W1-001 Client Sample NA 23/5/23 Yes Yes Yes 100 0 Yes Sample reported
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Thank you for choosing NatureMetrics 

Your Nature Intelligence Partner 

Welcome to your report 

Marine sediment bacteria (16S gene): this provides a broad test for bacteria. It is used to identify whole 

bacterial communities and is well suited for detecting environmental changes. Generally, 
identifications are to family level or higher, with few being resolved to genus of species level. Bacterial 
communities will often show a stronger relationship to sediment physicochemical parameters than 

invertebrates, either from morphology or DNA-based analyses. 

Your report consists of: 

This document: Providing you with our world class insights and metrics. 

Data Tables: Accompanying spreadsheet with results at the individual sample level: species detected, 

metrics and quality control: NM- NBS481.SO01574.Bacteria.Results.xlsx 

• Data Description 

• Species Data Table: Percentages 

• Species Data Table: Read Counts  

• Metrics by Sample Table 

• Quality Control Table  

Throughout the report you’ll see reference to ‘OTU’. This stands for Operational Taxonomic Unit; an 

OTU is broadly equivalent to a species in most cases. 

Executive Summary 

Field Samples submitted: 

Field Samples reported: 

Field Blanks submitted: 

Species Richness: 

Average Species Richness per sample: 

Total number of IUCN Red List Species: 

Total number of Invasive Species:  

8  

8 

0 

413 

300 

0 

0 

Reported samples are those that passed Quality Control and are included  

in the Species Data Table 

Please be careful when sharing this report, it contains biodiversity information that may be sensitive, 
particularly with respect to endangered or protected species. Please share responsibly.  
If the report is shared, we kindly ask that the report is shared in its entirety - to limit the possibility of 

any information being taken out of context.  

New to our reports? Our Report Interpretation Guide is here to help:   

www.naturemetrics.co.uk/report-interpretation-guide 

Something exciting or unexpected that you’d like to discuss further, our team of experts are 
looking forward to speaking with you: www.naturemetrics.com/contact 

http://www.naturemetrics.co.uk/report-interpretation-guide
http://www.naturemetrics.com/contact/
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REPORT 

 

Taxonomic Composition  
 

 This chart provides a view of the species detected in your samples and their taxonomic relationship, 

(names on the same branch are more similar than those on different branches). The chart is structured 

with the highest taxonomic rank at the centre (e.g., kingdom, phylum, class), moving through the ranks 

of order, family, genus, species as you move to the outer edge. Note that the centre and outer ranks will 

change depending on the test applied and the number of species detected. The legend in the bottom 

right of the chart indicates how to relate the colour in the branches to the number of species. The colour 

scale goes from grey - indicating very few species, to blue - indicating a lot of species. Abbreviations: 

“sp.” = species, “gen.” = genus, “fam.” = family, “ord.” = order “cls.” = class, “phy.” = phylum. 
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Taxonomic Resolution  

This table provides the number of OTUs detected and the percentage of OTUs identified to each 

taxonomic level.   

Number of OTUs Phylum Class Order Family Genus Species 

413 85.47% 67.31% 38.98% 25.91% 5.08% 0.48% 

Want to increase the number of species named to species level? If you have specimens of species you 
have identified, we can sequence the DNA and add the species to our reference databases. We will then 
be able to enhance the reference library and report if the species is detected. Please contact us about 
this service and we can send you our barcoding kits, but note that we only offer these kits for fish and 

amphibians. 

IUCN Red List Species 

These are the IUCN (International Union for Conservation of Nature) Red List species detected in your 

samples. These are detected species that are designated as one of the IUCN Red List Threatened 

Categories (Vulnerable, Endangered and Critically Endangered). An increase in the number of 
threatened species is generally associated with a positive trend in biodiversity or habitat 

condition. Note that both Target Species and Non-Target Species are listed in this section. 

No species designated Vulnerable, Endangered or Critically Endangered were detected in the samples. 

The Data Tables contain further information for all species, including their designations as Least 

Concern or Near Threatened status. 

Invasive Species 

These are Invasive species detected in your samples. These species are invasive according to the 

Global Register of Introduced and Invasive Species (GRIIS) in the country where sampling occurred. 

GRIIS is an IUCN Invasive Species Specialist Group initiative. The Convention on Biological Diversity 

defines an invasive species as one whose introduction and/or spread threatens biological diversity. An 
increase in the number of invasive species is generally associated with enhanced pressures at your site 
and reduced resilience of the native community. Please note: this label is only available for animals; 

and GRIIS lists marine species as invasive for a country, even if the species is known to be invasive in 
only one marine area bordering the country. Note that both Target Species and Non-Target Species 

are listed in this section. 

No invasive species were detected in the samples. 

 

Depending on completeness of reference databases for the region where you sampled, some OTUs 
may not match to a reference at species level. Global DNA reference databases contain millions of 

barcodes, but gaps remain, particularly in regions and taxonomic groups that are more diverse and 
less studied. Coverage is expected to improve over time and data tables can be updated to include 

new information at a future date. 
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Community Composition 

This chart lists the species found in each sample. A bubble means a species was detected in that 
sample. Note that where multiple OTUs were matched to the same species (or the same higher 
taxonomic level), the data has been summarised into a single row on the chart. The chart displays at 

species level, unless the number of species is too great to display clearly in the document. In this case, 

the chart displays at a higher taxonomic level and the full species level chart is provided as an appendix. 
Abbreviations: “sp.” = species, “gen.” = genus, “fam.” = family, “ord.” = order “cls.” = class, “phy.” = 
phylum. 

The size of the bubbles represents the proportion of DNA sequences within a sample. A larger bubble 
size can indicate a stronger eDNA signal. This signal may be linked to abundance of species in the 

environment but should be interpreted only as a coarse measure because the signal is also impacted 

by biological (e.g., biomass, life stage, activity, body condition), environmental (e.g., temperature, pH, 
salinity, conductivity), and technical factors (e.g., primer bias, PCR stochasticity). 

 

Chart attached separately. 

 

 

 

 

 

 

 

 

Looking for something more? 

We also offer comparative reporting. This includes statistical comparison of metrics and 

communities according to categories that you define. For instance, these might include waterbody, 
Site, Management Regime, or anything else that is a focus of your project. Please contact us for 

further details.  
 

 
 
END OF REPORT 

__________________________________________________________________________________ 
Contact: Customer Support Helpdesk 
 www.naturemetrics.com/contact 

 

https://naturemetrics.atlassian.net/servicedesk/customer/portal/14




Species Data Table Percentages

NMSeqID Sequence Kingdom Phylum Class Order Family Genus Species Common Name
IUCN Threat 

Status
Target Status Invasive Comments

Number of samples in 
which OTU occurs

CWT-23-E-R4-
001

CWT23-E-E13-
001

CWT23-E-E32-
001

CWT23-E-E7-
001

CWT23-E-M1-
001

CWT23-E-M2-
001

CWT23-E-M3-
001

CWT23-E-W1-
001

IM-4GQ40T AACCAGCACCTCAAGTGGTCAGGATGATTATTGGGCCTAAAGCATCCGTAGCCTGTTCTGAAAGTTTCCGGTTAAATCCATTAACTCAACTAATGGGCTGCCGAAAATACTGCAGAACTAGGGAGTGGGAGAGGTAGACGGTACTCGGTAGGAAGGGGTAAAATCCTTTGATCTATTGATGACCACCTGTGGCGAAGGCGGTCTACCAGAACACGTTCGACGGTGAGGGATGAAAGCTGGGGGAGCAAACCGGArchaea Thermoproteota Nitrososphaeria Nitrososphaerales Nitrosopumilaceae Non-Target 4 0.12 0.07 0.06 0.04 - - - -
IM-3A72TW AACCAGCACCTCAAGTGGTCAGGATGATTATTGGGCCTAAAGCATCCGTAGCCGGCTCTGTAAGTTTTCGGTTAAATCTGTATGCTCAACATACAGGCTGCCGGGAATACTGCAGAGCTAGGGAGTGGGAGAGGTAGACGGTACTCGGTAGGAAGGGGTAAAATCCTTTGATCTATTGATGACCACCTGTGGCGAAGGCGGTCTACCAGAACACGTCCGACGGTGAGGGATGAAAGCTGGGGGAGCAAACCGGArchaea Thermoproteota Nitrososphaeria Nitrososphaerales Nitrosopumilaceae Nitrosopumilus Nitrosopumilus maritimus Not found Non-Target 8 1.39 0.69 1.54 1.15 0.43 0.57 0.39 0.28
IM-33X7BG TACGGAGGGTGCAAGCGTTGTTCGGAATTATTGGGCGTAAAGAGCGTGTAGGCGGTTCGGTAAGTCAGATGTGAAAGCCCTGGGCTCAACCCAGGAAGTGCATTTGAAACTACCAGACTTGAGTACGGGAGAGGAGGGGGGAATTCCCGGTGTAGAGGTGAAATTCGTAGATATCGGGAGGAATACCAGTGGCGAAGGCGCCCCTCTGGACCGATACTGACGCTGAGACGCGAAAGCGTGGGGAGCAAACAGGBacteria Target 8 3.25 3.23 1.88 2.93 3.24 3.00 3.37 3.19
IM-X660EN TACGGAGGGTGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTCTGTTATGTCAGGTGTGAAAGTCCATGGCTCAACCATGGAAGTGCATTTGAAACTGACAGACTTGAGTACTGGAGGGGGTGGTGGAATTCCCGGTGTAGAGGTGAAATTCGTAGATATCGGGAGGAATACCGGTGGCGAAGGCGACCACCTGGCCAGATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Target 8 0.88 1.39 1.05 1.26 2.38 1.69 1.48 1.92
IM-2XW61K TACGGAGGGTGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGCTATATAAGTCAGGTGTGAAAGTCCACGGCTCAACCGTGGAAGTGCATTTGAAACTGTGTAGCTTGAGTACTGGAGGGGGTAGTGGAATTCCCGGTGTAGAGGTGAAATTCGTAGATATCGGGAGGAATACCGGTGGCGAAGGCGACTACCTGGCCAGATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Target 8 1.44 2.49 1.63 2.23 3.28 2.23 1.93 3.11
IM-4LA1C6 TACAGAGGGTGCGAACGTTGCTCGGATTTACTGGGCGTAAAGCGCGTGTAGGCGGACTCGCAAGTCGGTTGTGAAATCCCTGGGCTTAACCTAGGAACTGCATCCGAAACTGCTTGTCTTGAGTAATGGAGAGGGTGGCGGAATTCCCGGTGTAGAGGTGAAATTCGTAGATATCGGGAGGAACATCAGTGGCGAAGGCGGCCACCTGGACATTTACTGACGCTGAGACGCGAAAGCGTGGGGAGCAAACAGGBacteria Target 8 10.77 8.71 10.97 14.82 11.62 12.04 11.52 9.46
IM-47M9AL TACGAAGGTGGCGAGCGTTGTTCGGATTTACTGGGCGTAAAGAGCACGTAGGCGGTTGGGTAAGCCTCTTGGGAAATCTCCCGGCTTAACCGGGAAAGGTCGAGGGGAACTACTCAGCTAGAGGACGGGAGAGGAGCGCGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAAGAAGGCCGGTGGCGAAGGCGGCGCTCTGGAACGTACCTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Target 8 1.10 1.05 1.16 0.93 0.62 0.66 0.74 0.43
IM-54Y4FX TACGGAGGGTGCAAACGTTGTTCGGAATTATTGGGCGTAAAGAGCATGTAGGCGGTCTGTCAAGTCTGATGTGAAAGCCCGGGGCTCAACCCCGGAAGTGCATTGGAAACTGGCAGACTTGAGTACGGGAGAGGAAAGTGGAATTTCGAGTGTAGGGGTGAAATCCGTAGATATTCGAAGGAACACCAGTGGCGAAGGCGGCTTTCTGGACCGATACTGACGCTGAGATGCGAAAGCGTGGGGAGCAAACAGGBacteria Target 8 0.82 0.74 0.37 0.53 0.47 0.69 0.27 0.22
IM-23FB7H TACGTATGTCGCAAGCGTTATCCGGAATTATTGGGCGTAAAGCGCGTCTAGGCGGTCTTTTAAGTCCGATGTTAAAATGCGGGGCTCAACTCCGTATTGCGTTGGAAACTGGAAGACTAGAGTATCAGAGAGGTGGGCGGAACTACAAGTGTAGAGGTGAAATTCGTAGATATTTGTAGGAATGCCGATTGGGAAGCCAGCTCACTGGATGAATACTGACGCTAAAGCGCGAAAGCGTGGGGAGCAAACGGGBacteria Target 4 - - 0.68 - 0.15 - 0.14 0.10
IM-A0H1R3 TACGGAGGGTGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGCTTTTTAAGTCAGATGTGAAAGTCCATGGCTCAACCATGGAAGTGCATTTGAAACTGGGGAGCTTGAGTACTGGAGGGGGTAGTGGAATTCCCGGTGTAGAGGTGAAATTCGTAGAGATCGGGAGGAATACCGGTGGCGAAGGCGACTACCTGGCCAGATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Target 8 0.25 0.24 0.55 0.47 0.52 0.33 0.57 0.59
IM-2A20BT TACGTAGGGAGCAAGCGTTGTTCGGAATCATTGGGCGTAAAGAGCGCGTAGGTGGTTTGATAAGTCTGGTGTGAAAGCCCAGAGCTCAACTCTGGAACTGCATCAGAAACTGCCAAACTTGAGTGTGGGAGAGGAGAGTGGAATTCCCAGTGTAGAGGTGAAATTCGTAGATATTGGGAGGAACACCGGTGGCGAAGGCGGCTCTCTGGACCACAACTGACACTGAGGCGCGAAAGCTAGGGGAGCGAACGGGBacteria Target 8 0.32 0.44 0.42 0.51 0.72 0.56 0.69 0.72
IM-O11Y9J TACGGAGGGTGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGTGTAGGCGGTTAGGCAAGTCAGGTGTGAAATCCCTTGGCTCAACCAAGGAAGTGCGCTTGAAACTGCTTAACTAGAGTACAGGAGGGGAAAGTGGAATTCCCAGTGTAGAGGTGAAATTCATAGATATTGGGAGGAACACCGGTAGCGAAGGCGGCTTTCTGGCCTGATACTGACGCTGAGACGCGAAAGCGTGGGGAGCAAACAGGBacteria Target 8 0.43 0.33 0.56 0.63 0.82 0.73 0.84 0.72
IM-3N3K8V TACGGGGGGTGCGAGCGTTATTCGGAATTACTGGGCGTAAAGAGCGCGTAGGCGGTCTTTTAAGTCAGGTGTGAAAGCCCGGGGCTCAACCCCGGAAGTGCACTTGAAACTAAGAGACTTGAGTATGGGAGAGGGAAGTGGAATTCCTGGTGTAGCGGTGAAATGCGTAGATATCAGGAGGAACATCGGTGGCGAAGGCGACTTCCTGGACCAATACTGACGCTGAGGCGCGAAGGCGTGGGGAGCAAACAGGBacteria Target 8 0.66 0.85 0.72 0.53 0.38 0.37 0.37 0.27
IM-4W3ZQ3 TACGGAGGGGGCTAGCGTTATTCGGAATTATTGGGCGTAAAGGGCACGTAGGCGGCTTGGCAAGTCAAAGGTGAAATCCCTCGGCTCAACCGAGGAACTGCCTTTGAAACTGCCTCGCTAGAGGCTGGGAGGGGGTAGCGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCTACCTGGACCAGTTCTGACGCTGATGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Target 8 0.15 0.29 0.17 0.26 0.31 0.25 0.27 0.39
IM-Y24B6Q TACGGAGGGGGCAAGCGTTGTTCGGAATCACTGGGCGTAAAGGGTCCGTAGGCGGCCGCATAAGTCCCGGGTGAAAGCCCTGGGCTCAACTCAGGAATTGCCCTGGAAACTGTGCGGCTAGAGTTCGGTAGAGGGAGACGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACATCTGTGGCGAAGGCGGTCTCCTGGGCCGATACTGACGCTGAGGGACGAAAGCGTGGGGAGCAAACAGGBacteria Target 8 0.26 0.29 0.25 0.34 0.54 0.34 0.46 0.40
IM-F8J2B2 TACGGAGGGTGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCGCGTAGGTGGTTTGTTATGTCAGATGTGAAAGTCCACGGCTCAACCGTGGAAGTGCATTTGAAACTGGCAGACTTGAGTACTGGAGGGGGTAGTGGAATTCCCGGTGTAGAGGTGAAATTCGTAGATATCGGGAGGAATACCGGTGGCGAAGGCGACTACCTGGCCAGATACTGACACTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Target 8 0.30 0.23 0.30 0.38 0.41 0.36 0.34 0.32
IM-UV51Y8 TACGGGGGGGGCTAACGTTGTTCGGAATCACTGGGCGTAAAGGGTCCGTAGGCGGCCCCATAAGTCGGAGGTGAAAGCCCTAGGCTTAACCTAGGAATTGCCTTCGAAACTGTAGGGCTAGAGTCCGGTAGAGGGAGACGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACACCTGTGGCGAAGGCGGTCTCCTGGGCCGGTACTGACGCTGAGGGACGAAAGCGTGGGGAGCAAACAGGBacteria Target 8 0.16 0.22 0.32 0.26 0.15 0.17 0.18 0.09
IM-35BCB8 TACGGAGGGTGCAAGCGTTACTCGGAATCACTGGGCGTAAAGCGCGCGCAGGCGGCCTTTTAAGTTGGATGTGAAAGCCTACGGCTCAACCGTAGAACTGCATCCAAAACTATCAGGCTAGAGTGTGGGAGAGGAAGATGGAATTAGTTGTGTAGGGGTAAAATCCGTAGAGATAACTAGGAATACCAAAAGCGAAGGCAATCTTCTGGAACATTACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGGBacteria Target 8 0.06 0.06 0.08 0.07 0.19 0.06 0.09 0.14
IM-02LH2V TACGGGGGGGGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGACGGGACAGTCTCTCGTGAAATCCCACGGCTCAACCGTGGAATTGCGGGAGATACTACTCGTCTTGAGTTCGGGAGAGGAGTGTGGAATTCCCAGTGTAGCGGTGAAATGCGTAGATATTGGGAGGAACACCGGTGGCGAAGGCGGCACTCTGGACCGATACTGACGCTGAGGCGCGAAAGCTAGGGGAGCAAACGGGBacteria Target 8 0.12 0.30 0.27 0.17 0.20 0.21 0.27 0.25
IM-LHE675 TACGGAGGGTGCGAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGCTTGATAAGTCAGATGTGAAAGTCCATGGCTCAACTGTGGAAGTGCATTTGAAACTGTCTGGCTTGAGTATTGGAGGGGAAAGTGGAATTCCCGGTGTAGAGGTGAAATTCGTAGAGATCGGGAGGAACACCTGTGGCGAAGGCGACTTTCTGGACAAATACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGGBacteria Target 8 0.23 0.15 0.19 0.18 0.07 0.12 0.08 0.05
IM-1CF2T4 TACGGATGGTGCGAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGCCTGCCAAGTCAGATGTGAAAGCCCACGGCTCAACCGTGGAAGTGCATCTGAAACTGGTAGGCTTGAGTACTGGAGAGGAAAGTGGAATTCCTGGTGTAGAGGTGAAATTCGTAGATATCAGGAGGAATACCGGTGGCGAAGGCGACTTTCTGGACAGATACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGGBacteria Target 7 0.20 0.15 0.15 0.12 0.06 0.10 0.08 -
IM-82LK0X TACGGAGGGTGCGAGCGTTGTCCGGAATCACTGGGCGTAAAGGGCGCGTAGGCGGCGCAGTAAGTAGGGGGTGAAATCTCACGGCTCAACCGTGAAACGGCCTCCTAAACTGCTGTGCTTGAGCACGGTAGAGGCAGATGGAATTCCCGGTGTAGCGGTGGAATGCGTAGATATCGGGAAGAACACCAGTGGCGAAGGCGGTCTGCTGGGCCGTTGCTGACGCTGAGGCGCGACAGCGTGGGGAGCAAACAGGBacteria Target 8 0.13 0.11 0.16 0.11 0.07 0.11 0.10 0.08
IM-Q27Y6O TACGGAGGGTGCAAGCGTTGTTCGGAATTATTGGGCGTAAAGCGGGTGTAGGCGGCTTTGCAAGTCAGATGTGAAATCCCTGGGCCCAACCCAGGAACTGCATTTGATACTGCATCGCTAGAGTCCCGGAGAGGATGGCGGAATTCCAGGTGTAGAGGTGAAATTCGTAGATATCTGGAGGAACACCAGTGGCGAAGGCGGCCATCTGGACGGTGACTGACGCTCAGACCCGAAAGCGTGGGGAGCAAACAGGBacteria Target 7 0.15 0.21 0.13 0.13 0.09 0.08 0.06 -
IM-BMJ818 TACGGAGGGTGCAAGCGTTGTTCGGAATTATTGGGCGTAAAGAGCATGTAGGCGGTCTGTTAAGTCTGGTGTGAAAGCCCGGGGCTCAACCCCGGAAGTGCATTGGATACTGGCAGACTTGAGTATGGGAGAGGAAGGCGGAATTCCGAGTGTAGGAGTGAAATCCGTAGATATTCGGAGGAACACCAGTGGCGAAGGCGGCCTTCTGGACCAATACTGACGCTGAGATGCGAAAGCGTGGGGAGCGAACAGGBacteria Target 4 0.10 0.13 - 0.06 - 0.09 - -
IM-K68NC4 TACGGAGGGTGCAAGCGTTGTTCGGAATTATTGGGCGTAAAGCGCGTGTAGGTGGCTTGGAAAGTTGGGTGTGAAAGCCCGGGGCCCAACCCCGGAATTGCACTCAAAACTTCCTCGCTGGAGTCTCGGAGAGGAAAGCGGAATTCCCGGTGTAGAGGTGAAATTCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCTTTCTGGACGATGACTGACACTGAGACGCGAAAGCGTGGGGAGCAAACAGGBacteria Target 8 0.18 0.28 0.19 0.20 0.15 0.24 0.18 0.16
IM-869WET TACGGAGGGTCCGAGCGTTATCCGGAATCATTGGGTTTAAAGGGTCCGTAGGCGGGCTTCTAAGTCAGTGGTGAAATCTTACAGCTCAACTGTAAAATTGCCATTGATACTGGAGGTCTTGAATTAGTGTGAAGTGGTTAGAATGTGTAGTGTAGCGGTGAAATGCATAGATATTACACAGAATACCAATTGCGAAGGCAGATCACTAACACTATATTGACGCTGAGGGACGAAAGCGTGGGGAGCGAACAGGBacteria Target 7 0.08 - 0.09 0.07 0.07 0.08 0.08 0.05
IM-4V8DQ9 TACGGAGGGTGCAAGCGTTGTTCGGAATTATTGGGCGTAAAGAGCATGTAGGCGGCTCGCCAAGTCTGATGTGAAAGCCCTGGGCTCAACCCAGGAAGTGCATTGGAAACTGGCGAACTTGAGTACGGGAGAGGAAAGTGGAATTTCGAGTGTAGGGGTGAAATCCGTAGATATTCGAAGGAACACCAGTGGCGAAGGCGGCTTTCTGGACCGATACTGACGCTGAGATGCGAAAGCGTGGGGAGCAAACAGGBacteria Target 8 0.19 0.09 0.12 0.11 0.07 0.13 0.08 0.05
IM-9P10KY CACGGAGGGGGCGAGCGTTATTCGGAATTATTGGGCGTAAAGGGCAGGTAGGCGGCCTAGTATGTCCTTTGTGAAATCCCTCGGCTCAACCGAGGAATTGCAGGGGAAACTGCGAGGCTTGAGTCCGGGAGAGGGGAGCGGAATTCCCAGTGTAGCGGTGAAATGCGTAGATATTGGGAGGAACACCAGTGGCGAAGGCGGCTCCCTGGACCGGTACTGACGCTCAGCTGCGAAAGCCAGGGGAGCGAACGGGBacteria Target There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.7 - 0.11 0.07 0.06 0.08 0.08 0.09 0.13
IM-7TI5X6 TACGGAGGGTGCAAGCGTTGTTCGGAATCACTGGGCGTAAAGGGAGCGCAGGCGGTTTGTCAAGTCAGATGTGAAAGCCCACGGCTCAACCGTGGAAGTGCATTTGAAACTGGCAGACTTGAGTATCAGAGGGGAAAGTGGAATTCCCGGTGTAGAGGTGAAATTCGTAGATATCGGGAGGAATACCGGTGGCGAAGGCGACTTTCTGGCTGAATACTGACGCTGAGGCTCGAAAGCGTGGGGAGCAAACAGGBacteria Target 8 0.08 0.07 0.07 0.09 0.09 0.08 0.06 0.06
IM-1TZ3SQ TACGAAAGGTGCAAGCGTTGTTCGGAATCATTGGGCGTAAAGCGCACGTAGGCGGGGTCGTATGTCGATTGTGAAAGCCCAGGGCTCAACCTTGGAATTGCAGTCGAAACTGCGACTCTTGAATACTTGAGAGGGTGGGGGAATTCCTGGTGGAGCAGTGAAATGCGTAGATATCAGGAGGAACATCGGTGGCGAAGGCGCCTACCTGGCAGTGTATTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Target 6 0.05 0.07 - 0.05 - 0.11 0.06 0.06
IM-4Y8W5T TACGGAGGGTGCAAGCGTTGTTCGGAATCATTGGGCGTAAAGCGCGCGTAGGCGGCTTGGCAAGTCGAGTGTGAAATCCCGGGGCTCAACCCCGGAACTGCACCCGAAACTGCCAGGCTAGAGTCCCGGAGGGGGTGGCGGAATTTCCGGTGTAGAGGTGAAATTCGTAGATATCGGAAGGAACACCAGTGGCGAAGGCGGCCACCTGGACGGTGACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Target 8 0.05 0.15 0.06 0.07 0.07 0.07 0.11 0.09
IM-5O96IV TACGGAGGGTGCAAGCGTTGTTCGGAATCATTGGGCGTAAAGCGCGCGTAGGCGGCTTGGTAAGTCGGATGTGAAATCCCGGGGCCCAACCCCGGAACTGCATTCGATACTGCCTCGCTAGAGTCCCGGAGAGGAAGGCAGAATTCCCGGTGTAGAGGTGAAATTCGTAGATATCGGGAGGAATACCAGTGGCGAAGGCGGCCTTCTGGACGGTGACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Target 8 0.14 0.27 0.13 0.11 0.10 0.09 0.15 0.07
IM-PFP1M0 TACGGAGGGCGCAAGCGTTGTTCGGAATCACTGGGCGTAAAGCGCGTGTAGGCGGCTCAGCAAGTTGGTTGTGAAATCCCGGGGCTCAACCCCGGAACTGCAACCAAAACTGCTGAGCTTGAGTCTCGGAGAGGGTGGCGGAATTTCCGGTGTAGAGGTGAAATTCGTAGATATCGGAAGGAACACCAGTGGCGAAGGCGGCCACCTGGACGATGACTGACGCTGAGACGCGAAAGCGTGGGTAGCAAACAGGBacteria Target 6 0.06 - 0.08 0.08 - 0.05 0.07 0.07
IM-OQ634T TACGGAGGGTACGAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCGTGTAGGCGGCCGTACAAGTCGGGTGTGAAATCCCGGGGCTCAACCCCGGAACTGCACCCGAAACTGTATGGCTAGAGTCCCGGAGGGGGTGGCGGAATTTCCGGTGTAGAGGTGAAATTCGTAGATATCGGAAGGAACACCAGTGGCGAAGGCGGCCACCTGGACGGTGACTGACGCTGAGACGCGAAAGCGTGGGGAGCAAACAGGBacteria Target 8 0.05 0.07 0.05 0.07 0.04 0.07 0.06 0.06
IM-XUT060 TACGGAGGGGGCCAGCGTTGTTCGGAATTATTGGGCGTAAAGGGCGCGCAGGCGGCCAGGCCAGTCGGAGGTGAAATCCCTCAGCTTAACTGAGGAACTGCCTCCGATACTGCATGGCTTGAGTCCCGGAGAGGGTAGCGGAATTCCTAGTGTAGCGGTGAAATGCGTAGATATTAGGAGGAACACCAGTGGCGAAGGCGGCTACCTGGACGGGTACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGGBacteria Target 8 0.12 0.11 0.11 0.13 0.11 0.12 0.14 0.12
IM-0KA16Q TACGTAGGGACCAAGCGTTATCCGGAATTATTGGGCGTAAAGGGTGCGTAGGCGGCCATATAAGTCTAAGTTAAAATCCCACAGCTTAACTGTGGAAGGTGCTTAGAAACTGTATGGCTTGAATTCAGAAGAGGCAAGTGGAATTCTATGTGGAGCGGTGGAATGCGTAGATATATGGAGGAACACCAGTGGCGAAGGCGGCTTGCTGGGCTGATATTGACGCTGATGCACGAAAGCGTGGGGAGCAAACAGGBacteria Target 3 0.05 - - - 0.12 - 0.04 -
IM-6HO1U8 TACGGAGGGTGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCGTGTAGGCGGCCTTTTAAGTCTGATGTGAAAGCCCGAGGCTCACCCTCGGAAGTGCATTGGATACTGGGAGGCTGGAGTACCGGAGAGGAGGGTGGAATTCCTGGTGTAGCGGTGAAATGCGTAGATATCAGGAGGAACACCAGTGGCGAAGGCGGCCCTCTGGACGGATACTGACGCTGAGACGCGACAGCGTGGGGAGCAAACAGGBacteria Target 7 0.07 - 0.07 0.08 0.08 0.10 0.07 0.05
IM-W32JS9 TACGGAGGGTGCAAGCGTTGTTCGGAATCACTGGGCGTAAAGCGCGTGTAGGCGGCCTTTTAAGTCAGATGTGAAAGCCCTCGGCTCAACCAAGGAACTGCATCTGAAACTATCAGGCTTGAGTACGGGAGAGGAGAGTGGAATTCCCGGTGTAGAGGTGAAATTCGTAGATATCGGGAAGAACACCGGTGGCGAAGGCGGCTCTCTGGACCGATACTGACGCTGAGACGCGAAAGCGTGGGGAGCAAACAGGBacteria Target 7 0.09 - 0.05 0.07 0.10 0.09 0.09 0.06
IM-79AO9I TACGGAGGGCGCAAGCGTTGTTCGGAATCATTGGGCGTAAAGCGCGTGTAGGCGGCTTGGTAAGTCGGACGTGAAAGCCCGGGGCTCAACCCCGGAACTGCGCTCGAAACTGCCTCGCTAGAGTCCCGGAGAGGAGGGCGGAATTCCCGGTGTAGAGGTGAAATTCGTAGATATCGGGAGGAACACCAGCGGCGAAGGCGGCCCTCTGGACGGTGACTGACGCTCAGACGCGAAAGCGTGGGGAGCAAACAGGBacteria Target 3 0.09 0.12 0.05 - - - - -
IM-W94W3B TACGTAGGGAGCGAGCGTTATCCGGAATTATTGGGCGTAAAGAGTGCGTAGGCGGTTTACTAAGTCTGATGTGAAAGCCCCCGGCTTAACCGGGGAGGGTCATTGGAAACTGGTAGACTTGAGTACAGTAGAGGCAAGTGGAATTCCATGTGTAGCGGTAAAATGCGTAGATATATGGAGGAACACCAGTGGCGAAGGCGGCTTGCTGGGCTGGAACTGACGCTGAGGCACGAAAGCGTGGGGAGCAAACAGGBacteria Target 5 - 0.05 - - 0.08 0.09 0.09 0.06
IM-4G6LF7 GACGGAGGGCGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGGGCAGGCGGTCTGTTAAGTCTTTTGTGAAAATCCGGGGCTCAACCCCGTGAAACGCAGAAGATACTGGCAGACTTGAGACCAGTAGAGGCTAGCGGAATTCCTGGTGTAGCGGTGGAATGCGTAGATATCAGGAAGAACACCTGTGGCGAAGGCGGCTAGCTGGGCTGGATCTGACGCTCATCCGCGAAAGCGTGGGGAGCAAACAGGBacteria Target 4 0.05 - - 0.05 - 0.05 - 0.06
IM-55JZ7A TACGTAGGGAGCAAGCGTTGTTCGGAATTATTGGGCGTAAAGAGCGCGTAGGCGGCATGGCAAGTCCGATGTGAAATCCCAGAGCTTAACTTTGGAACTGCGTCGGAAACTGCCAAGCTAGAGTGTGGGAGAGGAGAGTGGAATTCCCAGTGTAGAGGTGAAATTCGTAGATATTGGGAGGAACACCGGTGGCGAAGGCGGCTCTCTGGACCACAACTGACGCTGAGGCGCGAAAGCTAGGGGAGCAAACGGGBacteria Target 1 - - - - 0.05 - - -
IM-N2P67D TACGAAGGGTGCAAGCGTTGTTCGGATTTATTGGGCGTAAAGCGCGCGCAGGCGGATAATCAAGTCAGATGTGAAATCTCGGGGCTCAACCTCGAAACTGCGTCTGAAACTGTTTATCTAGAGTCTTGGAGAGGGAGGTGGAATTTCGCATGTAGGGGTAAAATCCGTAGAGATGCGAAGGAACATCGGAGGCGAAGGCGACCTCCTGGACAAGTACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGGBacteria Target 3 0.06 - 0.06 0.05 - - - -
IM-U71A8M TACGGAGGGTGCAAGCGTTGTTCGGAATCACTGGGCGTAAAGGGCGCGTAGGCGGCTTGACTAGTCAGATGTGAAAGCCCACGGCTTAACCGTGGAAGTGCATTTGAAACTGTCAGGCTTGAGTATCAGAGGGGAAAGTGGAATTCCCGGTGTAGAGGTGAAATTCGTAGATATCGGGAGGAATACCGGTGGCGAAGGCGACTTTCTGGCTGAATACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGGBacteria Target 7 0.05 0.07 0.05 0.04 0.08 - 0.09 0.09
IM-P8L98B AACGTAGGAACCGAGCGTTATCCGAATTTACTGGGCGTAAAGCGCGTGTAGGCGGTTCGGTAAGTTGGATGTGAAAGCTCCCGGCTCAACTGGGAGAGGACGTTCAATACTGTCGGACTAGAGGGCAGCAGAGGGAGGTGGAATTCCCGGTGTAGTGGTGAAATGCGTAGATATCGGGAGGAACACCAGAGGCGAAGGCGGCCTCCTGGGCTGCACCTGACGCTCAGACGCGAAAGCTAGGGTAGCAAACGGGBacteria Target 6 - 0.07 - 0.06 0.09 0.07 0.07 0.07
IM-8EX59B TACGGGGGGAGCAAGCGTTGTCCGGAATTACTGGGCGTAAAGGGCGTGTAGGCGGTTTAATAAGTCAGATGTTAAAGCCCCCGGCTTAACCGGGGATAGTCATTTGAAACTGTTAGGCTTGAGTGCGAGAGAGGGTAGTGGAATTCCCAGTGTAGCGGTGAAATGCGTAGATATTGGGAAGAACACCAGTAGCGAAGGCGGCTACCTGGCTCGCAACTGACGCTAAGGCGCGAAAGCGTGGGGAGCAAACAGGBacteria Target 8 0.17 0.08 0.06 0.12 0.15 0.12 0.14 0.11
IM-R27W9I TACGGAGGGTGCAAGCGTTGTTCGGAATTATTGGGCGTAAAGCGGGTGTAGGCGGTGAGGCAAGTCGAATGTGAAATCCCTGGGCCCAACCCAGGAACTGCATCCGAAACTGCCTCGCTAGAGTCTCGGAGAGGGTGGCGGAATTCCCGGTGTAGAGGTGAAATTCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCCACCTGGACGATGACTGACGCTCAGACCCGAAAGCGTGGGGAGCAAACAGGBacteria Target 5 0.09 0.06 0.05 0.06 - - 0.04 -
IM-6WNY71 TACGGAGGGTGCGAGCGTTGTTCGGAATTATTGGGCGTAAAGAGCGTGTAGGCGGTTTGGTAAGTCAGATGTGAAAGCCCTGGGCTCAACCCAGGAAGTGCATTTGATACTGCCTTCCTTGAGTATGGGAGAGGAGAGTGGAATTCCCAGTGTAGAGGTGAAATTCGTAGATATTGGGAAGAACACCCGTGGCGAAGGCGACTCTCTGGACCAATACTGACGCTGAGACGCGAAAGCGTGGGGAGCAAACAGGBacteria Target 7 0.12 0.05 0.05 0.08 0.05 0.04 0.04 -
IM-P47W8W TACGGAGGGTGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGAGCGTGTAGGCGGTTTGGCAAGTCAGATGTGAAAGCCCTGGGCTCAACCCAGGAAGTGCATTTGAAACTGCCATTCTAGAGTATGGGAGAGGAGAGTGGAATTCCCAGTGTAGAGGTGAAATTCGTAGATATTGGGAGGAACACCCGTGGCGAAGGCGACTCTCTGGACCAATACTGACGCTGAGACGCGAAAGCGTGGGGAGCAAACAGGBacteria Target 8 0.15 0.07 0.06 0.07 0.06 0.08 0.08 0.06
IM-OP8E5R TACGGAGGGTGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCGTGTAGGTGGCCTGGCAAGTCGGGTGTGAAAGCCCGGGGCTCAACCCCGGAACTGCATCCGAAACTGCCTGGCTAGAGTCCCGGAGAGGAAGGCAGAATTCCCAGTGTAGGGGTGAAATCCGTAGATATTGGGAGGAATACCAGTGGCGAAGGCGGCCTTCTGGACGGTGACTGACACTCAGACGCGAAAGCGTGGGGAGCAAACAGGBacteria Target 1 - 0.06 - - - - - -
IM-E76LM3 TACGGAGGGTGCAAGCGTTGTTCGGAATTATTGGGCGTAAAGCGCGTGTAGGCGGCCAGGAAAGTCGGGTGTGAAATCCCGGGGCTCAACCCCGGAACTGCTCTCGAAACTGCCTGGCTAGAGTCCCGGAGAGGAAGGCGGAATTCCCGGTGTAGAGGTGAAATTCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCCTTCTGGACGGTGACTGACGCTGAGACGCGAAAGCGTGGGGAGCAAACAGGBacteria Target 5 0.12 0.18 0.05 0.06 - - 0.05 -
IM-2CO8A0 TACGTAGGGACCAAGCGTTGTTCGGATTTACTGGGCGTAAAGGGTGCGTAGGCGGCGCTGCAAGTCAATTGTGAAATCTCCGGGCTTAACTCGGAACGGCCAATTGATACTGCAGTGCTAGAGTGCAGAATGGGCAAGTGGAATTCTTGGTGTAGCGGTGAAATGCGTAGATATCAAGAGGAACACCTGAGGCGAAGGCGACTTGCTGGGCTGACACTGACGCTGAGGCACGAAAGCCAGGGGAGCGAACGGGBacteria Target 1 0.05 - - - - - - -
IM-R6NR41 TACGGAGGGTGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTTTGTTAAGTCAGATGTGAAAGTCCATGGCTCAACCATGGAAGTGCATTTGAAACTGGCAGACTTGAGTATTGGAGGGGGCAGTGGAATTCCCGGTGTAGAGGTGAAATTCGTAGATATCGGGAGGAATACCAGTGGCGAAGGCGACTGTCTGGCCAAATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Target 3 0.05 0.05 - - 0.04 - - -
IM-X06GK2 TACGGAGGGCGCGAGCGTTGTTCGGAATCATTGGGCGTAAAGCGGGTGTAGGCGGCTTGATAAGTTGGGTGTGAAAGCCCTGGGCCCAACCCAGGAAATGCACTCGAAACTGTCTCGCTAGAGTCCCGGAGAGGGTGGCGGAATTCCCGGTGTAGAGGTGAAATTCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCCACCTGGACGGTGACTGACGCTCAGACCCGAAAGCGTGGGGAGCGAACAGGBacteria Target 1 - 0.05 - - - - - -
IM-27FUX8 TACGGAGGGGCCAAGCGTTGTTCGGAATCATTGGGCGTAAAGCGGGTGTAGGCGGCTTGGCAAGTTGGTTGTGAAATCCCTGGGCCCAACCCAGGAACTGCAGCCAAAACTGCCTCGCTAGAGTCCCGGAGAGGGTGGCGGAATTCCCGGTGTAGAGGTGAAATTCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCCACCTGGACGGTGACTGACGCTCAGACCCGAAAGCGTGGGGAGCAAACAGGBacteria Target 3 0.08 0.09 0.07 - - - - -
IM-ARS904 TACGGAGGGGGCGAGCGTTATTCGGAATTATTGGGCGTAAAGGGCGCGTAGGCGGCCTGACAAGTCAAAGGTGAAATCCCTCGGCCTAACCGGGGAACTGCCTTTGAAACTGTCAGGCTTGAGGCCGGGAGAGGGTAGTGGAATTCCCAGTGTAGCGGTGAAATGCGTAGATATTGGGAGGAACACCAGTGGCGAAGGCGACTGCCTGGACCGGTTCTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGGBacteria Target 2 - 0.05 - - - - 0.05 -
IM-381MRM TACGGAGGGTGCAAGCGTTGTTCGGAATCACTGGGCGTAAAGCGCGTGTAGGCGGCGAGGCAAGTCGGTTGTGAAAGCCCGAGGCCCAACCTCGGAACTGCAACCGAAACTGCCTGGCTAGAGTCCCGGAGAGGGTGGCGGAATTTCCGGTGTAGAGGTGAAATTCGTAGATATCGGAAGGAACACCAGTGGCGAAGGCGGCCACCTGGACGGTGACTGACGCTGAGACGCGAAAGCGTGGGGAGCAAACAGGBacteria Target 1 - - - - - 0.05 - -
IM-OSD5T1 CACGGAGGGGGCAAGCGTTGTTCGGAATCACTGGGCGTAAAGGGTCCGTAGGCGGCCCTATAAGTCGGAGGTGAAAGCCCTAGGCTTAACCTAGGAATTGCCTTCGAAACTGTGGGGCTAGAGTCCGGTAGAGGGAAACGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACACCTGTGGCGAAGGCGGTTTCCTGGGCCGGTACTGACGCTGAGGGACGAAAGCGTGGGGAGCAAACAGGBacteria Target 6 - 0.08 0.05 0.07 0.07 0.05 0.06 -
IM-2D1F4U GACGGAGGGTGCAAGCGTTGTCCGGAATCACTGGGCGTAAAGCGCGCGTAGGCGGCCGTTTAAGTCATCTGTGAAAGCCCGGGGCTCAACCCCGGGACTGCAGGCGAAACTGGACGGCTAGAGCTCGGTAGAGGCGAGTGGAATTCCGGGTGTAGCGGTGGAATGCGTAGATATCCGGAAGAACACCAGTGGCGAAGGCGGCTCGCTGGGCCGATGCTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Target 1 0.06 - - - - - - -
IM-841IRZ TACGGAGGGTGCGAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGCTTGATAAGTCAGATGTGAAATCCCACGGCTCAACCGTGGAAGTGCATCTGAAACTGTCTGGCTTGAGTATTGGAGAGGAAAGTGGAATTCCTGGTGTAGAGGTGAAATTCGTAGATATCAGGAGGAACACCGGTGGCGAAGGCGACTTTCTGGACAAATACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGGBacteria Target 2 - - 0.05 0.05 - - - -
IM-U371MR TACGGGGGGTGCAAGCGTTATTCGGAATTATTGGGCGTAAAGGGCGCGTAGGCGGTCTTGTCGGTCAGATGTGAAAGCCCAGGGCTCAACCCTGGACGTGCATTTGAAACAGCAAGACTTGAGTACGGGAGAGGAGAGCGGAATTCCTGGTGTAGAGGTGAAATTCGTAGATATCAGGAGGAACACCGATGGCGAAGGCAGCTCTCTGGACCGATACTGACGCTGAGGCGCGAAGGCGTGGGTAGCGAACAGGBacteria Target 1 - - - - - - 0.04 -
IM-151OXP GACGGAGGGTGCAAGCGTTATTCGGAATTACTGGGCGTAAAGGGCGCGCAGGCGGCTCTTTAAGTCAGGCGTGAAAGCCCGGGGCTCAACCCCGGAAGTGCGTTTGAAACTAGAGAGCTCGAGTACGGGAGAGGGAAGTGGAATTCCTGGTGTAGAGGTGAAATTCGTAGATATCAGGAGGAACACCGGTGGCGAAGGCGACTTCCTGGACCGATACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGGBacteria Target 6 0.08 - - 0.05 0.05 0.06 0.05 0.05
IM-244DSC TACGGGGGGGGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGCCAGGCAAGTCCTTCGTGAAATCCCACAGCTCAACTGTGGAACTGCGGAGGAAACTTCTTGGCTTGAGTCCGGGAGAGGGTAGTGGAATTCCCAGTGTAGCGGTGAAATGCGTAGATATTGGGAGGAACACCGGTGGCGAAGGCGGCTACCTGGACCGGTACTGACGCTGAGGCGCGAAAGCTAGGGGAGCAAACGGGBacteria Acidobacteriota Target 8 0.12 0.18 0.13 0.17 0.20 0.13 0.17 0.22
IM-2EK1XX TACGGAGGGGGCGAGCGTTATTCGGAATTATTGGGCGTAAAGGGCAGGTAGGCGGCTTTGTATGTCCTCTGTGAAAGCCCTCGGCTCAACCGAGGAATTGCAGGGGAAACTGCGGAGCTTGAGTCCGGGAGAGGCTAGTGGAATTCCCAGTGTAGCGGTGAAATGCGTAGATATTGGGAGGAACACCAGTGGCGAAGGCGGCTAGCTGGACCGGTACTGACGCTGATCTGCGAAAGCTAGGGGAGCAAACGGGBacteria Acidobacteriota Target 4 - - - 0.05 - 0.04 0.09 0.06
IM-E832RH TACGGGGGGGGCAAGCGTTGTTCGGATTTACTGGGCGTAAAGGGCTCGTAGGCGGCCATCTAAGTCGGTTGTGAAATCCCTCGGCTCAACCGGGGAACTGCGACCGATACTGAGTGGCTTGAAGCCGGGAGAGGGATGCGGAATTCCAGGTGTAGCGGTGAAATGCGTAGATATCTGGAGGAACACCCGTGGCGAAGGCGGCATCCTGGACCGGTCTTGACGCTGAGGAGCGAAAGCTAGGGGAGCAAACGGGBacteria Acidobacteriota Target 8 0.30 0.29 0.24 0.23 0.21 0.28 0.22 0.23
IM-NN501I TACGGGGGGGGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGCAGGCGGTTTCGTCAGTCATGGGTGAAAGCCCCGGGCTCAACCCGGGAATGGCCTGTGAAACCACGGAACTGGAGTGCTGGAGAGGGAAGCGGAATTCCCAGTGTAGCGGTGAAATGCGTAGATATTGGGAGGAACATCTGTGGCGAAGGCGGCTTCCTGGACAGACACTGACGCTGAGGCGCGAAAGCCAGGGGAGCGAACGGGBacteria Acidobacteriota Target 5 0.07 - - - 0.06 0.05 0.06 0.05
IM-V4FJ89 TACGGAGGGGGCAAGCGTTATTCGGATTTACTGGGCGTAAAGCGCACGTAGGCGGCATTGCAAGTCGCAGGTGAAAGCCCTCGGCTCAACCGAGGAACTGCCTGCGAAACTGCGTTGCTTGAGTCCGGGAGGGGGGAGCGGAATTCCCAGTGTAGCGGTGAAATGCGTAGATACTGGGAGGAACACCGGTGGCGAAGGCGGCTCCCTGGACCGGTACTGACGCTGAGGTGCGAAAGCGTGGGTAGCAAACAGGBacteria Acidobacteriota Target 8 0.18 0.23 0.15 0.17 0.19 0.21 0.22 0.22
IM-6FB0H7 TACGGGGGGGGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGTTTCGGAAGTCATGGGTGAAAGTCCTCGGCTCAACCGAGGGATTGCCTGTGAAACCACGGGACTGGAGTGCTGGAGAGGGAAGTGGAATTCCCAGTGTAGCGGTGAAATGCGTAGATATTGGGAGGAACATCGGTGGCGAAGGCGGCTTCCTGGACAGACACTGACGCTGAGGCGCGAAAGCCAGGGGAGCGAACGGGBacteria Acidobacteriota Target 5 0.05 - 0.05 0.05 0.06 - 0.06 -
IM-5I3N6T TACGGGGGGGGCAAGCGTTATTCGGATTTACTGGGCGTAAAGCGCACGTAGGTGGCGATGTAAGTCACAGGTGAAAGCCCTCGGCTCAACCGAGGAACTGCCTGCGAAACTGCATTGCTTGAGTCCGGGAGGGGGGAGCGGAATTCCAAGTGTAGCGGTGAAATGCGTAGATACTTGGAGGAACACCGGTGGCGAAGGCGGCTCCCTGGACCGGTACTGACACTGAGGTGCGAAAGCGTGGGTAGCAAACAGGBacteria Acidobacteriota Target 8 0.11 0.09 0.10 0.07 0.10 0.08 0.07 0.07
IM-0S1BM9 TACGGAGGGGGCTAGCGTTGTTCGGAATTATTGGGCGTAAAGGGCGCGTAGGCGGCTCAGCAAGTCGGGTGTGAAATCCCTCGGCTTAACCGAGGAACTGCATCCGATACTGCCGAGCTTGAGTCCGGGAGAGGAGAGTGGAATTCCCAGTGTAGCGGTGAAATGCGTAGATATTGGGAGGAACACCGGTGGCGAAGGCGGCTCTCTGGACCGGTACTGACGCTGAGGCGCGAAAGCCAGGGGAGCAAACAGGBacteria Acidobacteriota Target 1 - - - - - - 0.05 -
IM-67NRW9 TACGGGGGGGGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCTGCCCTGATAGTCTTTCGTGAAATCCCACAGCTCAACTGTGGAACTGCGGAAGATACTGCAGGGCTTGAGTCCGGGAGAGGGGAGTGGAATTCCCAGTGTAGCGGTGAAATGCGTAGATATTGGGAGGAACACCGGTGGCGAAGGCGGCTCCCTGGACCGGTACTGACGCTGAGGCGCGAAAGCTAGGGGAGCAAACGGGBacteria Acidobacteriota Target 3 - 0.07 0.06 - - - 0.05 -
IM-03F9TR TACGGGGGGGGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGCCTGGATAGTCCTTCGTGAAATCCCACAGCTCAACTGTGGAACTGCGGAGGATACTCCCAGGCTTGAGTCCGGGAGAGGGGAGTGGAATTCCCAGTGTAGCGGTGAAATGCGTAGATATTGGGAGGAACACCGGTGGCGAAGGCGGCTCCCTGGACCGGTACTGACGCTGAGGCGCGAAAGCTAGGGGAGCAAACGGGBacteria Acidobacteriota Target 8 0.05 0.09 0.05 0.04 0.08 0.06 0.06 0.07
IM-H02IU5 TACGGGGGGGGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCGCGCAGGCGGCCCGGCAAGTCCTACGTGAAATCCCACAGCTCAACTGTGGAACTGCGTGGGATACTGCCAGGCTTGAGTCCGGGAGAGGAGAGTGGAATTCCCAGTGTAGCGGTGAAATGCGTAGATATTGGGAGGAACACCGGTGGCGAAGGCGGCTCTCTGGACCGGTACTGACGCTGAGGCGCGAAAGCTAGGGGAGCAAACGGGBacteria Acidobacteriota Target 1 - 0.05 - - - - - -
IM-FC5Q97 TACGGAGGGGGCAAGCGTTGTTCGGAATTATTGGGCGTAAAGGGCACGTAGGCGGTCAAGCAAGTTGGTGGTGAAAGCCCTCGGCTCAACCGAGGAATTGCCCCCAAAACTGCTTGACTTGAGTCCCGGAGAGGGTGGCGGAATTCCCAGTGTAGCGGTGAAATGCGTAGATATTGGGAGGAACACCAGTGGCGAAGGCGGTCACCTGGACGGGTACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Acidobacteriota Acidobacteriae Target 5 0.11 0.07 0.08 0.05 - 0.06 - -
IM-39V8CG GACAGAGGTGGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGCAGGCGGTTCGTCAAGTCCCGTGTGAAATCCCCCGGCTCAACTGGGGAACTGCGCGGGAAACTAGCGGGCTTGAGTTCGGGAGAGGAAAGCGGAATTCCGGGTGTAGCGGTGAAATGCGCAGATATCCGGAGGAACACCAGTGGCGAAGGCGGCTTTCTGGACCGACACTGACGCTGAGGCGCGAAAGCTAGGGGAGCGAACGGGBacteria Acidobacteriota Acidobacteriae Acidobacteriales Target 8 0.15 0.63 0.28 0.32 0.28 0.30 0.41 0.39
IM-45XPRN TACAGAGGGAGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGTCCATCAAGTCTTGTGTGAAATCCCCTGGCTCAACTAGGGAACTGCATAGGAAACTGGTGGACTTGAGTTCGGGAGAGGGAAGCGGAATTCCGGGTGTAGCGGTGAAATGCGTAGATATCCGGAGGAACACCGGTGGCGAAGGCGGCTTCCTGGACCGACACTGACGCTGAGGCGCGAAAGCTAGGGTAGCAAACGGGBacteria Acidobacteriota Acidobacteriae Acidobacteriales Target 8 0.12 0.18 0.17 0.13 0.10 0.13 0.14 0.15
IM-486AXC TACGGAGGGGGCCAGCGTTGCTCGGAATTATTGGGCGTAAAGGGCGCGTAGGCGGCCTTGCAAGTCTGATGTGAAAGCCCACGGCTCAACCGTGGAAGTGCATCTTATACTGCTTGGCTAGAGTCTGGGAGAGGGAAGCGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCTTCCTGGACCAGTACTGACGCTGAGGCGCGAAAGCTAGGGGAGCAAACAGGBacteria Acidobacteriota Acidobacteriae Acidobacteriales Target There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.4 0.09 0.11 0.07 0.07 - - - -
IM-8CO94E TACGGAGGGGGCTAGCGTTATTCGGAATTATTGGGCGTAAAGGGCGCGCAGGCGGCTTGGTAGGTCAAAGGTGAAATCCCTCAGCTCAACTGAGGAACTGCCTTTGAAACCACCTGGCTAGAGGCTGGGAGGGGATAGCGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCTATCTGGACCAGTTCTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGGBacteria Acidobacteriota Acidobacteriae Acidobacteriales Acidobacteriaceae Target 8 0.88 1.05 1.26 0.97 0.99 0.95 1.18 0.96
IM-07YO6F TACGGGGGGGGCAAGCGTTATTCGGAATTATTGGGCGTAAAGGGCGCGTAGGCGGCTTGGTAGGTCAAAGGTGAAATCCCTCAGCTCAACTGAGGAACTGCCTTTGAAACCACCTCGCTAGAGGCTGGGAGGGGGTAGCGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACACCGGTGGCGAAGGCGGCTGCCTGGACCAGTTCTGACGCTGAGGCGCGAAAGTGTGGGGAGCAAACAGGBacteria Acidobacteriota Acidobacteriae Acidobacteriales Acidobacteriaceae Target 8 1.04 0.99 1.46 1.51 1.56 1.24 1.54 1.70
IM-573XEV TACGGGGGGGGCTAGCGTTATTCGGAATTATTGGGCGTAAAGGGCGCGTAGGCGGCCTGGAAGGTCAAAGGTGAAATCCCTCAGCTCAACTGAGGAACTGCCTTTGAAACCGCCAGGCTCGAGGCTGGGAGGGGGTGGCGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACACCGGTGGCGAAGGCGGCCACCTGGACCAGTTCTGACGCTGAGGCGCGAAAGTGTGGGGAGCAAACAGGBacteria Acidobacteriota Acidobacteriae Acidobacteriales Acidobacteriaceae Target 8 0.44 0.48 0.73 0.52 0.37 0.35 0.40 0.39
IM-NJX661 TACGGGGGGGGCTAGCGTTATTCGGAATTATTGGGCGTAAAGGGCGCGTAGGCGGCTTGGCAGGTCAAAGGTGAAATCCCTCAGCTCAACTGAGGAACTGCCTTTGATACCACCTAGCTCGAGGCTGGGAGGGGGTAGCGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACACCGGTGGCGAAGGCGGCTACCTGGACCAGTTCTGACGCTGATGCGCGAAAGCGTGGGGAGCAAACAGGBacteria Acidobacteriota Acidobacteriae Acidobacteriales Acidobacteriaceae Target 8 0.12 0.15 0.24 0.20 0.09 0.11 0.13 0.07
IM-2P81XX TACGGGGGGGGCTAGCGTTATTCGGAATTATTGGGCGTAAAGGGCGCGTAGGCGGCTTGGTAGGTCAAAGGTGAAATCCCTCAGCTCAACTGAGGAACTGCCTTTGAAACCACCTGGCTTGAGGCTGGGAGGGGGTAGCGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCTACCTAGACCAGTACTGACGCTGAAGTGCGAAAGTGTGGGGAGCAAACAGGBacteria Acidobacteriota Acidobacteriae Acidobacteriales Acidobacteriaceae Target 8 0.15 0.13 0.24 0.22 0.21 0.21 0.24 0.26
IM-3R2Z0T TACGGAGGGGGCCAGCGTTGTTCGGAATTATTGGGCGTAAAGGGCGCGTAGGCGGCTAGGCAAGTCAGAGGTGAAAGCCCTCGGCTCAACCGAGGAATTGCCTCTGAAACTGCCTGGCTTGAGTCCCGGAGAGGGTAGTGGAATTCCCAGTGTAGCGGTGAAATGCGTAGATATTGGGAGGAACACCGGTGGCGAAGGCGGCTACCTGGACGGGTACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGGBacteria Acidobacteriota Acidobacteriae Acidobacteriales Acidobacteriaceae Target 8 0.26 0.19 0.17 0.17 0.08 0.07 0.17 0.08
IM-45H6SB TACGGGGGGGGCAAGCGTTATTCGGAATTACTGGGCGTAAAGAGCGCGTAGGCGGCTAAGTAAGTCAAAGGTGAAATCCCTCGGCTCAACCGAGGAACTGCCTTTGAAACTGCTTGGCTTGAGGCTGGGAGGGGATAGCGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACACCTGTGGCGAAGGCGGCTATCTGGACCAGTTCTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGGBacteria Acidobacteriota Acidobacteriae Acidobacteriales Acidobacteriaceae Target 8 0.11 0.13 0.10 0.10 0.09 0.09 0.10 0.09
IM-F84B3O TACGGAGGGGGCGAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGCTGCGCAAGTCGAACGTGAAATCCCTCGGCTCAACCGAGGAACTGCGTCCGATACTGCGTGGCTTGAGTCCCGGAGAGGGTAGCGGAATTCCCAGTGTAGCGGTGAAATGCGTAGATATTGGGAGGAACACCAGTGGCGAAGGCGGCTACCTGGACGGGTACTGACGCTGAGGCGCGAAAGCTAGGGGAGCAAACAGGBacteria Acidobacteriota Acidobacteriae Acidobacteriales Acidobacteriaceae Target 8 0.08 0.13 0.10 0.08 0.10 0.09 0.12 0.09
IM-VSK2D8 TACGGGGGGGGCAAGCGTTATTCGGAATTATTGGGCGTAAAGGGCGCGTAGGCGGCCTGTTAGGTCAAAGGTGAAATCCCTCGGCTCAACCGAGGAACTGCCTTTGAAACCGACAGGCTTGAGGCTGGGAGGGGGTGGCGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACACCGGTGGCGAAGGCGGCTACCTGGACCAGTTCTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGGBacteria Acidobacteriota Acidobacteriae Acidobacteriales Acidobacteriaceae Target 5 0.05 0.08 0.11 0.05 - - 0.05 -
IM-FS70R2 TACGGAGGGGGCTAGCGTTGTTCGGAATTATTGGGCGTAAAGGGCGCGTAGGCGGCCTGGTAAGTCAGTTGTGAAAGCCCTCGGCTCAACCGAGGAATTGCGACTGATACTGCCGGGCTTGAGTCCCGGAGAGGATAGCGGAATTCCCAGTGTAGCGGTGAAATGCGTAGATATTGGGAGGAACATCGGTGGCGAAGGCGGCTATCTGGACGGGTACTGACGCTGAGGCGCGAAAGCTAGGGGAGCAAACAGGBacteria Acidobacteriota Acidobacteriae Acidobacteriales Acidobacteriaceae Target 6 0.06 - 0.11 0.08 - 0.05 0.10 0.07
IM-Q5F83U TACGGAGGGGGCTAGCGTTGTTCGGAATTATTGGGCGTAAAGGGCGCGTAGGCGGCGTGGCAAGTCGGAGGTGAAATCCCTCGGCTCAACCGGGGAACTGCCTCCGAAACTGCCATGCTTGAGTCCCGGAGAGGGTAGCGGAATTCCCAGTGTAGCGGTGAAATGCGTAGATACTGGGAGGAACACCTGTGGCGAAGGCGGCTACCTGGACGGGTACTGACGCTGAGGCGCGAAAGCTAGGGGAGCAAACAGGBacteria Acidobacteriota Acidobacteriae Acidobacteriales Acidobacteriaceae Target 2 - 0.06 0.06 - - - - -
IM-8HQ3R7 TACGGAGGGGGCTAGCGTTATTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGCCTGGTAAGTCAAAGGTGAAATCCCTCGGCTCAACCGAGGAACTGCCTTTGAAACTACTAGGCTAGAGGCTGGGAGGGGGCAGTGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCTGCCTGGACCAGTTCTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGGBacteria Acidobacteriota Acidobacteriae Acidobacteriales Acidobacteriaceae Target 1 - - - 0.04 - - - -
IM-99SJ0X TACGGAGGGGGCAAGCGTTATTCGGAATTACTGGGCGTAAAGGGCGTGTAGGCGGCATGGCATGTCAAAGGTGAAAGCCCTCGGCTCAACCGAGGAACTGCCTTTGAAACTGCCAAGCTAGAGACCGGGAGGGGGTGGCGGAATTCCTGGTGTAGCGGTGAAATGCGTAGATATCAGGAGGAACACCGGTGGCGAAGGCGGCCACCTGGACCGGTTCTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGGBacteria Acidobacteriota Acidobacteriae Acidobacteriales Acidobacteriaceae Target 6 0.06 0.07 0.08 0.06 - - 0.04 0.05
IM-M9JS13 TACGGAGGGGGCAAGCGTTATTCGGATTTACTGGGCGTAAAGCGCACGTAGGTGGCATCGTAAGTCAAAGGTGAAAGCCCTCGGCTCAACCGAGGAATTGCCTTTGAAACTGCTTTGCTTGAGTCCGGGAGGGGGGAGCGGAATTCCCAGTGTAGCGGTGAAATGCGTAGATACTGGGAGGAACACCGGTGGCGAAGGCGGCTCCCTGGACCGGTACTGACACTGAGGTGCGAAAGCGTGGGTAGCAAACAGGBacteria Acidobacteriota Acidobacteriae Acidobacteriales Acidobacteriaceae Acidobacterium Target 8 1.18 1.10 0.81 1.06 1.65 1.27 1.75 1.39
IM-X970CA TACGGAGGGGGCAAGCGTTATTCGGAATTATTGGGCGTAAAGGGCGTGTAGGCGGCTTGATAAGTCAAAGGTGAAATCCCTCGGCTCAACCGGGGAACTGCCTTTGAAACTGTCTCGCTAGAGGCCGGGAGAGGGTAGTGGAATTCCCAGTGTAGCGGTGAAATGCGTAGATATTGGGAGGAACACCAGTGGCGAAGGCGACTACCTGGACCGGTTCTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGGBacteria 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 - 0.06 0.09 - - - 0.05 -
IM-OW5C57 TACGGGGGGGGCGAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGACCGAGAAGTTTTGGGTGAAAGCCCCGGGCTCAACCCGGGAAGGTCCCAGAAAACCATCGGACTAGAGTGCTGGAGAGGCAAGCGGAATTTCTGGTGTAGCGGTGAAATGCGTAGATATCAGAAGGAACACCTGAGGCGAAGGCGGCTTGCTGGACAGACACTGACGCTGAGGCGCGAAAGCTAGGGGAGCAAACGGGBacteria Acidobacteriota Acidobacteriae Acidobacteriales Acidobacteriaceae Acidobacterium Target 1 - - - - - - 0.05 -
IM-5E8B5U TACGTAGGGGGCGAACGTTGCTCGGAATTACTGGGCGTAAAGGGTGCGTAGGTGGCTGAGCAAGTCGCTGATGAAATCCCGAGGCTCACCCTCGGAACTGTCATCGAAACTGCTCAGCTTGAGGAAGGTTGAGGAAAACGGAATTCCCGGTGGAGCGGTGAAATGCGTAGATATCGGGAGGAACACCTGAGGCGAAGGCGGTTTTCTGGGCCTTTCCTGACACTGAGGCACGAAAGCTAGGGGAGCAAACGGGBacteria Acidobacteriota Aminicenantia Aminicenantales Target 7 0.08 0.10 - 0.08 0.16 0.10 0.11 0.17



IM-Z8Z2Y9 TACGTAGGGGGCGAACGTTGCTCGGAATTACTGGGCGTAAAGGGTGTGTAGGTGGCTGAGCAAGTCGTTGATGAAATCCCGAGGCTTACCCTCGGAACTGTCTTCGAAACTGCTCAGCTTGAGGATAGTTGAGGAGAACGGAATTCCCGGTGGAGCGGTGAAATGCGTAGATATCGGGAGGAACACCAGAGGCGAAGGCGGTTCTCTGGGCTATTCCTGACACTGAAACACGAAAGCTAGGGGAGCAAACGGGBacteria Acidobacteriota Aminicenantia Aminicenantales Target 4 - 0.05 - - 0.07 - 0.08 0.05
IM-SRU839 TACGTAGGGGGCAAACGTTGCTCGGAATTACTGGGCGTAAAGGGTGTGTAGGTGGCTGAGCAAGTCTTAGATGAAATCCCGAGGCCTACCCTCGGAACTGTCTTCGATACTGCTCAGCTTGAGGATGGTTGAGGAGAACGGAATTCCCGGTGGAGCGGTGAAATGCGTAGATATCGGGAGGAACACCAGAGGCGAAGGCGGTTCTCTGGGCCATTCCTGACACTGAGACACGAAAGCTAGGGGAGCAAACGGGBacteria Acidobacteriota Aminicenantia Aminicenantales Target 2 - - - - - 0.04 0.05 -
IM-WI8371 TACGTAGGGGACGAACGTTGCTCGGAATTACTGGGCGTAAAGGGTGCGTAGGTGGCTGAGTAAGTCGTAGATGAAATCCCCGGGCTCAACTCGGGAACTGTCTCCGAAACTGCCCAGCTTGAGGATGGTTGAGGAAAGCGGAATTCCCGGTGGAGCGGTGAAATGCGTAGATATCGGGAGGAACACCAGAGGCGAAGGCGGCTTTCTGGGCCATTCCTGACACTCATGCACGAAAGCTAGGGGAGCGAACGGGBacteria Acidobacteriota Aminicenantia Aminicenantales Target 1 - - - - - 0.04 - -
IM-9D0S5X TACGTAGGGGCCAAACGTTGTCCGGATTTATTGGGCGTAAAGGGCTCGTAGGCGGTTCAACAAGTCGGTCGTGAAAACCCGGGGCTCAACCCCGGGACGCCGGTCGAAACTGTTGTGACTAGGGTCCGGTAGAGGTGAGTGGAATTCTCGGTGTAGCGGTGGAATGCGCAGATATCGAGAGGAACACCAGTAGCGAAGGCGGCTCACTGGGCCGGTACCGACGCTGAGGAGCGAAAGCATGGGGAGCAAACAGGBacteria Actinobacteriota Target 8 1.95 1.35 2.14 2.03 2.93 2.42 1.71 2.59
IM-L59JP0 TACGTAGGGGGCGAGCGTTGTCCGGATTTATTGGGCGTAAAGGGCTCGTAGGCGGCTTGGCAAGTCGGTCGTGAAATTCCGGGGCTCAACCCCGGAACGCCGATCGAAACTGCCATGGCTTGGGTCCGGTAGAGGAGTGTGGAATTCCCGGTGTAGCGGTGAAATGCGCAGATATCGGGAGGAACACCACTAGCGAAGGCAGCACTCTGGGCCGGTACCGACGCTGAGGAGCGAAAGCGTGGGGAGCGAACAGGBacteria Actinobacteriota Target 8 0.33 0.38 0.56 0.43 0.52 0.36 0.61 0.59
IM-OI63K0 CACGTAGGGGGCAAGCGTTGTCCGGATTTACTGGGCGTAAAGAGCTCGTAGGCGGCTCGGTAAGTTGGGTGTGAAAACTCCAGGCTCAACCTGGAGAGGCCACTCAATACTGCCGTGGCTAGAGTTCGGTAGAGGATCGTGGAATTTCTGGTGTAGCGGTGAAATGCGCAGATATCAGAAGGAACACCAACGGCGAAGGCAGCGATCTGGGCCGATACTGACGCTGAGGAGCGAAAGCATGGGGAGCAAACAGGBacteria Actinobacteriota Target 8 0.19 0.37 0.22 0.16 0.26 0.18 0.21 0.36
IM-550TYU TACGTAGGGGCCAAGCGTTATCCGGATTTATTGGGCGTAAAGAGCTCGTAGGCGGTTTGGTAAGTCGGTCGTGAAAGTCCGAGGCTCAACCTCGGAATGCCGGTCGATACTGCCATGACTAGGGTTCGGTAGAGGAGAGTGGAATTCTCGGTGTAGCGGTGAAATGCGCAGATATCGAGAGGAACACCAGTAGCGAAGGCGGCTCTCTGGGCCGATACCGACGCTGAGGAGCGAAAGCGTGGGGAGCAAACAGGBacteria Actinobacteriota Target 8 0.14 0.16 0.23 0.13 0.10 0.16 0.13 0.14
IM-3G5M1C TACGTAGGGAGCGAGCGTTGTCCGGAATCATTGGGCGTAAAGAGCGCGTAGGTGGATCAGTTAGTCTGCTGTGAAAGTCAAAGGCTCAACCTTTGAAAGCCGGTGGATACTGTTGATCTAGAGTACGGAAGAGGCGAGTGGAACTCCTGGTGTAGCGGTGGAATGCGCAGATATCAGGAAGAACACCAATAGCGAAGGCAGCTCGCTGGGACGTTACTGACACTGAGGCGCGAAAGCGTGGGGAGCAAACAGGBacteria Actinobacteriota Target 8 0.05 0.11 0.08 0.06 0.08 0.06 0.08 0.13
IM-4S9D5Q TACGTAGGGGGCGAGCGTTGTCCGGAATCATTGGGCGTAAAGCGCGTGTAGGCGGCTTGGCAAGTCTGGTGTGAAATCTTGGGGCTCAACCCCAAGCGTGCACTGGAAACTGCCTCGCTAGAGTCCGGGAGAGGAGAGCGGAACTCCGAGTGTAGCGGTGAAATGCGCAGATATTCGGAAGAACACCAATGGCGAAGGCAGCTCTCTGGAACGGTACTGACGCTGAGACGCGAAAGCGTGGGGAGCGAACAGGBacteria Actinobacteriota Target 7 - 0.13 0.06 0.05 0.06 0.08 0.07 0.07
IM-K376MQ TACATAGGGGCCAAACGTTGTCCGGATTTATTGGGCGTAAAGGGCTCGTAGGCGGCTTGGAAAGTCAATCGTGAAAACCCGGGGCTCAACCCCGGGACGCCGGTCGAAACTTCCATAGCTAGGGTCCGGTAGAGGTGAGTGGAATTCTAGGTGTAGCGGTGAAATGCGCAGATATCTAGAGGAACACCAGTAGCGAAGGCGGCTCACTGGGCCGGTACCGACGCTGAGGAGCGAAAGCGTGGGGAGCAAACAGGBacteria Actinobacteriota Target 8 0.15 0.10 0.11 0.10 0.09 0.08 0.08 0.07
IM-EV142C GACGGAGGAGGCAAGCGTTGTCCGGAATCATTGGGCGTAAAGAGCGCGTAGGCTGTTTTTCAAGTCATATGTGAAAACCTCAGGCTTAACTTGAGGACTGCATATGAAACTGGAAAACTTGAGTGCAGTAGGGGAAAGTGGAATTCCTGGTGTAGCGGTGAAATGCGCAGATATCAGGAAGAACACCGGTAGCGAAGGCGGCTTTCTGGGCTGCTACTGACGCTGAGGCGCGAAAGCTAGGGGAGCAAACAGGBacteria Actinobacteriota Target 7 0.11 0.07 - 0.08 0.14 0.11 0.08 0.09
IM-247DD6 CACGTAGGGAGCAAGCGTTGTCCGGATTTATTGGGCGTAAAGAGCTCGTAGGCTGCTCAGTAAGTCGGGTGTGAAATTTCAGGGCTTAACCCTGAAACGCCACCTGATACTGCTGTGGCTAGAGTACGGTAGAGGAGCGTGGAATTCCTGGTGTAGCGGTGAAATGCGCAGATATCAGGAGGAACACCAACGGCGAAGGCAGCGCTCTGGGCCGATACTGACGCTGAGGAGCGAAAGCATGGGGAGCAAACAGGBacteria Actinobacteriota Target 8 0.06 0.11 0.10 0.06 0.08 0.09 0.09 0.12
IM-175GUC TACGTAGGGACCAAGCGTTGTCCGGAATTATTGGGCGTAAAGAGCTCGTAGGCGGTTCGGTAAGTCGGGTGTGAAAATCCAGGGCTTAACCCTGGGACGCCACCCGATACTGCTGTGACTAGAGTCCGGTAGAGGAGCGTGGAATTTCTGGTGTAGCGGTGAAATGCGCAGATATCAGAAGGAACACCAGCGGCGAAGGCGGCGCTCTGGGCCGGTACTGACGCTGAGGAGCGAAAGCGTGGGGAGCAAACAGGBacteria Actinobacteriota Target 8 0.13 0.17 0.12 0.07 0.08 0.11 0.07 0.18
IM-U63YP7 CACGTAGGGGGCAAGCGTTGTCCGGATTTATTGGGCGTAAAGAGCTCGTAGGCGGTTGGGTAAGTCAGATGTGAAACCTCCAGGCTCAACCTGGAGACGCCATCTGATACTGCCCTGACTGGAGTTCGGTAGAGGAGTGTGGAATTTCTGGTGTAGCGGTGAAATGCGCAGATATCAGAAGGAACACCAACGGCGAAGGCAGCACTCTGGGCCGATACTGACGCTGAGGAGCGAAAGCATGGGGAGCAAACAGGBacteria Actinobacteriota Target 8 0.07 0.09 0.06 0.09 0.09 0.08 0.10 0.13
IM-16ADW3 TACGTAGGGGGCTAGCGTTGTCCGGATTCATTGGGCGTAAAGAGCGTGTAGGCGGTTCGATAGGTCCGGTGTGAAAACTCGAGGCTCAACCTCGAGAGGTCGCCGGAAACCCTCGAACTAGAGTCCGGAAGAGGAGAGTGGAATTCCTGGTGTAGCGGTGAAATGCGCAGATATCAGGAAGAACACCCATGGCGAAGGCAGCTCTCTGGGACGGTACTGACGCTGAGACGCGAAAGCGTGGGGAGCGAACAGGBacteria Actinobacteriota Target 8 0.05 0.11 0.10 0.06 0.07 0.08 0.08 0.11
IM-1R9D6E CACGTAGGGACCAAGCGTTGTCCGGATTTATTGGGCGTAAAGAGCTCGTAGGTGGTTCCGTAAGTCGGATGTGAAAACTCAAGGCTCAACCTTGAGACGCCATCCGATACTGCGGTGACTTGAGTTCGGTAGAGGAGTGTGGAATTCCTGGTGTAGCGGTGAAATGCGCAGATATCAGGAGGAACACCGACAGCGAAGGCAGCACTCTGGGCCGATACTGACACTGAGGAGCGAAAGCATGGGGAGCAAACAGGBacteria Actinobacteriota Target 6 0.08 0.11 0.08 - - 0.05 0.08 0.07
IM-5F8EK7 TACGTAGGGACCAAGCGTTGTCCGGATTTATTGGGCGTAAAGAGCTCGTAGGCGGTTTCGTAAGTCGGGTGTGAAAAATCTGGGCTCAACCCAGTGGAGCACCCGATACTGCGATGACTGGAGTCCGGTAGAGGAGTGTGGAATTTCTGGTGTAGCGGTGAAATGCGCAGATATCAGAAGGAACACCAACAGCGAAGGCAGCACTCTGGGCCGGTACTGACGCTGAGGAGCGAAAGCATGGGGAGCAAACAGGBacteria Actinobacteriota Target 6 0.05 0.05 0.07 - - 0.04 0.05 0.07
IM-B15NC4 TACGTAGGGGGCGAGCGTTGTCCGGATTTATTGGGCGTAAAGAGCTCGTAGGCGGCTCAACAAGTCGGCCGTGAAAACCTGAGGCTCAACCTCAGGACGCCGGTCGAAACTGTTGTGGCTAGGGTTCGGTAGAGGAGAGTGGAATTCCCGGTGTAGCGGTGAAATGCGCAGATATCGGGAGGAACACCAGTAGCGAAGGCGGCTCTCTGGGCCGATACCGACGCTGAGGAGCGAAAGCTAGGGGAGCGAACAGGBacteria Actinobacteriota Target 5 0.05 - 0.05 0.06 - 0.11 - 0.06
IM-S38S1Z CACGTAGGGAGCAAGCGTTGTCCGGATTTATTGGGCGTAAAGAGCTCGTAGGCAGTTCAGTAAGTCAGGTGTGAAAGTCCAAGGCTCAACTTTGGAACGCCACTTGATACTGCTGTGACTAGAGTCCGGTAGAGGAGTGTGGAATTTCTGGTGTAGCGGTGAAATGCGCAGATATCAGAAGGAACACCAACGGCGAAGGCAGCACTCTGGGCCGGTACTGACGCTGAGGAGCGAAAGCATGGGGAGCAAACAGGBacteria Actinobacteriota Target 7 0.06 0.10 0.08 0.05 - 0.05 0.06 0.10
IM-X7DX85 CACGTAGGGGGCGAGCGTTGTCCGGATTTATTGGGCGTAAAGAGCTCGTAGGCCGCTTGGTAAGTCGGGTGTGAAATTTCGAGGCTCAACCTCGAAACGCCATCCGATACTGCTATGGCTAGAGTCCGGTAGAGGAGTGTGGAATTCCTGGTGTAGCGGTGAAATGCGCAGATATCAGGAGGAACACCAACGGCGAAGGCAGCACTCTGGGCCGGTACTGACGCTGAGGAGCGAAAGCGTGGGGAGCAAACAGGBacteria Actinobacteriota Target 8 0.09 0.17 0.15 0.09 0.12 0.12 0.10 0.10
IM-2I21UR CACGTAGGGACCAAGCGTTGTCCGGATTTATTGGGCGTAAAGAGCTCGTAGGCTGTTGCGTAAGTCGGATGTGAAAACTCAGGGCTCAACCCTGAGACGCCATCCGAAACTGCGCTGACTAGAGTCCGGTAGGGGAGCATGGAATTCCTGGTGTAGCGGTGAAATGCGCAGATATCAGGAGGAACACCAGTGGCGAAGGCGGTGCTCTGGGCCGGAACTGACGCTGAGGAGCGAAAGCATGGGTAGCAAACAGGBacteria Actinobacteriota Target 8 0.12 0.14 0.14 0.07 0.10 0.08 0.11 0.12
IM-D5ZQ29 GACGTAGGGGGCGAGCGTTGTCCGGATTTATTGGGCGTAAAGGGCTCGTAGGTGGTTGCGTAAGTCGGATGTGAAAACTCAAGGCTCAACTTTGAGACGCCATCCGATACTGCGCTGACTTGAGTCCGGTAGAGGAGTGTGGAATTCCTAGTGTAGCGGTGAAATGCGCAGATATTAGGAGGAACACCTATTGCGAAGGCAGCACTCTGGGCCGGTACTGACACTGAGGAGCGAAAGCATGGGTAGCAAACAGGBacteria Actinobacteriota Target 8 0.07 0.12 0.09 0.05 0.06 0.09 0.08 0.07
IM-09FW6J CACGTAGGGGGCAAGCGTTGTCCGGATTTATTGGGCGTAAAGGGCTCGTAGGCTGTTCAGTAAGTCAGGTGTGAAAACCCAAGGCTCAACCTTGGGACGCCACTTGATACTGCTGTGACTAGAGTCCGGTAGAGGAGATTGGAATTCCTGGTGTAGCGGTGAAATGCGCAGATATCAGGAGGAACACCAACGGCGAAGGCAGATCTCTGGGCCGGTACTGACGCTGAGGAGCGAAAGCATGGGGAGCAAACAGGBacteria Actinobacteriota Target 8 0.09 0.09 0.10 0.08 0.05 0.07 0.05 0.05
IM-NUD934 CACGTAGGCACCAAGCGTTGTCCGGATTTATTGGGCGTAAAGAGCTCGTAGGCGGTTCAGTTAGTCGGGTGTGAAAACTCTGGGCTCAACCCAGAGACGCCACCCGATACTGCTGTGACTAGAGTACGGTAGGGGAGTGGGGAATTCCTGGTGTAGCGGTGAAATGCGCAGATATCAGGAGGAACACCAGTGGCGAAGGCGCCACTCTGGGCCGTAACTGACGCTGAGGAGCGAAAGCATGGGTAGCAAACAGGBacteria Actinobacteriota Target 1 - 0.07 - - - - - -
IM-38DNU2 GACGTAGGGAGCAAGCGTTGTCCGGATTTATTGGGCGTAAAGAGCTCGTAGGCGGTTCCGTAAGTCGGATGTGAAAACTCAAGGCTCAACCTTGAGATGCCATTCGATACTGCGGTGACTCGAGTCTGGTAGAGGAGTGTGGAATTTCTGGTGTAGCGGTGAAATGCATAGATATCAGAAGGAACACCAACGGCGAAGGCAGCACTCTGGGCCAGTACTGACGCTGAGGAGCGAAAGCGTGGGGAGCAAACAGGBacteria Actinobacteriota Target 1 - 0.05 - - - - - -
IM-M370ZL CACGTAGGGGACGAGCGTTGTCCGGAATTACTGGGCGTAAAGAGCTCGTAGGCGGTTCAGTAAGTCAGATGTGAAAACCCAAGGCTCAACCTTGGGACGCCATTTGATACTGCTGTGACTTGAGTCCGGTAGAGGAGCGTGGAATTCCTGGTGTAGCGGTGAAATGCGCAGATATCAGGAGGAACACCAACGGCGAAGGCAGCGCTCTGGGCCGGTACTGACGCTGAGGAGCGAAAGCATGGGGAGCAAACAGGBacteria Actinobacteriota Target 2 0.06 0.05 - - - - - -
IM-151LMZ TACGTAGGGGGCGAGCGTTGTCCGGATTTATTGGGCGTAAAGAGCTCGTAGGCGGCTTGGTAAGTCGGCCGTGAAAATCCGAGGCTCAACCTCGGACCGCCGGTCGAAACTGCCATGGCTTGGGTCCGGTAGAGGAGAGTGGAATTCCCGGTGTAGCGGTGAAATGCGCAGATATCGGGAGGAACACCAGTAGCGAAGGCGGCTCTCTGGGCCGGTACCGACGCTGAGGAGCGAAAGCGTGGGGAGCAAACAGGBacteria Actinobacteriota Target 3 0.05 - 0.09 - - - - 0.04
IM-258SGN TACGTAGGGGACAAGCGTTGTCCGGATTCATTGGGCGTAAAGAGCTCGTAGGCGGTTCAGTAAGTTGGGTGTGAAAGCTCCGGGCTCAACCCGGAGAGGCCACTCAATACTGCTGTGACTAGAGTCCAGTAGAGGAGCGTGGAACTCCTGGTGTAGCGGTGAAATGCGCAGATATCAGGAAGAACACCGGCAGCGAAGGCGGCGCTCTGGGCTGGTACTGACGCTGAGGAGCGAAAGCATGGGTAGCAAACAGGBacteria Actinobacteriota Target 3 0.05 - 0.05 - - - - 0.05
IM-SV88J1 TACGTAGGGGGCAAGCGTTGTCCGGAATCATTGGGCGTAAAGCGCGCGTAGGCGGCCCGATAAGTCCGCTGTAAAAGTCAACGGCTCAACTGTTGAAAGCCGGTGGATACTGTCGGGCTAGAGTCCGGAAGAGGCAAGTGGAATTCCTGGTGTAGCGGTGGAATGCGCAGATATCAGGAGGAACACCCATAGCGAAGGCAGCTTGCTGGGACGGTACTGACGCTAAGGCGCGAAAGCGTGGGGAGCGAACAGGBacteria Actinobacteriota Target 1 - 0.07 - - - - - -
IM-VV19U2 CACGTAGGGAGCAAGCGTTGTCCGGAATTATTGGGCGTAAAGAGCTCGTAGGCGGTTTGGTAAGTCAGATGTGAAAACTCAGGGCTCAACCCTGAGAGGCCATCTGATACTGCCATGACTAGAGTCCGGTAGAGGAGTGTGGAATTTCTGGTGTAGCGGTGAAATGCGCAGATATCAGAAGGAACACCAACGGCGAAGGCAGCACTCTGGGCCGGTACTGACGCTGAGGAGCGAAAGCGTGGGGAGCAAACAGGBacteria Actinobacteriota Acidimicrobiia Target 8 0.14 0.35 0.19 0.19 0.20 0.17 0.16 0.32
IM-PD97A4 CACGTAGGGACCAAGCGTTGTCCGGATTTATTGGGCGTAAAGAGCTCGTAGGCGGTTCCGTAAGTCGGATGTGAAAACTCAGGGCTCAACCCTGAGACGCCATCTGATACTGCGGTGACTAGAGTCCGGTAGAGGAGCATGGAATTCCTGGTGTAGCGGTGGAATGCGCAGATATCAGGAGGAACACCAACGGCGAAGGCAGTGCTCTGGGCCGGTACTGACGCTGAGGAGCGAAAGCATGGGGAGCAAACAGGBacteria Actinobacteriota Acidimicrobiia Acidimicrobiales Target 3 0.06 0.08 0.06 - - - - -
IM-8P97YK CACGTAGGCACCAAGCGTTATCCGGATTTATTGGGCGTAAAGAGCTCGTAGGCGGCTCGGTAAGTCGGGTGTGAAAACTCTGGGCTCAACCCAGAGAGGCCACCCGATACTGCCGTGGCTAGAGTACGGTAGGGGAGCGGGGAATTCCTGGTGTAGCGGTGAAATGCGCAGATATCAGGAGGAACACCAGCGGCGAAGGCGCCGCTCTGGGCCGTTACTGACGCTGAGGAGCGAAAGCATGGGTAGCAAACAGGBacteria Actinobacteriota Acidimicrobiia Acidimicrobiales Ilumatobacteraceae Target 8 0.09 0.07 0.09 0.06 0.07 0.06 0.08 0.10
IM-O56WL8 CACGTAGGCACCAAGCGTTATCCGGATTTATTGGGCGTAAAGAGCTCGTAGGCGGTTCAGTCAGTCGGGTGTGAAAACTTGAGGCTTAACCTCAAGAGGTCACTCGATACTACTGTGACTAGAGTGCGGTAGGGGAGCGGGGAATTCCTGGTGTAGCGGTGAAATGCGCAGATATCAGGAGGAACACCAGTGGCGAAGGCGCCGCTCTGGGCCGTAACTGACGCTGAGGAGCGAAAGCATGGGTAGCAAACAGGBacteria Actinobacteriota Acidimicrobiia Acidimicrobiales Ilumatobacteraceae Ilumatobacter Ilumatobacter nonamiensis Not found Target 8 0.11 0.21 0.13 0.08 0.09 0.09 0.08 0.16
IM-H116QP CACGTAGGGGGCGAGCGTTGTCCGGAATTATTGGGCGTAAAGAGCTCGTAGGCGGTCTGGTAAGTCGAATGTGAAAACTCAGGGCTTAACCCTGAGAGGCCATCCGATACTGCCATGACTTGAGTCCGGTAGAGGAGTGTGGAATTTCTGGTGTAGCGGTGAAATGCGCAGATATCAGAAGGAACACCAACGGCGAAGGCAGCACTCTGGGCCGGTACTGACGCTGAGGAGCGAAAGCGTGGGGAGCAAACAGGBacteria Actinobacteriota Acidimicrobiia Acidimicrobiales Microtrichaceae Target 1 - 0.06 - - - - - -
IM-RB438F TACGTAGGGAGCAAACGTTGTCCGGATTTATTGGGCGTAAAGGGCTCGTAGGCGGTTCAACAAGTCGATCGTGAAAGCCCGGGGCTCAACCCCGGGAGGCCGGTCGAAACTGTTGTGACTAGAGTTCGGTAGAGGTGAGTGGAATTCTCGGTGTAGCGGTGGAATGCGCAGATATCGAGAGGAACACCATTAGCGAAGGCGGCTCACTGGGCCGATACTGACGCTGAGGAGCGAAAGCGTGGGGAGCAAACAGGBacteria Actinobacteriota Actinomycetia Target 8 1.38 1.31 1.51 1.14 1.40 1.90 1.28 2.23
IM-HG948U TACGGAGGGAGCGAGCGTTGTTCGGAATCACTGGGCGTAAAGGGCGCGTAGGCGGCCGAGTAAGTCGTGTGTGAAAGACCGGGGCTCAACTCCGTGTACTGCATGCGATACTGCCCGGCTAGAGAAAGGTAGAGGCGAGTGGAATTCCCGGTGTAGCGGTGGAATGCGTAGATATCGGGAAGAACACCTGTGGCGAAGGCGGCTCGCTGGGCCTTTTCTGACGCTGAAGTGCGAAAGCGTGGGGAGCAAACAGGBacteria 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.8 0.21 0.23 0.24 0.38 0.42 0.32 0.45 0.50
IM-IT69K8 TACGTAGGGTCCGAGCGTTATCCGGAATCATTGGGCGTAAAGAGCTCGTAGGCGGTTCAGCAAGTCGGCTGTGAAAGTTCGAGGCTCAACCTCGAAATTGCAGTCGATACTGTTGTGACTTGAATTCGGTAGAGGAGAATGGAATTCCCGGTGTAGCGGTGAAATGCGCAGATATCGGGAGGAACACCAGTTGCGAAGGCGGTTCTCTGGGCCGATATTGACGCTGAGGAGCGAAAGCGTGGGGAGCAAACAGGBacteria Actinobacteriota Actinomycetia Target 8 0.23 0.34 0.25 0.18 0.26 0.36 0.28 0.38
IM-9O40TY TACGTAGGGGCCAAACGTTGTCCGGATTTATTGGGCGTAAAGGGCTCGTAGGCGGTTCAACAAGTCGGTCGTGAAAGCCCGGGGCTCAACTCCGGGACGCCGGTCGATACTGTTGTGACTAGAGTTCGGTAGAGGTGAGTGGAATTCTCAGTGTAGCGGTGGAATGCGCAGATATTGAGAGGAACACCATTAGCGAAGGCGGCTCACTGGGCCGATACTGACGCTGAGGAGCGAAAGCGTGGGGAGCAAACAGGBacteria Actinobacteriota Actinomycetia Target 8 0.22 0.32 0.38 0.25 0.28 0.31 0.27 0.35
IM-V69UI4 TACGGAGGGAGCTAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGTCGGGTAAGTCGAGTGTGAAATTCCGGGGCTCAACCCCGCGAACTGCATTCGATACTGCTCGACTAGAGAGAGGTAGGGGCGAGTGGAATTCCCGGTGTAGCGGTGGAATGCGTAGATATCGGGAAGAACACCGGTGGCGAAGGCGGCTCGCTGGGCCTTTTCTGACGCTGAAGCGCGAAAGCGTGGGGAGCAAACAGGBacteria Actinobacteriota Actinomycetia Target 8 0.74 0.57 0.81 1.00 1.23 1.23 1.22 1.41
IM-5EZ4U0 TACGTAGGGAGCAAACGTTGTCCGGATTTATTGGGCGTAAAGGGCTCGTAGGCGGTTCAACAAGTTGGTCGTGAAAGTCTGGGGCTCAACCCCAGGAAGCCGATCAAAACTGTTGTGACTAGAGTTCGGTAGAGGTGAGTGGAATTCTCGGTGTAGCGGTGGAATGCGCAGATATCGAGAGGAACACCATTAGCGAAGGCGGCTCACTGGGCCGATACTGACGCTGAGGAGCGAAAGCGTGGGGAGCAAACAGGBacteria Actinobacteriota Actinomycetia Target 8 0.41 0.31 0.52 0.37 0.41 0.52 0.39 0.63
IM-O9B5P9 TACGGGGGGAGCAAGCGTTGTTCGGAATCACTGGGCGTAAAGGGCGCGTAGGCGGCCGAGTAAGTCGCGTGTGAAAGGCCGGGGCTCAACCCCGTGTACTGCATGCGATACTGCATGGCTTGAGAAAGGTAGAGGTGAGCGGAATTCCCGGTGTAGCGGTGGAATGCGTAGATATCGGGAAGAACACCAGTGGCGAAGGCGGCTCGCTGGGCCTTTTCTGACGCTGAAGCGCGAAAGCGTGGGGAGCAAACAGGBacteria 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.8 0.13 0.14 0.11 0.10 0.07 0.05 0.05 0.05
IM-73B1EN CACGTAGGGGGCGAACGTTGTCCGGATTTATTGGGCGTAAAGGGCTCGTAGGCGGTTTAGTAAGTCGGTCGTGAAAGCCCGGGGCTCAACCCCGGGACGCCGGTCGAAACTGCTATGACTAGGGTCCGGTAGAGGTGAGTGGAATTCTCGGTGTAGCGGTGAAATGCGCAGATATCGAGAGGAACACCAGTAGCGAAGGCGGCTCACTGGGCCGGTACCGACGCTGAGGAGCGAAAGCGTGGGGAGCAAACAGGBacteria Actinobacteriota Actinomycetia Target 8 0.18 0.19 0.10 0.10 0.11 0.09 0.12 0.11
IM-X313HD TACGTAGGGCGCAAGCGTTGTCCGGATTTATTGGGCGTAAAGGGCTCGTAGGCGGTTTGTCACGTCGGATGTGAAAACTCGGAGCTTAACTCCGGGCCTGCATTCGATACGGGCAGACTAGAGTTCGGTAGGGGAGACTGGAACTCCTGGTGTAGCGGTGGAATGCGCAGATATCAGGAAGAACACCGATGGCGAAGGCAGGTCTCTGGGCCGACACTGACGCTGAGGAGCGAAAGCGTGGGGAGCAAACAGGBacteria Actinobacteriota Actinomycetia Target 7 - 0.13 0.07 0.06 0.04 0.07 0.06 0.11
IM-57JG4R TACGTAGGGGCCAAACGTTGTCCGGAATTATTGGGCGTAAAGAGCTCGTAGGCGGCTTGACAAGTCGGACGTGAAAACCCGGGGCTCAACCCCGGGACGCCGTTCGAAACTGTCATGGCTAGGGTCCGGTAGAGGTGAGTGGAATTCTAGGTGTAGCGGTGAAATGCGCAGATATCTAGAGGAACACCAGTAGCGAAGGCGGCTCACTGGGCCGGTACCGACGCTGAGGAGCGAAAGCATGGGGAGCAAACAGGBacteria Actinobacteriota Actinomycetia Target 8 0.25 0.20 0.24 0.19 0.18 0.12 0.12 0.14
IM-N7C2U1 TACGGAGGGAGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGCTGGATCAGTCGCGTGTGAAAGGCCGGGGCTCAACCCCGAGCACTGCACGTGATACTGTCTGGCTAGAGAGAGGTAGAGGCGAGCGGAATTCCCGGTGTAGCGGTGGAATGCGTAGATATCGGGAAGAACACCTGTGGCGAAGGCGGCTCGCTGGGCCTTTTCTGACGCTGAAGCGCGAAAGCGTGGGGAGCAAACAGGBacteria 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.6 - - 0.05 0.07 0.07 0.06 0.06 0.09
IM-KJ70W8 TACGGAGGGAGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGTCGCGTAAGTCGGATGTGAAATTCCGGGGCTCAACCCCGTGAACTGCACCCGATACTGCGTGACTAGAGAGAGGTAGGGGCAAGTGGAATTCCCGGTGTAGCGGTGGAATGCGTAGATATCGGGAAGAACACCCGTGGCGAAGGCGGCTTGCTGGACCTTTTCTGACGCTGAAGCGCGAAAGCGTGGGGAGCAAACAGGBacteria Actinobacteriota Actinomycetia Target 8 0.09 0.09 0.11 0.12 0.15 0.14 0.13 0.16
IM-IH94S6 TACGTAGGGGCCAAACGTTATCCGGATTTATTGGGCGTAAAGGGCTCGTAGGCGGTTCAACAAGTCGACCGTGAAAACTCGGGGCTCAACCCCGAGACGCCGGTCGAAACTGTTGTGACTAGGGTCCGGTAGAGGTGAGTGGAATTCTCGGTGTAGCGGTGGAATGCGCAGATATCGAGAGGAACACCAGTTGCGAAGGCGGCTCACTGGACCGGTACCGACGCTAAGGAGCGAAAGCGTGGGGAGCAAACAGGBacteria Actinobacteriota Actinomycetia Target 8 0.09 0.12 0.08 0.09 0.11 0.08 0.05 0.05
IM-0UWQP4 TACGTAGGGTGCAAGCGTTATCCGGAATCATTGGGCGTAAAGAGCTCGTAGGCGGTTCAGCAAGTCGGCTGTGAAATTCCGAGGCTCAACCTCGGAACTGCAGTCGATACTGCTGTGACTCGAGTCCGGTAGAGGAGAATGGAATTCCCGGTGTAGCGGTGAAATGCGCAGATATCGGGAGGAACACCAGTAGCGAAGGCGGTTCTCTGGGCCGGCACTGACGCTGAGGAGCGAAAGCGTGGGTAGCAAACAGGBacteria Actinobacteriota Actinomycetia Target 5 - 0.05 - - 0.05 0.06 0.06 0.04
IM-IL55S0 TACGGGGGGAGCGAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGCCGAGTAAGTCGCGTGTGAAAGGCCGGGGCTCAACCCCGAGCACTGCACGCGATACTGCACGGCTAGAGAAAGGTAGAGGCGAGCGGAATTCCCGGTGTAGCGGTGGAATGCGTAGATATCGGGAAGAACACCTGTGGCGAAGGCGGCTCGCTGGGCCTTTTCTGACGCTGAAGCGCGAAAGCGTGGGGAGCAAACAGGBacteria Actinobacteriota Actinomycetia Target 1 - - - - - - - 0.05
IM-S37A7Z TACGTAGGGTGCAAGCGTTGTCCGGAATTACTGGGCGTAAAGAGCTCGTAGGTGGTTTGTCGCGTTGTTCGTGAAAACCTGAGGCTTAACCTTGGGCGTGCGGGCGATACGGGCAGACTGGAGTACTGCAGGGGAGACTGGAATTCCTGGTGTAGCGGTGGAATGCGCAGATATCAGGAGGAACACCGGTGGCGAAGGCGGGTCTCTGGGCAGTAACTGACGCTGAGGAGCGAAAGCGTGGGGAGCGAACAGGBacteria Actinobacteriota Actinomycetia Mycobacteriales Mycobacteriaceae Target 4 - 0.05 - - 0.07 0.07 - 0.08
IM-7U9NT4 TACGGAGGGTGCAAGCGTTATCCGGAATTACTGGGTTTAAAGGGTGCGTAGGCGGCGACGTAAGTCAGAAGTGAAAGTTGGCAGCTTAACTGCAAAATTGCTTTTGATACTGTGTTGCTTGAATCACGTTGAGGCTGGCGGAATGTGGCATGTAGCGGTGAAATGCTTAGATATGCCATAGAACACCAATTGCGAAGGCAGCTGGCTAGACGTGTATTGACGCTGAGGCACGAAAGCGTGGGGAGCGAACAGGBacteria Bacteroidota Target 8 0.14 0.08 0.12 0.14 0.07 0.17 0.08 0.06
IM-JA4D81 TACGTAGGGAGCAAGCGTTGTCCGGATTTACTGGGTGTAAAGGGCGCGCAGGCGGGTCAATAAGTCAGAGGTGAAATCCTACAGCTCAACTGTAGAACTGCCTTTGATACTGCTGATCTTGAGTATGGAAGAGAGAGACGGAATTCCAGGTGTAGTGGTGAAATACGTAGATATCTGGAAGAACACCAGTTGCGAAGGCGGTCTCTTGGTCCAATACTGACGCTGAGGCGCGAAAGCGTGGGTAGCAAACAGGBacteria Bacteroidota Target 8 0.13 0.09 0.11 0.08 0.09 0.09 0.12 0.08
IM-9B799T CACGTAAGGTGCGAGCGTTGTTCGGAATTATTGGGCGTAAAGGGCTCGTAGGTGGCCTGCCAAGTCTCACGTGAAAGACCAGGGCTCAACCCTGGGGACGCGAGAGAAACTGGCAAGCTGGAATCTTGGAGGGGGTACTGGAATTCCTGGTGTAGGGGTGAAATCTGTTGATATCAGGAAGAACACCGGAGGCGAAGGCGAGTACCTGGCCAAAGATTGACGCTGATGAGCGAAAGCGTAGGGAGCGAACAGGBacteria Bacteroidota Target 4 0.07 0.05 0.06 0.05 - - - -
IM-81X6SO TACGGAGGGTGCAAGCGTTGTCCGGAATCACTGGGTGTAAAGGGTGTGTAGGCGGGATTGTAAGTCAGAGGTGAAATCCTACAGCTCAACTGTAGAACTGCCTTTGATACTGCAATTCTTGAGTTTCGGAGAGGTCATTAGAATTCGTGGTGTAGCGGTGAAATGCGTAGATATCACGAGGAATACCAGAGGCGTAGGCGGATGACTGGACGAATACTGACGCTGAGGCACGAAAGCGTGGGGAGCAAACAGGBacteria Bacteroidota Bacteroidia Target 2 0.06 - - 0.05 - - - -
IM-0IZU92 TACGGAGGATCCAAGCGTTATCCGGAATCATTGGGTTTAAAGGGTCCGTAGGTGGATAATTAAGTCAGAGGTGAAATCCTGCAGCTCAACTGTAGAATTGCCTTTGAAACTGGTTATCTTGAGTCATTATGAAGTGGTTAGAATGTGTAGTGTAGCGGTGAAATGCATAGATATTACACAGAATACCGATTGCGAAGGCAGATCACTAATAATGTACTGACACTGATGGACGAAAGCGTGGGTAGCGAACAGGBacteria Bacteroidota Bacteroidia Target 2 0.09 0.05 - - - - - -
IM-JY8Z25 TACGGAGGATGCAAGCGTTATCCGGATTTATTGGGTTTAAAGGGTACGTAGGCGGAAAATTAAGTCAGTAGTGAAATCCTGCAGCTTAACTGTAGAACTGTTATTGATACTGGTTTTCTTGAATATAGTTGAGGTAGGCGGAATGTGTAATGTAGCGGTGAAATGCTTAGATATTACACAGAACACCGATTGCGAAGGCAGCTTACTAAGCTATGATTGACGCTGAGGTACGAAAGCGTGGGGAGCGAACAGGBacteria Bacteroidota Bacteroidia Bacteroidales Target 8 0.74 0.56 0.43 0.66 0.80 0.62 0.60 0.45
IM-UIU138 TACGGAGGATGCAAGCGTTATCCGGATTCATTGGGTTTAAAGGGTGCGCAGGCGGGGCAATAAGTCAGTGGTGAAATCCTGCGGCTTAACCGTAGAACTGCCATTGATACTGTTGCCCTTGAGTATAGTTGAGGTGGGCGGAATATGTAATGTAGCGGTGAAATGCATAGATATTACATAGAACACCAATTGCGAAGGCAGCTCACTAAGCTATCACTGACGCTGAGGCACGAAAGCGTGGGGAGCGAACAGGBacteria Bacteroidota Bacteroidia Bacteroidales Target 8 0.30 0.19 0.16 0.22 0.31 0.24 0.33 0.18
IM-Z04XM6 TACGGAGGGTGCAAGCGTTATCCGGATTTATTGGGTTTAAAGGGTGCGTAGGCGGTCGTTTAAGTCAGGGGTGAAAGTCTGCGGCTCAACCGTAGAATTGCCTTTGATACTGAATGACTTGAGTGCAGTAGAGGTAGGCGGAATGTGTAATGTAGCGGTGAAATGCATAGATATTACACAGAACACCGATTGCGAAGGCAGCTTACTAGACTGTAACTGACGCTGAGGCACGAAAGCGTGGGTAGCGAACAGGBacteria Bacteroidota Bacteroidia Bacteroidales Target 1 - - - 0.06 - - - -
IM-R1Y0X2 TACGGAGGGTCCAAGCGTTGTCCGGATTTATTGGGTGTAAAGGGTGTGTAGGCGGGCTTGTAAGTCAGAGGTGAAATCCCACGGCTCAACCGTGGAACTGCCTTTGATACTGCAGGTCTTGAGTCCTGGAGAGGTTGTTAGAATTCGTGGTGTAGCGGTGAAATGCGTAGATATCACGAGGAATACCGGTTACGAAGGTTGACAGCTGGACAGGTACTGACGCTGAGGCACGAAAGCGTGGGGAGCAAACAGGBacteria Bacteroidota Bacteroidia Bacteroidales Target There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.8 0.14 0.14 0.10 0.14 0.12 0.12 0.11 0.08
IM-2Y6F4P TACGGAGGATGCAAGCGTTATCCGGATTTATTGGGTTTAAAGGGTGCGTAGGCGGGCTAATAAGTCAGTGGTGAAATCTTCCGGCTCAACCGGGAAACTGCCATTGATACTGTTAGTCTTGAGTTAGGTTGAGGTAGGCGGAATGTGTAATGTAGCGGTGAAATGCTTAGATATTACACAGAACACCAATTGCGTAGGCAGCTTACTGGACCTACACTGACGCTGAGGCACGAAAGCGTGGGGAGCGAACAGGBacteria Bacteroidota Bacteroidia Bacteroidales Marinilabiliaceae Target 7 0.12 0.07 - 0.05 0.09 0.06 0.09 0.06
IM-089LAM TACGGAGGGTGCAAGCGTTATCCGGAATTACTGGGTTTAAAGGGTGCGTAGGCGGCTTTGTAAGTCAGGAGTGAAAGTTTGCGGCTCAACCGTAAAATTGCTTTTGATACTGCATCGCTAGAATTAGGATGAGGTTAGCGGAATGTGGCATGTAGCGGTGAAATGCATAGATATGCCATAGAACACCAATTGCGAAGGCAGCTGGCTAGACCTATATTGACGCTGAGGCACGAAAGCGTGGGGAGCGAACAGGBacteria Bacteroidota Bacteroidia Chitinophagales Saprospiraceae Target 4 0.08 - 0.05 0.05 - 0.05 - -
IM-8E02HU TACGGAGGGTGCAAGCGTTATCCGGAATCACTGGGTTTAAAGGGTGCGTAGGCGGGTAGATAAGTCAGAGGTGAAAGCCCGCAGCTTAACTGTGGAATTGCCTTTGATACTGTTTATCTTGAATGAGGTTGAGGTTAGCGGAATGTGACATGTAGCGGTGAAATGCATAGATATGTCATAGAACACCAATTGCGTAGGCAGCTAACTAGGCCTTTATTGACGCTGAGGCACGAAAGCATGGGGAGCGAACAGGBacteria Bacteroidota Bacteroidia Chitinophagales Saprospiraceae Target 1 0.05 - - - - - - -
IM-0CY31C TACGGAGGGTGCAAGCGTTGTCCGGATTTATTGGGTTTAAAGGGTGCGTAGGCGGATTATTAAGTCAGTGGTGAAAGTTTGCGGCTCAACCGTAAAAGTGCCATTGATACTGGTAGTCTTGAGTACAGTAGAGGTAGGCGGAATTTATGGTGTAGCGGTGAAATGCATAGATACCATAAAGAACACCGATAGCGAAGGCAGCTTACTATACTGAGACTGACGCTGAGGCACGAAAGCGTGGGGAGCGAACAGGBacteria Bacteroidota Bacteroidia Cytophagales Target 8 0.28 0.22 0.28 0.40 0.43 0.38 0.44 0.29
IM-8KRI74 TACGGAGGGTGCAAGCGTTGTCCGGATTTATTGGGTTTAAAGGGTGCGTAGGCGGCCTATTAAGTCAGTGGTGAAAGGTATCAGCTTAACTGATGACGTGCCATTGAAACTGAAAGGCTTGAGTACAGACGAGGTAGGCGGAATTTATGGTGTAGCGGTGAAATGCATAGATACCATAAAGAACACCAATTGCGAAGGCAGCTTACTAGACTGAGACTGACGCTGAGGCACGAAAGCGTGGGGAGCGAACAGGBacteria Bacteroidota Bacteroidia Cytophagales Target 8 0.27 0.21 0.38 0.32 0.24 0.35 0.27 0.27
IM-8S5D1Q TACGGAGGGTGCAAGCGTTGTCCGGATTTATTGGGTTTAAAGGGTGCGTAGGTGGCGTGTTAAGTCAGTGGTGAAAGCCTGCAGCTCAACTGTAGAGGTGCCATTGATACTGACATGCTTGAGTATGGACGAGGTAGGCGGAATTTGTGGTGTAGCGGTGAAATGCATAGATACCACAAAGAACACCGATAGCGAAGGCAGCTTACTGGACCATAACTGACACTGAGGCACGAAAGCGTGGGGAGCGAACAGGBacteria Bacteroidota Bacteroidia Cytophagales Target 7 0.16 0.13 0.08 0.07 - 0.06 0.05 0.05
IM-A9B8M6 TACGGAGGGTGCAAGCGTTGTCCGGATTTATTGGGTTTAAAGGGTGCGTAGGCGGTCCGTTAAGTCAGTGGTGAAATCCAGCAGCTCAACTGCTGAACTGCCATTGATACTGGCGGACTTGAGTACAGACGAGGTAGGCGGAATTTATGGTGTAGCGGTGAAATGCATAGATACCATAAAGAACACCGATAGCGAAGGCAGCTTACTAGACTGTAACTGACGCTCAGGCACGAAAGCGTGGGGAGCGAACAGGBacteria Bacteroidota Bacteroidia Cytophagales Target 7 0.16 0.12 0.16 0.16 0.07 0.08 0.08 -
IM-FG79T3 TACGGAGGGTGCAAGCGTTGTCCGGATTTATTGGGTTTAAAGGGTGCGTAGGCGGCCTTATAAGTCAGTGGTGAAAGTCTTCGGCTCAACCGGAGGACTGCCATTGAAACTGTAAGGCTTGAGTACAGTAGAGGTAGGCGGAATTTATGATGTAGCGGTGAAATGCATAGATATCATAAAGAACACCGATAGCGAAGGCAGCTTACTATGCTGTTACAGACGCTGAGGCACGAAAGCGTGGGGAGCGAACAGGBacteria Bacteroidota Bacteroidia Cytophagales Target 2 0.08 0.05 - - - - - -
IM-ZT39H7 TACGGAGGGTGCAAGCGTTGTCCGGATTTATTGGGTTTAAAGGGTGCGTAGGCGGCGTAATAAGTCAGTGGTGAAAGCCGGCAGCTCAACTGTCGAGGTGCCATTGAAACTGTTATGCTTGAGTACAGACGAGGTAGGCGGAATTTATGATGTAGCGGTGAAATGCATAGATATCATAAAGAACACCGATAGCGAAGGCAGCTTACTAGGCTGTAACTGACGCTGAGGCACGAAAGCGTGGGGAGCGAACAGGBacteria Bacteroidota Bacteroidia Cytophagales Target 2 0.06 0.06 - - - - - -
IM-7A3CST TACGGAGGGTGCAAGCGTTGTCCGGATTTATTGGGTTTAAAGGGTGCGTAGGTGGTTTTTTAAGTCAGTGGTGAAAGCCTACAGCTCAACTGTAGAGGTGCCATTGAAACTGGAGAACTTGAGTATGGACGAGGTAGGCGGAATTTGTGGTGTAGCGGTGAAATGCATAGATACCACAAAGAACACCAATAGCGAAGGCAGCTTACTGGACCATAACTGACACTGAGGCACGAAAGCGTGGGGAGCGAACAGGBacteria Bacteroidota Bacteroidia Cytophagales Target 3 0.09 0.08 0.05 - - - - -
IM-7O8UP2 TACGGAGGGTGCAAGCGTTGTCCGGATTTATTGGGTTTAAAGGGTGCGTAGGCGGACAATTAAGTCAGTGGTGAAATACTTCGGCTCAACCGGAGAGGTGCCATTGATACTGGTTGTCTAGAGTACAGACGAGGTAGGCGGAATTTATGGTGTAGCGGTGAAATGCATAGATACCATAAAGAACACCGATAGCGAAGGCAGCTTACTAGACTGTAACTGACGCTGAGGCACGAAAGCGTGGGTAGCGAACAGGBacteria Bacteroidota Bacteroidia Cytophagales Cyclobacteriaceae Fulvivirga Target 1 0.07 - - - - - - -
IM-6C7QH1 TACGGAGGGTCCAAGCGTTATCCGGATTTATTGGGTTTAAAGGGTTCGTAGGCGGGATATTAAGTCAGTGGTGAAATCCTACAGCTTAACTGTAGAACTGCCATTGATACTGATATTCTTGAATTCACCTGAAGTAGGCGGAACATGACATGTAGCGGTGAAATGCTTAGATATGTCATAGAACACCGATTGCGAAGGCAGCTTACTAAAGTGATATTGACGCTAAGGAACGAAAGCGTGGGGAGCGAACAGGBacteria Bacteroidota Bacteroidia Cytophagales Cytophagaceae 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-598GJS TACGGAGGGTCCAAGCGTTATCCGGAATCATTGGGTTTAAAGGGTCCGTAGGCGGGCAATTAAGTCAGAGGTGAAATCCCACAGCTCAACTGTGGAACTGCCTTTGATACTGGTTGTCTTGAGTTACAGTGAAGTAGATAGAATATGTAGTGTAGCGGTGAAATGCATAGATATTACATAGAATACCGATTGCGAAGGCAGTCTACTAACTGTATACTGACGCTAATGGACGAAAGCGTGGGGAGCGAACAGGBacteria Bacteroidota Bacteroidia Flavobacteriales Flavobacteriaceae Target 8 0.50 0.34 0.76 0.70 0.54 0.68 0.56 0.51
IM-72SEM7 TACGGAGGGTCCGAGCGTTATCCGGAATTATTGGGTTTAAAGGGTCCGCAGGCGGGCAATTAAGTCAGGGGTGAAATGGTACGGCTCAACCGTAGCACTGCCCTTGATACTGGTTGTCTTGAGTCATAGTGAAGTGGCCGGAATATGTAGTGTAGCGGTGAAATGCATAGATATTACATAGAACACCGATTGCGAAGGCAGGTCACTAACTATCGACTGACGCTGATGGACGAAAGCGTGGGGAGCGAACGGGBacteria Bacteroidota Bacteroidia Flavobacteriales Flavobacteriaceae Target 8 0.18 0.10 0.23 0.21 0.14 0.18 0.15 0.15
IM-Y33P2L TACGGAGGGTCCGAGCGTTATCCGGAATTATTGGGTTTAAAGGGTCCGCAGGCGGGCAATTAAGTCAGGGGTGAAATGGTGCGGCTCAACCGTAGCACTGCCCTTGATACTGGTTGTCTTGAGTCATGGTGAAGTTGCCGGAATATGTAGTGTAGCGGTGAAATGCATAGATATTACATAGAACACCGATTGCGAAGGCAGGTGACTAACCATGTACTGACGCTGATGGACGAAAGCGTGGGGAGCGAACAGGBacteria Bacteroidota Bacteroidia Flavobacteriales Flavobacteriaceae Target 2 0.06 0.05 - - - - - -
IM-UUA556 TACGGAGGGTCCAAGCGTTATCCGGAATCATTGGGTTTAAAGGGTCCGTAGGCGGACTATTAAGTCAGAGGTGAAATCCCACAGCTCAACTGTGGAACTGCCTTTGATACTGGTAGTCTTGAGTTATATGGAAGTAGATAGAATGTGTAGTGTAGCGGTGAAATGCATAGATATTACACAGAATACCGATTGCGAAGGCAGTCTACTACGTATATACTGACGCTAATGGACGAAAGCGTGGGGAGCGAACAGGBacteria Bacteroidota Bacteroidia Flavobacteriales Flavobacteriaceae Target 2 0.05 - - - - 0.06 - -
IM-OS03R5 TACGGAGGATCCAAGCGTTATCCGGAATCATTGGGTTTAAAGGGTCCGTAGGTGGATAATTAAGTCAGAGGTGAAATCCTGCAGCTCAACTGTAGAATTGCCTTTGATACTGGTTATCTTGAGTTATTATGAAGTAGTTAGAATATGTAGTGTAGCGGTGAAATGCATAGATATTACATAGAATACCAATTGCGAAGGCAGATTACTAATAATCAACTGACACTGATGGACGAAAGCGTGGGGAGCGAACAGGBacteria Bacteroidota Bacteroidia Flavobacteriales Flavobacteriaceae Target 2 0.06 - 0.06 - - - - -
IM-16ZWI4 TACGGAGGGTGCAAGCGTTATCCGGAATCATTGGGTTTAAAGGGTCCGTAGGCGGACTAATAAGTCAGGGGTGAAATACCACAGCTCAACTGTGGAACTGCCTTTGATACTGTTAGTCTTGAATTATATGGAAGTAGATAGAATGTGTAGTGTAGCGGTGAAATGCTTAGAGATTACACAGAATACCGATTGCGAAGGCAGTCTACTACGTATATATTGACGCTAATGGACGAAAGCGTGGGGAGCGAACAGGBacteria Bacteroidota Bacteroidia Flavobacteriales Flavobacteriaceae Lutibacter Target 4 - 0.06 0.05 0.07 - 0.21 - -
IM-4J5MH9 TACGTAGGGGGCAAGCGTTGTCCGGATTTACTGGGTATAAAGGGAGCGCAGGCGGACCTGTCAGTCAGGGGTGAAATCCTACAGCTTAACTGTAGAACTGCCTTTGATACTGCAGGTCTTGAGATCGGAAGAGAGAGACGGAATTCCAGGTGTAGTGGTGAAATACGTAGATATCTGGAAGAACACCGATGGCGAAGGCAGTCTCTTGGTCCGCATCTGACGCTGAGGCTCGAAAGCGTGGGGAGCAAACAGGBacteria Bacteroidota Ignavibacteria Ignavibacteriales Melioribacteraceae Target 1 0.05 - - - - - - -
IM-8WGT08 AACGTAGGAGGCGAGCGTTATCCGGATTTACTGGGCGTAAAGCGCGTGCAGGCGGTTTCTTAAGTCGGACGTGAAAGCTCCTGGCTCAACTGGGAGAGGTCGTTCGAAACTAGGGAACTTGAGGATGGTAGAGGAGAGTGGAATTCCCGGTGTAGTGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCTCTCTGGGCTATTCCTGACGCTAAGACGCGAAAGCTAGGGGAGAGAACGGGBacteria Chloroflexota Anaerolineae Target 8 0.11 0.14 0.05 0.08 0.15 0.10 0.09 0.07
IM-43EATR AACGTAGGAGGCGAGCGTTATCCGGATTTACTGGGCGTAAAGCGCGTGCAGGCGGCTTTCTAAGTCGGACGTGAAAGCTCCCGGCTCAACTGGGAGAGGTCGTTCGAAACTAGGAGGCTTGAGGGTGGTAGAGGAGAGTGGAATTCCCGGTGTAGTGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCTCTCTGGGCCACTCCTGACGCTAAGACGCGAAAGCTAGGGGAGAGAACGGGBacteria Chloroflexota Anaerolineae Target 5 0.06 0.09 - - 0.05 0.06 0.04 -
IM-X0S51W CACGTAGGATCCGAGCGTTATCCGAATTTACTGGGCGTAAAGCGCGTGTAGGCGGTCAGGTAAGTTGGACGTGAAATCTCCTGGCTCAACTAGGAGAGGTCGTTCAAAACTGCCGGACTAGAGGGCGACAGAGGGAGGTGGAATTCCCGGTGTAGTGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCCTCCTGGGTCGCACCTGACGCTCAGACGCGAAAGCTAGGGGAGCAAACGGGBacteria Chloroflexota Anaerolineae Anaerolineales Anaerolineaceae Target 8 0.24 0.48 0.23 0.22 0.32 0.22 0.34 0.46
IM-LB11W2 AACGTAGGATCCGAGCGTTATCCGAATTCACTGGGCGTAAAGCGCGTGTAGGCGGTTCGGTAAGTTGGATGTGAAAGCTCCCGGCTCAACTGGGAGAGGACGTTCAAAACTGTTGGACTAGAGGGCGGAAGAGGGAGGTGGAATTCCCGGTGTAGTGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCCTCCTGGGCCGCACCTGACGCTCAGACGCGAAAGCTAGGGTAGCAAACGGGBacteria Chloroflexota Anaerolineae Anaerolineales Anaerolineaceae Target 8 0.40 0.56 0.23 0.26 0.48 0.48 0.54 0.53
IM-S40I8N CACGTAGGATCCGAGCGTTATCCGAATTTACTGGGCGTAAAGCGCGTGTAGGCGGCTGGGTAAGTTGGACGTGAAAGCTCCTGGCTCAACTGGGAGAGGTCGTTCAAAACTGCCTGGCTAGAGGGCGACAGAGGGAGGTGGAATTCCCGGTGTAGTGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCCTCCTGGGTCGCCCCTGACGCTCAGACGCGAAAGCTAGGGGAGCAAACGGGBacteria Chloroflexota Anaerolineae Anaerolineales Anaerolineaceae Target 8 0.40 0.81 0.29 0.33 0.49 0.45 0.61 0.49
IM-90A6EZ TACGTAGGAGGCGAGCGTTATCCGGATTTATTGGGCGTAAAGCGCGTGCAGGTGGTTTGGTAAGTTGGGTATGAAATCTCCTGGCTTAACTAGGAGAGGTTGCTCAAAACTACCAGACTAGAGGACGATAGAGGAAGGTGGAATTCCCGGTGTAGTAGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCCTTCTGGGTCGTTCCTGACACTAAGACGCGAAAGCATGGGTAGCAAACGGGBacteria Chloroflexota Anaerolineae Anaerolineales Anaerolineaceae Target 8 0.25 0.33 0.15 0.31 0.68 0.48 0.42 0.46
IM-2U2H1B AACGTAGGAGGCAAGCGTTATCCGGATTTACTGGGCGTAAAGCGTGTGTAGGCGGTATGGTAAGTCGGACGTGAAAGCTCCTGGCTCAACTGGGAGAGGCCGTTCGAAACTTCCAAACTTGAGGGCAGTAGAGGGAGGTGGAATTCCGGGTGTAGCGGTGAAATGCGTAGATATCCGGAGGAACACCAGTGGCGAAGGCGGCCTCCTGGACTGTCCCTGACGCTCAGACACGAAAGCTAGGGGAGCAAACGGGBacteria 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.8 0.10 0.17 0.06 0.10 0.17 0.14 0.24 0.18
IM-EWD208 AACGTAGGAATCGAGCGTTATCCGAATTTACTGGGCGTAAAGCGCGTGTAGGCGGTTTGGTAAGTTGGATGTGAAAGCTCCCGGCTCAACTGGGAGAGGACGTTCAATACTGTCAGACTAGAGGACGGCAGAGGGAGGTGGAATTCCCGGTGTAGTGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCCTCCTGGGCCGTGCCTGACGCTAAGACGCGAAAGCTAGGGTAGCAAACGGGBacteria Chloroflexota Anaerolineae Anaerolineales Anaerolineaceae Target 8 0.21 0.16 0.07 0.10 0.15 0.18 0.13 0.13
IM-4B00FE CACGTAGGAGGCAAGCGTTATCCGGATTTACTGGGCGTAAAGCGCGTGCAGGCGGTTTGGTAAGTTGGATGTGAAAGCTCCTGGCTTAACTGGGAGAGGTCGTTCAATACTGCCAAACTAGAGGACGGTAGAGGAAGGTAGAATTCCTGGTGTAGTGGTGAAATGCGTAGATATCAGGAGGAATACCAGAGGCGAAGGCGGCCTTCTGGGCCGTTCCTGACGCTAAGACGCGAAAGCATGGGTAGCAAACGGGBacteria Chloroflexota Anaerolineae Anaerolineales Anaerolineaceae Target 7 0.09 0.09 - 0.06 0.06 0.07 0.08 0.08
IM-CGW872 AACGTAGGAGGCGAGCGTTATCCGGATTTACTGGGCGTAAAGCGCGTGCAGGCGGTTTGGCAAGTCGGACGTTAAAGCTCCTGGCTCAACTGGGAGAGGCCGTTCGATACTTTCAGACTAGAGGGCAGCAGAGGGAGGTGGAATTCAGGGTGTAGCGGTGAAATGCGTAGATATCCTGAGGAACACCAGTGGCGAAGGCGGCCTCCTGGACTGTCCCTGACGCTAAGACGCGAAAGCTAGGGTAGCAAACGGGBacteria 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 - - 0.06 - 0.05 -
IM-WG47Y2 AACGTAGGATCCAAGCGTTATCCGAATTTACTGGGCGTAAAGCGCGTGTAGGCGGTGTGGTAAGTTGGATGTGAAATCTCCCGGCTCAACTGGGAGAGGTCATTCAAGACTGCCGCACTAGAGGACGGTAGAGGGAGGTGGAATTCCCGGTGTAGTGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCCTCCTGGGCCGTTCCTGACGCTCAGACGCGAAAGCTAGGGTAGCAAACGGGBacteria Chloroflexota Anaerolineae Anaerolineales Anaerolineaceae Target 5 0.09 0.10 - 0.05 0.06 - 0.05 -
IM-48N8AX AACGTAGGATCCGAGCGTTATCCGAATTTACTGGGCGTAAAGCGCGTGTAGGCGGCTCGATAAGTTGGATGTGAAAACTCCTGGCTCAACTGGGAGAGGTCGTTCAAGACTGTCGGGCTAGAGGGCGGCAGAGGGAGGTGGAATTCCCGGTGTAGTGGTGAAATGCGTAGATATCGGGAGGAACACCAGAGGCGAAGGCGGCCTCCTGGGCCGCGCCTGACGCTAAGACGCGAAAGCTAGGGTAGCAAACGGGBacteria Chloroflexota Anaerolineae Anaerolineales Anaerolineaceae Target 1 - - - - - - 0.05 -
IM-I86YX2 CACGTAGGATTCAAGCGTTATCCGAATTTACTGGGCGTAAAGCGCGTGTAGGCGGTGCGGTAAGTTGGACGTGAAAGCTCCTGGCTCAACTGGGAGAGGTCGTTCAAAACTTCCGCACTAGAGGACGGTAGAGGGAGGTGGAATTCCCGGTGTAGTGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCCTCCTGGGCCGTTCCTGACGCTCAGACGCGAAAGCTAGGGGAGCAAACGGGBacteria Chloroflexota Anaerolineae Anaerolineales Anaerolineaceae Target 7 0.07 0.05 - 0.05 0.08 0.05 0.07 0.07
IM-V6U96D TACGTAGGTGGCAAGCGTTGTCCGGATTTACTGGGCGTAAAGGGCGTGCAGGCGGTCGAGTAAGTCGAATGTGAAAGCTCCCGGCTCAACTGGGAAGGGTCATTCGATACTGTTCGACTTGAAGATAGGAGAGGGAAGCGGAATTCCCGGTGTAGTGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCTTTCTGGCCTATTCTTGACGCTGAGACGCGAAAGCTAGGGGAGCGAACGGGBacteria Chloroflexota Anaerolineae Anaerolineales Anaerolineaceae Target 1 - 0.07 - - - - - -
IM-5I5FM4 TACGTAGGTGGCGAGCGTTATCCGGAATTACTGGGCGTAAAGGGCACGCAGGCGGCCAAGCAAGTCTGACGTGAAAGCTCCTGGCTTAACTGGGAGAGGTCGTTGGAAACTGTTTGGCTTGAGGTAATGAGAGGGGTGCGGAATTCCCGGTGTAGTGGTGGAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAAGCGGCACCCTAGCATTGACCTGACGCTCATGTGCGAAAGCGTGGGGAGCAAACGGGBacteria Chloroflexota Anaerolineae Caldilineales Caldilineaceae Target 8 0.06 0.13 0.10 0.10 0.12 0.08 0.11 0.13
IM-Y84O8O GACGTAGGAGGCGAGCGTTATCCGGAATTATTGGGCGTAAAGGGCGTGTAGGCGGCTCTTCAAGTCTTTGGTGAAATCTCCCGGCTTAACCGGGAGAGTGCCAGGGAAACTGGAGGGCTTGAGGGCAGCAGAGGGGGGTGGAATTCCCGGTGTAGTGGTGATATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCCCCCTGGGCTGTTCCTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGGBacteria Chloroflexota Dehalococcoidia Dehalococcoidales Dehalococcoidaceae 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 - - - - - 0.05 -
IM-V56S73 TACGGAGGATGCAAGCGTTATCCGGAATCATTGGGCGTAAAGCGTCCGCAGGTGGTTTCCAAAGTCTGCTGTTAAAGACTGGAGCTCAACTCCGGAACGGCGGTGGAAACTTGGAAACTAGAGTTCGGTAGGGGTAGCAGGAATTCCCAGTGTAGCGGTGAAATGCGTAGATATTGGGAAGAACATCGGTGGCGAAGGCGTGCTACTGGACCGTAACTGACACTCAGGGACGAAAGCTAGGGGAGCGAAAGGGBacteria Cyanobacteria Cyanobacteriia Target 1 - 0.05 - - - - - -
IM-J4J1P7 TACGGGAGTGGCAAGCGTTATCCGGAATTATTGGGCGTAAAGCGTCCGCAGGCGGCCCAACAAGTCTGCTGTTAAAAAGTGGAGCTTAACTCCATCATGGCAGTGGAAACTGTTGGGCTAGAGTGTGGTAGGGGCAGAGGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAAGAACACCAGTGGCGAAGGCGCTCTGCTGGGCCATCACTGACGCTCATGGACGAAAGCCAGGGGAGCGAAAGGGBacteria Cyanobacteria Cyanobacteriia Synechococcales Synechococcaceae Synechococcus Target 8 0.15 0.20 0.12 0.16 0.10 0.35 0.09 0.14
IM-AEY009 TACGGAGGGTGCAAGCGTTATTCGGAATCACTGGGCGTAAAGAGCGCGTAGGCGGTTTCTAAAGTCAGATGTGAAAGCCCGGGGCTCAACCCCGGAAGTGCATTTGAAACTTAGGGACTTGAGTATGGGAGAGGGAAGTGGAATTCCTGGTGTAGCGGTGAAATGCGTAGATATCAGGAGGAACACCGGTGGCGAAGGCGACTTCCTGGACCAATACTGACGCTGAGGCGCGAAGGCGTGGGGAGCAAACAGGBacteria Desulfobacterota Desulfobacteria Desulfobacterales Target 8 0.67 0.69 0.37 0.77 0.83 0.79 0.84 0.97
IM-B9NF26 TACTGAAGGTGCAAGCGTTAATCGGAATCACTGGGCGTAAAGCGCTCGTAGGTGGCTTTGTAAGTCAGATGTGAAAGCCCACGGCTCAACCGTGGAATTGCATTTGATACTGCATCGCTAGAGTATAGGAGAGGGAAGTGGAATTTCTGGTGTAGGAGTGAAATCCGTAGAGATCAGAAGGAACACCGGTGGCGAAGGCGACTTCCTGGACTATTACTGACACTGAGGAGCGAAAGCGTGGGGAGCAAACAGGBacteria Desulfobacterota Desulfovibrionia Desulfovibrionales Desulfovibrionaceae Target 1 - - - - 0.06 - - -
IM-H9C34V TACGTAGGGGGCGAGCGTTATCCGGAATTATTGGGCGTAAAGGGTTCGCAGGCGGTCTATTAAGTCTGATGTGAAAGCCCACGGCTTAACCGTGGAGGGTCATTGGAAACTGATAGACTTGAATACAGCAGAGGTAAGTGGAATTCCATGTGTAGCGGTGAAATGCGTAGATATATGGAGGAACACCAGTGGCGAAGGCGGCTTACTGGGCTGGAATTGACGCTGAGGAACGAAAGCGTGGGGAGCAAACAGGBacteria Firmicutes Bacilli Lactobacillales Target 7 0.06 0.09 - 0.05 0.16 0.15 0.10 0.09
IM-S89GV3 TACGTAGGTGGCAAGCGTTGTCCGGATTTACTGGGCGTAAAGAGTGTGTAGGCGGATAATTAAGTCAGGTGTGAAATCCCGAGGCTCAACCTCGGAGGTGCATTTGATACTGGTTGTCTAGAGTGCAGGAGAGGAGAGTGGAATTCCTAGTGTAGCGGTGAAATGCGTAGAGATTAGGAAGAACACCAGTGGCGAAGGCGACTCTCTGGACTGTAACTGACGCTGAGACACGAAAGCGTGGGGAGCGAACAGGBacteria Firmicutes Clostridia Clostridiales Clostridiaceae Target 3 - 0.10 - - 0.06 0.04 - -
IM-2QW05X TACGTATGTCGCAAGCGTTATCCGGAATTATTGGGCGTAAAGCGAGTCTAGGCGGCTTGTTAAGTCAGATGTGAAAATGCGGGGCTCAACTCCGTATTGCGTTTGAAACTGGCAGGCTAGAGTACTGGAGAGGTGGGCGGAACTACAAGTGTAGAGGTGAAATTCGTAGATATTTGTAGGAATGCCGATAGTGAAGACAGCTCACTGGACAGATACTGACGCTAAAGCTCGAAAGCGTGGGGAGCGAACAGGBacteria Fusobacteriota Fusobacteriia Fusobacteriales Fusobacteriaceae Target 2 - - 0.14 - 0.04 - - -
IM-0ZSF92 GACGGAGGGCGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCACGCAGGCGGTTTGCTCAGTCCTTTGTGAAAGCCCGGGGCTCAACCCCGGAATTGCATGGGATACTGGCAGACTTGAGACTGGTAGAGGCTAGCGGAATTCCTGGTGTAGCGGTGGAATGCGTAGATATCAGGAAGAACACCTGTGGCGAAGGCGGCTAGCTGGGCCAGTTCTGACGCTCATGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Gemmatimonadota Target 8 0.10 0.10 0.13 0.16 0.20 0.19 0.20 0.23
IM-X651GG GACGGAGGGCGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCACGCAGGCGGTCTATTAAGTCCTTTGTGAAAGCCCGGGGCTCAACCCCGGAATTGCATCGGATACTGGCAGACTGGAGACAGGTAGAGGCTAGCGGAATTCCTGGTGTAGCGGTGGAATGCGTAGATATCAGGAAGAACACCTGTGGCGAAGGCGGCTAGCTGGGCCTGTTCTGACGCTCATGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Gemmatimonadota Target 8 0.11 0.08 0.11 0.13 0.15 0.17 0.19 0.18



IM-09X4UP TACGGAGGGTGCAAGCGTTGTTCGGATTCACTGGGTATAAAGGGTGCGCAGGCGGCCCGATAAGTCAGGGGTGAAATATGACGGCTTAACCGTCAAACTGCCCCTGAAACTGTCAGGCTTGAGTTCGAGAGAGGTAGGTGGAATTCCAGGTGTAGCGGTGAAATGCGTAAATATCTGGAGGAACACCGGTGGCGAAGGCGGCCTACTGGCTCGATACTGACGCTCAGGCACGAAAGCATGGGGAGCGAACGGGBacteria Latescibacterota Target 8 0.09 0.05 0.10 0.12 0.09 0.09 0.11 0.08
IM-8SF7C5 GACGGAGGGGGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGCGTGCCAAGTGTGACGTGAAAGCCCTCGGCTTACCCGAGGAAGGGCGTCGCAGACTGGTAGGCTAGAGTGCCGGAGGGGGATGCGGAATTCCTGGTGGAGCGGTGAAATGCGTAGAGATCAGGAAGAACGTCGGTGGCGAAGGCGGCATCCTGGACGGACACTGACGCTGAGGTGCGAGAGCGTGGGGAGCGAACGGGBacteria Moduliflexota Moduliflexia Moduliflexales Moduliflexaceae Target 4 0.07 - - 0.07 0.06 0.05 - -
IM-9Y6Q0E TACGTAGGGGGCAAGCGTTGTTCGGAATTATTGGGCGTAAAGAGCGCGTAGGCGGCTTGACAAGTCTGGTGTGAAATCTCACAGCTCAACTGTGAAACTGCATCAGAAACTGTTTGGCTAGAGTGTGGGAGAGGAGAGTGGAATTCCCAGTGTAGAGGTGAAATTCGTAGATACTGGGAGGAACACCGGTGGCGAAGGCGGCTCTCTGGACCACAACTGACGCTGAGGCGCGAAAGCTAGGGGAGCAAACGGGBacteria Nitrospinota Target There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.8 0.28 0.32 0.36 0.54 0.80 0.62 0.67 0.64
IM-6P28AM TACGGGGGGTGCAAGCGTTGTTCGGATTTACTGGGCGTAAAGCGCGAGCAGGCGGGTCAGTAAGTCTTGTGTGTAATCTTTCGGCTTAACCGAAAAACTGCACAGGAAACTACTGATCTTGAGTGCGAGAGAGGATGGCGGAATTCCTGGTGTAGCGGTGAAATGCGTAGATATCAGGAGGAACACCGGTGGCGAAGGCGGCCATCTGGCTCGACACTGACGCTCATTCGCGAAGGCCGGGGGAGCAAACAGGBacteria 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.4 0.05 0.05 0.05 0.05 - - - -
IM-5OEM5Z GACAGAGGTGGCAAGCGTTGTTCGGATTTACTGGGCTTAAAGGGCGTGTAGGCGTCCCGATAAGTCAGATGTGGAAGCCTTGGGCTCAACCCAAGAATTGCATTTGAAACTGTCGGGATTGAGTCGTGTATGGGAGGGCGGAATTCCTGGTGTAGCGGTGAAATGCGTAGATATCAGGAGGAAGGCCGGTGGTGAAGATGGCCCTCTGGGCAATGACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGGBacteria Nitrospirota Nitrospiria Nitrospirales Nitrospiraceae Target 2 - - 0.06 0.05 - - - -
IM-57X9MG GACAGAGGTGGCAAGCGTTGTTCGGATTTACTGGGCTTAAAGGGCGTGTAGGCGTCCTGATAAGTCAGATGTGGAAGCCTTGGGCTTAACCCAAGAAGTGCATTTGAAACTGTCAGGATTGAGTCGTGCAAGGGAGGGCGGAATTCCTGGTGTAGCGGTGAAATGCGTAGATATCAGGAGGAAGGCCGGTGGTGAAGACGGCCCTCTAGGCAATGACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGGBacteria Nitrospirota Nitrospiria Nitrospirales Nitrospiraceae Target 7 0.07 - 0.12 0.11 0.07 0.06 0.08 0.06
IM-7JD04A TACAGAGGTGGCAAGCGTTGTTCGGATTTACTGGGCTTAAAGGGCGTGTAGGCGTCCTGATAAGTCAGATGTGGAAGCCTTGGGCTTAACCCAAGAAGTGCATTTGATACTGTCGGGATTGAGTCGTACATGGGAGGGCGGAATTCCTGGTGTAGCGGTGAAATGCGTAGATATCAGGAGGAAGGCCAGTGGTGAAGACGGCCCTCTGGGTAATGACTGACGCTGAGGCGCGAAAGCGTGGGTAGCAAACAGGBacteria Nitrospirota Nitrospiria Nitrospirales Nitrospiraceae Target 1 - - - - - - 0.05 -
IM-304PFL CACGAAGGGCCCGAGCGTTGCGCGGAATCACTGGGCTTAAAGCGTACGTAGGCGGGCGTGCAGGCGTCTTGTGAAAGCCCTCGGCTCAACCGAGGAATTGCTCGACGAACCGCACGTCTTGAGGCAGGTAGGAGCTGTCGGAACGATAGGTGGAGTGGTGAAATGCGTTGATATCTATCGGAACGCCGAAGGAGAAATCAGGCAGCTGGGCCTGTCCTGACGCTGAGGTACGAAAGCGTGGGGAGCGAACGGGBacteria Planctomycetota Target 7 0.07 0.10 0.06 0.05 0.05 - 0.08 0.07
IM-6I7KT0 TACGAAGGGCTCGAGCGTTAATCGGAATCACTGGGCTTAAAGCGTACGTAGGCGGACACACAGGCATCTTGTGAAATCCCTCGGCTCAACCGAGGAACTGCTTGGTGAACCGTGTGTCTTGAGGCAAGTAGGGGCTGTCGGAACGCTAGGTGGAGTGGTGAAATGCGTTGATATCTAGCGGAACGCCGAAGGAGAAATCAGGCAGCTGGGCTTGTTCTGACGCTGAGGTACGAAAGCGTGGGGAGCGAACGGGBacteria Planctomycetota Target 1 - - - - - - 0.05 -
IM-56NY75 TACGAAGGTGGCAAGCGTTGTTCGGAATCACTGGGCTTAAAGCGCACGTAGGCGGAACAGAAAGTGTCTTGTGAAAGCCCCCGGCTTAACCGGGGAATTGCTCGGCAAACTCCTGTTCTTGAGTCAAGTAGGGGTACATGGAACTCTTAGTGGAGCGGTGGAATGCGTAGATATTAAGAGGAACGCCAATGGTGAAGACAGTGTACTGGGCTTGTACTGACGCTGAGGTGCGAAAGCGTGGGGAGCGAACGGGBacteria Planctomycetota Target 1 0.07 - - - - - - -
IM-V58A1L TACGAAGGTGGCGAGCGTTGTTCGGAATTATTGGGCTTAAAGAGCACGTAGGCGGACCAGAAAGTGTCTTGTGAAAACCCCCGGCTTAACCGGGGAATTGCTTGGCAAACTTCTAGGTCTTGAGTCAAGTAGGGGTACATGGAACTCTTAGTGGAGCGGTGGAATGCGTAGATATTAAGAGGAACGCCAATGGTGAAGACAGTGTACTGGGCTTGTACTGACGCTGAGGTGCGAAAGCGTGGGGAGCGAACGGGBacteria Planctomycetota Target 3 - 0.07 - - 0.05 - 0.06 -
IM-301ZZI TACGAAGGGCCCGAGCGTTGCGCGGAATCATTGGGCTTAAAGCGTACGCAGGCGGGCGCGCAGGCGTTTTGTGAAATCCCTCGGCTCAACCGAGGAACTGCTTGACGAACCGCGCGTCTTGAGACAAGTAGGGGCTGTCGGAACGATAGGTGGAGTGGTGAAATGCGTTGATATCTATCGGAACGCCGAAGGAGAAATCAGGCAGCTGGGCTTGTTCTGACGCTGAGGTACGAAAGCGTGGGGAGCGAACGGGBacteria Planctomycetota Target 5 0.06 0.08 0.07 - 0.05 0.05 - -
IM-5M82VE CACGAAGGGCCCGAGCGTTGCGCGGAATCATTGGGCTTAAAGCGTACGTAGGCTGGCGCGCAGGCGTTTTGTGAAAGCCCTCGGCTCAACCGAGGAACTGCTTGGCGAACCGCGCGTCTTGAGGCAGGTAGGGGCTGTCGGAACGATAGGTGGAGTGGTGAAATGCGTTGATATCTATCGGAACGCCGAAGGAGAAATCAGACAGCTGGGCCTGTCCTGACGCTGAGGTACGAAAGCGTGGGGAGCGAACGGGBacteria Planctomycetota Phycisphaerae Phycisphaerales Phycisphaeraceae Target 8 0.05 0.21 0.11 0.11 0.07 0.10 0.10 0.05
IM-012UJY TACGAAGGGCCCGAGCGTTAATCGGAATCACTGGGCTTAAAGCGTACGTAGGCGGATGCGCAGGCATTCTGTGAAATCCCTCGGCTCAACCGAGGAACTGCAGGGTGAACCGCGTGTCTTGAGACAAGTAGGGGCTGTCGGAACGCTAGGTGGAGTGGTGAAATGCGTTGATATCTAGCGGAACGCCAAAGGAGAAATCAGGCAGCTGGGCTTGTTCTGACGCTGAGGTACGAAAGCGTGGGGAGCGAACGGGBacteria Planctomycetota Phycisphaerae Phycisphaerales Phycisphaeraceae Target 8 0.11 0.08 0.09 0.09 0.08 0.08 0.08 0.09
IM-53YEF9 CACGAACCGTCCAAACGTTATTCGGTATCACTGGGCTTAAAGCGTGCGTAGGCGGCTTGGTAGGTGAGATGTGAAAGCCCACGGCTCAACCGTGGAATTGCGTTTCAAACCCCCAAGCTCGAGGAAGATAGGGGTGATGGGAACTTATGGTGGAGCGGTGAAATGCGTTGATATCATAGGGAACACCGGTGGCGAAAGCGCATCACTGGATCTTTTCTGACGCTGAGGCACGAAAGCTAGGGTAGCGAACGGGBacteria Planctomycetota Planctomycetes Target 8 0.69 1.57 1.02 0.87 1.10 0.89 1.00 1.22
IM-24S7WZ GACGAACCGTACGAACGTTATTCGGAATTACTGGGCTTAAAGGGTGCGTAGGCTGCACGGAAAGTTGGGTGTGAAAGCCCTCAGCTCAACTGAGGAATTGCATCCAAAACTGCCGTGCTTGAGGGAGACAGAGGTGAGCGGAACTCAAGGTGGAGCGGTGAAATGCGTTGATATCTTGAGGAACACCGGTGGCGAAGGCGGCTCACTGGGTCTCTTCTGACGCTGAGGCACGAAAGCTAAGGTAGCAAACGGGBacteria Planctomycetota Planctomycetes Target 8 0.19 0.64 0.19 0.25 0.36 0.34 0.31 0.46
IM-7N2G6D GACGAAGGTGGCAAGCGTTATTCGAAATCACTGGGCTTAAAGGGTGCGTAGGCGGACATGATAGTGTCATGTGAAATCCCCCGGCTTAACCGGGGAATGGCTTGGCAAACTCCATGTCTTGAGGCAAGTAGGGGTGTGTGGAACTCTTGGTGGAGCGGTGGAATGCGTAGATATCAAGAGGAACGCCGAAGGTGAAGACAGCACACTGGACTTGTACTGACGCTGAGGCACGAAAGCGTGGGGAGCGAACAGGBacteria Planctomycetota Planctomycetes Target 8 0.22 0.14 0.14 0.20 0.28 0.22 0.22 0.21
IM-4EMR53 GACGAACCGGACGAACGTTATTCGGAATCACTGGGCTTAAAGGGTACGTAGGCGGCTTTGTAGGTTGGGTGTGAAATCCCACGGCTCAACCGTGGAACTGCGCTCAAAACCACAGGGCTTGAGGGAAGTAGAGGTAAGCGGAACTGATGGCGGAGCGGTGAAATGCGTTGATATCATCAGGAACACCAGTGGCGAAGGCGGCTTACTGGGCTTCTTCTGACGCTGAGGTACGAAAGCTAGGGTAGCGAACGGGBacteria Planctomycetota Planctomycetes Target 8 0.11 0.10 0.13 0.12 0.14 0.13 0.11 0.20
IM-17N6FL GACGAACCGTCCAAACGTTATTCGGAATCACTGGGCTTAAAGGGTGCGTAGGCGGCTTGGCAAGTTGGGTGTGAAAGCCCTCGGCTCAACCGAGGAATTGCGCCCAAAACTGCCTTGATAGAGTGAGATAGAGGTGAGCGGAACTTATGGTGGAGCGGTGAAATGCGTTGATATCATAAGGAACGCCAGTGGCGAAAGCGGCTCACTGGATCTCTACTGACGCTGAGGCACGAAAGCTAGGGTAGCGAACAGGBacteria Planctomycetota Planctomycetes Target 7 0.05 0.09 - 0.06 0.10 0.08 0.09 0.11
IM-41TOH1 GACGAACCGTCCAAACGTTATTCGGAATCACTGGGCTTAAAGGGTGCGTAGGCGGCCCTGCAAGTTGGGTGTGAAAGCCCACGGCTCAACCGTGGAATTGCGCCCAAAACTGCAGGACTTGAGGGAGACAGAGGTGAGCGGAACTTATGGTGGAGCGGTGAAATGCGTTGATATCATAAGGAACACCGGTGGCGAAGGCGGCTCACTGGGTCTCTTCTGACGCTGAGGCACGAAAGCTAGGGTAGCGAACAGGBacteria Planctomycetota Planctomycetes Target 8 0.09 0.14 0.16 0.17 0.18 0.16 0.17 0.29
IM-8V3LI9 TACGAACTGTCCAAACGTTATTCGGAATCACTGGGCTTAAAGGGTGCGTAGGCGGCGTAGTAAGTTGGATGTGAAATCCTACGGCTCAACCGTAGAACTGCGTTCAATACTGCTATGCTTGAGGGAGATAGAGGTAAGCGGAACTTCGGGTGGAGCGGTGAAATGCGTAGATATCCGAAGGAACACCAGTGGCGAAAGCGGCTTACTGGGTCTCTTCTGACGCTGAGGCACGAAAGCTAGGGTAGCGAACGGGBacteria Planctomycetota Planctomycetes Target 7 0.05 0.09 0.06 - 0.05 0.07 0.05 0.07
IM-O23Y0O TACGAACCGTCCAAACGTTATTCGGAATTATTGGGCTTAAAGGGTGCGTAGGCGGCGCTATAAGTCAGGTGTGAAATCCCACGGCTCAACCGTGGAACTGCGCCCGATACTGTAGTGCTCGAGGGAGACAGAGGTAAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATCATCAGGAACACCAGTGGCGAAAGCGGCTTACTGGGTCTCTTCTGACGCTGAGGCACGAAAGCTAGGGTAGCGAACGGGBacteria Planctomycetota Planctomycetes Target 6 0.05 0.08 0.06 - 0.05 - 0.07 0.10
IM-0OF4I2 CACGAACCGGACAAACGTTATTCGGAATTATTGGGCTTAAAGGGTGCGTAGGCGGCGCGGTAAGTGAGGTGTGAAATCCCACGACTCAATCGTGGAACTGCGCTTCATACTGCCGTGCTAGAGGGAGACAGAGGTAAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATTATCAGGAACACCAGTGGCGAAAGCGGCTTACTGGGTCTCTTCTGACGCTGAGGCACGAAAGCTAGGGTAGCGAACGGGBacteria Planctomycetota Planctomycetes Target 8 0.06 0.17 0.08 0.06 0.15 0.11 0.07 0.13
IM-12WQV0 GACGAACCGGACAAACGTTATTCGGAATCACTGGGCTTAAAGGGTACGTAGGCGGCGCGGCAAGTTGGGTGTGAAATCCCTCGGCTCAACCGAGGAATGGCGCCCAAAACTGCCGTGCTAGAGGGAGACAGAGGTGAGTGGAACTTAGGGTGGAGCGGTGAAATGCGTTGATATCCTAAGGAACACCGGTGGCGAAAGCGACTCACTGGGTCTCTTCTGACGCTGAGGTACGAAAGCTAGGGGAGCGAACGGGBacteria Planctomycetota Planctomycetes Target 5 0.05 0.12 - - 0.06 0.06 - 0.09
IM-54WBX9 GACGAACCGTACAAACGTTATTCGGAATCACTGGGCTTAAAGGGTGCGTAGGCGGCCAGGTAAGTTGGGTGTGAAATCCCTCGGCTCAACCGAGGAACTGCGCCCAAAACTACTTGGCTTGAGGGAGATAGAGGTGAGCGGAACTTAGGGTGGAGCGGTGAAATGCGTTGATATCCTAAGGAACACCGGTGGCGAAAGCGGCTCACTGGATCTCTTCTGACGCTGAGGCACGAAAGCTAGGGTAGCGAACGGGBacteria Planctomycetota Planctomycetes Target 8 0.07 0.13 0.06 0.08 0.09 0.13 0.08 0.14
IM-3N7WB6 GACGAACCGTCCAAACGTTATTCGGAATTACTGGGCTTAAAGGGTGCGTAGGCGGCGCGGAAAGTTGGGTGTGAAATACCTCGGCTCAACCGAGGAACGGCGCCCAATACTGCCGTGCTCGAGGAAGATAGAGGTGAGCGGAACTTAGGGTGGAGCGGTGAAATGCGTTGATATCCTAAGGAACACCAGTGGCGAAAGCGGCTCACTGGATCTTTTCTGACGCTGAGGCACGAAAGCTAGGGTAGCGAACGGGBacteria Planctomycetota Planctomycetes Target 8 0.05 0.08 0.06 0.05 0.07 0.07 0.06 0.09
IM-Q7J18Y GACGAACCGGACAAACGTTATTCGGAATTACTGGGCTTAAAGGGTGCGCAGGCGGCGCGGCAAGTTGGGTGTGAAATCCCTCGGCTCAACCGAGGAACTGCGCCCAAAACTGCCGTGCTAGAGGGAGATAGAGGTGAGCGGAACTTAGGGTGGAGCGGTGAAATGCGTTGATATCCTAAGGAACACCGGTGGCGAAAGCGGCTCACTGGATCTCTTCTGACGCTCATGCACGAAAGCTAGGGGAGCGAACGGGBacteria Planctomycetota Planctomycetes Target 2 - 0.05 - - - - - 0.06
IM-Z1Y9P7 TACGAACCGTACGAACGTTATTCGGAATCACTGGGCTTAAAGAGTGCGTAGGCGGACAGGAAAGTTGGGTGTGAAAGCCCTCGGCCCAACCGAGGAATTGCGCCCAAAACTACTTGACTTGAGGGAGGCAGAGGTAAGCGGAACTAATGGTGGAGCGGTGAAATGCGTTGATATCATTAGGAACACCTGAGGCGAAGGCAGCTTACTGGGCCTCTTCTGACGCTGAGGCACGAAAGCTAGGGGAGCGAACGGGBacteria Planctomycetota Planctomycetes Target 2 - - - - - - 0.05 0.06
IM-864QLQ CACGAACTGCGCAAACGTTATTCGGAATCACTGGGCTTAAAGAGTCCGTAGGCGGCTCGGCAGGTGAGGTGTGAAATCCCACGGCTCAACCGTGGAATTGCGCTTCAAACCGCCGGGCTAGAGGGAGATAGAGGAGAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATCATCAGGAACACCGGTGGCGAAAGCGGCTCTCTGGGTCTCTTCTGACGCTGAGGGACGAAAGCTAGGGGAGCGAACGGGBacteria Planctomycetota Planctomycetes Target 3 - 0.09 - 0.08 - - 0.05 -
IM-55NW48 GACGAACCGTCCAAACGTTATTCGGAATTACTGGGCTTAAAGGGTGCGTAGGCGGCGCCGTAAGTCGGGTGTGAAATCCCTCGGCTCAACCGAGGAACTGCGCCCGATACTGCGGTGCTTGAGGGAGACAGAGGTAAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATCATCAGGAACACCAGTAGCGAAAGCGGCTTACTGGGTCTCTTCTGACGCTGAGGCACGAAAGCTAGGGTAGCGAACGGGBacteria Planctomycetota Planctomycetes Target 2 - - - - 0.04 - - 0.05
IM-2E99SQ GACGAACCGTCCAAACGTTATTCGGAATCACTGGGCTTAAAGGGTGCGTAGGCGGCTTGGCAAGTTGGGTGTGAAATCCCTCGGCTCAACCGAGGAATTGCGCTCAAAACTGCCAGGCTAGAGGGAGATAGAGGTGAGCGGAACTTATGGTGGAGCGGTGAAATGCGTTGATATCATAAGGAACACCTGTGGCGAAAGCGGCTCACTGGATCTCTTCTGACGCTGAGGCACGAAAGCTAGGGTAGCGAACGGGBacteria Planctomycetota Planctomycetes Target 8 0.11 0.24 0.22 0.15 0.19 0.19 0.22 0.25
IM-7240GY CACGAACCGGGCGAACGTTATTCGGAATTACTGGGCTTAAAGGGTGCGTAGGCGGCGCTATAAGTCGGGTGTGAAATCCCACGGCTCAACCGTGGAACTGCGCCCGATACTGTAGTGCTTGAGGAAGATAGAGGTGAGCGGAACGAATGGTGGAGCGGTGAAATGCGTTGATATCATTCGGAACACCCGTGGCGAAAGCGGCTCACTGGGTCTTTTCTGACGCTGAGGCACGAAAGCTAGGGGAGCGAACGGGBacteria Planctomycetota Planctomycetes Target 2 - - - - 0.05 - - 0.06
IM-X25IP2 GACGAACCGTCCAAACGTTATTCGGAATTACTGGGCTTAAAGGGTGCGTAGGCGGTCTGGAAAGTTGGGTGTGAAATCCCTCGGCTCAACCGAGGAATAGCGCCCAAAACTTCCAGACTTGAGGGAGGTAGAGGTGAGCGGAACTTAAGGTGGAGCGGTGAAATGCGTTGATATCTTAAGGAACACCGGTGGCGAAAGCGGCTCACTGGACCTCTTCTGACGCTGAGGCACGAAAGCTAGGGTAGCGAACGGGBacteria Planctomycetota Planctomycetes Target 2 - 0.07 - - - 0.05 - -
IM-B9OD65 TACGAACTGTGCAAACGTTATTCGGAATCACTGGGCTTAAAGGGTGCGTAGGCGGACTTGTAGGTCAGGTGTGAAATCCCACGGCTCAACCGTGGAATTGCGCTTGAAACCACTCGTCTTGAGGGGATCAGAGGAGAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATTATCAGGAACACCGGTGGCGAAAGCGGCTCTCTGGGATCCTTCTGACGCTGAGGCACGAAAGCTAGGGGAGCGAACGGGBacteria Planctomycetota Planctomycetes Target 8 0.06 0.11 0.06 0.05 0.06 0.08 0.07 0.11
IM-MND547 GACGAACCGGTCAAACGTTATTCGGAATCATTGGGCTTAAAGGGTGCGTAGGCGGTGCGGAAAGTTGGGTGTGAAATCCCTCGGCTCAACCGAGGAACTGCGCCCAAAACTTCCGTGCTAGAGGGAGACAGGGGTGAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATCATCAGGAACACCGGTGGCGAAGGCGGCTCACTGGGTCTCTTCTGACGCTGAGGCACGAAAGCTAGGGTAGCGAACAGGBacteria Planctomycetota Planctomycetes Target 1 - - 0.05 - - - - -
IM-X0WI2W CACGAACCGGACAAACGTTATTCGGAATTATTGGGCTTAAAGGGTGCGTAGGCGGCTTGGTAGGTGGGGTGTGAAAGCCCTCGGCTCAACCGAGGAATTGCGCCCCAAACCACCAAGCTAGAGGGAGACAGAGGTAAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATCATCAGGAACACCAGTGGCGAAAGCGGCTTACTGGGTCTCTTCTGACGCTGAGGCACGAAAGCTAGGGTAGCGAACGGGBacteria Planctomycetota Planctomycetes Target 8 0.08 0.12 0.10 0.06 0.09 0.09 0.08 0.14
IM-U4KA7S GACGAACCGTCCAAACGTTATTCGGAATCACTGGGCTTAAAGGGTGCGTAGGCGGCCCGGCAAGTTGGGTGTGAAATCCCTCGGCTCAACCGAGGAATTGCGCCCAAAACTGCCGGACTTGAGGGAGACAGAGGCGAGCGGAACTTGCGGTGGAGCGGTGAAATGCGTTGATATCGCGAGGAACACCGGTGGCGAAGGCGGCTCGCTGGGTCTCTTCTGACGCTGAGGCACGAAAGCTAGGGTAGCGAACGGGBacteria Planctomycetota Planctomycetes Target 4 - 0.05 - - 0.05 - 0.06 0.06
IM-03I2X5 CACGAACCGTACAAACGTTATTCGGAATTATTGGGCTTAAAGGGTGCGTAGGCGGCGCTGTAAGTCGGGTGTGAAATCCCACGGCTCAACCGTGGAATTGCGCCCGATACTGCAGTGCTTGAGGGAGACAGGGGTGAGTGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATCATCAGGAACACCGGTGGCGAAAGCGGCTCACTGGGTCTCTTCTGACGCTGAGGCACGAAAGCTAGGGTAGCGAACGGGBacteria Planctomycetota Planctomycetes Target 3 - 0.05 - - - 0.04 - 0.05
IM-0C13AB GACGAACCGGACGAACGTTATTCGGAATCACTGGGCTTAAAGAGTGCGTAGGCGGCCTTGTAGGTTGGGTGTGAAATCCCACAGCTCAACTGTGGAACTGCGCCCAAAACCACAAGGCTTGAGGGAGGCAGAGGTAAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATCATCAGGAACACCGGTGGCGTAGGCGGCTTACTGGGCCTCTTCTGACGCTGAGGCACGAAAGCTAGGGTAGCGAACGGGBacteria Planctomycetota Planctomycetes Target 1 - - - - - - - 0.04
IM-F0697U GACGAACCGTCCAAACGTTATTCGGAATCACTGGGCTTAAAGGGTGCGTAGGCGGTCCGGAAAGTTGGGTGTGAAATCCCTCGGCTCAACCGAGGAATTGCGCCCAAAACTTCCGGACTCGAGTGAGGCAGAGGTGAGCGGAACTTGCGGTGGAGCGGTGAAATGCGTTGATATCGCAAGGAACACCAGTAGCGAAGGCGGCTCACTGGGCCTTTTCTGACGCTGAGGCACGAAAGCTAGGGTAGCGAACGGGBacteria Planctomycetota Planctomycetes Target 1 - - - - 0.05 - - -
IM-53QSV3 GACGAACCGTACAAACGTTATTCGGAATCACTGGGCTTAAAGGGTGCGTAGGCGGTCCGGCAAGTTGGGTGTGAAATCCCTCGGCTCAACCGAGGAATTGCGCTCAAAACTGCCGGACTTGAGGGAGACAGAGGTGAGCGGAACTTGCGGTGGAGCGGTGAAATGCGTTGATATCGCAAGGAACACCAGTAGCGAAAGCGGCTCACTGGGTCTCTTCTGACGCTGAGGCACGAAAGCTAGGGGAGCGAACGGGBacteria Planctomycetota Planctomycetes Target 7 0.08 0.12 - 0.07 0.05 0.11 0.07 0.08
IM-XO8L21 GACGAACCGGACAAACGTTATTCGGAATCATTGGGCTTAAAGGGTACGTAGGCGGTGCGGAAAGTTGGGTGTGAAAGCCCTCGGCTCAACCGAGGAATTGCGCCCAAAACTTCCGTGCTAGAGGGAGACAGAGGTGAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATCATCAGGAACACCGGTGGCGAAAGCGGCTCACTGGGTCTCTTCTGACGCTGAGGTACGAAAGCTAGGGTAGCGAACGGGBacteria Planctomycetota Planctomycetes Target 1 - - - - - - - 0.05
IM-M0P85V GACGAACCGTCCAAACGTTATTCGGAATTACTGGGCTTAAAGGGTGCGTAGGCGGCTCTGCAAGTTGGGTGTGAAAGCCCACGGCTTAACCGTGGAACTGCGCTCAAAACTGCAGGACTTGAGGGAGATAGAGGTGAGCGGAACTTATGGTGGAGCGGTGAAATGCGTTGATATCATAAGGAACACCGGTGGCGAAAGCGGCTCACTGGATCTCTTCTGACGCTGAGGCACGAAAGCTAGGGTAGCGAACAGGBacteria Planctomycetota Planctomycetes Target 8 0.05 0.06 0.05 0.07 0.07 0.08 0.07 0.08
IM-6XQN59 GACGAACCGTCCAAACGTTATTCGGAATTACTGGGCTTAAAGGGTGCGTAGGCGGCTTGGCAAGTTGGGTGTGAAATCCCTCGGCTCAACCGGGGAACTGCGCTCAAAACTGCCAGGCTAGAGGAAGATAGAGGTGAGCGGAACTAATGGTGGAGCGGTGAAATGCGTTGATATCATTAGGAACACCTGTGGCGAAAGCGGCTCACTGGGTCTTTTCTGACGCTGAGGCACGAAAGCTAGGGTAGCGAACGGGBacteria Planctomycetota Planctomycetes Pirellulales Pirellulaceae Target 8 0.10 0.34 0.22 0.28 0.22 0.28 0.16 0.34
IM-I8GW75 GACGAACCGTCCAAACGTTATTCGGTATCACTGGGCTTAAAGCGTGCGTAGGCGGCTTGGTAGGTGTGATGTGAAAGCCCACGGCTCAACCGTGGAATTGCGTCGCAAACCCTCAAGCTTGAGGAAGACAGGGGTGTTGGGAACTTATGGTGGAGCGGTGAAATGCGTTGATATCATAGGGAACACCGGTGGCGAAGGCGCAACACTGGGTCTTTTCTGACGCTGAGGCACGAAAGCTAGGGTAGCGAACGGGBacteria Planctomycetota Planctomycetes Pirellulales Pirellulaceae Target 7 - 0.10 0.07 0.06 0.07 0.05 0.05 0.10
IM-Z6B98G TACGAACCGTACGAACGTTATTCGGAATCACTGGGCTTAAAGAGTGCGTAGGCGGCTTGGAAAGTTGGGTGTGAAATCCCTCGGCTCAACCGAGGAATTGCGCCCAAAACTTCCAGGCTTGAGGGAGGCAGAGGTAAGCGGAACTAATGGTGGAGCGGTGAAATGCGTTGATATCATTAGGAACACCTGAGGCGAAAGCAGCTTACTGGGTCTCTTCTGACGCTGAGGCACGAAAGCTAGGGGAGCGAACGGGBacteria Planctomycetota Planctomycetes Pirellulales Pirellulaceae Target 7 - 0.10 0.06 0.06 0.11 0.09 0.08 0.10
IM-10CF8K TACGAAGGTGGCAAGCGTTATTCGAAATCACTGGGCTTAAAGGGCGCGTAGGCGGATATGTAAGTGTCAGGTGAAATCCCTCGGCTTAACCGAGGAATTGCCTGACAAACTACATATCTTGAGTCAAGTAGGGGTGTGTGGAACTCTTGGTGGAGCGGTGGAATGCGTAGATATCAAGAGGAACGCCGAAGGTGAAGACAGCACACTGGACTTGTACTGACGCTGAGGCGCGAAAGCGTGGGGAGCGAACAGGBacteria Planctomycetota Planctomycetes Planctomycetales Target 8 0.88 0.67 0.34 0.74 0.86 0.87 0.70 0.46
IM-7F8K4P GACGAACCGGACGAACGTTATTCGGAATTACTGGGCTTAAAGAGTGCGTAGGCGGCTTGGTAGGTTGGGTGTGAAATCCCACAGCTCAACTGTGGAACTGCGCTCAAAACCCCCAAGCTTGAGGAAGGTAGAGGTGAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATCATCAGGAACACCGGTGGCGAAGGCGGCTCACTGGGCCTTTTCTGACGCTGAGGCACGAAAGCTAGGGTAGCGAACAGGBacteria Planctomycetota Planctomycetes Planctomycetales Target 8 0.24 0.29 0.33 0.26 0.33 0.26 0.32 0.45
IM-X22S8C TACGAACTGTGCAAACGTTATTCGGAATCACTGGGCTTAAAGGGTGCGTAGGCGGGTTGGTAGGTCAGATGTGAAAGCCCACGGCTCAACCGTGGAATTGCGTTTGAAACCACCAGTCTTGAGGGGATCAGAGGAGAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATTATCAGGAACACCGGTGGCGAAAGCGGCTCTCTGGGATCTTTCTGACGCTGAGGCACGAAAGCTAGGGGAGCGAACGGGBacteria Planctomycetota Planctomycetes Planctomycetales Target 8 0.19 0.33 0.25 0.19 0.20 0.22 0.28 0.36
IM-JUG499 TACGAACCGTCCAAACGTTATTCGGAATCACTGGGCTTAAAGGGTGCGTAGGCGGTGCGGTAAGTTGGGTGTGAAATCCCTCGGCTCAACCGAGGAACTGCGCTCAATACTGCCGTACTTGAGGGAGACAGAGGTAAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATCATCAGGAACACCAGTAGCGAAGGCGGCTTACTGGGTCTCTTCTGACGCTGAGGCACGAAAGCTAGGGTAGCGAACGGGBacteria Planctomycetota Planctomycetes Planctomycetales Target 8 0.11 0.16 0.18 0.21 0.18 0.17 0.12 0.32
IM-U9JT87 CACGAACCGTCCAAACGTTATTCGGAATCATTGGGCTTAAAGGGTGCGTAGGCGGCGCGGTAAGTGAGATGTGAAATCCCTCGGCTCAACCGAGGAACTGCGTTTCATACTGCCGTGCTTGAGGGAGACAGGGGTAAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATCATCAGGAACACCGGTGGCGAAGGCGGCTTACTGGGTCTCTTCTGACGCTGAGGCACGAAAGCTAGGGTAGCGAACGGGBacteria Planctomycetota Planctomycetes Planctomycetales Target 8 0.18 0.32 0.26 0.26 0.40 0.27 0.19 0.36
IM-829GSI TACGAACTGTGCAAACGTTATTCGGAATCACTGGGCTTAAAGGGTGCGTAGGCGGGTTTAAAGGTCTGATGTGAAAGCCCACGGCTCAACCGTGGAATTGCGTTGGAAACCATGAACCTTGAGGAGATCAGAGGTGAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATCATCAGGAACACCGGTGGCGAAAGCGGCTCGCTGGGATCTTTCTGACGCTGAGGCACGAAAGCTAGGGGAGCGAACGGGBacteria Planctomycetota Planctomycetes Planctomycetales Target 7 0.07 0.13 0.06 0.06 - 0.05 0.06 0.07
IM-YMS387 GACGAACCGGTCGAACGTTATTCGGAATCATTGGGCTTAAAGGGTGCGTAGGCGGTGCGGAAAGTTGGGTGTGAAAGCCCTCGGCTCAACCGAGGAATTGCGCCCAATACTGCCGTGCTAGAGGGAGACAGAGGTGAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATTATCAGGAACACCAGTAGCGAAAGCGGCTCACTGGGTCTCTTCTGACGCTGAGGCACGAAAGCTAGGGTAGCGAACAGGBacteria Planctomycetota Planctomycetes Planctomycetales Target 7 - 0.06 0.06 0.07 0.09 0.06 0.05 0.06
IM-66EZ8U TACGAAGGGCCCGAGCGTTGCGCGGAATCATTGGGCTTAAAGCGTACGTAGGCGGACGAGCAGGCACCTTGTGAAATCCCTCGGCTCAACCGAGGAATTGCTTGGTGAACCGCTCGTCTTGAGGCAAGTAGGGGCTGTCGGAACGATAGGTGGAGCGGTGAAATGCGTTGATATCTATCGGAACGCCAAAGGTGAAGACAGGCAGCTGGGCTTGTTCTGACGCTGAGGTACGAAAGCGTGGGGAGCGAACGGGBacteria Planctomycetota Planctomycetes Planctomycetales Target 4 0.07 0.11 - 0.07 - - 0.05 -
IM-8XJ4B6 TACGAACTGTGCGAACGTTATTCGGAATCACTGGGCTTAAAGGGTGCGTAGGCGGACGAGTAGGTCAGATGTGAAAGCCCACGGCTCAACCGTGGAATTGCGTTTGAAACCACTCGTCTTGAGGGGATCAGAGGAGAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATTATCAGGAACACCGGTGGCGAAGGCGGCTCTCTGGGATCTTTCTGACGCTGAGGCACGAAAGCTAGGGGAGCGAACGGGBacteria Planctomycetota Planctomycetes Planctomycetales Target 8 0.09 0.11 0.17 0.10 0.11 0.10 0.13 0.16
IM-0IE5I7 GACGAACCGTCCAAACGTTATTCGGAATTACTGGGCTTAAAGGGTGCGTAGGCGGCGCGGTTAGTCGGATGTGAAATCGTACAGCTCAACTGTACAACTGCGTCCGATACTGCCGTGCTTGAGGAAGGCAGAGGTGAGCGGAACTCAGGGTGGAGCGGTGAAATGCGTTGATATCCTGGGGAACACCGGTGGCGAAGGCGGCTCACTGGGCCTTTTCTGACGCTGAGGCACGAAAGCTAGGGTAGCGAACAGGBacteria 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.8 0.08 0.21 0.11 0.10 0.19 0.12 0.16 0.20
IM-UU016L TACGAACTGTGCGAACGTTATTCGGAATCACTGGGCTTAAAGGGTGCGTAGGCGGCTTTGTAGGTCAGATGTGAAAGCCCACGGCTCAACCGTGGAATTGCGTTTGAAACCACAAAGCTTGAGGGAGATAGAGGAGAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATCATCAGGAACACCGGTGGCGAAAGCGGCTCTCTGGATCTCTTCTGACGCTCAGGCACGAAAGCTAGGGGAGCGAACGGGBacteria Planctomycetota Planctomycetes Planctomycetales Target 7 0.06 0.09 0.10 0.06 0.05 - 0.07 0.09
IM-MO08V9 TACGAAGGTGGCGAGCGTTGTTCGGATTCACTGGGCATAAAGGGCGCGTAGGCTGTCCTGTAAGCGGTGTGTGAAAGCCCGGGGCTCAACCCCGGAACTGCATACCGAACTGCAGGGCTAGAGGACGAGAGGGGAGTATGGAACTCTAGGTGGAGCGGTGAAATGCGTAGATATCTAGAGGAACGCCGGTGGCGAAAGCGATACTCTGGCTCGTCCCTGACGCTGAGGCGCGAAAGCGTGGGTAGCAAACAGGBacteria Planctomycetota Planctomycetes Planctomycetales Target 5 - 0.10 - 0.06 - 0.04 0.04 0.06
IM-W0Y9Y4 CACGAACCGGACAAACGTTATTCGGAATTATTGGGCTTAAAGGGTGCGTAGGCGGCGATGTAGGTGGGGTGTGAAATCCCTCGGCTCAACCGAGGAACTGCGCCCCAAACCACATGGCTAGAGGGAGACAGAGGTAAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATCATCAGGAACACCAGTGGCGAAAGCGGCTTACTGGGTCTCTTCTGACGCTGAGGCACGAAAGCTAGGGTAGCGAACGGGBacteria Planctomycetota Planctomycetes Planctomycetales Target 8 0.11 0.21 0.13 0.13 0.15 0.18 0.15 0.25
IM-1N4N3P GACGAAGGTGGCAAGCGTTATTCGAAATCACTGGGCTTAAAGGGTGCGTAGGCGGAACTGTAAGTGTCATGTGAAATCCCTCGGCTTAACCGAGGAATGGCTTGGCAAACTACAGTTCTTGAGGCAAGTAGGGGTGTGTGGAACTCTTGGTGGAGCGGTGGAATGCGTAGATATCAAGAGGAACGCCGAAGGTGAAGACAGCACACTGGACTTGTTCTGACGCTGAGGCACGAAAGCGTGGGGAGCGAACAGGBacteria Planctomycetota Planctomycetes Planctomycetales Target 4 0.05 - - - 0.06 0.05 0.08 -
IM-T2ED49 TACGAACCGTCCAAACGTTATTCGGAATCATTGGGCTTAAAGGGTGCGTAGGCGGTGTGGTCAGTTGGGTGTGAAATCCCTCGGCTCAACCGAGGAACTGCGCCCAATACTGCCACACTCGAGGGAGACAGAGGTAAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATCATCAGGAACACCAGTGGCGAAGGCGGCTTACTGGGTCTCTTCTGACGCTGAGGCACGAAAGCTAGGGGAGCGAACGGGBacteria Planctomycetota Planctomycetes Planctomycetales Target 8 0.08 0.12 0.08 0.07 0.12 0.08 0.08 0.13
IM-L507EP TACGTACCGGACAAACGTTATTCGGAATCACTGGGCTTAAAGAGTACGTAGGCTGTCTTGTAGGTGAGGTGTGAAATCCCACGGCTCAACCGTGGAACTGCGCTTCAAACCACAAGACTTGAGGGAGACAGGGGTAAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATCATCAGGAACACCGGTGGCGAAGGCGGCTTACTGGGTCTCTTCTGACGCTGAGGTACGAAAGCTAGGGTAGCGAACGGGBacteria Planctomycetota Planctomycetes Planctomycetales Target 8 0.08 0.07 0.07 0.06 0.06 0.08 0.06 0.07
IM-6AS16U TACGGAGGAGGCAAGCGTTGTTCGGAATCACTGGGCTTAAAGCGTGCGTAGGCGGGATGGAAGGTGCTTTGTGAAAGCCCTCGGCTCAACCGAGGAATTGCTTGGCAAACCGTCATTCTTGAGGCCAGCAGGGGGACCTGGAACTTTGGGTGGAGCGGTGAAATGCGTAGATATCCAAGGGAACGCCGATGGCGAAAGCGGGGTCCTGGGCTGGTACTGACGCTGAGGCACGAAAGCGTGGGGAGCAAACAGGBacteria 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-08CY5D TACGAACTGTGCGAACGTTATTCGGAATCACTGGGCTTAAAGGGTGCGTAGGCGGCGATATAGGTCAGGTGTGAAATCCCACGGCTCAACCGTGGAACTGCGCTTGAAACCATATTGCTTGAGGAAGTCAGAGGTAAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATTATCAGGAACACCGGTGGCGAAAGCGGCTTACTGGGACTTTTCTGACGCTGAGGCACGAAAGCTAGGGGAGCGAACGGGBacteria Planctomycetota Planctomycetes Planctomycetales Target 7 0.05 0.08 0.07 0.06 0.05 0.07 - 0.05
IM-SH56Z4 GACGAACCGGACGAACGTTATTCGGAATCACTGGGCTTAAAGAGTACGTAGGCGGCCAGGTAAGCGAGGTGTGAAATCCCACGGCTCAACCGTGGAACTGCGCTTCGAACTACTTGGCTTGAGGGAAGTAGAGGTAAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATCATCAGGAACACCAGTGGCGAAGGCGGCTTACTGGGCTTCTTCTGACGCTGAGGTACGAAAGCTAGGGTAGCGAACGGGBacteria Planctomycetota Planctomycetes Planctomycetales Target 5 - 0.06 0.05 - 0.05 0.05 - 0.07
IM-X777KR CACGAACCGTCCAAACGTTATTCGGAATAACTGGGCTTAAAGGGTTCGTAGGCGGCTATGAAGGTGGGGTGTGAAATCCCTCGGCTCAACCGAGGAACTGCGCTCCAAACCACATGGCTTGAGGGAGACAGAGGTAAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATCATCAGGAACACCGGTGGCGAAGGCGGCTTACTGGGTCTCTTCTGACGCTGAGGAACGAAAGCTAGGGGAGCGAACGGGBacteria Planctomycetota Planctomycetes Planctomycetales Target 1 - 0.06 - - - - - -
IM-R586HG TACGAAGGTGGCAAGCGTTGTTCGGATTCACTGGGCATAAAGGGCGTGTAGGCGGTATGGCAAGCGGTATGTGAAATCCCGGGGCTCAACCCCGGAACTGCATACCGAACTGCCGTACTAGAGGACAGGAGGGGGATGTGGAACTCTAGGTGTAGCGGTGAAATGCGTAGATATCTAGAGGAACGCCGGTGGCGAAAGCGACATCCTGGCCTGTATCTGACGCTGAGGCGCGAAAGCGTGGGTAGCAAACAGGBacteria Planctomycetota Planctomycetes Planctomycetales Target 1 - 0.05 - - - - - -
IM-4D2L7V TACGTACTGTGCGAACGTTATTCGGAATCACTGGGCTTAAAGGGTGCGTAGGCGGTCATTTAAGTAGGGTGTGAAATCCCCCGGCTCAACCGGGGAACTGCGCTCTAAACTGAATGACTTGAGTAAGATAGGGGTGTGCGGAACTTCCGGTGGAGCGGTGAAATGTGTTGATATCGGAAGGAACACCAGTAGCGAAAGCGGCACACTGGGTCTTAACTGACGCTGAGGCACGAAAGCTAGGGTAGCGAACGGGBacteria Planctomycetota Planctomycetes Planctomycetales Planctomycetaceae Target 8 0.08 0.17 0.09 0.10 0.16 0.12 0.13 0.15
IM-89UHG6 TACGTACCGGACAAGCGTTATTCGGAATCACTGGGCTTAAAGAGTGCGTAGGCGGCCTAACAGGTGGGGTGTGAAAGCCCACGGCTCAACCGTGGAATTGCGCTCCAAACCGCTAGGCTTGAGGGAGACAGGGGTGAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATCATCAGGAACACCAGTGGCGAAGGCGGCTCACTGGGTCTCTTCTGACGCTGAGGCACGAAAGCTAGGGGAGCGAACGGGBacteria Planctomycetota Planctomycetes Planctomycetales Planctomycetaceae Target 3 - 0.05 - - 0.06 - - 0.06
IM-9L95RZ TACGTACTGTGCGAACGTTATTCGGAATCACTGGGCTTAAAGGGTGCGTAGGCGGTTACTTAAGTAGGATGTGAAATCTCCCGGCTCAACCGGGGAACTGCGTTCTAAACTGGGTAACTTGAGTAAGATAGAGGTGTGCGGAACTTCCGGTGGAGCGGTGAAATGTGTTGATATCGGAGGGAACACCGTTGGCGAAAGCGGCACACTGGGTCTTAACTGACGCTGAGGCACGAAAGCCAGGGGAGCAAACGGGBacteria Planctomycetota Planctomycetes Planctomycetales Planctomycetaceae Planctomyces Target 6 0.06 0.08 0.05 - - 0.06 0.05 0.05
IM-WH08L3 TACGGAGGGTGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGCCTGATAAGTCAGATGTGAAAGTCCACGGCTCAACCGTGGAAGTGCATTTGAAACTGTCAGGCTTGAGTATCGGAGGGGAGTGTGGAATTCCCGGTGTAGAGGTGAAATTCGTAGAGATCGGGAGGAACACCGGTGGCGAAGGCGACACTCTGGACGAATACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Target 8 2.13 1.51 1.36 1.64 1.21 1.34 1.59 1.01
IM-3NJ5H9 TACGGAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTTTGTTAAGTCAGCTGTGAAAGCCCCGGGCTCAACCTGGGAACTGCAGTTGATACTGGCCGACTAGAGTACGAGAGAGGGAGGTAGAATTCCATGTGTAGCGGTGAAATGCGTAGATATATGGAGGAATACCAGTGGCGAAGGCGGCCTCCTGGCTCGATACTGACGCTGAGGTGCGAAAGCGTGGGGATCAAACAGGBacteria Proteobacteria Target 8 1.57 0.92 1.50 1.51 1.07 1.47 1.05 1.21
IM-06LYO4 TACGGGGGGTGCAAGCGTTATTCGGAATCATTGGGCGTAAAGAGCGCGTAGGCGGCCCTTTAAGTCAGATGTGAAAGCCCGGGGCTTAACCCCGGAAGTGCATTTGAAACTATTGGGCTTGAGTATGGGAGAGGGAAGCGGAATTCCTGGTGTAGAGGTGAAATTCGTAGATATCAGGAGGAACACCGGTGGCGAAGGCGGCTTCCTGGACCAATACTGACGCTGAGGCGCGAAGGCGTGGGGAGCAAACAGGBacteria Proteobacteria Target 8 0.33 0.20 0.26 0.30 0.35 0.35 0.40 0.35
IM-A9Z0I2 TACGGGGGGTGCAAGCGTTATTCGGAATTATTGGGCGTAAAGGGCGCGTAGGCGGTCTCTTAAGTCAGATGTGAAAGCCCGGGGCTTAACCCCGGAAGTGCATTTGAAACTAAGGGACTTGAGTATGGGAGAGGGAAGTGGAATTCCTGGTGTAGAGGTGAAATTCGTAGATATCAGGAGGAACACCGGTGGCGAAGGCGACTTCCTGGACCAATACTGACGCTAAGGCGCGAAGGCGTGGGGAGCAAACAGGBacteria Proteobacteria Target 8 0.86 0.52 0.30 0.41 0.50 0.59 0.61 0.51
IM-H32G6T TACGGAGGGTGCAAACGTTGTTCGGAATTACTGGGCGTAAAGCGCATGTAGGCGGATATGGAAGTCAGATGTGAAAGCCCTTGGCTCAACCAAGGAAGTGCATCTGAAACCACATATCTTGAGTATGACAGAGGGAAGTGGAATTTCCAGTGTAGAGGTGAAATTCATAGATATTGGAAAGAACACCGGTGGCGAAGGCGGCTTTCTGGGTCATTACTGACGCTGAGATGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Target 8 0.89 0.55 0.67 0.73 0.47 0.49 0.63 0.44
IM-KI8Y66 TACGGAGGGTGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCGTGTAGGCGGCTAGGCAAGTCGAGTGTGAAATCCCAGGGCTCAACCCTGGAACTGCACCCGAAACTGCTTAGCTAGAGTCCCGGAGAGGGTGGCGGAATTTCCGGTGTAGAGGTGAAATTCGTAGATATCGGAAGGAACACCAGTGGCGAAGGCGGCCACCTGGACGGTGACTGACGCTGAGACGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Target 8 0.29 0.38 0.32 0.38 0.47 0.42 0.58 0.46
IM-X735NF TACGGAGGGTGCTAACGTTGTTCGGAATCACTGGGCGTAAAGCGCGTGTAGGCGGCATGATAAGTCAGATGTGAAAGCCCTCTGCTCAACGGAGGAAGTGCATTTGAAACTGTCAAGCTAGAATACGGGAGAGGCTAGTGGAATTCCAGGTGTAGAGGTGAAATTCGTAGATATCTGGAGGAACACCCGTGGCGAAGGCGGCTAGCTGGACCGATATTGACGCTGAGACGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Target 8 0.17 0.17 0.09 0.16 0.17 0.20 0.13 0.12
IM-9FH37K TACGGAGGGTGCAAGCGTTATTCGGATTTATTGGGCGTAAAGGGCGCGTAGGCGGTCTCTTAAGTCAGATGTGAAAGCCCGAGGCTTAACCTCGGAAGTGCATTTGAAACTGAGGGACTTGAGTATGGGAGAGGGAAGTGGAATTCCTGGTGTAGCGGTGAAATGCGTAGATATCAGGAGGAACACCGGTGGCGAAGGCGACTTCCTGGACCAATACTGACGCTGAGGCGCGAAGGCGTGGGGAGCAAACAGGBacteria Proteobacteria Target 8 0.40 0.17 0.14 0.24 0.24 0.19 0.24 0.24
IM-F58N5N TACGGAGGGTCCAAGCGTTGTTCGGAATCATTGGGCGTAAAGCGCGTGTAGGCGGTCGGGTAAGTCGGATGTGAAAGCCCGGGGCTCAACCCCGGAATTGCATTCGATACTGCCTGGCTAGAGTCCCGGAGAGGATGGCGGAATTCCCGGTGTAGAGGTGAAATTCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCCATCTGGACGGTGACTGACGCTGAGACGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Target 8 0.12 0.27 0.24 0.21 0.10 0.15 0.15 0.06
IM-4VJ7H5 TACGGAGGGTGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCGCGTAGGTGGTCATATAAGTCAGATGTGAAAGTCCACGGCTCAACCGTGGAAGTGCATTTGAAACTGTATGACTTGAGTATTGGAGGGGGTAGTGGAATTCCCGGTGTAGAGGTGAAATTCGTAGATATCGGGAGGAATACCAGTGGCGAAGGCGACTACCTGGCCAAATACTGACACTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Target 8 0.18 0.16 0.11 0.11 0.10 0.09 0.05 0.05
IM-QV27K3 TACGGAGGGCGCAAGCGTTGTTCGGAATCATTGGGCGTAAAGCGCGTGTAGGCGGCTTGGTAAGTCGGTTGTGAAAGCCCGGGGCCCAACCCCGGAATTGCATTCGATACTGCCTAGCTAGAGTCCCGGAGAGGAGAGCGGAATTCCCGGTGTAGAGGTGAAATTCGTAGATATCGGGAGGAACACCAGCGGCGAAGGCGGCTCTCTGGACGGTGACTGACGCTGAGACGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Target 8 0.09 0.11 0.11 0.14 0.11 0.08 0.18 0.11
IM-0GC1P5 TACGGAGGGTGCAAGCGTTGTTCGGAATCACTGGGCGTAAAGCGCGTGTAGGCGGCTTGGCAAGTCGAATGTGAAAGCCCGGGGCCCAACCCCGGAATTGCATTCGAAACTGCCTGGCTAGAGTCTCGGAGAGGAAGGCAGAATTCCCGGTGTAGGGGTGAAATCCGTAGATATCGGGAGGAATACCAGTGGCGAAGGCGGCCTTCTGGACGATGACTGACGCTGAGACGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Target 8 0.15 0.13 0.09 0.13 0.13 0.12 0.21 0.13
IM-3YV9M7 TACGGAGGGCGCAAGCGTTGTTCGGAATCATTGGGCGTAAAGCGCGTGTAGGTGGCTTGGAAAGTTGGGTGTGAAAGCCCGGGGCCCAACCCCGGAATTGCACTCAAAACTCCCTAGCTAGAGTCCCGGAGAGGAAGGCGGAATTCCCGGTGTAGAGGTGAAATTCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCCTTCTGGACGGTGACTGACACTGAGACGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Target 8 0.19 0.31 0.26 0.17 0.14 0.21 0.21 0.14
IM-623PPI GACGGAGGGTGCGAGCGTTGTTCGGAATTATTGGGCGTAAAGCGCGTGTAGGCGGCTTGGTAAGTCGGGTGTGAAAGCCCGGGGCCCAACCCCGGAACTGCACTCGATACTGCCTCGCTAGAGTCCCGGAGAGGAGAGCGGAATTCCCGGTGTAGAGGTGAAATTCGTAGATATCGGGAGGAACACCAGCGGCGAAGGCGGCTCTCTGGACGGTGACTGACGCTGAGACGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Target 8 0.10 0.21 0.07 0.11 0.13 0.14 0.17 0.13
IM-538PPN TACGGAGGGTGCGAGCGTTGTTCGGAATCACTGGGCGTAAAGCGCGTGTAGGCGGCTGTCTAAGTCTGGTGTGAAAGCCCGGGGCTCACCCCCGGAAGTGCGCTGGAAACTGGACAGCTAGAGTATGGGAGAGGGAAGCGGAATTCCTGGTGTAGCGGTGAAATGCGTAGATATCAGGAGGAACACCGGCGGCGAAGGCGGCTTCCTGGACCAATACTGACGCTGAGACGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Target 8 0.17 0.10 0.12 0.12 0.10 0.15 0.15 0.09
IM-04FB1R TACGTAGGGAGCAAGCGTTGTTCGGAATCATTGGGCGTAAAGAGCGCGTAGGCGGCCAGGCAAGTCTGGTGTGAAAGCCCACAGCTTAACTGTGGAACTGCATCAGAAACTGCTTGGCTAGAGTGCGGGAGAGGAGAGTGGAATTCCCAGTGTAGAGGTGAAATTCGTAGATATTGGGAGGAACACCGGTGGCGAAGGCGGCTCTCTGGAACGCAACTGACGCTGAGGCGCGAAAGCTAGGGGAGCGAACGGGBacteria 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.7 - 0.08 0.11 0.09 0.13 0.11 0.14 0.10
IM-1KZ30G TACGGGGGGTGCAAGCGTTATTCGGAATCATTGGGCGTAAAGAGCGCGTAGGCGGTCTTCTATGTCAGATGTGAAAGCCCGGGGCTCAACCCCGGAAGTGCATTTGAAACTGGGAGACTTGAGTATGGGAGAGGGAAGTGGAATTCCTGGTGTAGCGGTGAAATGCGTAGATATCAGGAGGAACACCGGTGGCGAAGGCGACTTCCTGGACCAATACTGACGCTGAGGCGCGAAGGCGTGGGGAGCAAACAGGBacteria Proteobacteria Target 7 0.06 0.07 0.09 0.05 - 0.05 0.06 0.04
IM-Q2P1T9 CACGGAGGGTGCAAGCGTTGTTCGGAATCACTGGGCGTAAAGGACGCGCAGGCGGCCCGGTAAGTCAGAAGTGAAATCCGTCGGCTCAACCGACGAACGGCTTCTGATACTGCCGGACTTGAGTACGGGAGAGGAAAGCGGAATTCCCAGTGTAGAGGTGAAATTCGTAGATATTGGGAAGAACACCGGTGGCGAAGGCGGCTTTCTGGACCGATACTGACGCTGAGGCGTGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Target 5 0.08 0.10 0.07 0.06 - - 0.06 -
IM-LK86R4 TACGGAGGGTGCAAACGTTGCTCGGAATTATTGGGCGTAAAGCGCGCGTAGGCGGTCGCGTAAGTCGGATGTGAAAGCCCTCGGCTTAACCGAGGAAGTGCATTCGAAACTGCGTGACTTGAGTATGGGAGAGGGTTGTGGAATTCCCGGTGTAGAGGTGAAATTCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGACAACCTGGACCAATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Target 3 - 0.05 - - 0.05 - - 0.07
IM-UJ0O56 TACGGAGGGCGCAAGCGTTGTTCGGAATCACTGGGCGTAAAGCGCGTGTAGGCGGTCAGGACAGTCGGATGTGAAATCCCGAGGCTCAACCTCGGAACTGCATTCGATACTGCCTGGCTAGAGTCTCGGAGAGGGTGGCGGAATTCCCGGTGTAGGGGTGAAATCCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCCACCTGGACGATGACTGACGCTGAGACGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Target 5 0.07 - 0.05 0.05 0.06 0.05 - -
IM-40W4BB TACGGAGGGTGCAAGCGTTGTTCGGAATTATTGGGCGTAAAGCGCGTGTAGGCGGCATGGCAAGTCGGGTGTGAAAGCCCGGGGCCCAACCCCGGAATTGCACTCGAAACTGCCTCGCTAGAGTCCCGGAGAGGAAGGCAGAATTCCCGGTGTAGGGGTGAAATCCGTAGATATCGGGAGGAATACCAGTGGCGAAGGCGGCCTTCTGGACGGTGACTGACGCTGAGACGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Target 3 0.06 0.07 0.05 - - - - -
IM-4BX4G3 CACGGAGGGTGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGTGTAGGCGGCTTGGTAAGTCTGAAGTGAAATCCGTCGGCTCAACCGACGAACTGCTTCAGATACTGCCTCGCTTGAGTACGGGAGAGGAAAGCGGAATTCCCAGTGTAGAGGTGAAATTCGTAGATATTGGGAAGAACACCGGTGGCGAAGGCGGCTTTCTGGACCGATACTGACGCTGAGACGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Target 1 - - 0.06 - - - - -
IM-SZ40S5 TACGGAGGGGGCAAGCGTTGCTCGGATTTACTGGGCGTAAAGGGTCCGCAGGCGGTTGAGCAAGTTAGATGTGAAAGCTCAAGGCTTAACCTTGAAAATGCATCTAAAACTGCTCGACTAGAGTCCAAGAGGGGTCGGCGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCCGACTGGCTTGGAACTGACGCTCAGGGACGAAAGCGTGGGTAGCGAACCGGBacteria Proteobacteria Target 2 - - 0.05 - - 0.04 - -
IM-7V0IS4 TACGGAGGGTGCAAGCGTTGTTCGGAATTATTGGGCGTAAAGCGCGCGTAGGCGGCAAGGTAAGTCGGATGTGAAATCCCAGGGCCCAACCCTGGAACTGCATACGATACTGCCTCGCTAGAGTCTCGGAGAGGATGGCGGAATTCCGGGTGTAGAGGTGAAATTCGTAGATATCCGGAGGAACACCAGTGGCGAAGGCGGCCATCTGGACGATGACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Target 1 0.05 - - - - - - -
IM-O0V8EM TACGGAGGGTGCAAGCGTTGTTCGGAATCATTGGGCGTAAAGCGGGTGTAGGCGGCTTGGTAAGTCGGGTGTGAAATCCCTGGGCCCAACCCAGGAACTGCATTCGAAACTGCCTCGCTAGAGTCCCGGAGAGGGTGGCGGAATTCCCGGTGTAGAGGTGAAATTCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCCACCTGGACGGTGACTGACGCTGAGACCCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Target 8 0.11 0.12 0.11 0.08 0.05 0.05 0.06 0.05
IM-9W3W5X TACGAAGGGGGCTAGCGTTGTTCGGAATAACTGGGCGTAAAGCGCACGTAGGCGGAATGTTAAGTGAGGGGTGAAATCCCAGGGCTCAACCCTGGAACTGCCTTTCATACTGGCAATCTAGAGATCGAGAGAGGTGAGTGGAATTCCGAGTGTAGAGGTGAAATTCGTAGATATTCGGAGGAACACCAGTGGCGAAGGCGGCTCACTGGCTCGATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Alphaproteobacteria Target 8 0.40 0.54 0.37 0.41 0.63 0.63 0.51 0.69
IM-0YC8D8 GACGGAGGGTGCTAGCGTTGTTCGGAATCACTGGGCGTAAAGGGCGCGTAGGCGGCGATAGAAGTCGGGTGTGAAAGCCCGGAGCTCAACTCCGGAACTGCACTCGAAACTTTGTTGCTGGAGGTCGGAAGAGGAGAGTGGAATACCCAGTGTAGAGGTGAAATTCGTAGATATTGGGTGGAACACCAGTGGCGAAAGCGGCTCTCTGGTCCGTACCTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Alphaproteobacteria Target 2 0.10 0.34 - - - - - -
IM-18CI5Y TACGGAGGGGGCTAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGATTGGTCAGTTGGGGGTGAAATCCCGAGGCTTAACCTCGGAACTGCCCTCAATACTGCCAGTCTAGAGTTCGGAAGAGGTAAGTGGAATTCCTAGTGTAGAGGTGAAATTCGTAGATATTAGGAAGAACACCAGTGGCGAAGGCGGCTTACTGGTCCGATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Alphaproteobacteria Target 8 0.24 0.47 0.25 0.31 0.32 0.38 0.38 0.47
IM-NS47W1 TACGGAGGGGGCTAGCGTTGTTCGGATTTACTGGGCGTAAAGGGCGCGTAGGCGGTATGCCATGTCAGGGGTGAAAGGCCTGGGCTCAACCCAGGAACTGCCTTTGAAACTGGCAAACTAGAGTCCGATAGAGGATGGCGGAATTCCCAGTGTAGAGGTGAAATTCGTAGATATTGGGAAGAACACCAGTGGCGAAGGCGGCCATCTGGATCGGCACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Alphaproteobacteria Target 8 0.14 0.32 0.09 0.10 0.07 0.08 0.10 0.09
IM-ED529U TACGGAGGGGGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGAAGATCAAGTCAGGGGTGAAAGGCCTGGGCTCAACCCGGGAACTGCCTTTGAAACTGGTTTTCTAGAGTACGGGAGAGGATGGCGGAATTCCCAGTGTAGAGGTGAAATTCGTAGATATTGGGAAGAACACCGGTGGCGAAGGCGGCCATCTGGCCCGGTACTGACGCTAAGGCGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Alphaproteobacteria Target 8 0.10 0.25 0.09 0.11 0.16 0.19 0.14 0.16
IM-TNND17 TACGAAGGGGGCTAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCACGTAGGCGGATCGTTTAGTCGAGGGTGAAATCCCGGGGCTCAACCCCGGAACTGCCTTCGATACTGGCGATCTTGAGTCCGAGAGAGGTGAGTGGAACTCCGAGTGTAGAGGTGAAATTCGTAGATATTCGGAAGAACACCAGTGGCGAAGGCGGCTCACTGGCTCGGTACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Alphaproteobacteria Target 8 0.09 0.10 0.05 0.04 0.11 0.07 0.05 0.11
IM-AN28E2 TACGGAGGGGGCTAGCGTTGTTCGGAATCACTGGGCGTAAAGCGCGCGTAGGCGGTTTATCAAGTTGGGCGTGAAAGCCCGGGGCTCAACCCCGGAACTGCGTTCAAAACTGGTTGACTAGAGTCCGAGAGAGGGTGGTGGAATTCCCAGTGTAGAGGTGAAATTCGTAGATATTGGGAAGAACACCAGTGGCGAAGGCGGCCACCTGGCTCGGTACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Alphaproteobacteria Target 6 0.13 0.07 0.09 0.09 - 0.07 - 0.05
IM-Q60NJ5 TACGGAGGGGGCTAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGATTGGTCAGTCAGAGGTGAAATCCCGAAGCTCAACTTCGGAACTGCCTTTGATACTGCCGATCTAGAGTCCGGGAGAGGTGAGTGGAATTCCTAGTGTAGAGGTGAAATTCGTAGATATTAGGAAGAACACCAGTGGCGAAGGCGGCTCACTGGCCCGGTACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Alphaproteobacteria Target 2 - - - 0.04 - - - 0.05



IM-Y63LT9 TACGGAGGGGGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGTGTAGGCGGTTTGTCTAGTCAGGCGTGAAAGCCCCGGGCTTAACCTGGGAACTGCGTTTGATACTGACAGGCTAGAGGTTGGGAGAGGAGAGTGGAATTCCCAGTGTAGAGGTGAAATTCGTAGATATTGGGAAGAACACCAGTGGCGAAGGCGGCTCTCTGGTCCACACCTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Alphaproteobacteria Target 2 0.06 - 0.06 - - - - -
IM-JQ7Y35 TACGGAGGGGGCTAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGGCTGGTTAGTTGGGGGTGAAATCCCAGGGCTTAACCCTGGAACTGCCCTCAATACTGCCAGTCTTGAGTTCGAGAGAGGTAAGTGGAATTCCTAGTGTAGAGGTGAAATTCGTAGATATTAGGAAGAACACCAGTGGCGAAGGCGGCTTACTGGCTCGATACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Alphaproteobacteria Kiloniellales Kiloniellaceae Target 8 0.24 0.25 0.25 0.18 0.27 0.39 0.28 0.32
IM-0T7TIR TACGGAGGGGGCTAGCGTTGTTCGGATTTACTGGGCGTAAAGCGCGCGTAGGCGGGCTGGTCAGTTGGGGGTGAAATCCCGAGGCTCAACCTCGGAACTGCCCTCAATACTACCAGTCTTGAGTTCGAGAGAGGTAAGTGGAATTCCTAGTGTAGAGGTGAAATTCGTAGATATTAGGAAGAACACCAGTGGCGAAGGCGGCTTACTGGCTCGATACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Alphaproteobacteria Kiloniellales Kiloniellaceae Target 8 0.12 0.15 0.13 0.10 0.15 0.17 0.15 0.18
IM-8PR62H TACGGAGGGGGCTAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGACCTGTAAGTCGGGGGTGAAAGCCCGAGGCTCAACCTCGGAACTGCCTCCGATACTACAGGTCTTGAGTCCGAGAGAGGTGAGTGGAATTCCTAGTGTAGAGGTGAAATTCGTAGATATTAGGAAGAACACCAGTGGCGAAGGCGGCTCACTGGCTCGGTACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Alphaproteobacteria Rhizobiales Target 8 0.60 0.47 0.54 0.53 0.85 0.94 0.98 1.15
IM-71DU1T TACGGAGGGGGCTAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGACTGGTCAGTTGGGGGTGAAATCCCAAGGCTTAACCTTGGAACTGCCTTCAAAACTGCCAGTCTTGAGTCCGGGAGAGGTGAGTGGAATTCCTAGTGTAGAGGTGAAATTCGTAGATATTAGGAAGAACACCAGTGGCGAAGGCGGCTCACTGGCCCGGTACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Alphaproteobacteria Rhizobiales Target 8 0.35 0.59 0.40 0.43 0.58 0.51 0.54 0.66
IM-TF0Z30 TACGAAGGGGGCTAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGGTTCTTAAGTCAGGGGTGAAATCCCGAGGCTCAACCTCGGAACTGCCTTTGATACTGAGAGCCTAGAGTCCGGGAGAGGTGAGTGGAACTCCTAGTGTAGAGGTGAAATTCGTAGATATTAGGAAGAACACCAGTGGCGAAGGCGGCTCACTGGCCCGGTACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Alphaproteobacteria Rhizobiales Target 8 0.08 0.15 0.06 0.08 0.12 0.09 0.08 0.13
IM-I44G1E TACGGAGGGGGCTAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCACGTAGGCGGATTGGTAAGTTGGGGGTGAAATCCCAAGGCTCAACCTTGGAACTGCCCTCGAAACTGCCAGTCTTGAGTCCGGAAGAGGTGAGTGGAATTCCTAGTGTAGAGGTGAAATTCGTAGATATTAGGAAGAACACCAGTGGCGAAGGCGGCTCACTGGTCCGGTACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Alphaproteobacteria Rhizobiales Target 7 0.05 0.08 - 0.05 0.10 0.07 0.08 0.11
IM-9SG03V TACGAAGGGGGCTAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCATGCAGGCGGATCGCTAAGTCAGGGGTGAAAGCCCGAGGCTCAACCTCGGAACTGCCTTTGATACTGGCGATCTTGAGTCCGGGAGAGGTGAGTGGAACTCCGAGTGTAGAGGTGAAATTCGTAGATATTCGGAAGAACACCAGTGGCGAAGGCGGCTCACTGGCCCGGTACTGACGCTGAGATGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Alphaproteobacteria Rhizobiales Target 2 - 0.06 - - - - - 0.05
IM-FZ68F9 TACGAAGGGGGCTAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCGCGCAGGCGGTTTTCCAAGTCAGAGGTGAAAGCCCAGAGCTCAACTCTGGAACTGCCTTTGAAACTGGAAAACTAGGGTACGGGAGAGGTGAGTGGAATTCCGAGTGTAGAGGTGAAATTCGTAGATATTCGGAAGAACACCAGTGGCGAAGGCGGCTCACTGGCCCGTTACCGACGCTCAGGCGCGACAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Alphaproteobacteria Rhizobiales Target 1 - - - - - - - 0.05
IM-K4B9M8 TACGGAGGGGGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGGTCTTTAAGTCAGAGGTGAAATCCTGGAGCTCAACTCCAGAACTGCCTTTGATACTGGAGATCTTGAGTCCGGAAGAGGTTAGTGGAATTCCCAGTGTAGAGGTGAAATTCGTAGATATTGGGAAGAACACCAGTGGCGAAGGCGGCTAACTGGTCCGGTACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Alphaproteobacteria Rhizobiales Anderseniellaceae Target 8 0.32 0.46 0.38 0.32 0.36 0.37 0.35 0.43
IM-1U3IK8 TACGAAGGGGGCTAGCGTTGTTCGGAATCACTGGGCGTAAAGCGCACGTAGGCGGACTGATCAGTTGGGGGTGAAATCCCAGGGCTCAACCCTGGAACTGCCTTCAATACTGTCAGTCTTGAGTCCGAGAGAGGTGAGTGGAATTCCTAGTGTAGAGGTGAAATTCGTAGATATTAGGAAGAACACCAGTGGCGAAGGCGGCTCACTGGCTCGGTACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Alphaproteobacteria Rhizobiales Hyphomicrobiaceae Target 8 0.42 0.46 0.31 0.35 0.59 0.66 0.48 0.61
IM-6EO52Z TACGAAGGGGGCTAGCGTTGTTCGGAATCACTGGGCGTAAAGCGCACGTAGGCGGATTTGTAAGTTAGGGGTGAAATCCCGGGGCTCAACCTCGGAACTGCCTTTGATACTGCAAGTCTAGAGTCCGAGAGAGGTGAGTGGAATTCCTAGTGTAGAGGTGAAATTCGTAGATATTAGGAAGAACACCAGTGGCGAAGGCGGCTCACTGGCTCGGTACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Alphaproteobacteria Rhizobiales Hyphomicrobiaceae Filomicrobium Target 8 0.44 0.62 0.33 0.39 0.69 0.74 0.53 0.75
IM-GX82X8 TACGAAGGGAGCTAGCGTTGTTCGGAATCACTGGGCGTAAAGCGCACGTAGGCGGATTGTTTAGTCGGGGGTGAAATCCCGGGGCTCAACCCCGGAACTGCCTCCGATACTGGCAATCTGGAGTCCGGAAGAGGTGGGTGGAATTCCTAGTGTAGAGGTGAAATTCTTAGATATTAGGAAGAACACCGGTGGCGAAGGCGGCCCACTGGTCCGGTACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Alphaproteobacteria Rhizobiales Hyphomicrobiaceae Hyphomicrobium Target 8 0.99 2.04 1.15 1.13 1.96 1.54 1.69 2.13
IM-8BT8Q3 TACGGAGGGAGCTAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGACTTTCAAGTCAGGGGTGAAATCCCGAGGCTCAACCTCGGAACTGCCTTTGATACTGATAGTCTTGAGTCCGAGAGAGGTGAGTGGAATTCCTAGTGTAGAGGTGAAATTCGTAGATATTAGGAAGAACACCAGTGGCGAAGGCGGCTCACTGGCTCGGTACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Alphaproteobacteria Rhizobiales Methyloligellaceae Methyloceanibacter Methyloceanibacter stevinii Not found Target 8 0.11 0.10 0.09 0.07 0.16 0.20 0.16 0.20
IM-13WA2S TACGAAGGGGGCTAGCGTTGTTCGGATTTACTGGGCGTAAAGCGCACGTAGGCGGATCGTTAAGTGAGGGGTGAAATCCCAGGGCTCAACCCTGGAACTGCCTCTCATACTGGCGATCTCGAGTTCGAGAGAGGTGAGTGGAATTCCGAGTGTAGAGGTGAAATTCGTAGATATTCGGAGGAACACCAGTGGCGAAGGCGGCTCACTGGCTCGATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Alphaproteobacteria Rhizobiales Rhizobiaceae Target 3 - 0.07 - - - 0.06 - 0.07
IM-8HM4AI TACGGAGGGGGCTAGCGTTGTTCGGAATCACTGGGCGTAAAGCGCACGTAGGCGGATTTGTTAGTCAGGGGTGAAAGCCCGGGGCTCAACCCCGGAACTGCCCCTGATACTGCGAATCTCGAGTCCGGAAGAGGTGAGTGGAATTCCTAGTGTAGAGGTGAAATTCGTAGATATTAGGAAGAACACCAGTGGCGAAGGCGGCTCACTGGTCCGGTACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Alphaproteobacteria Rhizobiales Rhodobiaceae Target 5 - 0.06 - - 0.06 0.05 0.08 0.08
IM-997VWY TACGAAGGGGGCTAGCGTTGTTCGGAATAACTGGGCGTAAAGCGCACGTAGGCGGATTGGAAAGTTAGAGGTGAAATCCCTGGGCTCAACCCAGGAACTGCCTTTAAAACTATCAATCTAGAGGTCGAGAGAGGTGAGTGGAATTCCGAGTGTAGAGGTGAAATTCGTAGATATTCGGAGGAACACCAGTGGCGAAGGCGGCTCACTGGCTCGATACTGACGCTGAGGTGCGAAAGTGTGGGGAGCAAACAGGBacteria Proteobacteria Alphaproteobacteria Rhodobacterales Target 8 0.09 0.06 0.07 0.05 0.10 0.11 0.07 0.11
IM-YB95D4 TACGGAGGGGACTAGCGTTGTTCGGAATTACTGGGCGTAAAGCGTACGTAGGCGGATCAGAAAGTATGGGGTGAAATCCCAGGGCTCAACCCTGGAACTGCCTCATAAACTCCTGGTCTTGAGTTCGAGAGAGGTGAGTGGAATTCCGAGTGTAGAGGTGAAATTCGTAGATATTCGGAGGAACACCAGTGGCGAAGGCGGCTCACTGGCTCGATACTGACGCTGAGGTACGAAAGTGTGGGGAGCAAACAGGBacteria Proteobacteria Alphaproteobacteria Rhodobacterales Rhodobacteraceae Target 8 0.23 0.18 0.16 0.23 0.22 0.33 0.19 0.40
IM-L8D9J3 TACGGAGGGGGTTAGCGTTGTTCGGAATTACTGGGCGTAAAGCGTACGTAGGCGGATTAGTAAGTTAGGGGTGAAATCCCAGGGCTCAACCCTGGAACTGCCTCTAAAACTGCTAGTCTAGAGATCGAGAGAGGTGAGTGGAATTCCAAGTGTAGAGGTGAAATTCGTAGATATTTGGAGGAACACCAGTGGCGAAGGCGGCTCACTGGCTCGATACTGACGCTGAGGTACGAAAGTGTGGGGAGCAAACAGGBacteria Proteobacteria Alphaproteobacteria Rhodobacterales Rhodobacteraceae Target 8 0.12 0.06 0.07 0.09 0.09 0.14 0.06 0.11
IM-42BTH5 TACGGAGGGGACTAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCACGTAGGCGGATCAGAAAGTAAGAGGTGAAATCCCAGGGCTCAACCCTGGAACTGCCTTTTAAACTCCTGGTCTTGAGTTCGAGAGAGGTGAGTGGAATTCCAAGTGTAGAGGTGAAATTCGTAGATATTTGGAGGAACACCAGTGGCGAAGGCGGCTCACTGGCTCGATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Alphaproteobacteria Rhodobacterales Rhodobacteraceae Target 8 0.08 0.05 0.06 0.06 0.05 0.10 0.05 0.06
IM-9W6L0Q TACGGAGGGGGCTAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGATTGTTAAGTCGGGGGTGAAATCCCGGGGCTCAACCCCGGAACTGCCTCCGATACTGGCAGTCTAGAGGTCGAGAGAGGTGAGTGGAATTCCGAGTGTAGAGGTGAAATTCGTAGATATTCGGAGGAACACCAGTGGCGAAGGCGGCTCACTGGCTCGATTCTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Alphaproteobacteria Rhodobacterales Rhodobacteraceae Target 8 0.26 0.21 0.16 0.25 0.26 0.29 0.24 0.35
IM-ZB735J TACGGAGGGGGTTAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCACGTAGGCGGATTAGTAAGTTAGAGGTGAAATCCCAGGGCTCAACCCTGGAACTGCCTTTAATACTGCTAGTCTTGAGTTCGAGAGAGGTAAGTGGAATTCCGAGTGTAGAGGTGAAATTCGTAGATATTCGGAGGAACACCAGTGGCGAAGGCGACTTACTGGCTCGATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Alphaproteobacteria Rhodobacterales Rhodobacteraceae Target 8 0.06 0.09 0.08 0.05 0.05 0.08 0.08 0.09
IM-O59G5L TACGGAGGGGGCTAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCACGTAGGCGGATCAGAAAGTAAGGGGTGAAATCCCGAGGCTCAACCTCGGAACTGCCTCTTAAACTCCTGGTCTTGAGTTCGAGAGAGGTGAGTGGAATTCCAAGTGTAGAGGTGAAATTCGTAGATATTTGGAGGAACACCAGTGGCGAAGGCGGCTCACTGGCTCGATACTGACGCTGAGGTGCGAAAGTGTGGGGAGCAAACAGGBacteria Proteobacteria Alphaproteobacteria Rhodobacterales Rhodobacteraceae Target 4 0.06 - - 0.07 - 0.07 - 0.04
IM-A66NE3 TACGGAGGGGGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGTCTGTTGCGTCAGGTGTGAAAGCCCCGGGCTCAACCTGGGAGGTGCACTTGATACGGGCAGACTGGAATCCGAGAGAGGGTGGTGGAATTCCCAGTGTAGAGGTGAAATTCGTAGATATTGGGAAGAACACCGATGGCGAAGGCAGCCACCTGGCTCGGTATTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Alphaproteobacteria Rhodospirillales Rhodospirillaceae Target 1 - - 0.06 - - - - -
IM-836CXC TACGGAGGGGGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGGAAGTCAAGTTAGGGGTGAAAGGCCTGGGCTCAACCTAGGAACTGCCTCTAAAACTGGCTTTCTAGAGTCCGGGAGAGGATGGCGGAATTCCCAGTGTAGAGGTGAAATTCGTAGATATTGGGAAGAACACCAGTGGCGAAGGCGGCCATCTGGTCCGGCACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Alphaproteobacteria Rhodospirillales Rhodospirillaceae Pelagibius Target 8 0.12 0.14 0.06 0.09 0.07 0.10 0.09 0.07
IM-T3W3O7 TACTGAGGGTCCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGAGTGTAGGCGGCTTCGTAAGTCGGATGTGAAAGCCCTGGGCTTAACCTGGGAATGCCATTCGATACTGCGCGGCTAGAGTTTGATAGAGGAAAGTGGAATTCCAGGTGTAGCGGTGAAATGCGTAGATATCTGGAGGAACACCAGTGGCGAAGGCGGCTTTCTGGATCAAAACTGACGCTGAGGCTCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Target 8 1.98 1.60 2.48 2.74 2.98 2.87 2.70 2.99
IM-9QCQ08 TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCTCGTAGGCGGTTTGTTAAGTCGGATGTGAAAGCCCCGGGCTCAACCTGGGAACTGCATTCGATACTGGCAGACTAGAGTATAGTAGAGGCAAGTGGAATTCCGGGTGTAGCGGTGAAATGCGTAGATATCCGGAGGAACATCAGTGGCGAAGGCGACTTGCTGGACTAATACTGACGCTGAGGAGCGAAAGCGTGGGGAGCAAACGGGBacteria Proteobacteria Gammaproteobacteria Target 8 2.62 2.23 2.68 1.89 1.03 1.15 1.83 1.27
IM-QB00E0 TACGGAGGGTGCAAGCGTTAATCGGAATCACTGGGCGTAAAGCGCACGCAGGCGGTTTGTTAAGTCAGATGTGAAAGCCCCGGGCTCAACCTGGGAACTGCATTTGATACTGACAGACTAGAGTATGAGAGAGAGAAGTGGAATTCCACATGTAGCGGTGAAATGCGTAGAGATGTGGAGGAACATCAGTGGCGAAGGCGACTTCTTGGCTCAATACTGACGCTCAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Target 8 0.90 1.16 1.06 1.14 1.29 1.08 1.33 1.47
IM-B8R82C TACGGAGGGAGCGAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGCTTTGTAAGTCGGATGTGAAAGCCCTGGGCTTAACCTGGGAATGGCATTCGAAACTGCAGAGCTAGAGTATGGTAGAGGGAAGTGGAATTTCCGGTGTAGCGGTGAAATGCGTAGATATCGGAAGGAACACCAGTGGCGAAGGCGACTTCCTGGGCCAATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Target 8 5.89 3.75 6.19 4.31 3.07 3.13 3.96 3.12
IM-65MO9C TACAGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTTTGTTAAGTCGGATGTGAAAGCCCCGGGCTCAACCTGGGAACTGCATTCGATACTGGCAGGCTAGAGTATGGTAGAGGGAAGTGGAATTCCGGGTGTAGCGGTGAAATGCGTAGATATCCGGAGGAACATCAGTGGCGAAGGCGGCTTCCTGGACCAATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Target 8 1.17 1.51 1.63 1.23 0.95 1.09 1.04 1.18
IM-IX0B54 TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGCTTTGTAAGTCAAATGTGAAAGCCCCGGGCTTAACCTGGGAATTGCATTCGATACTGCAGAGCTAGAGTATGGTAGAGGGAAGTGGAATTCCGGGTGTAGCGGTGAAATGCGTAGATATCCGGAGGAACACCAGTGGCGAAGGCGACTTCCTGGGCCAATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Target 8 1.36 1.21 1.19 0.98 0.87 0.74 1.04 0.75
IM-U2CB84 TACAGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGCTTGGTCAGTCGGATGTGAAAGCCCCGGGCTTAACCTGGGAATTGCATTCGATACTGCCAGGCTAGAATGTAGTAGAGGGAAGTGGAATTCCGGGTGTAGCGGTGAAATGCGTAGATATCCGGAGGAACATCAGTGGCGAAGGCGACTTCCTGGACTAACATTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Target 8 1.46 1.31 1.62 1.81 1.39 1.60 1.28 1.28
IM-I928H6 TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGCTTTGTAAGTCGGATGTGAAAGCCCTGGGCTCAACCTGGGAATGGCATTCGAAACTGCATGGCTAGAGTATGGTAGAGGGAAGTGGAATTTCCGGTGTAGCGGTGAAATGCGTAGATATCGGAAGGAACACCGGTGGCGAAGGCGACTTCCTGGGCCAATACTGACGCTGAGGCGCGAAAGCGTGGGTAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Target 8 0.91 0.51 0.92 0.82 0.61 0.93 0.79 0.92
IM-ZB968B TACTGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGAGTGTAGGCGGCTACCTAAGTCGGATGTGAAAGCCCTGGGCTCAACCTGGGAATTGCATTCGAAACTGAGTAGCTAGAGTTTGGTAGAGGTAAGTGGAATTCCGGGTGTAGCGGTGAAATGCGTAGATATCCGGAGGAACATCAGTGGCGAAGGCGGCTTACTGGACCAAAACTGACGCTGAGGCTCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Target 8 0.95 0.63 1.04 1.33 1.39 1.36 1.28 0.92
IM-TPX572 TACGGAGGGCGCGAGCGTTATTCGGAATCATTGGGCGTAAAGCGCGTGTAGGCGGCTGGGCAAGTCGGATGTGAAAGCCCGGGGCTCAACCCCGGAATTGCATTCGAAACTGCTCAGCTAGAGTCTCGGAGAGGAGGGCGGAATTCCCGGTGTAGAGGTGAAATTCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCCCTCTGGACGATGACTGACGCTGAGACGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Target 8 0.63 0.42 0.45 0.46 0.52 0.52 0.64 0.40
IM-3ZEJ04 TACGGAAGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGCTAGATAAGTCGGGTGTGAAAGCCCCGGGCTCAACCTGGGAACTGCATTCGATACTGTCTGGCTAGAGTGTGATAGAGGGAGGCGGAATTCCGCATGTAGCGGTGAAATGCGTAGAGATGCGGAGGAACACCAATGGCGAAGGCAGCCTCCTGGATTAACACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Target 8 1.20 1.92 1.36 1.46 1.84 1.58 1.66 1.83
IM-96M8UE TACTGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGAGTGTAGGCGGCTTCGTAAGTCGGATGTGAAAGCCCCGGGCTTAACCTGGGAATTGCATTCGATACTGCGCGGCTAGAGTCTGATAGAGGGAAGTGGAATTCCAGGTGTAGCGGTGAAATGCGTAGATATCTGGAGGAACACCAGTGGCGAAGGCGGCTTCCTGGATCAAGACTGACGCTGAGGCTCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Target 8 1.27 1.34 1.11 1.08 0.89 0.92 0.86 0.97
IM-59DYT5 TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGAGTGTAGGCGGTTACATAAGTCGGATGTGAAAGCCCTGGGCTTAACCTGGGAATGGCATTCGATACTGTGTAACTAGAGTTTGGTAGAGGTAAGTGGAATTCCGGGTGTAGCGGTGAAATGCGTAGAGATCCGGAGGAACATCAGTGGCGAAGGCGGCTTACTGGACCAAAACTGACGCTGAGGCTCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Target 8 0.40 0.30 0.43 0.42 0.39 0.45 0.44 0.31
IM-RUF397 TACGGAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGAGTACGTAGGCGGCTTGGTCAGTCGGATGTGAAAGCCCCGGGCTTAACCTGGGAATTGCACTCGATACTGCCAAGCTAGAATTTAGTAGAGGAATGCGGAATTCCGGGTGTAGCGGTGAAATGCGTAGAGATCCGGAGGAACATCAATGGCGAAGGCAGCATTCTGGGCTAAAATTGACGCTGAGGTACGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Target 8 0.34 0.20 0.41 0.33 0.17 0.17 0.26 0.18
IM-U06KH7 TACGGAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGCTATGTAAGTCGGATGTGAAAGCCCCGGGCTCAACCTGGGAATTGCGTTCGATACTGCATGACTAGAGTATGGGAGAGGGAAGTGGAATTTCCGGTGTAGCGGTGAAATGCGTAGATATCGGAAGGAACACCAGTGGCGAAGGCGACTTCCTGGCCCAATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Target 8 0.56 0.35 0.39 0.45 0.41 0.42 0.34 0.30
IM-P3O7K8 TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCACGCAGGCGGTTTGATAAGTCAGATGTGAAAGCCCCGGGCTCAACCTGGGAACTGCATTTGATACTGTCAGACTAGAGTATGGTAGAGAGAAGTAGAATTCCACATGTAGCGGTGAAATGCGTAGAGATGTGGAGGAATATCAGTGGCGAAGGCGACTTCTTGGACCAATACTGACGCTCAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Target 8 0.19 0.18 0.19 0.17 0.19 0.21 0.24 0.19
IM-2GXY16 TACTTAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGAGTGTAGGCGGCTACTTAAGTCGGATGTGAAATCCCCGGGCTCAACCTGGGAATTGCATTCGATACTGGGTAGCTAGAGTTTGGTAGAGGTAAGTGGAATTTCGGGTGTAGCGGTGAAATGCGTAGATATCCGAAGGAACATCAGTGGCGAAGGCGGCTTACTGGACCAAAACTGACGCTGAGGCTCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Target 8 0.51 0.27 0.58 0.57 0.56 0.66 0.48 0.38
IM-3AQ5M3 TACGGAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGCCTGATCAGTCGGATGTGAAAGCCCTGGGCTTAACCTGGGAATTGCACTCGATACTGTCGGGCTAGAGTATGGGAGAGGGAAGTGGAATTTCCGGTGTAGCGGTGAAATGCGTAGATATCGGAAGGAACACCAGTGGCGAAGGCGACTTCCTGGCCCAATACTGACGCTGAGGTGCGAAAGCGTGGGTAGCGAACAGGBacteria Proteobacteria Gammaproteobacteria Target 8 0.26 0.21 0.35 0.25 0.27 0.17 0.34 0.25
IM-VP9V93 TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGTGCGTAGGCGGTTTACTAAGTCAGATGTGAAAGCCCCGGGCTTAACCTGGGAACTGCATTTGATACTGGTAGGCTAGAGTATGATAGAGGGGGGTAGAATTCCTGGTGTAGCGGTGAAATGCGTAGATATCAGGAGGAATACCAGTGGCGAAGGCGGCCCCCTGGATCAATACTGACGCTGAGGCACGAAAGCGTGGGTAGCGAACAGGBacteria Proteobacteria Gammaproteobacteria Target 5 0.11 0.14 0.23 0.09 0.05 - - -
IM-37PXV9 TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGTGCGTAGGCGGTTTGTTAAGTCAGATGTGAAAGCCCCGGGCTTAACCTGGGAACTGCATTTGATACTGGCAAACTAGAATGTGGTAGAGGGAAGTGGAATTCCTCATGTAGCGGTGAAATGCGTAGATATGAGGAGGAACACCAGTGGCGAAGGCGACTTCCTGGACCAACATTGACGCTGAGGTACGAAAGCGTGGGTAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Target 8 0.12 0.17 0.13 0.10 0.13 0.14 0.14 0.14
IM-23AKR5 TACGGAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGCTAGGTCAGTCGGATGTGAAAGCCCCGGGCTTAACCTGGGAATTGCATTCGATACTGCCTGGCTAGAGTATGGGAGAGGGAAGTGGAATTTCCGGTGTAGCGGTGAAATGCGTAGATATCGGAAGGAACACCAGTGGCGAAGGCGACTTCCTGGCCCAATACTGACGCTCAGGTGCGAAAGCGTGGGTAGCGAACAGGBacteria Proteobacteria Gammaproteobacteria Target 8 0.72 0.57 0.54 0.46 0.33 0.35 0.36 0.36
IM-54KW0L TACGGAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTTGAGTAAGTCAGATGTGAAAGCCCCGGGCTCAACCTGGGAATGGCATTTGAGACTGTTCGACTAGAGTCTGTCAGAGGGTGGCGGAATTCCGGGTGTAGCGGTGAAATGCGTAGATATCCGGAGGAACACCAGTGGCGAAGGCGGCCACCTGGGGCAAGACTGACGCTGAGGGGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Target 7 0.13 0.38 0.19 0.13 0.07 0.07 0.08 -
IM-6RC5N7 TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTTTTGTAAGTCGGATGTGAAAGCCCTGGGCTTAACCTGGGAATGGCATTCGATACTGCTTGACTAGAGTATGGTAGAGGGAAGTGGAATTTCCGGTGTAGCGGTGAAATGCGTAGATATCGGAAGGAACACCAGTGGCGAAGGCGACTTCCTGGGCCAATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Target 8 1.03 0.59 0.99 0.68 0.44 0.53 0.65 0.53
IM-I953ZY TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGGGCGCGTAGGTGGTTTGGTCAGTCGGATGTGAAAGCCCCGGGCTCAACCCGGGAATTGCATTCGATACTGCCTGACTAGAGTATGGTAGAGGGAAGCGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACATCAGTGGCGAAGGCGGCTTCCTGGACCAATACTGACACTGAGGCGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Target 5 0.12 0.16 0.12 0.06 - - 0.05 -
IM-8FIZ22 TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTTTGATAAGTCAGATGTGAAAGCCCCGGGCTTAACCTGGGAACTGCATTTGAAACTGTCTTACTAGAGTGTGGTAGAGGGAGGTGGAATTCCGCGTGTAGCGGTGAAATGCGTAGAGATGCGGAGGAACACCAGTGGCGAAGGCGGCCTCCTGGACCAACACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Target 8 0.07 0.15 0.10 0.06 0.07 0.05 0.09 0.05
IM-1EDT50 TACAGAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGGGCGCGTAGGTGGCTTGGTAAGTTGGATGTGAAAGCCCTGGGCTTAACCTGGGAATTGCATTTGATACTGCCTCGCTAGAGTATGGTAGAGGGAAGCGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACATCAGTGGCGAAGGCGGCTTCCTGGATTAATACTGACACTGAGGCGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Target 7 - 0.15 0.06 0.05 0.07 0.07 0.06 0.07
IM-78KK9U TACGGGGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTTTGATCAGTCGGATGTGAAAGCCCTGGGCTCAACCTGGGAATGGCATTCGATACTGTCAAGCTAGAATGTGGGAGAGGCAAGTGGAATTTCCGGTGTAGCGGTGAAATGCGTAGAGATCGGAAGGAACACCAGTGGCGAAGGCGGCTTGCTGGCCCAACATTGACGCTGAGGTGCGAAAGCGTGGGGAGCGAACAGGBacteria Proteobacteria Gammaproteobacteria Target 8 0.11 0.09 0.21 0.12 0.07 0.11 0.11 0.18
IM-40B3HD TACTTAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGCGAGTGTAGGCGGCTGTATAAGTCGGATGTGAAAGCCCTGGGCTCAACCTGGGAATTGCATTCGAAACTGTACAGCTAGAGTTTGGTAGAGGTAAGTGGAATTCAAGGTGTAGCGGTGAAATGCGTAGATATCTTGAGGAACATCAGTGGCGAAGGCGGCTTACTGGACCAAAACTGACGCTGAGGCTCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Target 8 0.14 0.07 0.12 0.15 0.08 0.15 0.08 0.09
IM-8K06A9 TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGAGCACGTAGGCGGCTTGGTCAGTCGGATGTGAAAGCCCCGGGCTTAACCTGGGAATTGCACTCGATACTGCCAAGCTAGAGTTTAATAGAGGAATGCGGAATTCCGGGTGTAGCGGTGAAATGCGTAGATATCCGGAGGAACATCAGTGGCGAAGGCGGCATTCTGGGTTAAAACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Target 6 - 0.07 - 0.05 0.06 0.05 0.04 0.07
IM-Z6SIU0 TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGTGGTTAATTAAGTCAGATGTGAAAGCCCAGGGCTCAACCTTGGAACTGCATTTGAAACTGGTTGACTAGAGTTTTGTAGAGGGTGGTAGAATTTCAGGTGTAGCGGTGAAATGCGTAGAGATCTGAAGGAATACCAGTGGCGAAGGCGGCCACCTGGACAAAGACTGACACTGAGGCGCGAAGGCGTGGGGAGCAAACGGGBacteria Proteobacteria Gammaproteobacteria Target 1 - - 0.15 - - - - -
IM-22NK7W TACGGAAGGTGCAAGCGTTAATCGGAATCACTGGGCGTAAAGCGCGCGTAGGCGGTTAGATAAGTCGGGTGTGAAAGCCCCGGGCTCAACCTGGGAATTGCATTCGATACTGTCTGACTAGAGTGTAATAGAGGGATGCGGAATTCCGCATGTAGCGGTGAAATGCGTAGAGATGCGGAGGAACACCAATGGCGAAGGCAGCATCCTGGATTAACACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Target 4 - 0.05 - - 0.06 - 0.06 0.06
IM-394PXE TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGTACGCAGGTGGCTAGGTCAGTCGGATGTGAAAGCCCTGGGCTTAACCTGGGAATTGCATTCGATACTGCCTGGCTAGAGTATGGGAGAGGGAAGTGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCTTCCTGGCCCAATACTGACACTCATGTACGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Target 5 0.08 0.06 - 0.05 - 0.05 0.06 -
IM-12JZH1 TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTTAGATCAGTCGGGTGTGAAAGCCCCGGGCTCAACCTGGGAACTGCATTCGATACTGTCTGACTGGAGTATGGGAGAGGGCAGTGGAATTCCATGTGTAGCGGTGAAATGCGTAGATATGTGGAGGAACACCAGTGGCGAAGGCGACTGCCTGGCCCAATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCGAACAGGBacteria Proteobacteria Gammaproteobacteria Target 8 0.22 0.20 0.34 0.26 0.25 0.29 0.20 0.31
IM-4U8BT6 TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTTTGGTAAGTCAGATGTGAAAGCCCCGGGCTCAACCTGGGAACTGCATTTGATACTGCCGGACTGGAGTATGGTAGAGGGAAGTGGAATTCCACATGTAGCGGTGAAATGCGTAGAGATGTGGAGGAACACCAGTGGCGAAGGCGGCTTCCTGGACCAATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Target 8 0.12 0.13 0.08 0.09 0.11 0.09 0.09 0.08
IM-77D6UW TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCACGCAGGTGGCTGGGTCAGTCGGATGTGAAATCCCCGGGCTTAACCTGGGAATTGCATTCGAAACTGCCCGGCTAGAGTATGGGAGAGGGAAGTGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCTTCCTGGCCCAATACTGACACTCAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Target 3 0.05 0.06 0.08 - - - - -
IM-62SY1B TACGGAGGGCGCAAGCGTTGTTCGGAATCATTGGGCGTAAAGCGCGTGTAGGCGGCCAGGTAAGTCGGGTGTGAAATCCCGGGGCTCAACCCCGGAACTGCATTCGATACTGCCCGGCTAGAGTCTCGGAGAGGATGGCGGAATTCCCGGTGTAGAGGTGAAATTCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCCATCTGGACGATGACTGACGCTGAGACGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Target 5 - 0.09 0.05 - - 0.05 0.06 0.04
IM-XR1T30 TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTTTGTTAAGTCGGATGTGAAAGCCCCGGGCTCAACCTGGGAATTGCATTCGATACTGGCAAACTAGAGTATAAGAGAGGGAGGTAGAATTCCATGTGTAGCGGTGAAATGCGTAGATATGTGGAGGAATACCAGTGGCGAAGGCGGCCTCCTGGCTTAATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Target 8 0.23 0.15 0.19 0.20 0.13 0.11 0.12 0.08
IM-XXV50L TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTTGGGTCAGTCGGATGTGAAAGCCCTGGGCTTAACCTAGGAATTGCATTCGATACTGCTCGACTAGAGTATGGGAGAGGGAAGTGGAATTTCCGGTGTAGCGGTGAAATGCGTAGATATCGGAAGGAACACCAGTGGCGAAGGCGACTTCCTGGCCCAATACTGACGCTGAGGTGCGAAAGCGTGGGTAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Target 8 0.08 0.05 0.12 0.07 0.04 0.07 0.09 0.06
IM-E1O62E TACGGGGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTCTGGTCAGTCGGATGTGAAAGCCCCGGGCTCAACCTGGGAATTGCATTCGATACTGCCCGACTAGAATATGGAAGAGGGAAGTGGAATTTCCGGTGTAGCGGTGAAATGCGTAGAGATCGGAAGGAACACCAGTGGCGAAGGCGGCTTCCTGGTCCAATATTGACGCTGAGGTGCGAAAGCGTGGGGAGCGAACAGGBacteria Proteobacteria Gammaproteobacteria Target 8 0.10 0.08 0.10 0.11 0.07 0.09 0.07 0.08
IM-5OZ24P TACGGAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGCTTGGTCAGTCGGATGTGAAAGCCCCGGGCTCAACCTGGGAACTGCATTCGATACTGCCGAACTAGAGTATGGGAGAGGGAAGTGGAATTTCCGGTGTAGCGGTGAAATGCGTAGATATCGGAAGGAACACCAGTGGCGAAGGCGACTTCCTGGCCCAATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Target 8 0.12 0.12 0.10 0.06 0.05 0.05 0.06 0.05
IM-U17Q6G TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGGGTACGTAGGCGGTTAGATAAGTTGGATGTGAAAGCCCTGGGCTCAACCTAGGAACTGCATTCAAAACTGTCTAACTAGAGTGTATAAGAGGTTAGCGGAATTCCAGGTGTAGCAGTGAAATGCGTAGATATCTGGAGGAACATCAGTGGCGAAGGCGGCTAACTGGTATAACACTGACGCTGAGGTACGAAAGCGTGGGTAGCGAACGGGBacteria Proteobacteria Gammaproteobacteria Target 1 0.08 - - - - - - -
IM-J824RV TACAGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGATATTTAAGTTAGATGTGAAATCCCTGGGCTTAACCTAGGAACTGCATTTAAAACTGGATATCTAGAGTATTGTAGAGGGTAGTGGAATTTCCGGTGTAGCGGTGAAATGCGTAGAGATCGGAAGGAACACCAGTGGCGAAGGCGGCTACCTGGACAAATACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Target 3 - - - - - 0.05 0.04 0.04
IM-73N3VI TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGAGTGTAGGCGGCAGCGTATGTCGGATGTGAAAGCCCCGGGCTCAACCTGGGAATTGCATTCGAAACTGCGCAGCTAGAGTTTGACAGAGGAATGTGGAATTCCGGGTGTAGCGGTGAAATGCGTAGATATCCGGAGGAACACCAGTGGCGAAGGCGGCATTCTGGGTCAAAACTGACGCTGAGGCTCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Target 5 0.08 0.06 0.09 0.06 - - - 0.05
IM-4EJ60E TACGGAGGGCACAAGCGTTGTTCGGAATTATTGGGCGTAAAGCGCGTGTAGGCGGCTGGGTAAGTCGGATGTGAAAGCCCGGGGCTCAACCCCGGAATTGCATACGAAACTGCCTCGCTAGAGTCTCGGAGAGGAGGGCGGAATTCCCGGTGTAGAGGTGAAATTCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCCCTCTGGACGATGACTGACGCTGAGACGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Target 4 0.09 0.07 - - - 0.05 0.07 -
IM-737EU1 TACAGAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTTTGATCAGTCGGATGTGAAATCCCCGGGCTTAACCTGGGAATTGCATTCGATACTGTCAAGCTGGAGTATGGTAGAGGTGAGTGGAATTCCTGGTGTAGCGGTGAAATGCGTAGATATCAGGAGGAACATCAGTGGCGAAGGCGACTCACTGGACCAATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Target 1 0.05 - - - - - - -
IM-856ZEL TACTGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGAGTGTAGGCGGCTATGTAAGTCGGATGTGAAAGCCCTGGGCTCAACCTGGGAATGCCATTCGAAACTGCGTAGCTAGAGTTTGAGAGAGGGAAGTGGAATTCCAGGTGTAGCGGTGAAATGCGTAGAGATCTGGAGGAACATCAGTGGCGAAGGCGGCTTCCTGGCTCAAAACTGACGCTGAGGCTCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Target 3 0.05 - 0.06 - - 0.06 - -
IM-7H2U4B TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTTTGGTCAGTTGGATGTGAAAGCCCAGGGCTTAACCTTGGAACTGCATTCAATACTGCCAGGCTAGAGTACGGTAGAGGGGGGTAGAATTCCATGTGTAGCGGTGAAATGCGTAGAGATGTGGAGGAATACCAGTGGCGAAGGCGGCCCCCTGGATCGATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Target 8 0.16 0.08 0.15 0.10 0.05 0.07 0.06 0.05
IM-CM5Q81 TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGAGTGTAGGCGGCTTCGTAAGTCGGATGTGAAAGCCCTGGGCTCAACCTGGGAATTGCATTCGATACTGCGCGGCTAGAGTTTGGTAGAGGGAAGTGGAATTCCAGGTGTAGCGGTGAAATGCGTAGAGATCTGGAGGAACATCAGTGGCGAAGGCGGCTTCCTGGATCAAAACTGACGCTGAGGCTCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Target 5 0.06 0.07 0.08 0.06 - 0.05 - -
IM-TC67Z2 TACGGAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGCTTGATTAGTCGGATGTGAAAGCCCCGGGCTTAACCTGGGAATTGCATTCGATACTGTCTGGCTAGAGTATGGGAGAGGGAAGTGGAATTTCCGGTGTAGCGGTGAAATGCGTAGATATCGGAAGGAACACCAGTTGCGAAGGCGGCTTCCTGGCCCAATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCGAACAGGBacteria Proteobacteria Gammaproteobacteria Target 7 0.08 0.05 0.05 0.05 - 0.05 0.05 0.06
IM-9ZIRT0 TACGGAGGGTGCAAGCGTTAATCGGAATCACTGGGCGTAAAGCGCGCGTAGGCGGCTTGGTAAGTCAGATGTGAAAGCCCCGGGCTCAACCTGGGAATTGCATTTGATACTGCCAAACTAGAGTGTAGTAGAGGGAAGTGGAATTCCGAGTGTAGCGGTGAAATGCGTAGATATTCGGAGGAACATCAGTGGCGAAGGCGACTTCCTGGACTAACACTGACGCTGAGGTGCGAAAGCGTGGGTAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Target 1 - - - - - 0.05 - -
IM-4SO01J TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGTGGTTTGTTAAGTCAGCTGTGAAAGCCCCGGGCTCAACCTGGGAATTGCAGTTGATACTGGCAGGCTAGAGTACGAGAGAGGGAGGTAGAATTCCATGTGTAGCGGTGAAATGCGTAGATATATGGAGGAATACCAGTGGCGAAGGCGGCCTCCTGGCTCGATACTGACACTGAGGCGCGAAAGCGTGGGTAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Target 8 0.07 0.06 0.11 0.08 0.06 0.09 0.07 0.07
IM-S268EN TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGCAGGCGGTTCGGTCAGTCGGATGTGAAAGCCCTGGGCTTAACCTGGGAATTGCATTCGAAACTGCCGAACTAGAGTATGGGAGAGGAAAGTGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCTTTCTGGCCCAATACTGACGCTCAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Target 1 - - 0.07 - - - - -
IM-8QJ10M TACGGAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGAGCACGTAGGTGGTTTGGTAAGTCGGATGTGAAATCCCTGGGCTCAACCTGGGAATTGCATTCGAAACTGCCTCACTAGAGTTTAGCAGAGGGATGGGGAATTCCGGGTGTAGCGGTGAAATGCGTAGAGATCCGGAGGAACATCAGTGGCGAAGGCGCCATCCTGGGCTAAAACTGACACTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Target 1 0.05 - - - - - - -
IM-0O3I5U TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGGGCGCGTAGGTGGCCGCGTAAGTCGGATGTGAAAGCCCCGGGCTTAACTTGGGAATTGCATTCGATACTGCGTGGCTAGAGTGTAACAGAGGAAAGCGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACATCAGTGGCGAAGGCGGCTTTCTGGGTTAACACTGACACTGAGGCGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Target 1 - - 0.06 - - - - -
IM-19UH8S TACGGAAGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCACGTAGGCGGTTGGATTAGTCGGATGTGAAAGCCCCGGGCTTAACCTGGGAATTGCATTCGATACTGTCCGACTAGAGTATGGGAGAGGGTAGCGGAATTCCGGGTGTAGCGGTGAAATGCGTAGATATCCGGAGGAACATCAGTGGCGAAGGCGGCTGCCTGGCCCAATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Target 3 0.05 - 0.05 - - 0.04 - -
IM-W706UB TACAGAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTTACGTAAGTCGGATGTGAAAGCCCCGGGCTCAACCTGGGAATTGCATTCGAAACTGCGTAGCTAGAGTCTGATAGAGGGAAGTGGAATTTCCGGTGTAGCGGTGAAATGCGTAGATATCGGAAGGAACATCAGTGGCGAAGGCGACTTCCTGGATCAAGACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Sulfuriflexus Target 7 0.07 - 0.08 0.06 0.07 0.10 0.09 0.05
IM-1V64TV TACGTAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGCGTGCGCAGGTGGTTTTGTAAGTCAGATGTGAAATCCCCGGGCTCAACCTGGGAACTGCGTTTGAAACTACAAGACTAGAGTGTGGCAGAGGGGGGTGGAATTCCGCGTGTAGCAGTGAAATGCGTAGAGATGTGGAGGAACACCGATGGCGAAGGCAGCCCCCTGGGTCAACACTGACGCTCAGGCACGAAAGCATGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Burkholderiales Nitrosomonadaceae Target 8 1.65 0.73 1.40 1.14 0.93 1.32 1.77 1.28
IM-8GO84O TACGTAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGCGTGCGCAGGCGGCTTTTTAAGACAGGTGTGAAATCCCCGGGCTTAACCTGGGAATGGCGCTTGTGACTGGAAGGCTTGAGTGCGGCAGAGGGGGATGGAATTCCTGGTGTAGCAGTGAAATGCGTAGATATCAGGAGGAACACCGATGGCGAAGGCAGTCCCCTGGGTCGACACTGACGCTCAGGCACGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Burkholderiales Rhodocyclaceae Denitratisoma Target 3 0.07 0.19 0.12 - - - - -
IM-5NU01J TACGTAGGTGGCGAGCGTTATCCGGATTTACTGGGCGTAAAGCGCGTGCAGGCGGTTCTGTAAGTCGGACGTGAAAGCTCCTGGCTTAACTGGGAGAGGCCGTTCGATACTGCGGGACTTGAGGTCGGGAGAGGGACGTGGAATTCCCGGTGTAGTGGTGGAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCGTCCTGGCCCGCACCTGACGCTAAGACGCGAAAGCGTGGGTAGCGAACGGGBacteria Proteobacteria Gammaproteobacteria Chromatiales Chromatiaceae Thioflavicoccus Target There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.8 0.14 0.15 0.07 0.11 0.14 0.11 0.18 0.15
IM-19YI7A TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGCTATATAAGTCGGATGTGAAAGCCCTGGGCTCAACCTGGGAACTGCATTCGATACTGTATAGCTAGAGTTTGGTAGAGGGAAGTGGAATTCCACATGTAGCGGTGAAATGCGTAGATATGTGGAGGAACACCAGTGGCGAAGGCGACTTCCTGGACCAAAACTGACGCTGAGGTGCGAAAGCGTGGGTAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Ectothiorhodospirales Thioalkalivibrionaceae Thioalkalivibrio Target 8 0.14 0.22 0.16 0.18 0.20 0.25 0.17 0.18
IM-46EE3Z TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCATGCAGGCGGTTTGTTAAGCGAGATGTGAAAGCCCCGGGCTCAACCTGGGAACTGCATTTCGAACTGGCAAACTAGAGTTCTTGAGAGGGTGGTAGAATTTCAGGTGTAGCGGTGAAATGCGTAGAGATCTGAAGGAATACCAGTGGCGAAGGCGGCCACCTGGCAAGTAACTGACGCTCAGATGCGAAAGCGTGGGTAGCAAACGGGBacteria Proteobacteria Gammaproteobacteria Enterobacterales Psychromonadaceae Moritella Target 1 - - 0.06 - - - - -
IM-FM1P37 TACGGAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGCGCATGCAGGCGGTCTGTTAAGCAAGATGTGAAAGCCCGGGGCTCAACCTCGGAACCGCATTTTGAACTGGCAGACTAGAGTCTTGTAGAGGGGGGTAGAATTTCAGGTGTAGCGGTGAAATGCGTAGAGATCTGAAGGAATACCGGTGGCGAAGGCGGCCCCCTGGACAAAGACTGACGCTCAGATGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Enterobacterales Vibrionaceae Target 1 - - 0.25 - - - - -
IM-X02E56 TACGGAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGCGCATGCAGGTGGTTCATTAAGTCAGATGTGAAAGCCCGGGGCTCAACCTCGGAACTGCATTTGAAACTGGTGAACTAGAGTGCTGTAGAGGGGGGTAGAATTTCAGGTGTAGCGGTGAAATGCGTAGAGATCTGAAGGAATACCAGTGGCGAAGGCGGCCCCCTGGACAGACACTGACACTCAGATGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Enterobacterales Vibrionaceae Target 1 - - 0.07 - - - - -
IM-4K11FQ TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGGGCGCGTAGGTGGTTCTGTAAGTCGGGTGTGAAAGCCCCGGGCTCAACCCGGGAATTGCATTCGATACTGCAGGGCTAGAGTATGGTAGAGGAAAGCGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCTTTCTGGACCAATACTGACACTGAGGCGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Nitrosococcales Nitrosococcaceae Target 7 0.42 0.62 0.23 0.16 0.06 0.07 0.05 -
IM-258AAC TACGGAGGGTGCGAACGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTTCGACAAGTGGGGTGTGAAAGCCCAGGGCTTAACCCTGGAACTGCATTCCAAACTGTCGGGCTAGAGTATGGTAGAGGGAGGTAGAATTTCCTGTGTAGCGGTGAAATGCGTAGATATAGGAAGGAATACCGGTGGCGAAGGCGGCCTCCTGGACCAATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Pseudomonadales Target 7 0.08 0.06 0.11 0.07 - 0.07 0.06 0.05
IM-2ZP0U1 TACGGAGGGTGCAAACGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTTTGATAAGTGGGATGTGAAAGCCCAGGGCTTAACCTTGGAACTGCATTCCAAACTGTCAGGCTAGAGTATGGTAGAGGGAGGTAGAATTTCCTGTGTAGCGGTGAAATGCGTAGATATAGGAAGGAATACCGATGGCGAAGGCAGCCTCCTGGACCAATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Pseudomonadales Target 2 - 0.06 0.07 - - - - -
IM-5P25IM TACGGAGGGTACGAACGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTTCGTTAAGTGGGATGTGAAAGCCCCGGGCTCAACCTGGGAACTGCATTCCAAACTGACGAACTAGAGTATGGTAGAGGGAGGTAGAATTTCCTGTGTAGCGGTGAAATGCGTAGATATAGGAAGGAATACCGGTGGCGAAGGCGGCCTCCTGGACCAATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Pseudomonadales Target 6 0.13 0.08 0.09 0.09 0.05 0.05 - -
IM-GI6N86 TACGGAGGGTGCGAACGTTAATCGGAATTACTGGGCGTAAAGCGCACGTAGGCGGTTTGTTAAGTGGGATGTGAAAGCCCTGGGCTCAACCTAGGAATTGCATTCCAAACTGACAGACTAGAGTGCAGTAGAGGGAGGTAGAATTTCCTGTGTAGCGGTGAAATGCGTAGATATAGGAAGGAATACCAGTGGCGAAGGCGGCCTCCTGGACTGACACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Pseudomonadales Alcanivoracaceae Target 3 0.05 0.06 - 0.05 - - - -
IM-L143TA TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTTGTTTAAGTCGGATGTGAAAGCCCCGGGCTCAACCTGGGAACTGCATTCGATACTGGGCAACTAGAGTATGAGAGAGGGAGGTAGAATTCCATGTGTAGCGGTGAAATGCGTAGATATGTGGAGGAATACCAGTGGCGAAGGCGGCCTCCTGGCTCAATACTGACGCTAAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Pseudomonadales Halieaceae Target 8 1.56 1.03 1.41 1.64 1.48 1.53 1.18 1.05
IM-NE200R TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTTTGTTAAGTCGGATGTGAAAGCCCTGGGCTCAACCTGGGAACTGCATTCGATACTGATCGACTAGAGTACGAGAGAGGGAGGTAGAATTCCACGTGTAGCGGTGAAATGCGTAGATATGTGGAGGAATACCGGTGGCGAAGGCGGCCTCCTGGCTCGATACTGACGCTGAGGTGCGAAAGCGTGGGTAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Pseudomonadales Halieaceae Target 8 0.73 0.42 0.59 0.72 0.57 0.82 0.49 0.43
IM-SR37M7 TACGGAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTTAGTTAAGTCGGATGTGAAAGCCCTGGGCTCAACCTGGGAACTGCATTCGATACTGGCCAACTAGAGTACGAGAGAGGGAGGTAGAATTCCATGTGTAGCGGTGAAATGCGTAGATATGTGGAGGAATACCAGTGGCGAAGGCGGCCTCCTGGCTCGATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Pseudomonadales Halieaceae Target 8 0.33 0.23 0.33 0.34 0.30 0.39 0.23 0.31
IM-P18FY1 TACTGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGCTTGGTCAGTTGGATGTGAAAGCCCCGGGCTTAACCTGGGAACTGCATTCAATACTGCCAAGCTAGAGTATGGGAGAGGGCTGTGGAATTCCACGTGTAGCGGTGAAATGCGTAGATATGTGGAGGAACATCAGTGGCGAAGGCGGCAGCCTGGCCCAATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Pseudomonadales Spongiibacteraceae Target 8 0.08 0.10 0.09 0.08 0.07 0.11 0.08 0.06
IM-NT5Y11 TACGGAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTTGGATTAGTCGGATGTGAAAGCCCAGGGCTTAACCTTGGAATTGCACTCGAAACTGTCCAGCTAGAGTATGGGAGAGGGAAGCGGAATTTCCGGTGTAGCGGTGAAATGCGTAGATATCGGAAGGAACACCAGTGGCGAAGGCGGCTTCCTGGACCAATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Woeseiales Woeseiaceae Woeseia Target 7 0.27 0.17 0.40 0.28 0.11 - 0.11 0.07
IM-06R8QM TACGGAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTTGTGTAAGTCGGATGTGAAAGCCCAGGGCTCAACCTTGGAATTGCATTCGAAACTGCACGGCTAGAGTATGGGAGAGGAAAGCGGAATTTCCGGTGTAGCGGTGAAATGCGTAGATATCGGAAGGAACATCAGTGGCGAAGGCGGCTTTCTGGACCAATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Woeseiales Woeseiaceae Woeseia Target 8 0.20 0.24 0.18 0.14 0.10 0.09 0.10 0.10
IM-4Q79JO TACAGAGGTGGCGAACGTTGTTCGGATTTACTGGGCGTAAAGGGTCCGCAGGCGGTCCGGTGTGTCAGATGTGAAAGCCCACAGCTTAACTGTGGAATTGCATTTGAAACTGCCGGACTAGAGTACTGGAGGGGAGAAGGGAACACTTGGTGTAGCGGTGAAATGCGTAGATATCAAGTGGAACACCGGTGGCGAAGGCGCTTCTCTGGACAGATACTGACGCTCATGGACGAAAGTTAGGGTAGCGAAAGGGBacteria Verrucomicrobiota Target 2 0.07 0.06 - - - - - -
IM-J139KC TACAGAGGTGGCGAGCGTTGTTCGGATTTACTGGGCGTAAAGGGTGCGTAGGCGGTTTTGTGTGTCAGATGTGAAATCTCACCGTCCAACGGTGAAACTGCATTTGAAACTGCAGAACTAGAGTACAGGAGGGGAGAGCGGAATTCTCGGTGTAGCGGTGAAATGCGTAGATATCGAGAAGAACGCCGGTGGCGAAGGCGGCTCTCTGGACTGATACTGACGCTGAGGCACGAAAGTTGGGGGAGCGAACAGGBacteria Verrucomicrobiota Kiritimatiellae Target 8 0.05 0.09 0.05 0.07 0.06 0.06 0.07 0.06
IM-9R874Z TACAGAGGTGGCGAGCGTTGTTCGGATTTACTGGGCGTAAAGGGTGCGTAGGCGGTATGGTATGTCGGATGTGAAATCTCACCGTCCAACGGTGAAACTGCATTCGAAACTGCCGTACTAGAGTACAGGAGGGGAGAGCGGAATTCTTGGTGTAGCGGTGAAATGCGTAGATATCAAGAAGAACGCCGGTGGCGAAGGCGGCTCTCTGGACTGATACTGACGCTGAGGCACGAAAGCTGGGGTAGCGAAGAGGBacteria Verrucomicrobiota Kiritimatiellae Target 1 - - 0.05 - - - - -
IM-F3EJ18 TACGAAGGTCCCGAGCGTTATTCGGAATCACTGGGCGTAAAGGGAGCGTAGGCGGCGTGGTAAGTCAGATGTGAAAGCCCAGGGCTCAACCCTGGAACTGCATTCGATACTGCCATGCTAGAGTAATGGAGAGGTAAATGGAATTTTGGGTGTAGCAGTGAAATGCGTAGATATTCAAAGGAAGACCAATGGCGAAGGCAATTTACTGGACATTTACTGACGCTGAGGCTCGAAGGCTAGGGTAGCGAAAGGGBacteria Verrucomicrobiota Verrucomicrobiae Verrucomicrobiales Target 2 - - - - - 0.09 0.08 -



IM-8AFC89 TACGAAGGTCCCAAGCGTTGTTCGGAATTACTGGGCGTAAAGCGTCTGTAGGCGGCGCGGTAAGTCAGATGTGAAATCCCGGGGCTCAACCCCGGAACTGCATCCGATACTGCCGTGCTAGAGTATTGGAGGGGAGTCTGGAATTCTCGGTGTAGCAGTGAAATGCGTAGATATCGAGAGGAACACTAGTGGCGAAGGCGAGACTCTGGACAATAACTGACGCTGAGAGACGAAGGCCAGGGTAGCGAAAAGGBacteria Verrucomicrobiota Verrucomicrobiae Verrucomicrobiales Target 7 - 0.09 0.07 0.05 0.08 0.10 0.11 0.10
IM-I8Q585 TACGAAGGTCCCGAGCGTTATTCGGAATCACTGGGCGTAAAGGGAGCGTAGGCGGCGCGGTAAGTCAGATGTGAAAGCCCAAGGCTCAACCTTGGAACTGCATTCGATACTGCCGTGCTAGAGTAATGGAGAGGTAATCGGAATTTTGGGTGTAGCAGTGAAATGCGTAGATATCCAAAGGAAGACCAATGGCGAAGGCAGATTACTGGACATTTACTGACGCTGAGGCTCGAAGGCTAGGGTAGCGAAAGGGBacteria Verrucomicrobiota Verrucomicrobiae Verrucomicrobiales Akkermansiaceae Target 3 0.06 - 0.05 - - 0.10 - -
IM-WU0O19 TACGAAGGTCCCGAGCGTTGTTCGGAATCACTGGGCGTAAAGGGAGCGTAGGCGGTATGGTAAGTCAGATGTGAAATCTTGGGGCTCAACCCTGAAACTGCATCCGATACTGCCAAACTTGAGTAATGGAGGGGTAACTGGAATTCTCGGTGTAGCAGTGAAATGCGTGGATATCGAGAGGAACACTCGTGGCGAAGGCGAGTTACTGGACATTTACTGACGCTGAGGCTCGAAGGCTAGGGTAGCGAAAGGGBacteria Verrucomicrobiota Verrucomicrobiae Verrucomicrobiales Akkermansiaceae Haloferula Target 1 - 0.05 - - - - - -
IM-V65BE1 TACGAAGGTCCCGAGCGTTATTCGGAATCACTGGGCGTAAAGGGAGCGTAGGCGGCGCGGTAAGTCAGATGTGAAATCTCAGAGCTCAACTCTGAAACTGCATCCGATACTGCCGTGCTAGAGTAATGGAGGGGTAAGTGGAATTCTCGGTGTAGCAGTGAAATGCGTAGATATCGAGAGGAAGACCAACGGCGAAGGCAGCTTACTGGACATTTACTGACGCTGAGGCTCGAAGGCTAGGGTAGCGAAAGGGBacteria Verrucomicrobiota Verrucomicrobiae Verrucomicrobiales Akkermansiaceae Rubritalea Target 6 - 0.05 0.12 0.04 - 0.07 0.32 0.07
IM-R2A01I TACAGAGGTCTCAAGCGTTGTTCGGAATTACTGGGCGTAAAGCGTGCGTAGGCGGCGCGGTAAGTCAGATGTGAAATCCCGGGGCTCAACCCCGGAACTGCATCCGATACTGCCGCGCTCGAGGGCTGGAGAGGAGACTGGAATTCACGGTGTAGCAGTGAAATGCGTAGATATCGTGAGGAACACCAATGGCGAAGGCAAGTCTCTGGACAGCTTCTGACGCTGAGGCACGAAGGCTAGGGGAGCGAACAGGBacteria Verrucomicrobiota Verrucomicrobiae Verrucomicrobiales Verrucomicrobiaceae Target 8 0.05 0.11 0.05 0.07 0.11 0.09 0.10 0.10
IM-1MM9Y3 TACGAAGGTCCCAAGCGTTGTTCGGATTTACTGGGCGTAAAGCGTGCGTAGGCGGCGAGGTAAGTCAGATGTGAAATCCCGGGGCTCAACCCCGGAACTGCATCCGATACTGCCTTGCTAGAGTAATGGAGGGGCATCTGGAATTCATGGTGTAGCAGTGAAATGCGTAGATATCATGAGGAACACTAGTGGCGAAGGCGAGATGCTGGACATTTACTGACGCTGAGGTACGAAGGCCAGGGTAGCGAAAAGGBacteria Verrucomicrobiota Verrucomicrobiae Verrucomicrobiales Verrucomicrobiaceae Target 8 0.12 0.13 0.17 0.18 0.12 0.20 0.15 0.21
IM-H71KN6 TACGAAGGTCCCGAGCGTTATTCGGAATCACTGGGCGTAAAGAGTACGTAGGCGGTTTGGTAAGTCAGGTGTGAAATCCCGGAGCTCAACTCCGGAACTGCATCCGATACTGCTAGACTGGAGTAATGGAGAGGCAGGTGGAATTCTTGGTGTAGCAGTGAAATGCGTGGATATCAAGAGGAAGACCAATGGCGAAGGCAGCCTGCTGGACATTTACTGACGCTGAGGTACGAAGGCCAGGGTAGCGAAAGGGBacteria Verrucomicrobiota Verrucomicrobiae Verrucomicrobiales Verrucomicrobiaceae Target 5 - 0.07 0.08 - - 0.08 0.13 0.11
IM-ND516Z TACAGAGGTCTCAAGCGTTGTTCGGAATCACTGGGCGTAAAGCGTACGTAGGCGGCAGGGTAAGTCAGATGTGAAATCTCCGGGCTCAACCTGGAAACTGCATCCGATACTGCCTTGCTAGAGTAGTGGAGGGGCGACTGGAATTCACGGTGTAGCAGTGAAATGCGTAGATATCGTGAGGAACACTAGTGGCGAAGGCGAGTCGCTGGACACTTACTGACGCTGAGGTACGAAGGCCAGGGTAGCGAAGCGGBacteria Verrucomicrobiota Verrucomicrobiae Verrucomicrobiales Verrucomicrobiaceae Target 5 0.05 0.08 - - 0.10 0.05 - 0.10
IM-U53L3W TACGAAGGTCCCAAGCGTTGTTCGGAATCACTGGGCGTAAAGCGTGTGTAGGCGGCGTGGAAAGTCAGATGTGAAAGCCCGGGGCTCAACCTCGGAACTGCATCCGATACTTCCATGCTAGAGTAGTGGAGGGGCATCTGGAATTCACGGTGTAGCAGTGAAATGCGTAGATATCGTGAGGAACACTAGTGGCGAAGGCGAGATGCTGGACACTAACTGACGCTGAGACACGAAGGCCAGGGTAGCGAAAGGGBacteria Verrucomicrobiota Verrucomicrobiae Verrucomicrobiales Verrucomicrobiaceae Target 3 - 0.05 - - - 0.06 - 0.05
IM-P4DD88 TACGAAGGTCCCGAGCGTTATTCGGAATCACTGGGCGTAAAGAGTACGTAGGCGGTCAGGTAAGTCAGGTGTGAAATCCCGGAGCTCAACTCCGGAACTGCATCCGATACTGCTTGACTTGAGTAATGGAGAGGCAGGTGGAATTCTCGGTGTAGCAGTGAAATGCGTGGATATCGAGAGGAAGACCAATGGCGAAAGCAGCCTGCTGGACATTTACTGACGCTGAGGTACGAAGGCTAGGGTAGCGAAAGGGBacteria Verrucomicrobiota Verrucomicrobiae Verrucomicrobiales Verrucomicrobiaceae Target 4 - 0.06 - - - 0.05 0.06 0.06
IM-FR165L TACGAAGGTCCCAAGCGTTGTTCGGAATCACTGGGCGTAAAGCGAGCGTAGGCGGCACGGTAAGTCAGATGTGAAAGCCCGGGGCTCAACCCCGGAACTGCATCCGATACTGCCGAGCTAGAGTAGTGGAGGGGAGTCTGGAATTCACGGTGTAGCAGTGAAATGCGTGGATATCGTGAGGAACACTAGTGGCGAAGGCGAGACTCTGGACACTTACTGACGCTGAGGCTCGAAGGCTAGGGTAGCGAAAGGGBacteria Verrucomicrobiota Verrucomicrobiae Verrucomicrobiales Verrucomicrobiaceae Target 1 - - - - 0.05 - - -
IM-Y5F3D4 TACAGAGGTCTCAAGCGTTGTTCGGAATTACTGGGCGTAAAGCGTGCGTAGGCGGCGAGGTAAGTCAGATGTGAAATCCCGGGGCTCAACCCCGGAACTGCATCCGATACTGCCTTGCTCGAGTAGTGGAGGGGAGTCTGGAATTCACGGTGTAGCAGTGAAATGCGTAGATATCGTGAGGAACACTAGTGGCGAAGGCGAGACTCTGGACACTTACTGACGCTGAGGCACGAAGGCCAGGGTAGCGAAAGGGBacteria Verrucomicrobiota Verrucomicrobiae Verrucomicrobiales Verrucomicrobiaceae Target 8 0.09 0.08 0.09 0.07 0.10 0.10 0.11 0.11



Species Data Table Read Counts

NMSeqID Sequence Kingdom Phylum Class Order Family Genus Species Common Name
IUCN Threat 

Status
Target Status Invasive Comments

Number of samples in 
which OTU occurs

CWT-23-E-R4-
001

CWT23-E-E13-
001

CWT23-E-E32-
001

CWT23-E-E7-
001

CWT23-E-M1-
001

CWT23-E-M2-
001

CWT23-E-M3-
001

CWT23-E-W1-
001

IM-4GQ40T AACCAGCACCTCAAGTGGTCAGGATGATTATTGGGCCTAAAGCATCCGTAGCCTGTTCTGAAAGTTTCCGGTTAAATCCATTAACTCAACTAATGGGCTGCCGAAAATACTGCAGAACTAGGGAGTGGGAGAGGTAGACGGTACTCGGTAGGAAGGGGTAAAATCCTTTGATCTATTGATGACCACCTGTGGCGAAGGCGGTCTACCAGAACACGTTCGACGGTGAGGGATGAAAGCTGGGGGAGCAAACCGGArchaea Thermoproteota Nitrososphaeria Nitrososphaerales Nitrosopumilaceae Non-Target 4 45 36 27 20 - - - -
IM-3A72TW AACCAGCACCTCAAGTGGTCAGGATGATTATTGGGCCTAAAGCATCCGTAGCCGGCTCTGTAAGTTTTCGGTTAAATCTGTATGCTCAACATACAGGCTGCCGGGAATACTGCAGAGCTAGGGAGTGGGAGAGGTAGACGGTACTCGGTAGGAAGGGGTAAAATCCTTTGATCTATTGATGACCACCTGTGGCGAAGGCGGTCTACCAGAACACGTCCGACGGTGAGGGATGAAAGCTGGGGGAGCAAACCGGArchaea Thermoproteota Nitrososphaeria Nitrososphaerales Nitrosopumilaceae Nitrosopumilus Nitrosopumilus maritimus Not found Non-Target 8 517 333 647 532 191 270 223 137
IM-33X7BG TACGGAGGGTGCAAGCGTTGTTCGGAATTATTGGGCGTAAAGAGCGTGTAGGCGGTTCGGTAAGTCAGATGTGAAAGCCCTGGGCTCAACCCAGGAAGTGCATTTGAAACTACCAGACTTGAGTACGGGAGAGGAGGGGGGAATTCCCGGTGTAGAGGTGAAATTCGTAGATATCGGGAGGAATACCAGTGGCGAAGGCGCCCCTCTGGACCGATACTGACGCTGAGACGCGAAAGCGTGGGGAGCAAACAGGBacteria Target 8 1206 1565 792 1349 1446 1411 1917 1586
IM-X660EN TACGGAGGGTGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTCTGTTATGTCAGGTGTGAAAGTCCATGGCTCAACCATGGAAGTGCATTTGAAACTGACAGACTTGAGTACTGGAGGGGGTGGTGGAATTCCCGGTGTAGAGGTGAAATTCGTAGATATCGGGAGGAATACCGGTGGCGAAGGCGACCACCTGGCCAGATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Target 8 327 675 440 580 1063 794 845 956
IM-2XW61K TACGGAGGGTGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGCTATATAAGTCAGGTGTGAAAGTCCACGGCTCAACCGTGGAAGTGCATTTGAAACTGTGTAGCTTGAGTACTGGAGGGGGTAGTGGAATTCCCGGTGTAGAGGTGAAATTCGTAGATATCGGGAGGAATACCGGTGGCGAAGGCGACTACCTGGCCAGATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Target 8 534 1206 686 1027 1464 1050 1101 1545
IM-4LA1C6 TACAGAGGGTGCGAACGTTGCTCGGATTTACTGGGCGTAAAGCGCGTGTAGGCGGACTCGCAAGTCGGTTGTGAAATCCCTGGGCTTAACCTAGGAACTGCATCCGAAACTGCTTGTCTTGAGTAATGGAGAGGGTGGCGGAATTCCCGGTGTAGAGGTGAAATTCGTAGATATCGGGAGGAACATCAGTGGCGAAGGCGGCCACCTGGACATTTACTGACGCTGAGACGCGAAAGCGTGGGGAGCAAACAGGBacteria Target 8 3999 4222 4615 6830 5182 5665 6560 4703
IM-47M9AL TACGAAGGTGGCGAGCGTTGTTCGGATTTACTGGGCGTAAAGAGCACGTAGGCGGTTGGGTAAGCCTCTTGGGAAATCTCCCGGCTTAACCGGGAAAGGTCGAGGGGAACTACTCAGCTAGAGGACGGGAGAGGAGCGCGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAAGAAGGCCGGTGGCGAAGGCGGCGCTCTGGAACGTACCTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Target 8 409 507 489 428 278 312 422 215
IM-54Y4FX TACGGAGGGTGCAAACGTTGTTCGGAATTATTGGGCGTAAAGAGCATGTAGGCGGTCTGTCAAGTCTGATGTGAAAGCCCGGGGCTCAACCCCGGAAGTGCATTGGAAACTGGCAGACTTGAGTACGGGAGAGGAAAGTGGAATTTCGAGTGTAGGGGTGAAATCCGTAGATATTCGAAGGAACACCAGTGGCGAAGGCGGCTTTCTGGACCGATACTGACGCTGAGATGCGAAAGCGTGGGGAGCAAACAGGBacteria Target 8 304 361 157 245 211 325 152 108
IM-23FB7H TACGTATGTCGCAAGCGTTATCCGGAATTATTGGGCGTAAAGCGCGTCTAGGCGGTCTTTTAAGTCCGATGTTAAAATGCGGGGCTCAACTCCGTATTGCGTTGGAAACTGGAAGACTAGAGTATCAGAGAGGTGGGCGGAACTACAAGTGTAGAGGTGAAATTCGTAGATATTTGTAGGAATGCCGATTGGGAAGCCAGCTCACTGGATGAATACTGACGCTAAAGCGCGAAAGCGTGGGGAGCAAACGGGBacteria Target 4 - - 285 - 68 - 79 48
IM-A0H1R3 TACGGAGGGTGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGCTTTTTAAGTCAGATGTGAAAGTCCATGGCTCAACCATGGAAGTGCATTTGAAACTGGGGAGCTTGAGTACTGGAGGGGGTAGTGGAATTCCCGGTGTAGAGGTGAAATTCGTAGAGATCGGGAGGAATACCGGTGGCGAAGGCGACTACCTGGCCAGATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Target 8 94 118 230 215 234 154 322 295
IM-2A20BT TACGTAGGGAGCAAGCGTTGTTCGGAATCATTGGGCGTAAAGAGCGCGTAGGTGGTTTGATAAGTCTGGTGTGAAAGCCCAGAGCTCAACTCTGGAACTGCATCAGAAACTGCCAAACTTGAGTGTGGGAGAGGAGAGTGGAATTCCCAGTGTAGAGGTGAAATTCGTAGATATTGGGAGGAACACCGGTGGCGAAGGCGGCTCTCTGGACCACAACTGACACTGAGGCGCGAAAGCTAGGGGAGCGAACGGGBacteria Target 8 119 214 177 234 322 264 393 356
IM-O11Y9J TACGGAGGGTGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGTGTAGGCGGTTAGGCAAGTCAGGTGTGAAATCCCTTGGCTCAACCAAGGAAGTGCGCTTGAAACTGCTTAACTAGAGTACAGGAGGGGAAAGTGGAATTCCCAGTGTAGAGGTGAAATTCATAGATATTGGGAGGAACACCGGTAGCGAAGGCGGCTTTCTGGCCTGATACTGACGCTGAGACGCGAAAGCGTGGGGAGCAAACAGGBacteria Target 8 158 158 235 289 366 343 477 356
IM-3N3K8V TACGGGGGGTGCGAGCGTTATTCGGAATTACTGGGCGTAAAGAGCGCGTAGGCGGTCTTTTAAGTCAGGTGTGAAAGCCCGGGGCTCAACCCCGGAAGTGCACTTGAAACTAAGAGACTTGAGTATGGGAGAGGGAAGTGGAATTCCTGGTGTAGCGGTGAAATGCGTAGATATCAGGAGGAACATCGGTGGCGAAGGCGACTTCCTGGACCAATACTGACGCTGAGGCGCGAAGGCGTGGGGAGCAAACAGGBacteria Target 8 245 412 301 246 171 173 213 133
IM-4W3ZQ3 TACGGAGGGGGCTAGCGTTATTCGGAATTATTGGGCGTAAAGGGCACGTAGGCGGCTTGGCAAGTCAAAGGTGAAATCCCTCGGCTCAACCGAGGAACTGCCTTTGAAACTGCCTCGCTAGAGGCTGGGAGGGGGTAGCGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCTACCTGGACCAGTTCTGACGCTGATGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Target 8 57 143 70 118 139 116 156 192
IM-Y24B6Q TACGGAGGGGGCAAGCGTTGTTCGGAATCACTGGGCGTAAAGGGTCCGTAGGCGGCCGCATAAGTCCCGGGTGAAAGCCCTGGGCTCAACTCAGGAATTGCCCTGGAAACTGTGCGGCTAGAGTTCGGTAGAGGGAGACGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACATCTGTGGCGAAGGCGGTCTCCTGGGCCGATACTGACGCTGAGGGACGAAAGCGTGGGGAGCAAACAGGBacteria Target 8 95 142 106 158 241 161 262 200
IM-F8J2B2 TACGGAGGGTGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCGCGTAGGTGGTTTGTTATGTCAGATGTGAAAGTCCACGGCTCAACCGTGGAAGTGCATTTGAAACTGGCAGACTTGAGTACTGGAGGGGGTAGTGGAATTCCCGGTGTAGAGGTGAAATTCGTAGATATCGGGAGGAATACCGGTGGCGAAGGCGACTACCTGGCCAGATACTGACACTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Target 8 111 111 128 174 184 168 191 161
IM-UV51Y8 TACGGGGGGGGCTAACGTTGTTCGGAATCACTGGGCGTAAAGGGTCCGTAGGCGGCCCCATAAGTCGGAGGTGAAAGCCCTAGGCTTAACCTAGGAATTGCCTTCGAAACTGTAGGGCTAGAGTCCGGTAGAGGGAGACGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACACCTGTGGCGAAGGCGGTCTCCTGGGCCGGTACTGACGCTGAGGGACGAAAGCGTGGGGAGCAAACAGGBacteria Target 8 59 108 135 118 67 80 100 47
IM-35BCB8 TACGGAGGGTGCAAGCGTTACTCGGAATCACTGGGCGTAAAGCGCGCGCAGGCGGCCTTTTAAGTTGGATGTGAAAGCCTACGGCTCAACCGTAGAACTGCATCCAAAACTATCAGGCTAGAGTGTGGGAGAGGAAGATGGAATTAGTTGTGTAGGGGTAAAATCCGTAGAGATAACTAGGAATACCAAAAGCGAAGGCAATCTTCTGGAACATTACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGGBacteria Target 8 23 28 32 34 83 29 50 71
IM-02LH2V TACGGGGGGGGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGACGGGACAGTCTCTCGTGAAATCCCACGGCTCAACCGTGGAATTGCGGGAGATACTACTCGTCTTGAGTTCGGGAGAGGAGTGTGGAATTCCCAGTGTAGCGGTGAAATGCGTAGATATTGGGAGGAACACCGGTGGCGAAGGCGGCACTCTGGACCGATACTGACGCTGAGGCGCGAAAGCTAGGGGAGCAAACGGGBacteria Target 8 45 146 112 77 87 98 153 125
IM-LHE675 TACGGAGGGTGCGAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGCTTGATAAGTCAGATGTGAAAGTCCATGGCTCAACTGTGGAAGTGCATTTGAAACTGTCTGGCTTGAGTATTGGAGGGGAAAGTGGAATTCCCGGTGTAGAGGTGAAATTCGTAGAGATCGGGAGGAACACCTGTGGCGAAGGCGACTTTCTGGACAAATACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGGBacteria Target 8 85 75 82 83 31 58 44 27
IM-1CF2T4 TACGGATGGTGCGAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGCCTGCCAAGTCAGATGTGAAAGCCCACGGCTCAACCGTGGAAGTGCATCTGAAACTGGTAGGCTTGAGTACTGGAGAGGAAAGTGGAATTCCTGGTGTAGAGGTGAAATTCGTAGATATCAGGAGGAATACCGGTGGCGAAGGCGACTTTCTGGACAGATACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGGBacteria Target 7 73 71 65 53 26 45 44 -
IM-82LK0X TACGGAGGGTGCGAGCGTTGTCCGGAATCACTGGGCGTAAAGGGCGCGTAGGCGGCGCAGTAAGTAGGGGGTGAAATCTCACGGCTCAACCGTGAAACGGCCTCCTAAACTGCTGTGCTTGAGCACGGTAGAGGCAGATGGAATTCCCGGTGTAGCGGTGGAATGCGTAGATATCGGGAAGAACACCAGTGGCGAAGGCGGTCTGCTGGGCCGTTGCTGACGCTGAGGCGCGACAGCGTGGGGAGCAAACAGGBacteria Target 8 48 54 69 51 32 54 57 42
IM-Q27Y6O TACGGAGGGTGCAAGCGTTGTTCGGAATTATTGGGCGTAAAGCGGGTGTAGGCGGCTTTGCAAGTCAGATGTGAAATCCCTGGGCCCAACCCAGGAACTGCATTTGATACTGCATCGCTAGAGTCCCGGAGAGGATGGCGGAATTCCAGGTGTAGAGGTGAAATTCGTAGATATCTGGAGGAACACCAGTGGCGAAGGCGGCCATCTGGACGGTGACTGACGCTCAGACCCGAAAGCGTGGGGAGCAAACAGGBacteria Target 7 57 101 55 58 41 37 32 -
IM-BMJ818 TACGGAGGGTGCAAGCGTTGTTCGGAATTATTGGGCGTAAAGAGCATGTAGGCGGTCTGTTAAGTCTGGTGTGAAAGCCCGGGGCTCAACCCCGGAAGTGCATTGGATACTGGCAGACTTGAGTATGGGAGAGGAAGGCGGAATTCCGAGTGTAGGAGTGAAATCCGTAGATATTCGGAGGAACACCAGTGGCGAAGGCGGCCTTCTGGACCAATACTGACGCTGAGATGCGAAAGCGTGGGGAGCGAACAGGBacteria Target 4 37 62 - 27 - 44 - -
IM-K68NC4 TACGGAGGGTGCAAGCGTTGTTCGGAATTATTGGGCGTAAAGCGCGTGTAGGTGGCTTGGAAAGTTGGGTGTGAAAGCCCGGGGCCCAACCCCGGAATTGCACTCAAAACTTCCTCGCTGGAGTCTCGGAGAGGAAAGCGGAATTCCCGGTGTAGAGGTGAAATTCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCTTTCTGGACGATGACTGACACTGAGACGCGAAAGCGTGGGGAGCAAACAGGBacteria Target 8 65 138 79 93 69 115 101 82
IM-869WET TACGGAGGGTCCGAGCGTTATCCGGAATCATTGGGTTTAAAGGGTCCGTAGGCGGGCTTCTAAGTCAGTGGTGAAATCTTACAGCTCAACTGTAAAATTGCCATTGATACTGGAGGTCTTGAATTAGTGTGAAGTGGTTAGAATGTGTAGTGTAGCGGTGAAATGCATAGATATTACACAGAATACCAATTGCGAAGGCAGATCACTAACACTATATTGACGCTGAGGGACGAAAGCGTGGGGAGCGAACAGGBacteria Target 7 31 - 37 32 29 39 44 23
IM-4V8DQ9 TACGGAGGGTGCAAGCGTTGTTCGGAATTATTGGGCGTAAAGAGCATGTAGGCGGCTCGCCAAGTCTGATGTGAAAGCCCTGGGCTCAACCCAGGAAGTGCATTGGAAACTGGCGAACTTGAGTACGGGAGAGGAAAGTGGAATTTCGAGTGTAGGGGTGAAATCCGTAGATATTCGAAGGAACACCAGTGGCGAAGGCGGCTTTCTGGACCGATACTGACGCTGAGATGCGAAAGCGTGGGGAGCAAACAGGBacteria Target 8 71 43 51 50 31 63 46 23
IM-9P10KY CACGGAGGGGGCGAGCGTTATTCGGAATTATTGGGCGTAAAGGGCAGGTAGGCGGCCTAGTATGTCCTTTGTGAAATCCCTCGGCTCAACCGAGGAATTGCAGGGGAAACTGCGAGGCTTGAGTCCGGGAGAGGGGAGCGGAATTCCCAGTGTAGCGGTGAAATGCGTAGATATTGGGAGGAACACCAGTGGCGAAGGCGGCTCCCTGGACCGGTACTGACGCTCAGCTGCGAAAGCCAGGGGAGCGAACGGGBacteria Target There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.7 - 51 28 29 34 37 50 63
IM-7TI5X6 TACGGAGGGTGCAAGCGTTGTTCGGAATCACTGGGCGTAAAGGGAGCGCAGGCGGTTTGTCAAGTCAGATGTGAAAGCCCACGGCTCAACCGTGGAAGTGCATTTGAAACTGGCAGACTTGAGTATCAGAGGGGAAAGTGGAATTCCCGGTGTAGAGGTGAAATTCGTAGATATCGGGAGGAATACCGGTGGCGAAGGCGACTTTCTGGCTGAATACTGACGCTGAGGCTCGAAAGCGTGGGGAGCAAACAGGBacteria Target 8 31 34 29 41 40 37 32 28
IM-1TZ3SQ TACGAAAGGTGCAAGCGTTGTTCGGAATCATTGGGCGTAAAGCGCACGTAGGCGGGGTCGTATGTCGATTGTGAAAGCCCAGGGCTCAACCTTGGAATTGCAGTCGAAACTGCGACTCTTGAATACTTGAGAGGGTGGGGGAATTCCTGGTGGAGCAGTGAAATGCGTAGATATCAGGAGGAACATCGGTGGCGAAGGCGCCTACCTGGCAGTGTATTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Target 6 20 33 - 25 - 51 32 30
IM-4Y8W5T TACGGAGGGTGCAAGCGTTGTTCGGAATCATTGGGCGTAAAGCGCGCGTAGGCGGCTTGGCAAGTCGAGTGTGAAATCCCGGGGCTCAACCCCGGAACTGCACCCGAAACTGCCAGGCTAGAGTCCCGGAGGGGGTGGCGGAATTTCCGGTGTAGAGGTGAAATTCGTAGATATCGGAAGGAACACCAGTGGCGAAGGCGGCCACCTGGACGGTGACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Target 8 18 71 27 30 29 31 64 45
IM-5O96IV TACGGAGGGTGCAAGCGTTGTTCGGAATCATTGGGCGTAAAGCGCGCGTAGGCGGCTTGGTAAGTCGGATGTGAAATCCCGGGGCCCAACCCCGGAACTGCATTCGATACTGCCTCGCTAGAGTCCCGGAGAGGAAGGCAGAATTCCCGGTGTAGAGGTGAAATTCGTAGATATCGGGAGGAATACCAGTGGCGAAGGCGGCCTTCTGGACGGTGACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Target 8 51 133 55 50 43 42 86 36
IM-PFP1M0 TACGGAGGGCGCAAGCGTTGTTCGGAATCACTGGGCGTAAAGCGCGTGTAGGCGGCTCAGCAAGTTGGTTGTGAAATCCCGGGGCTCAACCCCGGAACTGCAACCAAAACTGCTGAGCTTGAGTCTCGGAGAGGGTGGCGGAATTTCCGGTGTAGAGGTGAAATTCGTAGATATCGGAAGGAACACCAGTGGCGAAGGCGGCCACCTGGACGATGACTGACGCTGAGACGCGAAAGCGTGGGTAGCAAACAGGBacteria Target 6 24 - 32 37 - 22 40 36
IM-OQ634T TACGGAGGGTACGAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCGTGTAGGCGGCCGTACAAGTCGGGTGTGAAATCCCGGGGCTCAACCCCGGAACTGCACCCGAAACTGTATGGCTAGAGTCCCGGAGGGGGTGGCGGAATTTCCGGTGTAGAGGTGAAATTCGTAGATATCGGAAGGAACACCAGTGGCGAAGGCGGCCACCTGGACGGTGACTGACGCTGAGACGCGAAAGCGTGGGGAGCAAACAGGBacteria Target 8 17 35 20 31 20 35 35 32
IM-XUT060 TACGGAGGGGGCCAGCGTTGTTCGGAATTATTGGGCGTAAAGGGCGCGCAGGCGGCCAGGCCAGTCGGAGGTGAAATCCCTCAGCTTAACTGAGGAACTGCCTCCGATACTGCATGGCTTGAGTCCCGGAGAGGGTAGCGGAATTCCTAGTGTAGCGGTGAAATGCGTAGATATTAGGAGGAACACCAGTGGCGAAGGCGGCTACCTGGACGGGTACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGGBacteria Target 8 45 53 48 61 50 55 78 59
IM-0KA16Q TACGTAGGGACCAAGCGTTATCCGGAATTATTGGGCGTAAAGGGTGCGTAGGCGGCCATATAAGTCTAAGTTAAAATCCCACAGCTTAACTGTGGAAGGTGCTTAGAAACTGTATGGCTTGAATTCAGAAGAGGCAAGTGGAATTCTATGTGGAGCGGTGGAATGCGTAGATATATGGAGGAACACCAGTGGCGAAGGCGGCTTGCTGGGCTGATATTGACGCTGATGCACGAAAGCGTGGGGAGCAAACAGGBacteria Target 3 18 - - - 54 - 25 -
IM-6HO1U8 TACGGAGGGTGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCGTGTAGGCGGCCTTTTAAGTCTGATGTGAAAGCCCGAGGCTCACCCTCGGAAGTGCATTGGATACTGGGAGGCTGGAGTACCGGAGAGGAGGGTGGAATTCCTGGTGTAGCGGTGAAATGCGTAGATATCAGGAGGAACACCAGTGGCGAAGGCGGCCCTCTGGACGGATACTGACGCTGAGACGCGACAGCGTGGGGAGCAAACAGGBacteria Target 7 25 - 28 35 37 48 41 25
IM-W32JS9 TACGGAGGGTGCAAGCGTTGTTCGGAATCACTGGGCGTAAAGCGCGTGTAGGCGGCCTTTTAAGTCAGATGTGAAAGCCCTCGGCTCAACCAAGGAACTGCATCTGAAACTATCAGGCTTGAGTACGGGAGAGGAGAGTGGAATTCCCGGTGTAGAGGTGAAATTCGTAGATATCGGGAAGAACACCGGTGGCGAAGGCGGCTCTCTGGACCGATACTGACGCTGAGACGCGAAAGCGTGGGGAGCAAACAGGBacteria Target 7 32 - 21 31 45 42 52 32
IM-79AO9I TACGGAGGGCGCAAGCGTTGTTCGGAATCATTGGGCGTAAAGCGCGTGTAGGCGGCTTGGTAAGTCGGACGTGAAAGCCCGGGGCTCAACCCCGGAACTGCGCTCGAAACTGCCTCGCTAGAGTCCCGGAGAGGAGGGCGGAATTCCCGGTGTAGAGGTGAAATTCGTAGATATCGGGAGGAACACCAGCGGCGAAGGCGGCCCTCTGGACGGTGACTGACGCTCAGACGCGAAAGCGTGGGGAGCAAACAGGBacteria Target 3 35 59 23 - - - - -
IM-W94W3B TACGTAGGGAGCGAGCGTTATCCGGAATTATTGGGCGTAAAGAGTGCGTAGGCGGTTTACTAAGTCTGATGTGAAAGCCCCCGGCTTAACCGGGGAGGGTCATTGGAAACTGGTAGACTTGAGTACAGTAGAGGCAAGTGGAATTCCATGTGTAGCGGTAAAATGCGTAGATATATGGAGGAACACCAGTGGCGAAGGCGGCTTGCTGGGCTGGAACTGACGCTGAGGCACGAAAGCGTGGGGAGCAAACAGGBacteria Target 5 - 23 - - 37 42 51 29
IM-4G6LF7 GACGGAGGGCGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGGGCAGGCGGTCTGTTAAGTCTTTTGTGAAAATCCGGGGCTCAACCCCGTGAAACGCAGAAGATACTGGCAGACTTGAGACCAGTAGAGGCTAGCGGAATTCCTGGTGTAGCGGTGGAATGCGTAGATATCAGGAAGAACACCTGTGGCGAAGGCGGCTAGCTGGGCTGGATCTGACGCTCATCCGCGAAAGCGTGGGGAGCAAACAGGBacteria Target 4 19 - - 22 - 22 - 29
IM-55JZ7A TACGTAGGGAGCAAGCGTTGTTCGGAATTATTGGGCGTAAAGAGCGCGTAGGCGGCATGGCAAGTCCGATGTGAAATCCCAGAGCTTAACTTTGGAACTGCGTCGGAAACTGCCAAGCTAGAGTGTGGGAGAGGAGAGTGGAATTCCCAGTGTAGAGGTGAAATTCGTAGATATTGGGAGGAACACCGGTGGCGAAGGCGGCTCTCTGGACCACAACTGACGCTGAGGCGCGAAAGCTAGGGGAGCAAACGGGBacteria Target 1 - - - - 21 - - -
IM-N2P67D TACGAAGGGTGCAAGCGTTGTTCGGATTTATTGGGCGTAAAGCGCGCGCAGGCGGATAATCAAGTCAGATGTGAAATCTCGGGGCTCAACCTCGAAACTGCGTCTGAAACTGTTTATCTAGAGTCTTGGAGAGGGAGGTGGAATTTCGCATGTAGGGGTAAAATCCGTAGAGATGCGAAGGAACATCGGAGGCGAAGGCGACCTCCTGGACAAGTACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGGBacteria Target 3 21 - 26 23 - - - -
IM-U71A8M TACGGAGGGTGCAAGCGTTGTTCGGAATCACTGGGCGTAAAGGGCGCGTAGGCGGCTTGACTAGTCAGATGTGAAAGCCCACGGCTTAACCGTGGAAGTGCATTTGAAACTGTCAGGCTTGAGTATCAGAGGGGAAAGTGGAATTCCCGGTGTAGAGGTGAAATTCGTAGATATCGGGAGGAATACCGGTGGCGAAGGCGACTTTCTGGCTGAATACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGGBacteria Target 7 17 32 20 20 34 - 52 43
IM-P8L98B AACGTAGGAACCGAGCGTTATCCGAATTTACTGGGCGTAAAGCGCGTGTAGGCGGTTCGGTAAGTTGGATGTGAAAGCTCCCGGCTCAACTGGGAGAGGACGTTCAATACTGTCGGACTAGAGGGCAGCAGAGGGAGGTGGAATTCCCGGTGTAGTGGTGAAATGCGTAGATATCGGGAGGAACACCAGAGGCGAAGGCGGCCTCCTGGGCTGCACCTGACGCTCAGACGCGAAAGCTAGGGTAGCAAACGGGBacteria Target 6 - 35 - 29 40 35 42 36
IM-8EX59B TACGGGGGGAGCAAGCGTTGTCCGGAATTACTGGGCGTAAAGGGCGTGTAGGCGGTTTAATAAGTCAGATGTTAAAGCCCCCGGCTTAACCGGGGATAGTCATTTGAAACTGTTAGGCTTGAGTGCGAGAGAGGGTAGTGGAATTCCCAGTGTAGCGGTGAAATGCGTAGATATTGGGAAGAACACCAGTAGCGAAGGCGGCTACCTGGCTCGCAACTGACGCTAAGGCGCGAAAGCGTGGGGAGCAAACAGGBacteria Target 8 63 40 27 54 66 57 80 57
IM-R27W9I TACGGAGGGTGCAAGCGTTGTTCGGAATTATTGGGCGTAAAGCGGGTGTAGGCGGTGAGGCAAGTCGAATGTGAAATCCCTGGGCCCAACCCAGGAACTGCATCCGAAACTGCCTCGCTAGAGTCTCGGAGAGGGTGGCGGAATTCCCGGTGTAGAGGTGAAATTCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCCACCTGGACGATGACTGACGCTCAGACCCGAAAGCGTGGGGAGCAAACAGGBacteria Target 5 35 28 21 26 - - 25 -
IM-6WNY71 TACGGAGGGTGCGAGCGTTGTTCGGAATTATTGGGCGTAAAGAGCGTGTAGGCGGTTTGGTAAGTCAGATGTGAAAGCCCTGGGCTCAACCCAGGAAGTGCATTTGATACTGCCTTCCTTGAGTATGGGAGAGGAGAGTGGAATTCCCAGTGTAGAGGTGAAATTCGTAGATATTGGGAAGAACACCCGTGGCGAAGGCGACTCTCTGGACCAATACTGACGCTGAGACGCGAAAGCGTGGGGAGCAAACAGGBacteria Target 7 43 24 23 38 23 21 25 -
IM-P47W8W TACGGAGGGTGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGAGCGTGTAGGCGGTTTGGCAAGTCAGATGTGAAAGCCCTGGGCTCAACCCAGGAAGTGCATTTGAAACTGCCATTCTAGAGTATGGGAGAGGAGAGTGGAATTCCCAGTGTAGAGGTGAAATTCGTAGATATTGGGAGGAACACCCGTGGCGAAGGCGACTCTCTGGACCAATACTGACGCTGAGACGCGAAAGCGTGGGGAGCAAACAGGBacteria Target 8 56 34 26 34 28 39 48 30
IM-OP8E5R TACGGAGGGTGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCGTGTAGGTGGCCTGGCAAGTCGGGTGTGAAAGCCCGGGGCTCAACCCCGGAACTGCATCCGAAACTGCCTGGCTAGAGTCCCGGAGAGGAAGGCAGAATTCCCAGTGTAGGGGTGAAATCCGTAGATATTGGGAGGAATACCAGTGGCGAAGGCGGCCTTCTGGACGGTGACTGACACTCAGACGCGAAAGCGTGGGGAGCAAACAGGBacteria Target 1 - 28 - - - - - -
IM-E76LM3 TACGGAGGGTGCAAGCGTTGTTCGGAATTATTGGGCGTAAAGCGCGTGTAGGCGGCCAGGAAAGTCGGGTGTGAAATCCCGGGGCTCAACCCCGGAACTGCTCTCGAAACTGCCTGGCTAGAGTCCCGGAGAGGAAGGCGGAATTCCCGGTGTAGAGGTGAAATTCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCCTTCTGGACGGTGACTGACGCTGAGACGCGAAAGCGTGGGGAGCAAACAGGBacteria Target 5 44 87 21 27 - - 31 -
IM-2CO8A0 TACGTAGGGACCAAGCGTTGTTCGGATTTACTGGGCGTAAAGGGTGCGTAGGCGGCGCTGCAAGTCAATTGTGAAATCTCCGGGCTTAACTCGGAACGGCCAATTGATACTGCAGTGCTAGAGTGCAGAATGGGCAAGTGGAATTCTTGGTGTAGCGGTGAAATGCGTAGATATCAAGAGGAACACCTGAGGCGAAGGCGACTTGCTGGGCTGACACTGACGCTGAGGCACGAAAGCCAGGGGAGCGAACGGGBacteria Target 1 17 - - - - - - -
IM-R6NR41 TACGGAGGGTGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTTTGTTAAGTCAGATGTGAAAGTCCATGGCTCAACCATGGAAGTGCATTTGAAACTGGCAGACTTGAGTATTGGAGGGGGCAGTGGAATTCCCGGTGTAGAGGTGAAATTCGTAGATATCGGGAGGAATACCAGTGGCGAAGGCGACTGTCTGGCCAAATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Target 3 17 26 - - 20 - - -
IM-X06GK2 TACGGAGGGCGCGAGCGTTGTTCGGAATCATTGGGCGTAAAGCGGGTGTAGGCGGCTTGATAAGTTGGGTGTGAAAGCCCTGGGCCCAACCCAGGAAATGCACTCGAAACTGTCTCGCTAGAGTCCCGGAGAGGGTGGCGGAATTCCCGGTGTAGAGGTGAAATTCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCCACCTGGACGGTGACTGACGCTCAGACCCGAAAGCGTGGGGAGCGAACAGGBacteria Target 1 - 24 - - - - - -
IM-27FUX8 TACGGAGGGGCCAAGCGTTGTTCGGAATCATTGGGCGTAAAGCGGGTGTAGGCGGCTTGGCAAGTTGGTTGTGAAATCCCTGGGCCCAACCCAGGAACTGCAGCCAAAACTGCCTCGCTAGAGTCCCGGAGAGGGTGGCGGAATTCCCGGTGTAGAGGTGAAATTCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCCACCTGGACGGTGACTGACGCTCAGACCCGAAAGCGTGGGGAGCAAACAGGBacteria Target 3 31 43 29 - - - - -
IM-ARS904 TACGGAGGGGGCGAGCGTTATTCGGAATTATTGGGCGTAAAGGGCGCGTAGGCGGCCTGACAAGTCAAAGGTGAAATCCCTCGGCCTAACCGGGGAACTGCCTTTGAAACTGTCAGGCTTGAGGCCGGGAGAGGGTAGTGGAATTCCCAGTGTAGCGGTGAAATGCGTAGATATTGGGAGGAACACCAGTGGCGAAGGCGACTGCCTGGACCGGTTCTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGGBacteria Target 2 - 25 - - - - 27 -
IM-381MRM TACGGAGGGTGCAAGCGTTGTTCGGAATCACTGGGCGTAAAGCGCGTGTAGGCGGCGAGGCAAGTCGGTTGTGAAAGCCCGAGGCCCAACCTCGGAACTGCAACCGAAACTGCCTGGCTAGAGTCCCGGAGAGGGTGGCGGAATTTCCGGTGTAGAGGTGAAATTCGTAGATATCGGAAGGAACACCAGTGGCGAAGGCGGCCACCTGGACGGTGACTGACGCTGAGACGCGAAAGCGTGGGGAGCAAACAGGBacteria Target 1 - - - - - 22 - -
IM-OSD5T1 CACGGAGGGGGCAAGCGTTGTTCGGAATCACTGGGCGTAAAGGGTCCGTAGGCGGCCCTATAAGTCGGAGGTGAAAGCCCTAGGCTTAACCTAGGAATTGCCTTCGAAACTGTGGGGCTAGAGTCCGGTAGAGGGAAACGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACACCTGTGGCGAAGGCGGTTTCCTGGGCCGGTACTGACGCTGAGGGACGAAAGCGTGGGGAGCAAACAGGBacteria Target 6 - 41 22 33 30 23 35 -
IM-2D1F4U GACGGAGGGTGCAAGCGTTGTCCGGAATCACTGGGCGTAAAGCGCGCGTAGGCGGCCGTTTAAGTCATCTGTGAAAGCCCGGGGCTCAACCCCGGGACTGCAGGCGAAACTGGACGGCTAGAGCTCGGTAGAGGCGAGTGGAATTCCGGGTGTAGCGGTGGAATGCGTAGATATCCGGAAGAACACCAGTGGCGAAGGCGGCTCGCTGGGCCGATGCTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Target 1 22 - - - - - - -
IM-841IRZ TACGGAGGGTGCGAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGCTTGATAAGTCAGATGTGAAATCCCACGGCTCAACCGTGGAAGTGCATCTGAAACTGTCTGGCTTGAGTATTGGAGAGGAAAGTGGAATTCCTGGTGTAGAGGTGAAATTCGTAGATATCAGGAGGAACACCGGTGGCGAAGGCGACTTTCTGGACAAATACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGGBacteria Target 2 - - 21 21 - - - -
IM-U371MR TACGGGGGGTGCAAGCGTTATTCGGAATTATTGGGCGTAAAGGGCGCGTAGGCGGTCTTGTCGGTCAGATGTGAAAGCCCAGGGCTCAACCCTGGACGTGCATTTGAAACAGCAAGACTTGAGTACGGGAGAGGAGAGCGGAATTCCTGGTGTAGAGGTGAAATTCGTAGATATCAGGAGGAACACCGATGGCGAAGGCAGCTCTCTGGACCGATACTGACGCTGAGGCGCGAAGGCGTGGGTAGCGAACAGGBacteria Target 1 - - - - - - 25 -
IM-151OXP GACGGAGGGTGCAAGCGTTATTCGGAATTACTGGGCGTAAAGGGCGCGCAGGCGGCTCTTTAAGTCAGGCGTGAAAGCCCGGGGCTCAACCCCGGAAGTGCGTTTGAAACTAGAGAGCTCGAGTACGGGAGAGGGAAGTGGAATTCCTGGTGTAGAGGTGAAATTCGTAGATATCAGGAGGAACACCGGTGGCGAAGGCGACTTCCTGGACCGATACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGGBacteria Target 6 31 - - 21 22 29 31 27
IM-244DSC TACGGGGGGGGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGCCAGGCAAGTCCTTCGTGAAATCCCACAGCTCAACTGTGGAACTGCGGAGGAAACTTCTTGGCTTGAGTCCGGGAGAGGGTAGTGGAATTCCCAGTGTAGCGGTGAAATGCGTAGATATTGGGAGGAACACCGGTGGCGAAGGCGGCTACCTGGACCGGTACTGACGCTGAGGCGCGAAAGCTAGGGGAGCAAACGGGBacteria Acidobacteriota Target 8 45 87 54 80 90 59 97 107
IM-2EK1XX TACGGAGGGGGCGAGCGTTATTCGGAATTATTGGGCGTAAAGGGCAGGTAGGCGGCTTTGTATGTCCTCTGTGAAAGCCCTCGGCTCAACCGAGGAATTGCAGGGGAAACTGCGGAGCTTGAGTCCGGGAGAGGCTAGTGGAATTCCCAGTGTAGCGGTGAAATGCGTAGATATTGGGAGGAACACCAGTGGCGAAGGCGGCTAGCTGGACCGGTACTGACGCTGATCTGCGAAAGCTAGGGGAGCAAACGGGBacteria Acidobacteriota Target 4 - - - 25 - 21 50 30
IM-E832RH TACGGGGGGGGCAAGCGTTGTTCGGATTTACTGGGCGTAAAGGGCTCGTAGGCGGCCATCTAAGTCGGTTGTGAAATCCCTCGGCTCAACCGGGGAACTGCGACCGATACTGAGTGGCTTGAAGCCGGGAGAGGGATGCGGAATTCCAGGTGTAGCGGTGAAATGCGTAGATATCTGGAGGAACACCCGTGGCGAAGGCGGCATCCTGGACCGGTCTTGACGCTGAGGAGCGAAAGCTAGGGGAGCAAACGGGBacteria Acidobacteriota Target 8 110 139 99 105 94 130 125 112
IM-NN501I TACGGGGGGGGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGCAGGCGGTTTCGTCAGTCATGGGTGAAAGCCCCGGGCTCAACCCGGGAATGGCCTGTGAAACCACGGAACTGGAGTGCTGGAGAGGGAAGCGGAATTCCCAGTGTAGCGGTGAAATGCGTAGATATTGGGAGGAACATCTGTGGCGAAGGCGGCTTCCTGGACAGACACTGACGCTGAGGCGCGAAAGCCAGGGGAGCGAACGGGBacteria Acidobacteriota Target 5 26 - - - 28 22 32 24
IM-V4FJ89 TACGGAGGGGGCAAGCGTTATTCGGATTTACTGGGCGTAAAGCGCACGTAGGCGGCATTGCAAGTCGCAGGTGAAAGCCCTCGGCTCAACCGAGGAACTGCCTGCGAAACTGCGTTGCTTGAGTCCGGGAGGGGGGAGCGGAATTCCCAGTGTAGCGGTGAAATGCGTAGATACTGGGAGGAACACCGGTGGCGAAGGCGGCTCCCTGGACCGGTACTGACGCTGAGGTGCGAAAGCGTGGGTAGCAAACAGGBacteria Acidobacteriota Target 8 65 112 65 79 84 97 124 108
IM-6FB0H7 TACGGGGGGGGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGTTTCGGAAGTCATGGGTGAAAGTCCTCGGCTCAACCGAGGGATTGCCTGTGAAACCACGGGACTGGAGTGCTGGAGAGGGAAGTGGAATTCCCAGTGTAGCGGTGAAATGCGTAGATATTGGGAGGAACATCGGTGGCGAAGGCGGCTTCCTGGACAGACACTGACGCTGAGGCGCGAAAGCCAGGGGAGCGAACGGGBacteria Acidobacteriota Target 5 19 - 22 24 27 - 34 -
IM-5I3N6T TACGGGGGGGGCAAGCGTTATTCGGATTTACTGGGCGTAAAGCGCACGTAGGTGGCGATGTAAGTCACAGGTGAAAGCCCTCGGCTCAACCGAGGAACTGCCTGCGAAACTGCATTGCTTGAGTCCGGGAGGGGGGAGCGGAATTCCAAGTGTAGCGGTGAAATGCGTAGATACTTGGAGGAACACCGGTGGCGAAGGCGGCTCCCTGGACCGGTACTGACACTGAGGTGCGAAAGCGTGGGTAGCAAACAGGBacteria Acidobacteriota Target 8 42 42 40 32 45 37 40 33
IM-0S1BM9 TACGGAGGGGGCTAGCGTTGTTCGGAATTATTGGGCGTAAAGGGCGCGTAGGCGGCTCAGCAAGTCGGGTGTGAAATCCCTCGGCTTAACCGAGGAACTGCATCCGATACTGCCGAGCTTGAGTCCGGGAGAGGAGAGTGGAATTCCCAGTGTAGCGGTGAAATGCGTAGATATTGGGAGGAACACCGGTGGCGAAGGCGGCTCTCTGGACCGGTACTGACGCTGAGGCGCGAAAGCCAGGGGAGCAAACAGGBacteria Acidobacteriota Target 1 - - - - - - 26 -
IM-67NRW9 TACGGGGGGGGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCTGCCCTGATAGTCTTTCGTGAAATCCCACAGCTCAACTGTGGAACTGCGGAAGATACTGCAGGGCTTGAGTCCGGGAGAGGGGAGTGGAATTCCCAGTGTAGCGGTGAAATGCGTAGATATTGGGAGGAACACCGGTGGCGAAGGCGGCTCCCTGGACCGGTACTGACGCTGAGGCGCGAAAGCTAGGGGAGCAAACGGGBacteria Acidobacteriota Target 3 - 34 26 - - - 30 -
IM-03F9TR TACGGGGGGGGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGCCTGGATAGTCCTTCGTGAAATCCCACAGCTCAACTGTGGAACTGCGGAGGATACTCCCAGGCTTGAGTCCGGGAGAGGGGAGTGGAATTCCCAGTGTAGCGGTGAAATGCGTAGATATTGGGAGGAACACCGGTGGCGAAGGCGGCTCCCTGGACCGGTACTGACGCTGAGGCGCGAAAGCTAGGGGAGCAAACGGGBacteria Acidobacteriota Target 8 19 45 20 20 36 26 32 37
IM-H02IU5 TACGGGGGGGGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCGCGCAGGCGGCCCGGCAAGTCCTACGTGAAATCCCACAGCTCAACTGTGGAACTGCGTGGGATACTGCCAGGCTTGAGTCCGGGAGAGGAGAGTGGAATTCCCAGTGTAGCGGTGAAATGCGTAGATATTGGGAGGAACACCGGTGGCGAAGGCGGCTCTCTGGACCGGTACTGACGCTGAGGCGCGAAAGCTAGGGGAGCAAACGGGBacteria Acidobacteriota Target 1 - 26 - - - - - -
IM-FC5Q97 TACGGAGGGGGCAAGCGTTGTTCGGAATTATTGGGCGTAAAGGGCACGTAGGCGGTCAAGCAAGTTGGTGGTGAAAGCCCTCGGCTCAACCGAGGAATTGCCCCCAAAACTGCTTGACTTGAGTCCCGGAGAGGGTGGCGGAATTCCCAGTGTAGCGGTGAAATGCGTAGATATTGGGAGGAACACCAGTGGCGAAGGCGGTCACCTGGACGGGTACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Acidobacteriota Acidobacteriae Target 5 41 36 35 25 - 26 - -
IM-39V8CG GACAGAGGTGGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGCAGGCGGTTCGTCAAGTCCCGTGTGAAATCCCCCGGCTCAACTGGGGAACTGCGCGGGAAACTAGCGGGCTTGAGTTCGGGAGAGGAAAGCGGAATTCCGGGTGTAGCGGTGAAATGCGCAGATATCCGGAGGAACACCAGTGGCGAAGGCGGCTTTCTGGACCGACACTGACGCTGAGGCGCGAAAGCTAGGGGAGCGAACGGGBacteria Acidobacteriota Acidobacteriae Acidobacteriales Target 8 54 304 116 146 123 141 233 193
IM-45XPRN TACAGAGGGAGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGTCCATCAAGTCTTGTGTGAAATCCCCTGGCTCAACTAGGGAACTGCATAGGAAACTGGTGGACTTGAGTTCGGGAGAGGGAAGCGGAATTCCGGGTGTAGCGGTGAAATGCGTAGATATCCGGAGGAACACCGGTGGCGAAGGCGGCTTCCTGGACCGACACTGACGCTGAGGCGCGAAAGCTAGGGTAGCAAACGGGBacteria Acidobacteriota Acidobacteriae Acidobacteriales Target 8 43 87 71 58 45 62 82 76
IM-486AXC TACGGAGGGGGCCAGCGTTGCTCGGAATTATTGGGCGTAAAGGGCGCGTAGGCGGCCTTGCAAGTCTGATGTGAAAGCCCACGGCTCAACCGTGGAAGTGCATCTTATACTGCTTGGCTAGAGTCTGGGAGAGGGAAGCGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCTTCCTGGACCAGTACTGACGCTGAGGCGCGAAAGCTAGGGGAGCAAACAGGBacteria Acidobacteriota Acidobacteriae Acidobacteriales Target There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.4 33 53 29 34 - - - -
IM-8CO94E TACGGAGGGGGCTAGCGTTATTCGGAATTATTGGGCGTAAAGGGCGCGCAGGCGGCTTGGTAGGTCAAAGGTGAAATCCCTCAGCTCAACTGAGGAACTGCCTTTGAAACCACCTGGCTAGAGGCTGGGAGGGGATAGCGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCTATCTGGACCAGTTCTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGGBacteria Acidobacteriota Acidobacteriae Acidobacteriales Acidobacteriaceae Target 8 328 511 530 449 442 445 672 479
IM-07YO6F TACGGGGGGGGCAAGCGTTATTCGGAATTATTGGGCGTAAAGGGCGCGTAGGCGGCTTGGTAGGTCAAAGGTGAAATCCCTCAGCTCAACTGAGGAACTGCCTTTGAAACCACCTCGCTAGAGGCTGGGAGGGGGTAGCGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACACCGGTGGCGAAGGCGGCTGCCTGGACCAGTTCTGACGCTGAGGCGCGAAAGTGTGGGGAGCAAACAGGBacteria Acidobacteriota Acidobacteriae Acidobacteriales Acidobacteriaceae Target 8 388 478 616 696 696 582 879 847
IM-573XEV TACGGGGGGGGCTAGCGTTATTCGGAATTATTGGGCGTAAAGGGCGCGTAGGCGGCCTGGAAGGTCAAAGGTGAAATCCCTCAGCTCAACTGAGGAACTGCCTTTGAAACCGCCAGGCTCGAGGCTGGGAGGGGGTGGCGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACACCGGTGGCGAAGGCGGCCACCTGGACCAGTTCTGACGCTGAGGCGCGAAAGTGTGGGGAGCAAACAGGBacteria Acidobacteriota Acidobacteriae Acidobacteriales Acidobacteriaceae Target 8 162 232 307 241 165 167 227 195
IM-NJX661 TACGGGGGGGGCTAGCGTTATTCGGAATTATTGGGCGTAAAGGGCGCGTAGGCGGCTTGGCAGGTCAAAGGTGAAATCCCTCAGCTCAACTGAGGAACTGCCTTTGATACCACCTAGCTCGAGGCTGGGAGGGGGTAGCGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACACCGGTGGCGAAGGCGGCTACCTGGACCAGTTCTGACGCTGATGCGCGAAAGCGTGGGGAGCAAACAGGBacteria Acidobacteriota Acidobacteriae Acidobacteriales Acidobacteriaceae Target 8 44 75 101 91 39 51 72 33
IM-2P81XX TACGGGGGGGGCTAGCGTTATTCGGAATTATTGGGCGTAAAGGGCGCGTAGGCGGCTTGGTAGGTCAAAGGTGAAATCCCTCAGCTCAACTGAGGAACTGCCTTTGAAACCACCTGGCTTGAGGCTGGGAGGGGGTAGCGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCTACCTAGACCAGTACTGACGCTGAAGTGCGAAAGTGTGGGGAGCAAACAGGBacteria Acidobacteriota Acidobacteriae Acidobacteriales Acidobacteriaceae Target 8 54 62 99 100 95 100 137 130
IM-3R2Z0T TACGGAGGGGGCCAGCGTTGTTCGGAATTATTGGGCGTAAAGGGCGCGTAGGCGGCTAGGCAAGTCAGAGGTGAAAGCCCTCGGCTCAACCGAGGAATTGCCTCTGAAACTGCCTGGCTTGAGTCCCGGAGAGGGTAGTGGAATTCCCAGTGTAGCGGTGAAATGCGTAGATATTGGGAGGAACACCGGTGGCGAAGGCGGCTACCTGGACGGGTACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGGBacteria Acidobacteriota Acidobacteriae Acidobacteriales Acidobacteriaceae Target 8 98 94 73 80 34 35 95 40
IM-45H6SB TACGGGGGGGGCAAGCGTTATTCGGAATTACTGGGCGTAAAGAGCGCGTAGGCGGCTAAGTAAGTCAAAGGTGAAATCCCTCGGCTCAACCGAGGAACTGCCTTTGAAACTGCTTGGCTTGAGGCTGGGAGGGGATAGCGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACACCTGTGGCGAAGGCGGCTATCTGGACCAGTTCTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGGBacteria Acidobacteriota Acidobacteriae Acidobacteriales Acidobacteriaceae Target 8 40 65 44 47 40 43 55 46
IM-F84B3O TACGGAGGGGGCGAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGCTGCGCAAGTCGAACGTGAAATCCCTCGGCTCAACCGAGGAACTGCGTCCGATACTGCGTGGCTTGAGTCCCGGAGAGGGTAGCGGAATTCCCAGTGTAGCGGTGAAATGCGTAGATATTGGGAGGAACACCAGTGGCGAAGGCGGCTACCTGGACGGGTACTGACGCTGAGGCGCGAAAGCTAGGGGAGCAAACAGGBacteria Acidobacteriota Acidobacteriae Acidobacteriales Acidobacteriaceae Target 8 29 64 42 39 43 42 67 47
IM-VSK2D8 TACGGGGGGGGCAAGCGTTATTCGGAATTATTGGGCGTAAAGGGCGCGTAGGCGGCCTGTTAGGTCAAAGGTGAAATCCCTCGGCTCAACCGAGGAACTGCCTTTGAAACCGACAGGCTTGAGGCTGGGAGGGGGTGGCGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACACCGGTGGCGAAGGCGGCTACCTGGACCAGTTCTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGGBacteria Acidobacteriota Acidobacteriae Acidobacteriales Acidobacteriaceae Target 5 19 38 45 23 - - 29 -
IM-FS70R2 TACGGAGGGGGCTAGCGTTGTTCGGAATTATTGGGCGTAAAGGGCGCGTAGGCGGCCTGGTAAGTCAGTTGTGAAAGCCCTCGGCTCAACCGAGGAATTGCGACTGATACTGCCGGGCTTGAGTCCCGGAGAGGATAGCGGAATTCCCAGTGTAGCGGTGAAATGCGTAGATATTGGGAGGAACATCGGTGGCGAAGGCGGCTATCTGGACGGGTACTGACGCTGAGGCGCGAAAGCTAGGGGAGCAAACAGGBacteria Acidobacteriota Acidobacteriae Acidobacteriales Acidobacteriaceae Target 6 21 - 45 35 - 24 58 36
IM-Q5F83U TACGGAGGGGGCTAGCGTTGTTCGGAATTATTGGGCGTAAAGGGCGCGTAGGCGGCGTGGCAAGTCGGAGGTGAAATCCCTCGGCTCAACCGGGGAACTGCCTCCGAAACTGCCATGCTTGAGTCCCGGAGAGGGTAGCGGAATTCCCAGTGTAGCGGTGAAATGCGTAGATACTGGGAGGAACACCTGTGGCGAAGGCGGCTACCTGGACGGGTACTGACGCTGAGGCGCGAAAGCTAGGGGAGCAAACAGGBacteria Acidobacteriota Acidobacteriae Acidobacteriales Acidobacteriaceae Target 2 - 30 24 - - - - -
IM-8HQ3R7 TACGGAGGGGGCTAGCGTTATTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGCCTGGTAAGTCAAAGGTGAAATCCCTCGGCTCAACCGAGGAACTGCCTTTGAAACTACTAGGCTAGAGGCTGGGAGGGGGCAGTGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCTGCCTGGACCAGTTCTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGGBacteria Acidobacteriota Acidobacteriae Acidobacteriales Acidobacteriaceae Target 1 - - - 20 - - - -
IM-99SJ0X TACGGAGGGGGCAAGCGTTATTCGGAATTACTGGGCGTAAAGGGCGTGTAGGCGGCATGGCATGTCAAAGGTGAAAGCCCTCGGCTCAACCGAGGAACTGCCTTTGAAACTGCCAAGCTAGAGACCGGGAGGGGGTGGCGGAATTCCTGGTGTAGCGGTGAAATGCGTAGATATCAGGAGGAACACCGGTGGCGAAGGCGGCCACCTGGACCGGTTCTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGGBacteria Acidobacteriota Acidobacteriae Acidobacteriales Acidobacteriaceae Target 6 21 35 34 26 - - 25 23
IM-M9JS13 TACGGAGGGGGCAAGCGTTATTCGGATTTACTGGGCGTAAAGCGCACGTAGGTGGCATCGTAAGTCAAAGGTGAAAGCCCTCGGCTCAACCGAGGAATTGCCTTTGAAACTGCTTTGCTTGAGTCCGGGAGGGGGGAGCGGAATTCCCAGTGTAGCGGTGAAATGCGTAGATACTGGGAGGAACACCGGTGGCGAAGGCGGCTCCCTGGACCGGTACTGACACTGAGGTGCGAAAGCGTGGGTAGCAAACAGGBacteria Acidobacteriota Acidobacteriae Acidobacteriales Acidobacteriaceae Acidobacterium Target 8 438 535 342 488 738 600 997 689
IM-X970CA TACGGAGGGGGCAAGCGTTATTCGGAATTATTGGGCGTAAAGGGCGTGTAGGCGGCTTGATAAGTCAAAGGTGAAATCCCTCGGCTCAACCGGGGAACTGCCTTTGAAACTGTCTCGCTAGAGGCCGGGAGAGGGTAGTGGAATTCCCAGTGTAGCGGTGAAATGCGTAGATATTGGGAGGAACACCAGTGGCGAAGGCGACTACCTGGACCGGTTCTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGGBacteria 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 - 29 37 - - - 26 -
IM-OW5C57 TACGGGGGGGGCGAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGACCGAGAAGTTTTGGGTGAAAGCCCCGGGCTCAACCCGGGAAGGTCCCAGAAAACCATCGGACTAGAGTGCTGGAGAGGCAAGCGGAATTTCTGGTGTAGCGGTGAAATGCGTAGATATCAGAAGGAACACCTGAGGCGAAGGCGGCTTGCTGGACAGACACTGACGCTGAGGCGCGAAAGCTAGGGGAGCAAACGGGBacteria Acidobacteriota Acidobacteriae Acidobacteriales Acidobacteriaceae Acidobacterium Target 1 - - - - - - 26 -
IM-5E8B5U TACGTAGGGGGCGAACGTTGCTCGGAATTACTGGGCGTAAAGGGTGCGTAGGTGGCTGAGCAAGTCGCTGATGAAATCCCGAGGCTCACCCTCGGAACTGTCATCGAAACTGCTCAGCTTGAGGAAGGTTGAGGAAAACGGAATTCCCGGTGGAGCGGTGAAATGCGTAGATATCGGGAGGAACACCTGAGGCGAAGGCGGTTTTCTGGGCCTTTCCTGACACTGAGGCACGAAAGCTAGGGGAGCAAACGGGBacteria Acidobacteriota Aminicenantia Aminicenantales Target 7 30 47 - 39 71 46 64 83
IM-Z8Z2Y9 TACGTAGGGGGCGAACGTTGCTCGGAATTACTGGGCGTAAAGGGTGTGTAGGTGGCTGAGCAAGTCGTTGATGAAATCCCGAGGCTTACCCTCGGAACTGTCTTCGAAACTGCTCAGCTTGAGGATAGTTGAGGAGAACGGAATTCCCGGTGGAGCGGTGAAATGCGTAGATATCGGGAGGAACACCAGAGGCGAAGGCGGTTCTCTGGGCTATTCCTGACACTGAAACACGAAAGCTAGGGGAGCAAACGGGBacteria Acidobacteriota Aminicenantia Aminicenantales Target 4 - 23 - - 29 - 47 23
IM-SRU839 TACGTAGGGGGCAAACGTTGCTCGGAATTACTGGGCGTAAAGGGTGTGTAGGTGGCTGAGCAAGTCTTAGATGAAATCCCGAGGCCTACCCTCGGAACTGTCTTCGATACTGCTCAGCTTGAGGATGGTTGAGGAGAACGGAATTCCCGGTGGAGCGGTGAAATGCGTAGATATCGGGAGGAACACCAGAGGCGAAGGCGGTTCTCTGGGCCATTCCTGACACTGAGACACGAAAGCTAGGGGAGCAAACGGGBacteria Acidobacteriota Aminicenantia Aminicenantales Target 2 - - - - - 21 31 -
IM-WI8371 TACGTAGGGGACGAACGTTGCTCGGAATTACTGGGCGTAAAGGGTGCGTAGGTGGCTGAGTAAGTCGTAGATGAAATCCCCGGGCTCAACTCGGGAACTGTCTCCGAAACTGCCCAGCTTGAGGATGGTTGAGGAAAGCGGAATTCCCGGTGGAGCGGTGAAATGCGTAGATATCGGGAGGAACACCAGAGGCGAAGGCGGCTTTCTGGGCCATTCCTGACACTCATGCACGAAAGCTAGGGGAGCGAACGGGBacteria Acidobacteriota Aminicenantia Aminicenantales Target 1 - - - - - 21 - -
IM-9D0S5X TACGTAGGGGCCAAACGTTGTCCGGATTTATTGGGCGTAAAGGGCTCGTAGGCGGTTCAACAAGTCGGTCGTGAAAACCCGGGGCTCAACCCCGGGACGCCGGTCGAAACTGTTGTGACTAGGGTCCGGTAGAGGTGAGTGGAATTCTCGGTGTAGCGGTGGAATGCGCAGATATCGAGAGGAACACCAGTAGCGAAGGCGGCTCACTGGGCCGGTACCGACGCTGAGGAGCGAAAGCATGGGGAGCAAACAGGBacteria Actinobacteriota Target 8 723 654 902 937 1309 1141 974 1286
IM-L59JP0 TACGTAGGGGGCGAGCGTTGTCCGGATTTATTGGGCGTAAAGGGCTCGTAGGCGGCTTGGCAAGTCGGTCGTGAAATTCCGGGGCTCAACCCCGGAACGCCGATCGAAACTGCCATGGCTTGGGTCCGGTAGAGGAGTGTGGAATTCCCGGTGTAGCGGTGAAATGCGCAGATATCGGGAGGAACACCACTAGCGAAGGCAGCACTCTGGGCCGGTACCGACGCTGAGGAGCGAAAGCGTGGGGAGCGAACAGGBacteria Actinobacteriota Target 8 121 183 234 199 233 168 346 293



IM-OI63K0 CACGTAGGGGGCAAGCGTTGTCCGGATTTACTGGGCGTAAAGAGCTCGTAGGCGGCTCGGTAAGTTGGGTGTGAAAACTCCAGGCTCAACCTGGAGAGGCCACTCAATACTGCCGTGGCTAGAGTTCGGTAGAGGATCGTGGAATTTCTGGTGTAGCGGTGAAATGCGCAGATATCAGAAGGAACACCAACGGCGAAGGCAGCGATCTGGGCCGATACTGACGCTGAGGAGCGAAAGCATGGGGAGCAAACAGGBacteria Actinobacteriota Target 8 70 178 92 76 116 86 121 178
IM-550TYU TACGTAGGGGCCAAGCGTTATCCGGATTTATTGGGCGTAAAGAGCTCGTAGGCGGTTTGGTAAGTCGGTCGTGAAAGTCCGAGGCTCAACCTCGGAATGCCGGTCGATACTGCCATGACTAGGGTTCGGTAGAGGAGAGTGGAATTCTCGGTGTAGCGGTGAAATGCGCAGATATCGAGAGGAACACCAGTAGCGAAGGCGGCTCTCTGGGCCGATACCGACGCTGAGGAGCGAAAGCGTGGGGAGCAAACAGGBacteria Actinobacteriota Target 8 53 78 98 59 45 73 75 69
IM-3G5M1C TACGTAGGGAGCGAGCGTTGTCCGGAATCATTGGGCGTAAAGAGCGCGTAGGTGGATCAGTTAGTCTGCTGTGAAAGTCAAAGGCTCAACCTTTGAAAGCCGGTGGATACTGTTGATCTAGAGTACGGAAGAGGCGAGTGGAACTCCTGGTGTAGCGGTGGAATGCGCAGATATCAGGAAGAACACCAATAGCGAAGGCAGCTCGCTGGGACGTTACTGACACTGAGGCGCGAAAGCGTGGGGAGCAAACAGGBacteria Actinobacteriota Target 8 19 51 33 29 37 28 43 63
IM-4S9D5Q TACGTAGGGGGCGAGCGTTGTCCGGAATCATTGGGCGTAAAGCGCGTGTAGGCGGCTTGGCAAGTCTGGTGTGAAATCTTGGGGCTCAACCCCAAGCGTGCACTGGAAACTGCCTCGCTAGAGTCCGGGAGAGGAGAGCGGAACTCCGAGTGTAGCGGTGAAATGCGCAGATATTCGGAAGAACACCAATGGCGAAGGCAGCTCTCTGGAACGGTACTGACGCTGAGACGCGAAAGCGTGGGGAGCGAACAGGBacteria Actinobacteriota Target 7 - 64 25 22 27 39 39 36
IM-K376MQ TACATAGGGGCCAAACGTTGTCCGGATTTATTGGGCGTAAAGGGCTCGTAGGCGGCTTGGAAAGTCAATCGTGAAAACCCGGGGCTCAACCCCGGGACGCCGGTCGAAACTTCCATAGCTAGGGTCCGGTAGAGGTGAGTGGAATTCTAGGTGTAGCGGTGAAATGCGCAGATATCTAGAGGAACACCAGTAGCGAAGGCGGCTCACTGGGCCGGTACCGACGCTGAGGAGCGAAAGCGTGGGGAGCAAACAGGBacteria Actinobacteriota Target 8 56 50 46 44 38 40 48 37
IM-EV142C GACGGAGGAGGCAAGCGTTGTCCGGAATCATTGGGCGTAAAGAGCGCGTAGGCTGTTTTTCAAGTCATATGTGAAAACCTCAGGCTTAACTTGAGGACTGCATATGAAACTGGAAAACTTGAGTGCAGTAGGGGAAAGTGGAATTCCTGGTGTAGCGGTGAAATGCGCAGATATCAGGAAGAACACCGGTAGCGAAGGCGGCTTTCTGGGCTGCTACTGACGCTGAGGCGCGAAAGCTAGGGGAGCAAACAGGBacteria Actinobacteriota Target 7 42 33 - 36 64 51 44 47
IM-247DD6 CACGTAGGGAGCAAGCGTTGTCCGGATTTATTGGGCGTAAAGAGCTCGTAGGCTGCTCAGTAAGTCGGGTGTGAAATTTCAGGGCTTAACCCTGAAACGCCACCTGATACTGCTGTGGCTAGAGTACGGTAGAGGAGCGTGGAATTCCTGGTGTAGCGGTGAAATGCGCAGATATCAGGAGGAACACCAACGGCGAAGGCAGCGCTCTGGGCCGATACTGACGCTGAGGAGCGAAAGCATGGGGAGCAAACAGGBacteria Actinobacteriota Target 8 24 55 43 27 35 41 51 60
IM-175GUC TACGTAGGGACCAAGCGTTGTCCGGAATTATTGGGCGTAAAGAGCTCGTAGGCGGTTCGGTAAGTCGGGTGTGAAAATCCAGGGCTTAACCCTGGGACGCCACCCGATACTGCTGTGACTAGAGTCCGGTAGAGGAGCGTGGAATTTCTGGTGTAGCGGTGAAATGCGCAGATATCAGAAGGAACACCAGCGGCGAAGGCGGCGCTCTGGGCCGGTACTGACGCTGAGGAGCGAAAGCGTGGGGAGCAAACAGGBacteria Actinobacteriota Target 8 48 84 52 31 35 51 40 91
IM-U63YP7 CACGTAGGGGGCAAGCGTTGTCCGGATTTATTGGGCGTAAAGAGCTCGTAGGCGGTTGGGTAAGTCAGATGTGAAACCTCCAGGCTCAACCTGGAGACGCCATCTGATACTGCCCTGACTGGAGTTCGGTAGAGGAGTGTGGAATTTCTGGTGTAGCGGTGAAATGCGCAGATATCAGAAGGAACACCAACGGCGAAGGCAGCACTCTGGGCCGATACTGACGCTGAGGAGCGAAAGCATGGGGAGCAAACAGGBacteria Actinobacteriota Target 8 25 44 25 42 40 37 59 63
IM-16ADW3 TACGTAGGGGGCTAGCGTTGTCCGGATTCATTGGGCGTAAAGAGCGTGTAGGCGGTTCGATAGGTCCGGTGTGAAAACTCGAGGCTCAACCTCGAGAGGTCGCCGGAAACCCTCGAACTAGAGTCCGGAAGAGGAGAGTGGAATTCCTGGTGTAGCGGTGAAATGCGCAGATATCAGGAAGAACACCCATGGCGAAGGCAGCTCTCTGGGACGGTACTGACGCTGAGACGCGAAAGCGTGGGGAGCGAACAGGBacteria Actinobacteriota Target 8 17 51 40 28 30 39 48 54
IM-1R9D6E CACGTAGGGACCAAGCGTTGTCCGGATTTATTGGGCGTAAAGAGCTCGTAGGTGGTTCCGTAAGTCGGATGTGAAAACTCAAGGCTCAACCTTGAGACGCCATCCGATACTGCGGTGACTTGAGTTCGGTAGAGGAGTGTGGAATTCCTGGTGTAGCGGTGAAATGCGCAGATATCAGGAGGAACACCGACAGCGAAGGCAGCACTCTGGGCCGATACTGACACTGAGGAGCGAAAGCATGGGGAGCAAACAGGBacteria Actinobacteriota Target 6 28 51 33 - - 23 46 36
IM-5F8EK7 TACGTAGGGACCAAGCGTTGTCCGGATTTATTGGGCGTAAAGAGCTCGTAGGCGGTTTCGTAAGTCGGGTGTGAAAAATCTGGGCTCAACCCAGTGGAGCACCCGATACTGCGATGACTGGAGTCCGGTAGAGGAGTGTGGAATTTCTGGTGTAGCGGTGAAATGCGCAGATATCAGAAGGAACACCAACAGCGAAGGCAGCACTCTGGGCCGGTACTGACGCTGAGGAGCGAAAGCATGGGGAGCAAACAGGBacteria Actinobacteriota Target 6 19 25 29 - - 21 31 37
IM-B15NC4 TACGTAGGGGGCGAGCGTTGTCCGGATTTATTGGGCGTAAAGAGCTCGTAGGCGGCTCAACAAGTCGGCCGTGAAAACCTGAGGCTCAACCTCAGGACGCCGGTCGAAACTGTTGTGGCTAGGGTTCGGTAGAGGAGAGTGGAATTCCCGGTGTAGCGGTGAAATGCGCAGATATCGGGAGGAACACCAGTAGCGAAGGCGGCTCTCTGGGCCGATACCGACGCTGAGGAGCGAAAGCTAGGGGAGCGAACAGGBacteria Actinobacteriota Target 5 20 - 20 29 - 53 - 32
IM-S38S1Z CACGTAGGGAGCAAGCGTTGTCCGGATTTATTGGGCGTAAAGAGCTCGTAGGCAGTTCAGTAAGTCAGGTGTGAAAGTCCAAGGCTCAACTTTGGAACGCCACTTGATACTGCTGTGACTAGAGTCCGGTAGAGGAGTGTGGAATTTCTGGTGTAGCGGTGAAATGCGCAGATATCAGAAGGAACACCAACGGCGAAGGCAGCACTCTGGGCCGGTACTGACGCTGAGGAGCGAAAGCATGGGGAGCAAACAGGBacteria Actinobacteriota Target 7 23 50 34 23 - 24 32 49
IM-X7DX85 CACGTAGGGGGCGAGCGTTGTCCGGATTTATTGGGCGTAAAGAGCTCGTAGGCCGCTTGGTAAGTCGGGTGTGAAATTTCGAGGCTCAACCTCGAAACGCCATCCGATACTGCTATGGCTAGAGTCCGGTAGAGGAGTGTGGAATTCCTGGTGTAGCGGTGAAATGCGCAGATATCAGGAGGAACACCAACGGCGAAGGCAGCACTCTGGGCCGGTACTGACGCTGAGGAGCGAAAGCGTGGGGAGCAAACAGGBacteria Actinobacteriota Target 8 32 82 62 40 55 55 56 48
IM-2I21UR CACGTAGGGACCAAGCGTTGTCCGGATTTATTGGGCGTAAAGAGCTCGTAGGCTGTTGCGTAAGTCGGATGTGAAAACTCAGGGCTCAACCCTGAGACGCCATCCGAAACTGCGCTGACTAGAGTCCGGTAGGGGAGCATGGAATTCCTGGTGTAGCGGTGAAATGCGCAGATATCAGGAGGAACACCAGTGGCGAAGGCGGTGCTCTGGGCCGGAACTGACGCTGAGGAGCGAAAGCATGGGTAGCAAACAGGBacteria Actinobacteriota Target 8 43 69 58 34 44 40 64 61
IM-D5ZQ29 GACGTAGGGGGCGAGCGTTGTCCGGATTTATTGGGCGTAAAGGGCTCGTAGGTGGTTGCGTAAGTCGGATGTGAAAACTCAAGGCTCAACTTTGAGACGCCATCCGATACTGCGCTGACTTGAGTCCGGTAGAGGAGTGTGGAATTCCTAGTGTAGCGGTGAAATGCGCAGATATTAGGAGGAACACCTATTGCGAAGGCAGCACTCTGGGCCGGTACTGACACTGAGGAGCGAAAGCATGGGTAGCAAACAGGBacteria Actinobacteriota Target 8 26 56 37 24 25 42 47 36
IM-09FW6J CACGTAGGGGGCAAGCGTTGTCCGGATTTATTGGGCGTAAAGGGCTCGTAGGCTGTTCAGTAAGTCAGGTGTGAAAACCCAAGGCTCAACCTTGGGACGCCACTTGATACTGCTGTGACTAGAGTCCGGTAGAGGAGATTGGAATTCCTGGTGTAGCGGTGAAATGCGCAGATATCAGGAGGAACACCAACGGCGAAGGCAGATCTCTGGGCCGGTACTGACGCTGAGGAGCGAAAGCATGGGGAGCAAACAGGBacteria Actinobacteriota Target 8 35 42 42 35 21 34 29 27
IM-NUD934 CACGTAGGCACCAAGCGTTGTCCGGATTTATTGGGCGTAAAGAGCTCGTAGGCGGTTCAGTTAGTCGGGTGTGAAAACTCTGGGCTCAACCCAGAGACGCCACCCGATACTGCTGTGACTAGAGTACGGTAGGGGAGTGGGGAATTCCTGGTGTAGCGGTGAAATGCGCAGATATCAGGAGGAACACCAGTGGCGAAGGCGCCACTCTGGGCCGTAACTGACGCTGAGGAGCGAAAGCATGGGTAGCAAACAGGBacteria Actinobacteriota Target 1 - 34 - - - - - -
IM-38DNU2 GACGTAGGGAGCAAGCGTTGTCCGGATTTATTGGGCGTAAAGAGCTCGTAGGCGGTTCCGTAAGTCGGATGTGAAAACTCAAGGCTCAACCTTGAGATGCCATTCGATACTGCGGTGACTCGAGTCTGGTAGAGGAGTGTGGAATTTCTGGTGTAGCGGTGAAATGCATAGATATCAGAAGGAACACCAACGGCGAAGGCAGCACTCTGGGCCAGTACTGACGCTGAGGAGCGAAAGCGTGGGGAGCAAACAGGBacteria Actinobacteriota Target 1 - 25 - - - - - -
IM-M370ZL CACGTAGGGGACGAGCGTTGTCCGGAATTACTGGGCGTAAAGAGCTCGTAGGCGGTTCAGTAAGTCAGATGTGAAAACCCAAGGCTCAACCTTGGGACGCCATTTGATACTGCTGTGACTTGAGTCCGGTAGAGGAGCGTGGAATTCCTGGTGTAGCGGTGAAATGCGCAGATATCAGGAGGAACACCAACGGCGAAGGCAGCGCTCTGGGCCGGTACTGACGCTGAGGAGCGAAAGCATGGGGAGCAAACAGGBacteria Actinobacteriota Target 2 22 26 - - - - - -
IM-151LMZ TACGTAGGGGGCGAGCGTTGTCCGGATTTATTGGGCGTAAAGAGCTCGTAGGCGGCTTGGTAAGTCGGCCGTGAAAATCCGAGGCTCAACCTCGGACCGCCGGTCGAAACTGCCATGGCTTGGGTCCGGTAGAGGAGAGTGGAATTCCCGGTGTAGCGGTGAAATGCGCAGATATCGGGAGGAACACCAGTAGCGAAGGCGGCTCTCTGGGCCGGTACCGACGCTGAGGAGCGAAAGCGTGGGGAGCAAACAGGBacteria Actinobacteriota Target 3 18 - 39 - - - - 22
IM-258SGN TACGTAGGGGACAAGCGTTGTCCGGATTCATTGGGCGTAAAGAGCTCGTAGGCGGTTCAGTAAGTTGGGTGTGAAAGCTCCGGGCTCAACCCGGAGAGGCCACTCAATACTGCTGTGACTAGAGTCCAGTAGAGGAGCGTGGAACTCCTGGTGTAGCGGTGAAATGCGCAGATATCAGGAAGAACACCGGCAGCGAAGGCGGCGCTCTGGGCTGGTACTGACGCTGAGGAGCGAAAGCATGGGTAGCAAACAGGBacteria Actinobacteriota Target 3 17 - 20 - - - - 25
IM-SV88J1 TACGTAGGGGGCAAGCGTTGTCCGGAATCATTGGGCGTAAAGCGCGCGTAGGCGGCCCGATAAGTCCGCTGTAAAAGTCAACGGCTCAACTGTTGAAAGCCGGTGGATACTGTCGGGCTAGAGTCCGGAAGAGGCAAGTGGAATTCCTGGTGTAGCGGTGGAATGCGCAGATATCAGGAGGAACACCCATAGCGAAGGCAGCTTGCTGGGACGGTACTGACGCTAAGGCGCGAAAGCGTGGGGAGCGAACAGGBacteria Actinobacteriota Target 1 - 36 - - - - - -
IM-VV19U2 CACGTAGGGAGCAAGCGTTGTCCGGAATTATTGGGCGTAAAGAGCTCGTAGGCGGTTTGGTAAGTCAGATGTGAAAACTCAGGGCTCAACCCTGAGAGGCCATCTGATACTGCCATGACTAGAGTCCGGTAGAGGAGTGTGGAATTTCTGGTGTAGCGGTGAAATGCGCAGATATCAGAAGGAACACCAACGGCGAAGGCAGCACTCTGGGCCGGTACTGACGCTGAGGAGCGAAAGCGTGGGGAGCAAACAGGBacteria Actinobacteriota Acidimicrobiia Target 8 53 168 82 89 88 78 89 158
IM-PD97A4 CACGTAGGGACCAAGCGTTGTCCGGATTTATTGGGCGTAAAGAGCTCGTAGGCGGTTCCGTAAGTCGGATGTGAAAACTCAGGGCTCAACCCTGAGACGCCATCTGATACTGCGGTGACTAGAGTCCGGTAGAGGAGCATGGAATTCCTGGTGTAGCGGTGGAATGCGCAGATATCAGGAGGAACACCAACGGCGAAGGCAGTGCTCTGGGCCGGTACTGACGCTGAGGAGCGAAAGCATGGGGAGCAAACAGGBacteria Actinobacteriota Acidimicrobiia Acidimicrobiales Target 3 23 40 26 - - - - -
IM-8P97YK CACGTAGGCACCAAGCGTTATCCGGATTTATTGGGCGTAAAGAGCTCGTAGGCGGCTCGGTAAGTCGGGTGTGAAAACTCTGGGCTCAACCCAGAGAGGCCACCCGATACTGCCGTGGCTAGAGTACGGTAGGGGAGCGGGGAATTCCTGGTGTAGCGGTGAAATGCGCAGATATCAGGAGGAACACCAGCGGCGAAGGCGCCGCTCTGGGCCGTTACTGACGCTGAGGAGCGAAAGCATGGGTAGCAAACAGGBacteria Actinobacteriota Acidimicrobiia Acidimicrobiales Ilumatobacteraceae Target 8 33 32 36 26 32 27 45 49
IM-O56WL8 CACGTAGGCACCAAGCGTTATCCGGATTTATTGGGCGTAAAGAGCTCGTAGGCGGTTCAGTCAGTCGGGTGTGAAAACTTGAGGCTTAACCTCAAGAGGTCACTCGATACTACTGTGACTAGAGTGCGGTAGGGGAGCGGGGAATTCCTGGTGTAGCGGTGAAATGCGCAGATATCAGGAGGAACACCAGTGGCGAAGGCGCCGCTCTGGGCCGTAACTGACGCTGAGGAGCGAAAGCATGGGTAGCAAACAGGBacteria Actinobacteriota Acidimicrobiia Acidimicrobiales Ilumatobacteraceae Ilumatobacter Ilumatobacter nonamiensis Not found Target 8 40 104 56 38 38 42 47 80
IM-H116QP CACGTAGGGGGCGAGCGTTGTCCGGAATTATTGGGCGTAAAGAGCTCGTAGGCGGTCTGGTAAGTCGAATGTGAAAACTCAGGGCTTAACCCTGAGAGGCCATCCGATACTGCCATGACTTGAGTCCGGTAGAGGAGTGTGGAATTTCTGGTGTAGCGGTGAAATGCGCAGATATCAGAAGGAACACCAACGGCGAAGGCAGCACTCTGGGCCGGTACTGACGCTGAGGAGCGAAAGCGTGGGGAGCAAACAGGBacteria Actinobacteriota Acidimicrobiia Acidimicrobiales Microtrichaceae Target 1 - 29 - - - - - -
IM-RB438F TACGTAGGGAGCAAACGTTGTCCGGATTTATTGGGCGTAAAGGGCTCGTAGGCGGTTCAACAAGTCGATCGTGAAAGCCCGGGGCTCAACCCCGGGAGGCCGGTCGAAACTGTTGTGACTAGAGTTCGGTAGAGGTGAGTGGAATTCTCGGTGTAGCGGTGGAATGCGCAGATATCGAGAGGAACACCATTAGCGAAGGCGGCTCACTGGGCCGATACTGACGCTGAGGAGCGAAAGCGTGGGGAGCAAACAGGBacteria Actinobacteriota Actinomycetia Target 8 511 634 635 525 625 895 730 1107
IM-HG948U TACGGAGGGAGCGAGCGTTGTTCGGAATCACTGGGCGTAAAGGGCGCGTAGGCGGCCGAGTAAGTCGTGTGTGAAAGACCGGGGCTCAACTCCGTGTACTGCATGCGATACTGCCCGGCTAGAGAAAGGTAGAGGCGAGTGGAATTCCCGGTGTAGCGGTGGAATGCGTAGATATCGGGAAGAACACCTGTGGCGAAGGCGGCTCGCTGGGCCTTTTCTGACGCTGAAGTGCGAAAGCGTGGGGAGCAAACAGGBacteria 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.8 77 113 99 176 189 150 258 251
IM-IT69K8 TACGTAGGGTCCGAGCGTTATCCGGAATCATTGGGCGTAAAGAGCTCGTAGGCGGTTCAGCAAGTCGGCTGTGAAAGTTCGAGGCTCAACCTCGAAATTGCAGTCGATACTGTTGTGACTTGAATTCGGTAGAGGAGAATGGAATTCCCGGTGTAGCGGTGAAATGCGCAGATATCGGGAGGAACACCAGTTGCGAAGGCGGTTCTCTGGGCCGATATTGACGCTGAGGAGCGAAAGCGTGGGGAGCAAACAGGBacteria Actinobacteriota Actinomycetia Target 8 86 165 104 81 115 171 160 191
IM-9O40TY TACGTAGGGGCCAAACGTTGTCCGGATTTATTGGGCGTAAAGGGCTCGTAGGCGGTTCAACAAGTCGGTCGTGAAAGCCCGGGGCTCAACTCCGGGACGCCGGTCGATACTGTTGTGACTAGAGTTCGGTAGAGGTGAGTGGAATTCTCAGTGTAGCGGTGGAATGCGCAGATATTGAGAGGAACACCATTAGCGAAGGCGGCTCACTGGGCCGATACTGACGCTGAGGAGCGAAAGCGTGGGGAGCAAACAGGBacteria Actinobacteriota Actinomycetia Target 8 83 153 160 115 126 148 153 175
IM-V69UI4 TACGGAGGGAGCTAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGTCGGGTAAGTCGAGTGTGAAATTCCGGGGCTCAACCCCGCGAACTGCATTCGATACTGCTCGACTAGAGAGAGGTAGGGGCGAGTGGAATTCCCGGTGTAGCGGTGGAATGCGTAGATATCGGGAAGAACACCGGTGGCGAAGGCGGCTCGCTGGGCCTTTTCTGACGCTGAAGCGCGAAAGCGTGGGGAGCAAACAGGBacteria Actinobacteriota Actinomycetia Target 8 275 276 340 459 548 581 693 701
IM-5EZ4U0 TACGTAGGGAGCAAACGTTGTCCGGATTTATTGGGCGTAAAGGGCTCGTAGGCGGTTCAACAAGTTGGTCGTGAAAGTCTGGGGCTCAACCCCAGGAAGCCGATCAAAACTGTTGTGACTAGAGTTCGGTAGAGGTGAGTGGAATTCTCGGTGTAGCGGTGGAATGCGCAGATATCGAGAGGAACACCATTAGCGAAGGCGGCTCACTGGGCCGATACTGACGCTGAGGAGCGAAAGCGTGGGGAGCAAACAGGBacteria Actinobacteriota Actinomycetia Target 8 154 148 218 172 183 245 222 312
IM-O9B5P9 TACGGGGGGAGCAAGCGTTGTTCGGAATCACTGGGCGTAAAGGGCGCGTAGGCGGCCGAGTAAGTCGCGTGTGAAAGGCCGGGGCTCAACCCCGTGTACTGCATGCGATACTGCATGGCTTGAGAAAGGTAGAGGTGAGCGGAATTCCCGGTGTAGCGGTGGAATGCGTAGATATCGGGAAGAACACCAGTGGCGAAGGCGGCTCGCTGGGCCTTTTCTGACGCTGAAGCGCGAAAGCGTGGGGAGCAAACAGGBacteria 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.8 47 68 45 48 32 23 27 27
IM-73B1EN CACGTAGGGGGCGAACGTTGTCCGGATTTATTGGGCGTAAAGGGCTCGTAGGCGGTTTAGTAAGTCGGTCGTGAAAGCCCGGGGCTCAACCCCGGGACGCCGGTCGAAACTGCTATGACTAGGGTCCGGTAGAGGTGAGTGGAATTCTCGGTGTAGCGGTGAAATGCGCAGATATCGAGAGGAACACCAGTAGCGAAGGCGGCTCACTGGGCCGGTACCGACGCTGAGGAGCGAAAGCGTGGGGAGCAAACAGGBacteria Actinobacteriota Actinomycetia Target 8 66 94 43 48 51 44 70 56
IM-X313HD TACGTAGGGCGCAAGCGTTGTCCGGATTTATTGGGCGTAAAGGGCTCGTAGGCGGTTTGTCACGTCGGATGTGAAAACTCGGAGCTTAACTCCGGGCCTGCATTCGATACGGGCAGACTAGAGTTCGGTAGGGGAGACTGGAACTCCTGGTGTAGCGGTGGAATGCGCAGATATCAGGAAGAACACCGATGGCGAAGGCAGGTCTCTGGGCCGACACTGACGCTGAGGAGCGAAAGCGTGGGGAGCAAACAGGBacteria Actinobacteriota Actinomycetia Target 7 - 61 28 27 20 35 32 55
IM-57JG4R TACGTAGGGGCCAAACGTTGTCCGGAATTATTGGGCGTAAAGAGCTCGTAGGCGGCTTGACAAGTCGGACGTGAAAACCCGGGGCTCAACCCCGGGACGCCGTTCGAAACTGTCATGGCTAGGGTCCGGTAGAGGTGAGTGGAATTCTAGGTGTAGCGGTGAAATGCGCAGATATCTAGAGGAACACCAGTAGCGAAGGCGGCTCACTGGGCCGGTACCGACGCTGAGGAGCGAAAGCATGGGGAGCAAACAGGBacteria Actinobacteriota Actinomycetia Target 8 92 99 100 87 81 55 67 70
IM-N7C2U1 TACGGAGGGAGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGCTGGATCAGTCGCGTGTGAAAGGCCGGGGCTCAACCCCGAGCACTGCACGTGATACTGTCTGGCTAGAGAGAGGTAGAGGCGAGCGGAATTCCCGGTGTAGCGGTGGAATGCGTAGATATCGGGAAGAACACCTGTGGCGAAGGCGGCTCGCTGGGCCTTTTCTGACGCTGAAGCGCGAAAGCGTGGGGAGCAAACAGGBacteria 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.6 - - 23 34 30 29 36 43
IM-KJ70W8 TACGGAGGGAGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGTCGCGTAAGTCGGATGTGAAATTCCGGGGCTCAACCCCGTGAACTGCACCCGATACTGCGTGACTAGAGAGAGGTAGGGGCAAGTGGAATTCCCGGTGTAGCGGTGGAATGCGTAGATATCGGGAAGAACACCCGTGGCGAAGGCGGCTTGCTGGACCTTTTCTGACGCTGAAGCGCGAAAGCGTGGGGAGCAAACAGGBacteria Actinobacteriota Actinomycetia Target 8 34 46 48 57 67 67 74 79
IM-IH94S6 TACGTAGGGGCCAAACGTTATCCGGATTTATTGGGCGTAAAGGGCTCGTAGGCGGTTCAACAAGTCGACCGTGAAAACTCGGGGCTCAACCCCGAGACGCCGGTCGAAACTGTTGTGACTAGGGTCCGGTAGAGGTGAGTGGAATTCTCGGTGTAGCGGTGGAATGCGCAGATATCGAGAGGAACACCAGTTGCGAAGGCGGCTCACTGGACCGGTACCGACGCTAAGGAGCGAAAGCGTGGGGAGCAAACAGGBacteria Actinobacteriota Actinomycetia Target 8 35 58 35 40 48 36 26 25
IM-0UWQP4 TACGTAGGGTGCAAGCGTTATCCGGAATCATTGGGCGTAAAGAGCTCGTAGGCGGTTCAGCAAGTCGGCTGTGAAATTCCGAGGCTCAACCTCGGAACTGCAGTCGATACTGCTGTGACTCGAGTCCGGTAGAGGAGAATGGAATTCCCGGTGTAGCGGTGAAATGCGCAGATATCGGGAGGAACACCAGTAGCGAAGGCGGTTCTCTGGGCCGGCACTGACGCTGAGGAGCGAAAGCGTGGGTAGCAAACAGGBacteria Actinobacteriota Actinomycetia Target 5 - 26 - - 22 28 35 22
IM-IL55S0 TACGGGGGGAGCGAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGCCGAGTAAGTCGCGTGTGAAAGGCCGGGGCTCAACCCCGAGCACTGCACGCGATACTGCACGGCTAGAGAAAGGTAGAGGCGAGCGGAATTCCCGGTGTAGCGGTGGAATGCGTAGATATCGGGAAGAACACCTGTGGCGAAGGCGGCTCGCTGGGCCTTTTCTGACGCTGAAGCGCGAAAGCGTGGGGAGCAAACAGGBacteria Actinobacteriota Actinomycetia Target 1 - - - - - - - 24
IM-S37A7Z TACGTAGGGTGCAAGCGTTGTCCGGAATTACTGGGCGTAAAGAGCTCGTAGGTGGTTTGTCGCGTTGTTCGTGAAAACCTGAGGCTTAACCTTGGGCGTGCGGGCGATACGGGCAGACTGGAGTACTGCAGGGGAGACTGGAATTCCTGGTGTAGCGGTGGAATGCGCAGATATCAGGAGGAACACCGGTGGCGAAGGCGGGTCTCTGGGCAGTAACTGACGCTGAGGAGCGAAAGCGTGGGGAGCGAACAGGBacteria Actinobacteriota Actinomycetia Mycobacteriales Mycobacteriaceae Target 4 - 23 - - 29 35 - 42
IM-7U9NT4 TACGGAGGGTGCAAGCGTTATCCGGAATTACTGGGTTTAAAGGGTGCGTAGGCGGCGACGTAAGTCAGAAGTGAAAGTTGGCAGCTTAACTGCAAAATTGCTTTTGATACTGTGTTGCTTGAATCACGTTGAGGCTGGCGGAATGTGGCATGTAGCGGTGAAATGCTTAGATATGCCATAGAACACCAATTGCGAAGGCAGCTGGCTAGACGTGTATTGACGCTGAGGCACGAAAGCGTGGGGAGCGAACAGGBacteria Bacteroidota Target 8 53 41 49 63 31 80 46 32
IM-JA4D81 TACGTAGGGAGCAAGCGTTGTCCGGATTTACTGGGTGTAAAGGGCGCGCAGGCGGGTCAATAAGTCAGAGGTGAAATCCTACAGCTCAACTGTAGAACTGCCTTTGATACTGCTGATCTTGAGTATGGAAGAGAGAGACGGAATTCCAGGTGTAGTGGTGAAATACGTAGATATCTGGAAGAACACCAGTTGCGAAGGCGGTCTCTTGGTCCAATACTGACGCTGAGGCGCGAAAGCGTGGGTAGCAAACAGGBacteria Bacteroidota Target 8 48 44 47 37 40 44 67 41
IM-9B799T CACGTAAGGTGCGAGCGTTGTTCGGAATTATTGGGCGTAAAGGGCTCGTAGGTGGCCTGCCAAGTCTCACGTGAAAGACCAGGGCTCAACCCTGGGGACGCGAGAGAAACTGGCAAGCTGGAATCTTGGAGGGGGTACTGGAATTCCTGGTGTAGGGGTGAAATCTGTTGATATCAGGAAGAACACCGGAGGCGAAGGCGAGTACCTGGCCAAAGATTGACGCTGATGAGCGAAAGCGTAGGGAGCGAACAGGBacteria Bacteroidota Target 4 26 22 26 23 - - - -
IM-81X6SO TACGGAGGGTGCAAGCGTTGTCCGGAATCACTGGGTGTAAAGGGTGTGTAGGCGGGATTGTAAGTCAGAGGTGAAATCCTACAGCTCAACTGTAGAACTGCCTTTGATACTGCAATTCTTGAGTTTCGGAGAGGTCATTAGAATTCGTGGTGTAGCGGTGAAATGCGTAGATATCACGAGGAATACCAGAGGCGTAGGCGGATGACTGGACGAATACTGACGCTGAGGCACGAAAGCGTGGGGAGCAAACAGGBacteria Bacteroidota Bacteroidia Target 2 23 - - 22 - - - -
IM-0IZU92 TACGGAGGATCCAAGCGTTATCCGGAATCATTGGGTTTAAAGGGTCCGTAGGTGGATAATTAAGTCAGAGGTGAAATCCTGCAGCTCAACTGTAGAATTGCCTTTGAAACTGGTTATCTTGAGTCATTATGAAGTGGTTAGAATGTGTAGTGTAGCGGTGAAATGCATAGATATTACACAGAATACCGATTGCGAAGGCAGATCACTAATAATGTACTGACACTGATGGACGAAAGCGTGGGTAGCGAACAGGBacteria Bacteroidota Bacteroidia Target 2 33 23 - - - - - -
IM-JY8Z25 TACGGAGGATGCAAGCGTTATCCGGATTTATTGGGTTTAAAGGGTACGTAGGCGGAAAATTAAGTCAGTAGTGAAATCCTGCAGCTTAACTGTAGAACTGTTATTGATACTGGTTTTCTTGAATATAGTTGAGGTAGGCGGAATGTGTAATGTAGCGGTGAAATGCTTAGATATTACACAGAACACCGATTGCGAAGGCAGCTTACTAAGCTATGATTGACGCTGAGGTACGAAAGCGTGGGGAGCGAACAGGBacteria Bacteroidota Bacteroidia Bacteroidales Target 8 273 271 181 306 357 291 342 226
IM-UIU138 TACGGAGGATGCAAGCGTTATCCGGATTCATTGGGTTTAAAGGGTGCGCAGGCGGGGCAATAAGTCAGTGGTGAAATCCTGCGGCTTAACCGTAGAACTGCCATTGATACTGTTGCCCTTGAGTATAGTTGAGGTGGGCGGAATATGTAATGTAGCGGTGAAATGCATAGATATTACATAGAACACCAATTGCGAAGGCAGCTCACTAAGCTATCACTGACGCTGAGGCACGAAAGCGTGGGGAGCGAACAGGBacteria Bacteroidota Bacteroidia Bacteroidales Target 8 110 92 66 101 138 111 187 88
IM-Z04XM6 TACGGAGGGTGCAAGCGTTATCCGGATTTATTGGGTTTAAAGGGTGCGTAGGCGGTCGTTTAAGTCAGGGGTGAAAGTCTGCGGCTCAACCGTAGAATTGCCTTTGATACTGAATGACTTGAGTGCAGTAGAGGTAGGCGGAATGTGTAATGTAGCGGTGAAATGCATAGATATTACACAGAACACCGATTGCGAAGGCAGCTTACTAGACTGTAACTGACGCTGAGGCACGAAAGCGTGGGTAGCGAACAGGBacteria Bacteroidota Bacteroidia Bacteroidales Target 1 - - - 28 - - - -
IM-R1Y0X2 TACGGAGGGTCCAAGCGTTGTCCGGATTTATTGGGTGTAAAGGGTGTGTAGGCGGGCTTGTAAGTCAGAGGTGAAATCCCACGGCTCAACCGTGGAACTGCCTTTGATACTGCAGGTCTTGAGTCCTGGAGAGGTTGTTAGAATTCGTGGTGTAGCGGTGAAATGCGTAGATATCACGAGGAATACCGGTTACGAAGGTTGACAGCTGGACAGGTACTGACGCTGAGGCACGAAAGCGTGGGGAGCAAACAGGBacteria Bacteroidota Bacteroidia Bacteroidales Target There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.8 51 70 42 63 52 57 65 39
IM-2Y6F4P TACGGAGGATGCAAGCGTTATCCGGATTTATTGGGTTTAAAGGGTGCGTAGGCGGGCTAATAAGTCAGTGGTGAAATCTTCCGGCTCAACCGGGAAACTGCCATTGATACTGTTAGTCTTGAGTTAGGTTGAGGTAGGCGGAATGTGTAATGTAGCGGTGAAATGCTTAGATATTACACAGAACACCAATTGCGTAGGCAGCTTACTGGACCTACACTGACGCTGAGGCACGAAAGCGTGGGGAGCGAACAGGBacteria Bacteroidota Bacteroidia Bacteroidales Marinilabiliaceae Target 7 43 35 - 22 39 26 51 32
IM-089LAM TACGGAGGGTGCAAGCGTTATCCGGAATTACTGGGTTTAAAGGGTGCGTAGGCGGCTTTGTAAGTCAGGAGTGAAAGTTTGCGGCTCAACCGTAAAATTGCTTTTGATACTGCATCGCTAGAATTAGGATGAGGTTAGCGGAATGTGGCATGTAGCGGTGAAATGCATAGATATGCCATAGAACACCAATTGCGAAGGCAGCTGGCTAGACCTATATTGACGCTGAGGCACGAAAGCGTGGGGAGCGAACAGGBacteria Bacteroidota Bacteroidia Chitinophagales Saprospiraceae Target 4 30 - 19 23 - 24 - -
IM-8E02HU TACGGAGGGTGCAAGCGTTATCCGGAATCACTGGGTTTAAAGGGTGCGTAGGCGGGTAGATAAGTCAGAGGTGAAAGCCCGCAGCTTAACTGTGGAATTGCCTTTGATACTGTTTATCTTGAATGAGGTTGAGGTTAGCGGAATGTGACATGTAGCGGTGAAATGCATAGATATGTCATAGAACACCAATTGCGTAGGCAGCTAACTAGGCCTTTATTGACGCTGAGGCACGAAAGCATGGGGAGCGAACAGGBacteria Bacteroidota Bacteroidia Chitinophagales Saprospiraceae Target 1 19 - - - - - - -
IM-0CY31C TACGGAGGGTGCAAGCGTTGTCCGGATTTATTGGGTTTAAAGGGTGCGTAGGCGGATTATTAAGTCAGTGGTGAAAGTTTGCGGCTCAACCGTAAAAGTGCCATTGATACTGGTAGTCTTGAGTACAGTAGAGGTAGGCGGAATTTATGGTGTAGCGGTGAAATGCATAGATACCATAAAGAACACCGATAGCGAAGGCAGCTTACTATACTGAGACTGACGCTGAGGCACGAAAGCGTGGGGAGCGAACAGGBacteria Bacteroidota Bacteroidia Cytophagales Target 8 104 108 119 185 190 177 251 142
IM-8KRI74 TACGGAGGGTGCAAGCGTTGTCCGGATTTATTGGGTTTAAAGGGTGCGTAGGCGGCCTATTAAGTCAGTGGTGAAAGGTATCAGCTTAACTGATGACGTGCCATTGAAACTGAAAGGCTTGAGTACAGACGAGGTAGGCGGAATTTATGGTGTAGCGGTGAAATGCATAGATACCATAAAGAACACCAATTGCGAAGGCAGCTTACTAGACTGAGACTGACGCTGAGGCACGAAAGCGTGGGGAGCGAACAGGBacteria Bacteroidota Bacteroidia Cytophagales Target 8 100 101 161 148 107 163 151 134
IM-8S5D1Q TACGGAGGGTGCAAGCGTTGTCCGGATTTATTGGGTTTAAAGGGTGCGTAGGTGGCGTGTTAAGTCAGTGGTGAAAGCCTGCAGCTCAACTGTAGAGGTGCCATTGATACTGACATGCTTGAGTATGGACGAGGTAGGCGGAATTTGTGGTGTAGCGGTGAAATGCATAGATACCACAAAGAACACCGATAGCGAAGGCAGCTTACTGGACCATAACTGACACTGAGGCACGAAAGCGTGGGGAGCGAACAGGBacteria Bacteroidota Bacteroidia Cytophagales Target 7 58 63 35 32 - 30 29 25
IM-A9B8M6 TACGGAGGGTGCAAGCGTTGTCCGGATTTATTGGGTTTAAAGGGTGCGTAGGCGGTCCGTTAAGTCAGTGGTGAAATCCAGCAGCTCAACTGCTGAACTGCCATTGATACTGGCGGACTTGAGTACAGACGAGGTAGGCGGAATTTATGGTGTAGCGGTGAAATGCATAGATACCATAAAGAACACCGATAGCGAAGGCAGCTTACTAGACTGTAACTGACGCTCAGGCACGAAAGCGTGGGGAGCGAACAGGBacteria Bacteroidota Bacteroidia Cytophagales Target 7 58 59 69 76 31 38 43 -
IM-FG79T3 TACGGAGGGTGCAAGCGTTGTCCGGATTTATTGGGTTTAAAGGGTGCGTAGGCGGCCTTATAAGTCAGTGGTGAAAGTCTTCGGCTCAACCGGAGGACTGCCATTGAAACTGTAAGGCTTGAGTACAGTAGAGGTAGGCGGAATTTATGATGTAGCGGTGAAATGCATAGATATCATAAAGAACACCGATAGCGAAGGCAGCTTACTATGCTGTTACAGACGCTGAGGCACGAAAGCGTGGGGAGCGAACAGGBacteria Bacteroidota Bacteroidia Cytophagales Target 2 31 24 - - - - - -
IM-ZT39H7 TACGGAGGGTGCAAGCGTTGTCCGGATTTATTGGGTTTAAAGGGTGCGTAGGCGGCGTAATAAGTCAGTGGTGAAAGCCGGCAGCTCAACTGTCGAGGTGCCATTGAAACTGTTATGCTTGAGTACAGACGAGGTAGGCGGAATTTATGATGTAGCGGTGAAATGCATAGATATCATAAAGAACACCGATAGCGAAGGCAGCTTACTAGGCTGTAACTGACGCTGAGGCACGAAAGCGTGGGGAGCGAACAGGBacteria Bacteroidota Bacteroidia Cytophagales Target 2 21 28 - - - - - -
IM-7A3CST TACGGAGGGTGCAAGCGTTGTCCGGATTTATTGGGTTTAAAGGGTGCGTAGGTGGTTTTTTAAGTCAGTGGTGAAAGCCTACAGCTCAACTGTAGAGGTGCCATTGAAACTGGAGAACTTGAGTATGGACGAGGTAGGCGGAATTTGTGGTGTAGCGGTGAAATGCATAGATACCACAAAGAACACCAATAGCGAAGGCAGCTTACTGGACCATAACTGACACTGAGGCACGAAAGCGTGGGGAGCGAACAGGBacteria Bacteroidota Bacteroidia Cytophagales Target 3 32 41 22 - - - - -
IM-7O8UP2 TACGGAGGGTGCAAGCGTTGTCCGGATTTATTGGGTTTAAAGGGTGCGTAGGCGGACAATTAAGTCAGTGGTGAAATACTTCGGCTCAACCGGAGAGGTGCCATTGATACTGGTTGTCTAGAGTACAGACGAGGTAGGCGGAATTTATGGTGTAGCGGTGAAATGCATAGATACCATAAAGAACACCGATAGCGAAGGCAGCTTACTAGACTGTAACTGACGCTGAGGCACGAAAGCGTGGGTAGCGAACAGGBacteria Bacteroidota Bacteroidia Cytophagales Cyclobacteriaceae Fulvivirga Target 1 26 - - - - - - -
IM-6C7QH1 TACGGAGGGTCCAAGCGTTATCCGGATTTATTGGGTTTAAAGGGTTCGTAGGCGGGATATTAAGTCAGTGGTGAAATCCTACAGCTTAACTGTAGAACTGCCATTGATACTGATATTCTTGAATTCACCTGAAGTAGGCGGAACATGACATGTAGCGGTGAAATGCTTAGATATGTCATAGAACACCGATTGCGAAGGCAGCTTACTAAAGTGATATTGACGCTAAGGAACGAAAGCGTGGGGAGCGAACAGGBacteria Bacteroidota Bacteroidia Cytophagales Cytophagaceae 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-598GJS TACGGAGGGTCCAAGCGTTATCCGGAATCATTGGGTTTAAAGGGTCCGTAGGCGGGCAATTAAGTCAGAGGTGAAATCCCACAGCTCAACTGTGGAACTGCCTTTGATACTGGTTGTCTTGAGTTACAGTGAAGTAGATAGAATATGTAGTGTAGCGGTGAAATGCATAGATATTACATAGAATACCGATTGCGAAGGCAGTCTACTAACTGTATACTGACGCTAATGGACGAAAGCGTGGGGAGCGAACAGGBacteria Bacteroidota Bacteroidia Flavobacteriales Flavobacteriaceae Target 8 186 164 321 322 241 318 321 253
IM-72SEM7 TACGGAGGGTCCGAGCGTTATCCGGAATTATTGGGTTTAAAGGGTCCGCAGGCGGGCAATTAAGTCAGGGGTGAAATGGTACGGCTCAACCGTAGCACTGCCCTTGATACTGGTTGTCTTGAGTCATAGTGAAGTGGCCGGAATATGTAGTGTAGCGGTGAAATGCATAGATATTACATAGAACACCGATTGCGAAGGCAGGTCACTAACTATCGACTGACGCTGATGGACGAAAGCGTGGGGAGCGAACGGGBacteria Bacteroidota Bacteroidia Flavobacteriales Flavobacteriaceae Target 8 66 48 97 96 61 87 88 76
IM-Y33P2L TACGGAGGGTCCGAGCGTTATCCGGAATTATTGGGTTTAAAGGGTCCGCAGGCGGGCAATTAAGTCAGGGGTGAAATGGTGCGGCTCAACCGTAGCACTGCCCTTGATACTGGTTGTCTTGAGTCATGGTGAAGTTGCCGGAATATGTAGTGTAGCGGTGAAATGCATAGATATTACATAGAACACCGATTGCGAAGGCAGGTGACTAACCATGTACTGACGCTGATGGACGAAAGCGTGGGGAGCGAACAGGBacteria Bacteroidota Bacteroidia Flavobacteriales Flavobacteriaceae Target 2 21 24 - - - - - -
IM-UUA556 TACGGAGGGTCCAAGCGTTATCCGGAATCATTGGGTTTAAAGGGTCCGTAGGCGGACTATTAAGTCAGAGGTGAAATCCCACAGCTCAACTGTGGAACTGCCTTTGATACTGGTAGTCTTGAGTTATATGGAAGTAGATAGAATGTGTAGTGTAGCGGTGAAATGCATAGATATTACACAGAATACCGATTGCGAAGGCAGTCTACTACGTATATACTGACGCTAATGGACGAAAGCGTGGGGAGCGAACAGGBacteria Bacteroidota Bacteroidia Flavobacteriales Flavobacteriaceae Target 2 19 - - - - 27 - -
IM-OS03R5 TACGGAGGATCCAAGCGTTATCCGGAATCATTGGGTTTAAAGGGTCCGTAGGTGGATAATTAAGTCAGAGGTGAAATCCTGCAGCTCAACTGTAGAATTGCCTTTGATACTGGTTATCTTGAGTTATTATGAAGTAGTTAGAATATGTAGTGTAGCGGTGAAATGCATAGATATTACATAGAATACCAATTGCGAAGGCAGATTACTAATAATCAACTGACACTGATGGACGAAAGCGTGGGGAGCGAACAGGBacteria Bacteroidota Bacteroidia Flavobacteriales Flavobacteriaceae Target 2 24 - 24 - - - - -
IM-16ZWI4 TACGGAGGGTGCAAGCGTTATCCGGAATCATTGGGTTTAAAGGGTCCGTAGGCGGACTAATAAGTCAGGGGTGAAATACCACAGCTCAACTGTGGAACTGCCTTTGATACTGTTAGTCTTGAATTATATGGAAGTAGATAGAATGTGTAGTGTAGCGGTGAAATGCTTAGAGATTACACAGAATACCGATTGCGAAGGCAGTCTACTACGTATATATTGACGCTAATGGACGAAAGCGTGGGGAGCGAACAGGBacteria Bacteroidota Bacteroidia Flavobacteriales Flavobacteriaceae Lutibacter Target 4 - 27 19 31 - 99 - -
IM-4J5MH9 TACGTAGGGGGCAAGCGTTGTCCGGATTTACTGGGTATAAAGGGAGCGCAGGCGGACCTGTCAGTCAGGGGTGAAATCCTACAGCTTAACTGTAGAACTGCCTTTGATACTGCAGGTCTTGAGATCGGAAGAGAGAGACGGAATTCCAGGTGTAGTGGTGAAATACGTAGATATCTGGAAGAACACCGATGGCGAAGGCAGTCTCTTGGTCCGCATCTGACGCTGAGGCTCGAAAGCGTGGGGAGCAAACAGGBacteria Bacteroidota Ignavibacteria Ignavibacteriales Melioribacteraceae Target 1 18 - - - - - - -
IM-8WGT08 AACGTAGGAGGCGAGCGTTATCCGGATTTACTGGGCGTAAAGCGCGTGCAGGCGGTTTCTTAAGTCGGACGTGAAAGCTCCTGGCTCAACTGGGAGAGGTCGTTCGAAACTAGGGAACTTGAGGATGGTAGAGGAGAGTGGAATTCCCGGTGTAGTGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCTCTCTGGGCTATTCCTGACGCTAAGACGCGAAAGCTAGGGGAGAGAACGGGBacteria Chloroflexota Anaerolineae Target 8 41 67 20 36 66 45 49 36
IM-43EATR AACGTAGGAGGCGAGCGTTATCCGGATTTACTGGGCGTAAAGCGCGTGCAGGCGGCTTTCTAAGTCGGACGTGAAAGCTCCCGGCTCAACTGGGAGAGGTCGTTCGAAACTAGGAGGCTTGAGGGTGGTAGAGGAGAGTGGAATTCCCGGTGTAGTGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCTCTCTGGGCCACTCCTGACGCTAAGACGCGAAAGCTAGGGGAGAGAACGGGBacteria Chloroflexota Anaerolineae Target 5 23 45 - - 22 29 25 -
IM-X0S51W CACGTAGGATCCGAGCGTTATCCGAATTTACTGGGCGTAAAGCGCGTGTAGGCGGTCAGGTAAGTTGGACGTGAAATCTCCTGGCTCAACTAGGAGAGGTCGTTCAAAACTGCCGGACTAGAGGGCGACAGAGGGAGGTGGAATTCCCGGTGTAGTGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCCTCCTGGGTCGCACCTGACGCTCAGACGCGAAAGCTAGGGGAGCAAACGGGBacteria Chloroflexota Anaerolineae Anaerolineales Anaerolineaceae Target 8 90 232 97 102 144 102 196 231
IM-LB11W2 AACGTAGGATCCGAGCGTTATCCGAATTCACTGGGCGTAAAGCGCGTGTAGGCGGTTCGGTAAGTTGGATGTGAAAGCTCCCGGCTCAACTGGGAGAGGACGTTCAAAACTGTTGGACTAGAGGGCGGAAGAGGGAGGTGGAATTCCCGGTGTAGTGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCCTCCTGGGCCGCACCTGACGCTCAGACGCGAAAGCTAGGGTAGCAAACGGGBacteria Chloroflexota Anaerolineae Anaerolineales Anaerolineaceae Target 8 149 271 97 121 215 225 308 266
IM-S40I8N CACGTAGGATCCGAGCGTTATCCGAATTTACTGGGCGTAAAGCGCGTGTAGGCGGCTGGGTAAGTTGGACGTGAAAGCTCCTGGCTCAACTGGGAGAGGTCGTTCAAAACTGCCTGGCTAGAGGGCGACAGAGGGAGGTGGAATTCCCGGTGTAGTGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCCTCCTGGGTCGCCCCTGACGCTCAGACGCGAAAGCTAGGGGAGCAAACGGGBacteria Chloroflexota Anaerolineae Anaerolineales Anaerolineaceae Target 8 147 391 123 153 220 214 349 246
IM-90A6EZ TACGTAGGAGGCGAGCGTTATCCGGATTTATTGGGCGTAAAGCGCGTGCAGGTGGTTTGGTAAGTTGGGTATGAAATCTCCTGGCTTAACTAGGAGAGGTTGCTCAAAACTACCAGACTAGAGGACGATAGAGGAAGGTGGAATTCCCGGTGTAGTAGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCCTTCTGGGTCGTTCCTGACACTAAGACGCGAAAGCATGGGTAGCAAACGGGBacteria Chloroflexota Anaerolineae Anaerolineales Anaerolineaceae Target 8 91 160 63 145 305 228 237 227
IM-2U2H1B AACGTAGGAGGCAAGCGTTATCCGGATTTACTGGGCGTAAAGCGTGTGTAGGCGGTATGGTAAGTCGGACGTGAAAGCTCCTGGCTCAACTGGGAGAGGCCGTTCGAAACTTCCAAACTTGAGGGCAGTAGAGGGAGGTGGAATTCCGGGTGTAGCGGTGAAATGCGTAGATATCCGGAGGAACACCAGTGGCGAAGGCGGCCTCCTGGACTGTCCCTGACGCTCAGACACGAAAGCTAGGGGAGCAAACGGGBacteria 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.8 37 82 26 44 75 67 134 91
IM-EWD208 AACGTAGGAATCGAGCGTTATCCGAATTTACTGGGCGTAAAGCGCGTGTAGGCGGTTTGGTAAGTTGGATGTGAAAGCTCCCGGCTCAACTGGGAGAGGACGTTCAATACTGTCAGACTAGAGGACGGCAGAGGGAGGTGGAATTCCCGGTGTAGTGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCCTCCTGGGCCGTGCCTGACGCTAAGACGCGAAAGCTAGGGTAGCAAACGGGBacteria Chloroflexota Anaerolineae Anaerolineales Anaerolineaceae Target 8 78 79 31 45 66 84 75 66
IM-4B00FE CACGTAGGAGGCAAGCGTTATCCGGATTTACTGGGCGTAAAGCGCGTGCAGGCGGTTTGGTAAGTTGGATGTGAAAGCTCCTGGCTTAACTGGGAGAGGTCGTTCAATACTGCCAAACTAGAGGACGGTAGAGGAAGGTAGAATTCCTGGTGTAGTGGTGAAATGCGTAGATATCAGGAGGAATACCAGAGGCGAAGGCGGCCTTCTGGGCCGTTCCTGACGCTAAGACGCGAAAGCATGGGTAGCAAACGGGBacteria Chloroflexota Anaerolineae Anaerolineales Anaerolineaceae Target 7 35 42 - 29 28 31 48 39
IM-CGW872 AACGTAGGAGGCGAGCGTTATCCGGATTTACTGGGCGTAAAGCGCGTGCAGGCGGTTTGGCAAGTCGGACGTTAAAGCTCCTGGCTCAACTGGGAGAGGCCGTTCGATACTTTCAGACTAGAGGGCAGCAGAGGGAGGTGGAATTCAGGGTGTAGCGGTGAAATGCGTAGATATCCTGAGGAACACCAGTGGCGAAGGCGGCCTCCTGGACTGTCCCTGACGCTAAGACGCGAAAGCTAGGGTAGCAAACGGGBacteria 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 - 26 - - 25 - 29 -
IM-WG47Y2 AACGTAGGATCCAAGCGTTATCCGAATTTACTGGGCGTAAAGCGCGTGTAGGCGGTGTGGTAAGTTGGATGTGAAATCTCCCGGCTCAACTGGGAGAGGTCATTCAAGACTGCCGCACTAGAGGACGGTAGAGGGAGGTGGAATTCCCGGTGTAGTGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCCTCCTGGGCCGTTCCTGACGCTCAGACGCGAAAGCTAGGGTAGCAAACGGGBacteria Chloroflexota Anaerolineae Anaerolineales Anaerolineaceae Target 5 32 50 - 22 25 - 31 -
IM-48N8AX AACGTAGGATCCGAGCGTTATCCGAATTTACTGGGCGTAAAGCGCGTGTAGGCGGCTCGATAAGTTGGATGTGAAAACTCCTGGCTCAACTGGGAGAGGTCGTTCAAGACTGTCGGGCTAGAGGGCGGCAGAGGGAGGTGGAATTCCCGGTGTAGTGGTGAAATGCGTAGATATCGGGAGGAACACCAGAGGCGAAGGCGGCCTCCTGGGCCGCGCCTGACGCTAAGACGCGAAAGCTAGGGTAGCAAACGGGBacteria Chloroflexota Anaerolineae Anaerolineales Anaerolineaceae Target 1 - - - - - - 26 -
IM-I86YX2 CACGTAGGATTCAAGCGTTATCCGAATTTACTGGGCGTAAAGCGCGTGTAGGCGGTGCGGTAAGTTGGACGTGAAAGCTCCTGGCTCAACTGGGAGAGGTCGTTCAAAACTTCCGCACTAGAGGACGGTAGAGGGAGGTGGAATTCCCGGTGTAGTGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCCTCCTGGGCCGTTCCTGACGCTCAGACGCGAAAGCTAGGGGAGCAAACGGGBacteria Chloroflexota Anaerolineae Anaerolineales Anaerolineaceae Target 7 27 26 - 21 34 23 39 33
IM-V6U96D TACGTAGGTGGCAAGCGTTGTCCGGATTTACTGGGCGTAAAGGGCGTGCAGGCGGTCGAGTAAGTCGAATGTGAAAGCTCCCGGCTCAACTGGGAAGGGTCATTCGATACTGTTCGACTTGAAGATAGGAGAGGGAAGCGGAATTCCCGGTGTAGTGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCTTTCTGGCCTATTCTTGACGCTGAGACGCGAAAGCTAGGGGAGCGAACGGGBacteria Chloroflexota Anaerolineae Anaerolineales Anaerolineaceae Target 1 - 34 - - - - - -
IM-5I5FM4 TACGTAGGTGGCGAGCGTTATCCGGAATTACTGGGCGTAAAGGGCACGCAGGCGGCCAAGCAAGTCTGACGTGAAAGCTCCTGGCTTAACTGGGAGAGGTCGTTGGAAACTGTTTGGCTTGAGGTAATGAGAGGGGTGCGGAATTCCCGGTGTAGTGGTGGAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAAGCGGCACCCTAGCATTGACCTGACGCTCATGTGCGAAAGCGTGGGGAGCAAACGGGBacteria Chloroflexota Anaerolineae Caldilineales Caldilineaceae Target 8 21 64 44 48 52 40 62 66
IM-Y84O8O GACGTAGGAGGCGAGCGTTATCCGGAATTATTGGGCGTAAAGGGCGTGTAGGCGGCTCTTCAAGTCTTTGGTGAAATCTCCCGGCTTAACCGGGAGAGTGCCAGGGAAACTGGAGGGCTTGAGGGCAGCAGAGGGGGGTGGAATTCCCGGTGTAGTGGTGATATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCCCCCTGGGCTGTTCCTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGGBacteria Chloroflexota Dehalococcoidia Dehalococcoidales Dehalococcoidaceae 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 25 - - - - - 30 -
IM-V56S73 TACGGAGGATGCAAGCGTTATCCGGAATCATTGGGCGTAAAGCGTCCGCAGGTGGTTTCCAAAGTCTGCTGTTAAAGACTGGAGCTCAACTCCGGAACGGCGGTGGAAACTTGGAAACTAGAGTTCGGTAGGGGTAGCAGGAATTCCCAGTGTAGCGGTGAAATGCGTAGATATTGGGAAGAACATCGGTGGCGAAGGCGTGCTACTGGACCGTAACTGACACTCAGGGACGAAAGCTAGGGGAGCGAAAGGGBacteria Cyanobacteria Cyanobacteriia Target 1 - 22 - - - - - -
IM-J4J1P7 TACGGGAGTGGCAAGCGTTATCCGGAATTATTGGGCGTAAAGCGTCCGCAGGCGGCCCAACAAGTCTGCTGTTAAAAAGTGGAGCTTAACTCCATCATGGCAGTGGAAACTGTTGGGCTAGAGTGTGGTAGGGGCAGAGGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAAGAACACCAGTGGCGAAGGCGCTCTGCTGGGCCATCACTGACGCTCATGGACGAAAGCCAGGGGAGCGAAAGGGBacteria Cyanobacteria Cyanobacteriia Synechococcales Synechococcaceae Synechococcus Target 8 54 95 50 74 43 166 49 72
IM-AEY009 TACGGAGGGTGCAAGCGTTATTCGGAATCACTGGGCGTAAAGAGCGCGTAGGCGGTTTCTAAAGTCAGATGTGAAAGCCCGGGGCTCAACCCCGGAAGTGCATTTGAAACTTAGGGACTTGAGTATGGGAGAGGGAAGTGGAATTCCTGGTGTAGCGGTGAAATGCGTAGATATCAGGAGGAACACCGGTGGCGAAGGCGACTTCCTGGACCAATACTGACGCTGAGGCGCGAAGGCGTGGGGAGCAAACAGGBacteria Desulfobacterota Desulfobacteria Desulfobacterales Target 8 248 336 155 357 371 372 477 480
IM-B9NF26 TACTGAAGGTGCAAGCGTTAATCGGAATCACTGGGCGTAAAGCGCTCGTAGGTGGCTTTGTAAGTCAGATGTGAAAGCCCACGGCTCAACCGTGGAATTGCATTTGATACTGCATCGCTAGAGTATAGGAGAGGGAAGTGGAATTTCTGGTGTAGGAGTGAAATCCGTAGAGATCAGAAGGAACACCGGTGGCGAAGGCGACTTCCTGGACTATTACTGACACTGAGGAGCGAAAGCGTGGGGAGCAAACAGGBacteria Desulfobacterota Desulfovibrionia Desulfovibrionales Desulfovibrionaceae Target 1 - - - - 28 - - -
IM-H9C34V TACGTAGGGGGCGAGCGTTATCCGGAATTATTGGGCGTAAAGGGTTCGCAGGCGGTCTATTAAGTCTGATGTGAAAGCCCACGGCTTAACCGTGGAGGGTCATTGGAAACTGATAGACTTGAATACAGCAGAGGTAAGTGGAATTCCATGTGTAGCGGTGAAATGCGTAGATATATGGAGGAACACCAGTGGCGAAGGCGGCTTACTGGGCTGGAATTGACGCTGAGGAACGAAAGCGTGGGGAGCAAACAGGBacteria Firmicutes Bacilli Lactobacillales Target 7 21 45 - 22 70 70 56 43
IM-S89GV3 TACGTAGGTGGCAAGCGTTGTCCGGATTTACTGGGCGTAAAGAGTGTGTAGGCGGATAATTAAGTCAGGTGTGAAATCCCGAGGCTCAACCTCGGAGGTGCATTTGATACTGGTTGTCTAGAGTGCAGGAGAGGAGAGTGGAATTCCTAGTGTAGCGGTGAAATGCGTAGAGATTAGGAAGAACACCAGTGGCGAAGGCGACTCTCTGGACTGTAACTGACGCTGAGACACGAAAGCGTGGGGAGCGAACAGGBacteria Firmicutes Clostridia Clostridiales Clostridiaceae Target 3 - 49 - - 25 21 - -
IM-2QW05X TACGTATGTCGCAAGCGTTATCCGGAATTATTGGGCGTAAAGCGAGTCTAGGCGGCTTGTTAAGTCAGATGTGAAAATGCGGGGCTCAACTCCGTATTGCGTTTGAAACTGGCAGGCTAGAGTACTGGAGAGGTGGGCGGAACTACAAGTGTAGAGGTGAAATTCGTAGATATTTGTAGGAATGCCGATAGTGAAGACAGCTCACTGGACAGATACTGACGCTAAAGCTCGAAAGCGTGGGGAGCGAACAGGBacteria Fusobacteriota Fusobacteriia Fusobacteriales Fusobacteriaceae Target 2 - - 59 - 20 - - -
IM-0ZSF92 GACGGAGGGCGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCACGCAGGCGGTTTGCTCAGTCCTTTGTGAAAGCCCGGGGCTCAACCCCGGAATTGCATGGGATACTGGCAGACTTGAGACTGGTAGAGGCTAGCGGAATTCCTGGTGTAGCGGTGGAATGCGTAGATATCAGGAAGAACACCTGTGGCGAAGGCGGCTAGCTGGGCCAGTTCTGACGCTCATGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Gemmatimonadota Target 8 36 48 56 72 88 89 114 116
IM-X651GG GACGGAGGGCGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCACGCAGGCGGTCTATTAAGTCCTTTGTGAAAGCCCGGGGCTCAACCCCGGAATTGCATCGGATACTGGCAGACTGGAGACAGGTAGAGGCTAGCGGAATTCCTGGTGTAGCGGTGGAATGCGTAGATATCAGGAAGAACACCTGTGGCGAAGGCGGCTAGCTGGGCCTGTTCTGACGCTCATGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Gemmatimonadota Target 8 40 41 46 62 65 79 106 89
IM-09X4UP TACGGAGGGTGCAAGCGTTGTTCGGATTCACTGGGTATAAAGGGTGCGCAGGCGGCCCGATAAGTCAGGGGTGAAATATGACGGCTTAACCGTCAAACTGCCCCTGAAACTGTCAGGCTTGAGTTCGAGAGAGGTAGGTGGAATTCCAGGTGTAGCGGTGAAATGCGTAAATATCTGGAGGAACACCGGTGGCGAAGGCGGCCTACTGGCTCGATACTGACGCTCAGGCACGAAAGCATGGGGAGCGAACGGGBacteria Latescibacterota Target 8 32 26 41 55 38 42 60 40
IM-8SF7C5 GACGGAGGGGGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGCGTGCCAAGTGTGACGTGAAAGCCCTCGGCTTACCCGAGGAAGGGCGTCGCAGACTGGTAGGCTAGAGTGCCGGAGGGGGATGCGGAATTCCTGGTGGAGCGGTGAAATGCGTAGAGATCAGGAAGAACGTCGGTGGCGAAGGCGGCATCCTGGACGGACACTGACGCTGAGGTGCGAGAGCGTGGGGAGCGAACGGGBacteria Moduliflexota Moduliflexia Moduliflexales Moduliflexaceae Target 4 25 - - 32 28 22 - -
IM-9Y6Q0E TACGTAGGGGGCAAGCGTTGTTCGGAATTATTGGGCGTAAAGAGCGCGTAGGCGGCTTGACAAGTCTGGTGTGAAATCTCACAGCTCAACTGTGAAACTGCATCAGAAACTGTTTGGCTAGAGTGTGGGAGAGGAGAGTGGAATTCCCAGTGTAGAGGTGAAATTCGTAGATACTGGGAGGAACACCGGTGGCGAAGGCGGCTCTCTGGACCACAACTGACGCTGAGGCGCGAAAGCTAGGGGAGCAAACGGGBacteria Nitrospinota Target There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.8 103 153 151 251 355 291 382 317
IM-6P28AM TACGGGGGGTGCAAGCGTTGTTCGGATTTACTGGGCGTAAAGCGCGAGCAGGCGGGTCAGTAAGTCTTGTGTGTAATCTTTCGGCTTAACCGAAAAACTGCACAGGAAACTACTGATCTTGAGTGCGAGAGAGGATGGCGGAATTCCTGGTGTAGCGGTGAAATGCGTAGATATCAGGAGGAACACCGGTGGCGAAGGCGGCCATCTGGCTCGACACTGACGCTCATTCGCGAAGGCCGGGGGAGCAAACAGGBacteria 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.4 19 26 19 22 - - - -
IM-5OEM5Z GACAGAGGTGGCAAGCGTTGTTCGGATTTACTGGGCTTAAAGGGCGTGTAGGCGTCCCGATAAGTCAGATGTGGAAGCCTTGGGCTCAACCCAAGAATTGCATTTGAAACTGTCGGGATTGAGTCGTGTATGGGAGGGCGGAATTCCTGGTGTAGCGGTGAAATGCGTAGATATCAGGAGGAAGGCCGGTGGTGAAGATGGCCCTCTGGGCAATGACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGGBacteria Nitrospirota Nitrospiria Nitrospirales Nitrospiraceae Target 2 - - 25 21 - - - -
IM-57X9MG GACAGAGGTGGCAAGCGTTGTTCGGATTTACTGGGCTTAAAGGGCGTGTAGGCGTCCTGATAAGTCAGATGTGGAAGCCTTGGGCTTAACCCAAGAAGTGCATTTGAAACTGTCAGGATTGAGTCGTGCAAGGGAGGGCGGAATTCCTGGTGTAGCGGTGAAATGCGTAGATATCAGGAGGAAGGCCGGTGGTGAAGACGGCCCTCTAGGCAATGACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGGBacteria Nitrospirota Nitrospiria Nitrospirales Nitrospiraceae Target 7 26 - 52 49 31 28 46 28
IM-7JD04A TACAGAGGTGGCAAGCGTTGTTCGGATTTACTGGGCTTAAAGGGCGTGTAGGCGTCCTGATAAGTCAGATGTGGAAGCCTTGGGCTTAACCCAAGAAGTGCATTTGATACTGTCGGGATTGAGTCGTACATGGGAGGGCGGAATTCCTGGTGTAGCGGTGAAATGCGTAGATATCAGGAGGAAGGCCAGTGGTGAAGACGGCCCTCTGGGTAATGACTGACGCTGAGGCGCGAAAGCGTGGGTAGCAAACAGGBacteria Nitrospirota Nitrospiria Nitrospirales Nitrospiraceae Target 1 - - - - - - 28 -
IM-304PFL CACGAAGGGCCCGAGCGTTGCGCGGAATCACTGGGCTTAAAGCGTACGTAGGCGGGCGTGCAGGCGTCTTGTGAAAGCCCTCGGCTCAACCGAGGAATTGCTCGACGAACCGCACGTCTTGAGGCAGGTAGGAGCTGTCGGAACGATAGGTGGAGTGGTGAAATGCGTTGATATCTATCGGAACGCCGAAGGAGAAATCAGGCAGCTGGGCCTGTCCTGACGCTGAGGTACGAAAGCGTGGGGAGCGAACGGGBacteria Planctomycetota Target 7 25 49 25 25 23 - 44 34
IM-6I7KT0 TACGAAGGGCTCGAGCGTTAATCGGAATCACTGGGCTTAAAGCGTACGTAGGCGGACACACAGGCATCTTGTGAAATCCCTCGGCTCAACCGAGGAACTGCTTGGTGAACCGTGTGTCTTGAGGCAAGTAGGGGCTGTCGGAACGCTAGGTGGAGTGGTGAAATGCGTTGATATCTAGCGGAACGCCGAAGGAGAAATCAGGCAGCTGGGCTTGTTCTGACGCTGAGGTACGAAAGCGTGGGGAGCGAACGGGBacteria Planctomycetota Target 1 - - - - - - 29 -
IM-56NY75 TACGAAGGTGGCAAGCGTTGTTCGGAATCACTGGGCTTAAAGCGCACGTAGGCGGAACAGAAAGTGTCTTGTGAAAGCCCCCGGCTTAACCGGGGAATTGCTCGGCAAACTCCTGTTCTTGAGTCAAGTAGGGGTACATGGAACTCTTAGTGGAGCGGTGGAATGCGTAGATATTAAGAGGAACGCCAATGGTGAAGACAGTGTACTGGGCTTGTACTGACGCTGAGGTGCGAAAGCGTGGGGAGCGAACGGGBacteria Planctomycetota Target 1 25 - - - - - - -
IM-V58A1L TACGAAGGTGGCGAGCGTTGTTCGGAATTATTGGGCTTAAAGAGCACGTAGGCGGACCAGAAAGTGTCTTGTGAAAACCCCCGGCTTAACCGGGGAATTGCTTGGCAAACTTCTAGGTCTTGAGTCAAGTAGGGGTACATGGAACTCTTAGTGGAGCGGTGGAATGCGTAGATATTAAGAGGAACGCCAATGGTGAAGACAGTGTACTGGGCTTGTACTGACGCTGAGGTGCGAAAGCGTGGGGAGCGAACGGGBacteria Planctomycetota Target 3 - 34 - - 22 - 32 -



IM-301ZZI TACGAAGGGCCCGAGCGTTGCGCGGAATCATTGGGCTTAAAGCGTACGCAGGCGGGCGCGCAGGCGTTTTGTGAAATCCCTCGGCTCAACCGAGGAACTGCTTGACGAACCGCGCGTCTTGAGACAAGTAGGGGCTGTCGGAACGATAGGTGGAGTGGTGAAATGCGTTGATATCTATCGGAACGCCGAAGGAGAAATCAGGCAGCTGGGCTTGTTCTGACGCTGAGGTACGAAAGCGTGGGGAGCGAACGGGBacteria Planctomycetota Target 5 23 40 28 - 24 25 - -
IM-5M82VE CACGAAGGGCCCGAGCGTTGCGCGGAATCATTGGGCTTAAAGCGTACGTAGGCTGGCGCGCAGGCGTTTTGTGAAAGCCCTCGGCTCAACCGAGGAACTGCTTGGCGAACCGCGCGTCTTGAGGCAGGTAGGGGCTGTCGGAACGATAGGTGGAGTGGTGAAATGCGTTGATATCTATCGGAACGCCGAAGGAGAAATCAGACAGCTGGGCCTGTCCTGACGCTGAGGTACGAAAGCGTGGGGAGCGAACGGGBacteria Planctomycetota Phycisphaerae Phycisphaerales Phycisphaeraceae Target 8 20 104 48 51 29 45 59 27
IM-012UJY TACGAAGGGCCCGAGCGTTAATCGGAATCACTGGGCTTAAAGCGTACGTAGGCGGATGCGCAGGCATTCTGTGAAATCCCTCGGCTCAACCGAGGAACTGCAGGGTGAACCGCGTGTCTTGAGACAAGTAGGGGCTGTCGGAACGCTAGGTGGAGTGGTGAAATGCGTTGATATCTAGCGGAACGCCAAAGGAGAAATCAGGCAGCTGGGCTTGTTCTGACGCTGAGGTACGAAAGCGTGGGGAGCGAACGGGBacteria Planctomycetota Phycisphaerae Phycisphaerales Phycisphaeraceae Target 8 39 38 38 43 34 39 48 43
IM-53YEF9 CACGAACCGTCCAAACGTTATTCGGTATCACTGGGCTTAAAGCGTGCGTAGGCGGCTTGGTAGGTGAGATGTGAAAGCCCACGGCTCAACCGTGGAATTGCGTTTCAAACCCCCAAGCTCGAGGAAGATAGGGGTGATGGGAACTTATGGTGGAGCGGTGAAATGCGTTGATATCATAGGGAACACCGGTGGCGAAAGCGCATCACTGGATCTTTTCTGACGCTGAGGCACGAAAGCTAGGGTAGCGAACGGGBacteria Planctomycetota Planctomycetes Target 8 255 761 431 399 490 421 568 607
IM-24S7WZ GACGAACCGTACGAACGTTATTCGGAATTACTGGGCTTAAAGGGTGCGTAGGCTGCACGGAAAGTTGGGTGTGAAAGCCCTCAGCTCAACTGAGGAATTGCATCCAAAACTGCCGTGCTTGAGGGAGACAGAGGTGAGCGGAACTCAAGGTGGAGCGGTGAAATGCGTTGATATCTTGAGGAACACCGGTGGCGAAGGCGGCTCACTGGGTCTCTTCTGACGCTGAGGCACGAAAGCTAAGGTAGCAAACGGGBacteria Planctomycetota Planctomycetes Target 8 71 312 78 116 161 162 176 229
IM-7N2G6D GACGAAGGTGGCAAGCGTTATTCGAAATCACTGGGCTTAAAGGGTGCGTAGGCGGACATGATAGTGTCATGTGAAATCCCCCGGCTTAACCGGGGAATGGCTTGGCAAACTCCATGTCTTGAGGCAAGTAGGGGTGTGTGGAACTCTTGGTGGAGCGGTGGAATGCGTAGATATCAAGAGGAACGCCGAAGGTGAAGACAGCACACTGGACTTGTACTGACGCTGAGGCACGAAAGCGTGGGGAGCGAACAGGBacteria Planctomycetota Planctomycetes Target 8 82 66 58 91 127 102 128 102
IM-4EMR53 GACGAACCGGACGAACGTTATTCGGAATCACTGGGCTTAAAGGGTACGTAGGCGGCTTTGTAGGTTGGGTGTGAAATCCCACGGCTCAACCGTGGAACTGCGCTCAAAACCACAGGGCTTGAGGGAAGTAGAGGTAAGCGGAACTGATGGCGGAGCGGTGAAATGCGTTGATATCATCAGGAACACCAGTGGCGAAGGCGGCTTACTGGGCTTCTTCTGACGCTGAGGTACGAAAGCTAGGGTAGCGAACGGGBacteria Planctomycetota Planctomycetes Target 8 41 49 55 55 64 63 62 97
IM-17N6FL GACGAACCGTCCAAACGTTATTCGGAATCACTGGGCTTAAAGGGTGCGTAGGCGGCTTGGCAAGTTGGGTGTGAAAGCCCTCGGCTCAACCGAGGAATTGCGCCCAAAACTGCCTTGATAGAGTGAGATAGAGGTGAGCGGAACTTATGGTGGAGCGGTGAAATGCGTTGATATCATAAGGAACGCCAGTGGCGAAAGCGGCTCACTGGATCTCTACTGACGCTGAGGCACGAAAGCTAGGGTAGCGAACAGGBacteria Planctomycetota Planctomycetes Target 7 19 45 - 28 45 37 52 55
IM-41TOH1 GACGAACCGTCCAAACGTTATTCGGAATCACTGGGCTTAAAGGGTGCGTAGGCGGCCCTGCAAGTTGGGTGTGAAAGCCCACGGCTCAACCGTGGAATTGCGCCCAAAACTGCAGGACTTGAGGGAGACAGAGGTGAGCGGAACTTATGGTGGAGCGGTGAAATGCGTTGATATCATAAGGAACACCGGTGGCGAAGGCGGCTCACTGGGTCTCTTCTGACGCTGAGGCACGAAAGCTAGGGTAGCGAACAGGBacteria Planctomycetota Planctomycetes Target 8 33 70 69 78 79 75 98 145
IM-8V3LI9 TACGAACTGTCCAAACGTTATTCGGAATCACTGGGCTTAAAGGGTGCGTAGGCGGCGTAGTAAGTTGGATGTGAAATCCTACGGCTCAACCGTAGAACTGCGTTCAATACTGCTATGCTTGAGGGAGATAGAGGTAAGCGGAACTTCGGGTGGAGCGGTGAAATGCGTAGATATCCGAAGGAACACCAGTGGCGAAAGCGGCTTACTGGGTCTCTTCTGACGCTGAGGCACGAAAGCTAGGGTAGCGAACGGGBacteria Planctomycetota Planctomycetes Target 7 19 43 25 - 22 35 28 35
IM-O23Y0O TACGAACCGTCCAAACGTTATTCGGAATTATTGGGCTTAAAGGGTGCGTAGGCGGCGCTATAAGTCAGGTGTGAAATCCCACGGCTCAACCGTGGAACTGCGCCCGATACTGTAGTGCTCGAGGGAGACAGAGGTAAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATCATCAGGAACACCAGTGGCGAAAGCGGCTTACTGGGTCTCTTCTGACGCTGAGGCACGAAAGCTAGGGTAGCGAACGGGBacteria Planctomycetota Planctomycetes Target 6 18 37 27 - 23 - 41 49
IM-0OF4I2 CACGAACCGGACAAACGTTATTCGGAATTATTGGGCTTAAAGGGTGCGTAGGCGGCGCGGTAAGTGAGGTGTGAAATCCCACGACTCAATCGTGGAACTGCGCTTCATACTGCCGTGCTAGAGGGAGACAGAGGTAAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATTATCAGGAACACCAGTGGCGAAAGCGGCTTACTGGGTCTCTTCTGACGCTGAGGCACGAAAGCTAGGGTAGCGAACGGGBacteria Planctomycetota Planctomycetes Target 8 23 81 32 27 65 51 40 66
IM-12WQV0 GACGAACCGGACAAACGTTATTCGGAATCACTGGGCTTAAAGGGTACGTAGGCGGCGCGGCAAGTTGGGTGTGAAATCCCTCGGCTCAACCGAGGAATGGCGCCCAAAACTGCCGTGCTAGAGGGAGACAGAGGTGAGTGGAACTTAGGGTGGAGCGGTGAAATGCGTTGATATCCTAAGGAACACCGGTGGCGAAAGCGACTCACTGGGTCTCTTCTGACGCTGAGGTACGAAAGCTAGGGGAGCGAACGGGBacteria Planctomycetota Planctomycetes Target 5 20 57 - - 25 28 - 44
IM-54WBX9 GACGAACCGTACAAACGTTATTCGGAATCACTGGGCTTAAAGGGTGCGTAGGCGGCCAGGTAAGTTGGGTGTGAAATCCCTCGGCTCAACCGAGGAACTGCGCCCAAAACTACTTGGCTTGAGGGAGATAGAGGTGAGCGGAACTTAGGGTGGAGCGGTGAAATGCGTTGATATCCTAAGGAACACCGGTGGCGAAAGCGGCTCACTGGATCTCTTCTGACGCTGAGGCACGAAAGCTAGGGTAGCGAACGGGBacteria Planctomycetota Planctomycetes Target 8 27 63 25 38 38 62 47 69
IM-3N7WB6 GACGAACCGTCCAAACGTTATTCGGAATTACTGGGCTTAAAGGGTGCGTAGGCGGCGCGGAAAGTTGGGTGTGAAATACCTCGGCTCAACCGAGGAACGGCGCCCAATACTGCCGTGCTCGAGGAAGATAGAGGTGAGCGGAACTTAGGGTGGAGCGGTGAAATGCGTTGATATCCTAAGGAACACCAGTGGCGAAAGCGGCTCACTGGATCTTTTCTGACGCTGAGGCACGAAAGCTAGGGTAGCGAACGGGBacteria Planctomycetota Planctomycetes Target 8 18 40 24 25 33 35 37 44
IM-Q7J18Y GACGAACCGGACAAACGTTATTCGGAATTACTGGGCTTAAAGGGTGCGCAGGCGGCGCGGCAAGTTGGGTGTGAAATCCCTCGGCTCAACCGAGGAACTGCGCCCAAAACTGCCGTGCTAGAGGGAGATAGAGGTGAGCGGAACTTAGGGTGGAGCGGTGAAATGCGTTGATATCCTAAGGAACACCGGTGGCGAAAGCGGCTCACTGGATCTCTTCTGACGCTCATGCACGAAAGCTAGGGGAGCGAACGGGBacteria Planctomycetota Planctomycetes Target 2 - 24 - - - - - 30
IM-Z1Y9P7 TACGAACCGTACGAACGTTATTCGGAATCACTGGGCTTAAAGAGTGCGTAGGCGGACAGGAAAGTTGGGTGTGAAAGCCCTCGGCCCAACCGAGGAATTGCGCCCAAAACTACTTGACTTGAGGGAGGCAGAGGTAAGCGGAACTAATGGTGGAGCGGTGAAATGCGTTGATATCATTAGGAACACCTGAGGCGAAGGCAGCTTACTGGGCCTCTTCTGACGCTGAGGCACGAAAGCTAGGGGAGCGAACGGGBacteria Planctomycetota Planctomycetes Target 2 - - - - - - 29 31
IM-864QLQ CACGAACTGCGCAAACGTTATTCGGAATCACTGGGCTTAAAGAGTCCGTAGGCGGCTCGGCAGGTGAGGTGTGAAATCCCACGGCTCAACCGTGGAATTGCGCTTCAAACCGCCGGGCTAGAGGGAGATAGAGGAGAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATCATCAGGAACACCGGTGGCGAAAGCGGCTCTCTGGGTCTCTTCTGACGCTGAGGGACGAAAGCTAGGGGAGCGAACGGGBacteria Planctomycetota Planctomycetes Target 3 - 46 - 38 - - 26 -
IM-55NW48 GACGAACCGTCCAAACGTTATTCGGAATTACTGGGCTTAAAGGGTGCGTAGGCGGCGCCGTAAGTCGGGTGTGAAATCCCTCGGCTCAACCGAGGAACTGCGCCCGATACTGCGGTGCTTGAGGGAGACAGAGGTAAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATCATCAGGAACACCAGTAGCGAAAGCGGCTTACTGGGTCTCTTCTGACGCTGAGGCACGAAAGCTAGGGTAGCGAACGGGBacteria Planctomycetota Planctomycetes Target 2 - - - - 20 - - 26
IM-2E99SQ GACGAACCGTCCAAACGTTATTCGGAATCACTGGGCTTAAAGGGTGCGTAGGCGGCTTGGCAAGTTGGGTGTGAAATCCCTCGGCTCAACCGAGGAATTGCGCTCAAAACTGCCAGGCTAGAGGGAGATAGAGGTGAGCGGAACTTATGGTGGAGCGGTGAAATGCGTTGATATCATAAGGAACACCTGTGGCGAAAGCGGCTCACTGGATCTCTTCTGACGCTGAGGCACGAAAGCTAGGGTAGCGAACGGGBacteria Planctomycetota Planctomycetes Target 8 41 117 94 67 86 88 125 122
IM-7240GY CACGAACCGGGCGAACGTTATTCGGAATTACTGGGCTTAAAGGGTGCGTAGGCGGCGCTATAAGTCGGGTGTGAAATCCCACGGCTCAACCGTGGAACTGCGCCCGATACTGTAGTGCTTGAGGAAGATAGAGGTGAGCGGAACGAATGGTGGAGCGGTGAAATGCGTTGATATCATTCGGAACACCCGTGGCGAAAGCGGCTCACTGGGTCTTTTCTGACGCTGAGGCACGAAAGCTAGGGGAGCGAACGGGBacteria Planctomycetota Planctomycetes Target 2 - - - - 22 - - 30
IM-X25IP2 GACGAACCGTCCAAACGTTATTCGGAATTACTGGGCTTAAAGGGTGCGTAGGCGGTCTGGAAAGTTGGGTGTGAAATCCCTCGGCTCAACCGAGGAATAGCGCCCAAAACTTCCAGACTTGAGGGAGGTAGAGGTGAGCGGAACTTAAGGTGGAGCGGTGAAATGCGTTGATATCTTAAGGAACACCGGTGGCGAAAGCGGCTCACTGGACCTCTTCTGACGCTGAGGCACGAAAGCTAGGGTAGCGAACGGGBacteria Planctomycetota Planctomycetes Target 2 - 33 - - - 24 - -
IM-B9OD65 TACGAACTGTGCAAACGTTATTCGGAATCACTGGGCTTAAAGGGTGCGTAGGCGGACTTGTAGGTCAGGTGTGAAATCCCACGGCTCAACCGTGGAATTGCGCTTGAAACCACTCGTCTTGAGGGGATCAGAGGAGAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATTATCAGGAACACCGGTGGCGAAAGCGGCTCTCTGGGATCCTTCTGACGCTGAGGCACGAAAGCTAGGGGAGCGAACGGGBacteria Planctomycetota Planctomycetes Target 8 24 54 24 25 25 36 39 53
IM-MND547 GACGAACCGGTCAAACGTTATTCGGAATCATTGGGCTTAAAGGGTGCGTAGGCGGTGCGGAAAGTTGGGTGTGAAATCCCTCGGCTCAACCGAGGAACTGCGCCCAAAACTTCCGTGCTAGAGGGAGACAGGGGTGAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATCATCAGGAACACCGGTGGCGAAGGCGGCTCACTGGGTCTCTTCTGACGCTGAGGCACGAAAGCTAGGGTAGCGAACAGGBacteria Planctomycetota Planctomycetes Target 1 - - 21 - - - - -
IM-X0WI2W CACGAACCGGACAAACGTTATTCGGAATTATTGGGCTTAAAGGGTGCGTAGGCGGCTTGGTAGGTGGGGTGTGAAAGCCCTCGGCTCAACCGAGGAATTGCGCCCCAAACCACCAAGCTAGAGGGAGACAGAGGTAAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATCATCAGGAACACCAGTGGCGAAAGCGGCTTACTGGGTCTCTTCTGACGCTGAGGCACGAAAGCTAGGGTAGCGAACGGGBacteria Planctomycetota Planctomycetes Target 8 29 60 44 29 41 43 46 70
IM-U4KA7S GACGAACCGTCCAAACGTTATTCGGAATCACTGGGCTTAAAGGGTGCGTAGGCGGCCCGGCAAGTTGGGTGTGAAATCCCTCGGCTCAACCGAGGAATTGCGCCCAAAACTGCCGGACTTGAGGGAGACAGAGGCGAGCGGAACTTGCGGTGGAGCGGTGAAATGCGTTGATATCGCGAGGAACACCGGTGGCGAAGGCGGCTCGCTGGGTCTCTTCTGACGCTGAGGCACGAAAGCTAGGGTAGCGAACGGGBacteria Planctomycetota Planctomycetes Target 4 - 25 - - 24 - 33 31
IM-03I2X5 CACGAACCGTACAAACGTTATTCGGAATTATTGGGCTTAAAGGGTGCGTAGGCGGCGCTGTAAGTCGGGTGTGAAATCCCACGGCTCAACCGTGGAATTGCGCCCGATACTGCAGTGCTTGAGGGAGACAGGGGTGAGTGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATCATCAGGAACACCGGTGGCGAAAGCGGCTCACTGGGTCTCTTCTGACGCTGAGGCACGAAAGCTAGGGTAGCGAACGGGBacteria Planctomycetota Planctomycetes Target 3 - 25 - - - 21 - 25
IM-0C13AB GACGAACCGGACGAACGTTATTCGGAATCACTGGGCTTAAAGAGTGCGTAGGCGGCCTTGTAGGTTGGGTGTGAAATCCCACAGCTCAACTGTGGAACTGCGCCCAAAACCACAAGGCTTGAGGGAGGCAGAGGTAAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATCATCAGGAACACCGGTGGCGTAGGCGGCTTACTGGGCCTCTTCTGACGCTGAGGCACGAAAGCTAGGGTAGCGAACGGGBacteria Planctomycetota Planctomycetes Target 1 - - - - - - - 22
IM-F0697U GACGAACCGTCCAAACGTTATTCGGAATCACTGGGCTTAAAGGGTGCGTAGGCGGTCCGGAAAGTTGGGTGTGAAATCCCTCGGCTCAACCGAGGAATTGCGCCCAAAACTTCCGGACTCGAGTGAGGCAGAGGTGAGCGGAACTTGCGGTGGAGCGGTGAAATGCGTTGATATCGCAAGGAACACCAGTAGCGAAGGCGGCTCACTGGGCCTTTTCTGACGCTGAGGCACGAAAGCTAGGGTAGCGAACGGGBacteria Planctomycetota Planctomycetes Target 1 - - - - 24 - - -
IM-53QSV3 GACGAACCGTACAAACGTTATTCGGAATCACTGGGCTTAAAGGGTGCGTAGGCGGTCCGGCAAGTTGGGTGTGAAATCCCTCGGCTCAACCGAGGAATTGCGCTCAAAACTGCCGGACTTGAGGGAGACAGAGGTGAGCGGAACTTGCGGTGGAGCGGTGAAATGCGTTGATATCGCAAGGAACACCAGTAGCGAAAGCGGCTCACTGGGTCTCTTCTGACGCTGAGGCACGAAAGCTAGGGGAGCGAACGGGBacteria Planctomycetota Planctomycetes Target 7 29 57 - 30 23 54 40 42
IM-XO8L21 GACGAACCGGACAAACGTTATTCGGAATCATTGGGCTTAAAGGGTACGTAGGCGGTGCGGAAAGTTGGGTGTGAAAGCCCTCGGCTCAACCGAGGAATTGCGCCCAAAACTTCCGTGCTAGAGGGAGACAGAGGTGAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATCATCAGGAACACCGGTGGCGAAAGCGGCTCACTGGGTCTCTTCTGACGCTGAGGTACGAAAGCTAGGGTAGCGAACGGGBacteria Planctomycetota Planctomycetes Target 1 - - - - - - - 24
IM-M0P85V GACGAACCGTCCAAACGTTATTCGGAATTACTGGGCTTAAAGGGTGCGTAGGCGGCTCTGCAAGTTGGGTGTGAAAGCCCACGGCTTAACCGTGGAACTGCGCTCAAAACTGCAGGACTTGAGGGAGATAGAGGTGAGCGGAACTTATGGTGGAGCGGTGAAATGCGTTGATATCATAAGGAACACCGGTGGCGAAAGCGGCTCACTGGATCTCTTCTGACGCTGAGGCACGAAAGCTAGGGTAGCGAACAGGBacteria Planctomycetota Planctomycetes Target 8 19 27 23 33 30 39 41 39
IM-6XQN59 GACGAACCGTCCAAACGTTATTCGGAATTACTGGGCTTAAAGGGTGCGTAGGCGGCTTGGCAAGTTGGGTGTGAAATCCCTCGGCTCAACCGGGGAACTGCGCTCAAAACTGCCAGGCTAGAGGAAGATAGAGGTGAGCGGAACTAATGGTGGAGCGGTGAAATGCGTTGATATCATTAGGAACACCTGTGGCGAAAGCGGCTCACTGGGTCTTTTCTGACGCTGAGGCACGAAAGCTAGGGTAGCGAACGGGBacteria Planctomycetota Planctomycetes Pirellulales Pirellulaceae Target 8 36 167 92 130 96 132 92 171
IM-I8GW75 GACGAACCGTCCAAACGTTATTCGGTATCACTGGGCTTAAAGCGTGCGTAGGCGGCTTGGTAGGTGTGATGTGAAAGCCCACGGCTCAACCGTGGAATTGCGTCGCAAACCCTCAAGCTTGAGGAAGACAGGGGTGTTGGGAACTTATGGTGGAGCGGTGAAATGCGTTGATATCATAGGGAACACCGGTGGCGAAGGCGCAACACTGGGTCTTTTCTGACGCTGAGGCACGAAAGCTAGGGTAGCGAACGGGBacteria Planctomycetota Planctomycetes Pirellulales Pirellulaceae Target 7 - 47 31 27 30 25 27 50
IM-Z6B98G TACGAACCGTACGAACGTTATTCGGAATCACTGGGCTTAAAGAGTGCGTAGGCGGCTTGGAAAGTTGGGTGTGAAATCCCTCGGCTCAACCGAGGAATTGCGCCCAAAACTTCCAGGCTTGAGGGAGGCAGAGGTAAGCGGAACTAATGGTGGAGCGGTGAAATGCGTTGATATCATTAGGAACACCTGAGGCGAAAGCAGCTTACTGGGTCTCTTCTGACGCTGAGGCACGAAAGCTAGGGGAGCGAACGGGBacteria Planctomycetota Planctomycetes Pirellulales Pirellulaceae Target 7 - 47 25 28 47 44 48 52
IM-10CF8K TACGAAGGTGGCAAGCGTTATTCGAAATCACTGGGCTTAAAGGGCGCGTAGGCGGATATGTAAGTGTCAGGTGAAATCCCTCGGCTTAACCGAGGAATTGCCTGACAAACTACATATCTTGAGTCAAGTAGGGGTGTGTGGAACTCTTGGTGGAGCGGTGGAATGCGTAGATATCAAGAGGAACGCCGAAGGTGAAGACAGCACACTGGACTTGTACTGACGCTGAGGCGCGAAAGCGTGGGGAGCGAACAGGBacteria Planctomycetota Planctomycetes Planctomycetales Target 8 327 323 143 339 384 408 400 229
IM-7F8K4P GACGAACCGGACGAACGTTATTCGGAATTACTGGGCTTAAAGAGTGCGTAGGCGGCTTGGTAGGTTGGGTGTGAAATCCCACAGCTCAACTGTGGAACTGCGCTCAAAACCCCCAAGCTTGAGGAAGGTAGAGGTGAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATCATCAGGAACACCGGTGGCGAAGGCGGCTCACTGGGCCTTTTCTGACGCTGAGGCACGAAAGCTAGGGTAGCGAACAGGBacteria Planctomycetota Planctomycetes Planctomycetales Target 8 88 143 139 120 149 121 182 223
IM-X22S8C TACGAACTGTGCAAACGTTATTCGGAATCACTGGGCTTAAAGGGTGCGTAGGCGGGTTGGTAGGTCAGATGTGAAAGCCCACGGCTCAACCGTGGAATTGCGTTTGAAACCACCAGTCTTGAGGGGATCAGAGGAGAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATTATCAGGAACACCGGTGGCGAAAGCGGCTCTCTGGGATCTTTCTGACGCTGAGGCACGAAAGCTAGGGGAGCGAACGGGBacteria Planctomycetota Planctomycetes Planctomycetales Target 8 70 158 106 88 91 104 162 181
IM-JUG499 TACGAACCGTCCAAACGTTATTCGGAATCACTGGGCTTAAAGGGTGCGTAGGCGGTGCGGTAAGTTGGGTGTGAAATCCCTCGGCTCAACCGAGGAACTGCGCTCAATACTGCCGTACTTGAGGGAGACAGAGGTAAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATCATCAGGAACACCAGTAGCGAAGGCGGCTTACTGGGTCTCTTCTGACGCTGAGGCACGAAAGCTAGGGTAGCGAACGGGBacteria Planctomycetota Planctomycetes Planctomycetales Target 8 40 78 75 95 82 82 66 161
IM-U9JT87 CACGAACCGTCCAAACGTTATTCGGAATCATTGGGCTTAAAGGGTGCGTAGGCGGCGCGGTAAGTGAGATGTGAAATCCCTCGGCTCAACCGAGGAACTGCGTTTCATACTGCCGTGCTTGAGGGAGACAGGGGTAAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATCATCAGGAACACCGGTGGCGAAGGCGGCTTACTGGGTCTCTTCTGACGCTGAGGCACGAAAGCTAGGGTAGCGAACGGGBacteria Planctomycetota Planctomycetes Planctomycetales Target 8 65 153 111 121 179 128 109 178
IM-829GSI TACGAACTGTGCAAACGTTATTCGGAATCACTGGGCTTAAAGGGTGCGTAGGCGGGTTTAAAGGTCTGATGTGAAAGCCCACGGCTCAACCGTGGAATTGCGTTGGAAACCATGAACCTTGAGGAGATCAGAGGTGAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATCATCAGGAACACCGGTGGCGAAAGCGGCTCGCTGGGATCTTTCTGACGCTGAGGCACGAAAGCTAGGGGAGCGAACGGGBacteria Planctomycetota Planctomycetes Planctomycetales Target 7 26 63 24 26 - 24 33 33
IM-YMS387 GACGAACCGGTCGAACGTTATTCGGAATCATTGGGCTTAAAGGGTGCGTAGGCGGTGCGGAAAGTTGGGTGTGAAAGCCCTCGGCTCAACCGAGGAATTGCGCCCAATACTGCCGTGCTAGAGGGAGACAGAGGTGAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATTATCAGGAACACCAGTAGCGAAAGCGGCTCACTGGGTCTCTTCTGACGCTGAGGCACGAAAGCTAGGGTAGCGAACAGGBacteria Planctomycetota Planctomycetes Planctomycetales Target 7 - 29 24 30 39 28 28 30
IM-66EZ8U TACGAAGGGCCCGAGCGTTGCGCGGAATCATTGGGCTTAAAGCGTACGTAGGCGGACGAGCAGGCACCTTGTGAAATCCCTCGGCTCAACCGAGGAATTGCTTGGTGAACCGCTCGTCTTGAGGCAAGTAGGGGCTGTCGGAACGATAGGTGGAGCGGTGAAATGCGTTGATATCTATCGGAACGCCAAAGGTGAAGACAGGCAGCTGGGCTTGTTCTGACGCTGAGGTACGAAAGCGTGGGGAGCGAACGGGBacteria Planctomycetota Planctomycetes Planctomycetales Target 4 27 53 - 34 - - 26 -
IM-8XJ4B6 TACGAACTGTGCGAACGTTATTCGGAATCACTGGGCTTAAAGGGTGCGTAGGCGGACGAGTAGGTCAGATGTGAAAGCCCACGGCTCAACCGTGGAATTGCGTTTGAAACCACTCGTCTTGAGGGGATCAGAGGAGAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATTATCAGGAACACCGGTGGCGAAGGCGGCTCTCTGGGATCTTTCTGACGCTGAGGCACGAAAGCTAGGGGAGCGAACGGGBacteria Planctomycetota Planctomycetes Planctomycetales Target 8 32 52 73 46 47 47 74 80
IM-0IE5I7 GACGAACCGTCCAAACGTTATTCGGAATTACTGGGCTTAAAGGGTGCGTAGGCGGCGCGGTTAGTCGGATGTGAAATCGTACAGCTCAACTGTACAACTGCGTCCGATACTGCCGTGCTTGAGGAAGGCAGAGGTGAGCGGAACTCAGGGTGGAGCGGTGAAATGCGTTGATATCCTGGGGAACACCGGTGGCGAAGGCGGCTCACTGGGCCTTTTCTGACGCTGAGGCACGAAAGCTAGGGTAGCGAACAGGBacteria 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.8 30 102 47 47 85 55 91 99
IM-UU016L TACGAACTGTGCGAACGTTATTCGGAATCACTGGGCTTAAAGGGTGCGTAGGCGGCTTTGTAGGTCAGATGTGAAAGCCCACGGCTCAACCGTGGAATTGCGTTTGAAACCACAAAGCTTGAGGGAGATAGAGGAGAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATCATCAGGAACACCGGTGGCGAAAGCGGCTCTCTGGATCTCTTCTGACGCTCAGGCACGAAAGCTAGGGGAGCGAACGGGBacteria Planctomycetota Planctomycetes Planctomycetales Target 7 24 43 42 26 21 - 39 45
IM-MO08V9 TACGAAGGTGGCGAGCGTTGTTCGGATTCACTGGGCATAAAGGGCGCGTAGGCTGTCCTGTAAGCGGTGTGTGAAAGCCCGGGGCTCAACCCCGGAACTGCATACCGAACTGCAGGGCTAGAGGACGAGAGGGGAGTATGGAACTCTAGGTGGAGCGGTGAAATGCGTAGATATCTAGAGGAACGCCGGTGGCGAAAGCGATACTCTGGCTCGTCCCTGACGCTGAGGCGCGAAAGCGTGGGTAGCAAACAGGBacteria Planctomycetota Planctomycetes Planctomycetales Target 5 - 47 - 26 - 21 25 31
IM-W0Y9Y4 CACGAACCGGACAAACGTTATTCGGAATTATTGGGCTTAAAGGGTGCGTAGGCGGCGATGTAGGTGGGGTGTGAAATCCCTCGGCTCAACCGAGGAACTGCGCCCCAAACCACATGGCTAGAGGGAGACAGAGGTAAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATCATCAGGAACACCAGTGGCGAAAGCGGCTTACTGGGTCTCTTCTGACGCTGAGGCACGAAAGCTAGGGTAGCGAACGGGBacteria Planctomycetota Planctomycetes Planctomycetales Target 8 39 101 56 62 68 83 88 124
IM-1N4N3P GACGAAGGTGGCAAGCGTTATTCGAAATCACTGGGCTTAAAGGGTGCGTAGGCGGAACTGTAAGTGTCATGTGAAATCCCTCGGCTTAACCGAGGAATGGCTTGGCAAACTACAGTTCTTGAGGCAAGTAGGGGTGTGTGGAACTCTTGGTGGAGCGGTGGAATGCGTAGATATCAAGAGGAACGCCGAAGGTGAAGACAGCACACTGGACTTGTTCTGACGCTGAGGCACGAAAGCGTGGGGAGCGAACAGGBacteria Planctomycetota Planctomycetes Planctomycetales Target 4 17 - - - 25 23 43 -
IM-T2ED49 TACGAACCGTCCAAACGTTATTCGGAATCATTGGGCTTAAAGGGTGCGTAGGCGGTGTGGTCAGTTGGGTGTGAAATCCCTCGGCTCAACCGAGGAACTGCGCCCAATACTGCCACACTCGAGGGAGACAGAGGTAAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATCATCAGGAACACCAGTGGCGAAGGCGGCTTACTGGGTCTCTTCTGACGCTGAGGCACGAAAGCTAGGGGAGCGAACGGGBacteria Planctomycetota Planctomycetes Planctomycetales Target 8 28 60 33 31 53 38 47 65
IM-L507EP TACGTACCGGACAAACGTTATTCGGAATCACTGGGCTTAAAGAGTACGTAGGCTGTCTTGTAGGTGAGGTGTGAAATCCCACGGCTCAACCGTGGAACTGCGCTTCAAACCACAAGACTTGAGGGAGACAGGGGTAAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATCATCAGGAACACCGGTGGCGAAGGCGGCTTACTGGGTCTCTTCTGACGCTGAGGTACGAAAGCTAGGGTAGCGAACGGGBacteria Planctomycetota Planctomycetes Planctomycetales Target 8 28 33 31 28 28 37 37 34
IM-6AS16U TACGGAGGAGGCAAGCGTTGTTCGGAATCACTGGGCTTAAAGCGTGCGTAGGCGGGATGGAAGGTGCTTTGTGAAAGCCCTCGGCTCAACCGAGGAATTGCTTGGCAAACCGTCATTCTTGAGGCCAGCAGGGGGACCTGGAACTTTGGGTGGAGCGGTGAAATGCGTAGATATCCAAGGGAACGCCGATGGCGAAAGCGGGGTCCTGGGCTGGTACTGACGCTGAGGCACGAAAGCGTGGGGAGCAAACAGGBacteria 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 - - 21 - - 21 - -
IM-08CY5D TACGAACTGTGCGAACGTTATTCGGAATCACTGGGCTTAAAGGGTGCGTAGGCGGCGATATAGGTCAGGTGTGAAATCCCACGGCTCAACCGTGGAACTGCGCTTGAAACCATATTGCTTGAGGAAGTCAGAGGTAAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATTATCAGGAACACCGGTGGCGAAAGCGGCTTACTGGGACTTTTCTGACGCTGAGGCACGAAAGCTAGGGGAGCGAACGGGBacteria Planctomycetota Planctomycetes Planctomycetales Target 7 17 40 28 26 22 35 - 26
IM-SH56Z4 GACGAACCGGACGAACGTTATTCGGAATCACTGGGCTTAAAGAGTACGTAGGCGGCCAGGTAAGCGAGGTGTGAAATCCCACGGCTCAACCGTGGAACTGCGCTTCGAACTACTTGGCTTGAGGGAAGTAGAGGTAAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATCATCAGGAACACCAGTGGCGAAGGCGGCTTACTGGGCTTCTTCTGACGCTGAGGTACGAAAGCTAGGGTAGCGAACGGGBacteria Planctomycetota Planctomycetes Planctomycetales Target 5 - 28 19 - 23 24 - 37
IM-X777KR CACGAACCGTCCAAACGTTATTCGGAATAACTGGGCTTAAAGGGTTCGTAGGCGGCTATGAAGGTGGGGTGTGAAATCCCTCGGCTCAACCGAGGAACTGCGCTCCAAACCACATGGCTTGAGGGAGACAGAGGTAAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATCATCAGGAACACCGGTGGCGAAGGCGGCTTACTGGGTCTCTTCTGACGCTGAGGAACGAAAGCTAGGGGAGCGAACGGGBacteria Planctomycetota Planctomycetes Planctomycetales Target 1 - 27 - - - - - -
IM-R586HG TACGAAGGTGGCAAGCGTTGTTCGGATTCACTGGGCATAAAGGGCGTGTAGGCGGTATGGCAAGCGGTATGTGAAATCCCGGGGCTCAACCCCGGAACTGCATACCGAACTGCCGTACTAGAGGACAGGAGGGGGATGTGGAACTCTAGGTGTAGCGGTGAAATGCGTAGATATCTAGAGGAACGCCGGTGGCGAAAGCGACATCCTGGCCTGTATCTGACGCTGAGGCGCGAAAGCGTGGGTAGCAAACAGGBacteria Planctomycetota Planctomycetes Planctomycetales Target 1 - 24 - - - - - -
IM-4D2L7V TACGTACTGTGCGAACGTTATTCGGAATCACTGGGCTTAAAGGGTGCGTAGGCGGTCATTTAAGTAGGGTGTGAAATCCCCCGGCTCAACCGGGGAACTGCGCTCTAAACTGAATGACTTGAGTAAGATAGGGGTGTGCGGAACTTCCGGTGGAGCGGTGAAATGTGTTGATATCGGAAGGAACACCAGTAGCGAAAGCGGCACACTGGGTCTTAACTGACGCTGAGGCACGAAAGCTAGGGTAGCGAACGGGBacteria Planctomycetota Planctomycetes Planctomycetales Planctomycetaceae Target 8 28 84 38 48 71 56 75 76
IM-89UHG6 TACGTACCGGACAAGCGTTATTCGGAATCACTGGGCTTAAAGAGTGCGTAGGCGGCCTAACAGGTGGGGTGTGAAAGCCCACGGCTCAACCGTGGAATTGCGCTCCAAACCGCTAGGCTTGAGGGAGACAGGGGTGAGCGGAACTGATGGTGGAGCGGTGAAATGCGTTGATATCATCAGGAACACCAGTGGCGAAGGCGGCTCACTGGGTCTCTTCTGACGCTGAGGCACGAAAGCTAGGGGAGCGAACGGGBacteria Planctomycetota Planctomycetes Planctomycetales Planctomycetaceae Target 3 - 25 - - 28 - - 30
IM-9L95RZ TACGTACTGTGCGAACGTTATTCGGAATCACTGGGCTTAAAGGGTGCGTAGGCGGTTACTTAAGTAGGATGTGAAATCTCCCGGCTCAACCGGGGAACTGCGTTCTAAACTGGGTAACTTGAGTAAGATAGAGGTGTGCGGAACTTCCGGTGGAGCGGTGAAATGTGTTGATATCGGAGGGAACACCGTTGGCGAAAGCGGCACACTGGGTCTTAACTGACGCTGAGGCACGAAAGCCAGGGGAGCAAACGGGBacteria Planctomycetota Planctomycetes Planctomycetales Planctomycetaceae Planctomyces Target 6 21 41 19 - - 28 28 27
IM-WH08L3 TACGGAGGGTGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGCCTGATAAGTCAGATGTGAAAGTCCACGGCTCAACCGTGGAAGTGCATTTGAAACTGTCAGGCTTGAGTATCGGAGGGGAGTGTGGAATTCCCGGTGTAGAGGTGAAATTCGTAGAGATCGGGAGGAACACCGGTGGCGAAGGCGACACTCTGGACGAATACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Target 8 790 731 570 756 540 631 905 502
IM-3NJ5H9 TACGGAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTTTGTTAAGTCAGCTGTGAAAGCCCCGGGCTCAACCTGGGAACTGCAGTTGATACTGGCCGACTAGAGTACGAGAGAGGGAGGTAGAATTCCATGTGTAGCGGTGAAATGCGTAGATATATGGAGGAATACCAGTGGCGAAGGCGGCCTCCTGGCTCGATACTGACGCTGAGGTGCGAAAGCGTGGGGATCAAACAGGBacteria Proteobacteria Target 8 582 447 632 698 479 693 597 600
IM-06LYO4 TACGGGGGGTGCAAGCGTTATTCGGAATCATTGGGCGTAAAGAGCGCGTAGGCGGCCCTTTAAGTCAGATGTGAAAGCCCGGGGCTTAACCCCGGAAGTGCATTTGAAACTATTGGGCTTGAGTATGGGAGAGGGAAGCGGAATTCCTGGTGTAGAGGTGAAATTCGTAGATATCAGGAGGAACACCGGTGGCGAAGGCGGCTTCCTGGACCAATACTGACGCTGAGGCGCGAAGGCGTGGGGAGCAAACAGGBacteria Proteobacteria Target 8 122 95 108 137 158 165 225 175
IM-A9Z0I2 TACGGGGGGTGCAAGCGTTATTCGGAATTATTGGGCGTAAAGGGCGCGTAGGCGGTCTCTTAAGTCAGATGTGAAAGCCCGGGGCTTAACCCCGGAAGTGCATTTGAAACTAAGGGACTTGAGTATGGGAGAGGGAAGTGGAATTCCTGGTGTAGAGGTGAAATTCGTAGATATCAGGAGGAACACCGGTGGCGAAGGCGACTTCCTGGACCAATACTGACGCTAAGGCGCGAAGGCGTGGGGAGCAAACAGGBacteria Proteobacteria Target 8 318 254 126 188 225 276 346 253
IM-H32G6T TACGGAGGGTGCAAACGTTGTTCGGAATTACTGGGCGTAAAGCGCATGTAGGCGGATATGGAAGTCAGATGTGAAAGCCCTTGGCTCAACCAAGGAAGTGCATCTGAAACCACATATCTTGAGTATGACAGAGGGAAGTGGAATTTCCAGTGTAGAGGTGAAATTCATAGATATTGGAAAGAACACCGGTGGCGAAGGCGGCTTTCTGGGTCATTACTGACGCTGAGATGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Target 8 332 269 281 338 209 232 357 220
IM-KI8Y66 TACGGAGGGTGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCGTGTAGGCGGCTAGGCAAGTCGAGTGTGAAATCCCAGGGCTCAACCCTGGAACTGCACCCGAAACTGCTTAGCTAGAGTCCCGGAGAGGGTGGCGGAATTTCCGGTGTAGAGGTGAAATTCGTAGATATCGGAAGGAACACCAGTGGCGAAGGCGGCCACCTGGACGGTGACTGACGCTGAGACGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Target 8 106 184 136 173 208 196 328 228
IM-X735NF TACGGAGGGTGCTAACGTTGTTCGGAATCACTGGGCGTAAAGCGCGTGTAGGCGGCATGATAAGTCAGATGTGAAAGCCCTCTGCTCAACGGAGGAAGTGCATTTGAAACTGTCAAGCTAGAATACGGGAGAGGCTAGTGGAATTCCAGGTGTAGAGGTGAAATTCGTAGATATCTGGAGGAACACCCGTGGCGAAGGCGGCTAGCTGGACCGATATTGACGCTGAGACGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Target 8 63 81 37 73 78 93 72 61
IM-9FH37K TACGGAGGGTGCAAGCGTTATTCGGATTTATTGGGCGTAAAGGGCGCGTAGGCGGTCTCTTAAGTCAGATGTGAAAGCCCGAGGCTTAACCTCGGAAGTGCATTTGAAACTGAGGGACTTGAGTATGGGAGAGGGAAGTGGAATTCCTGGTGTAGCGGTGAAATGCGTAGATATCAGGAGGAACACCGGTGGCGAAGGCGACTTCCTGGACCAATACTGACGCTGAGGCGCGAAGGCGTGGGGAGCAAACAGGBacteria Proteobacteria Target 8 147 81 58 110 108 89 137 118
IM-F58N5N TACGGAGGGTCCAAGCGTTGTTCGGAATCATTGGGCGTAAAGCGCGTGTAGGCGGTCGGGTAAGTCGGATGTGAAAGCCCGGGGCTCAACCCCGGAATTGCATTCGATACTGCCTGGCTAGAGTCCCGGAGAGGATGGCGGAATTCCCGGTGTAGAGGTGAAATTCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCCATCTGGACGGTGACTGACGCTGAGACGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Target 8 46 131 102 99 43 69 84 30
IM-4VJ7H5 TACGGAGGGTGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCGCGTAGGTGGTCATATAAGTCAGATGTGAAAGTCCACGGCTCAACCGTGGAAGTGCATTTGAAACTGTATGACTTGAGTATTGGAGGGGGTAGTGGAATTCCCGGTGTAGAGGTGAAATTCGTAGATATCGGGAGGAATACCAGTGGCGAAGGCGACTACCTGGCCAAATACTGACACTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Target 8 68 79 48 49 44 44 26 25
IM-QV27K3 TACGGAGGGCGCAAGCGTTGTTCGGAATCATTGGGCGTAAAGCGCGTGTAGGCGGCTTGGTAAGTCGGTTGTGAAAGCCCGGGGCCCAACCCCGGAATTGCATTCGATACTGCCTAGCTAGAGTCCCGGAGAGGAGAGCGGAATTCCCGGTGTAGAGGTGAAATTCGTAGATATCGGGAGGAACACCAGCGGCGAAGGCGGCTCTCTGGACGGTGACTGACGCTGAGACGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Target 8 34 52 45 66 50 39 101 56
IM-0GC1P5 TACGGAGGGTGCAAGCGTTGTTCGGAATCACTGGGCGTAAAGCGCGTGTAGGCGGCTTGGCAAGTCGAATGTGAAAGCCCGGGGCCCAACCCCGGAATTGCATTCGAAACTGCCTGGCTAGAGTCTCGGAGAGGAAGGCAGAATTCCCGGTGTAGGGGTGAAATCCGTAGATATCGGGAGGAATACCAGTGGCGAAGGCGGCCTTCTGGACGATGACTGACGCTGAGACGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Target 8 54 65 37 61 60 56 118 66
IM-3YV9M7 TACGGAGGGCGCAAGCGTTGTTCGGAATCATTGGGCGTAAAGCGCGTGTAGGTGGCTTGGAAAGTTGGGTGTGAAAGCCCGGGGCCCAACCCCGGAATTGCACTCAAAACTCCCTAGCTAGAGTCCCGGAGAGGAAGGCGGAATTCCCGGTGTAGAGGTGAAATTCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCCTTCTGGACGGTGACTGACACTGAGACGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Target 8 72 150 108 79 61 98 122 71
IM-623PPI GACGGAGGGTGCGAGCGTTGTTCGGAATTATTGGGCGTAAAGCGCGTGTAGGCGGCTTGGTAAGTCGGGTGTGAAAGCCCGGGGCCCAACCCCGGAACTGCACTCGATACTGCCTCGCTAGAGTCCCGGAGAGGAGAGCGGAATTCCCGGTGTAGAGGTGAAATTCGTAGATATCGGGAGGAACACCAGCGGCGAAGGCGGCTCTCTGGACGGTGACTGACGCTGAGACGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Target 8 38 103 30 51 59 67 99 63
IM-538PPN TACGGAGGGTGCGAGCGTTGTTCGGAATCACTGGGCGTAAAGCGCGTGTAGGCGGCTGTCTAAGTCTGGTGTGAAAGCCCGGGGCTCACCCCCGGAAGTGCGCTGGAAACTGGACAGCTAGAGTATGGGAGAGGGAAGCGGAATTCCTGGTGTAGCGGTGAAATGCGTAGATATCAGGAGGAACACCGGCGGCGAAGGCGGCTTCCTGGACCAATACTGACGCTGAGACGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Target 8 64 47 52 54 43 69 85 47
IM-04FB1R TACGTAGGGAGCAAGCGTTGTTCGGAATCATTGGGCGTAAAGAGCGCGTAGGCGGCCAGGCAAGTCTGGTGTGAAAGCCCACAGCTTAACTGTGGAACTGCATCAGAAACTGCTTGGCTAGAGTGCGGGAGAGGAGAGTGGAATTCCCAGTGTAGAGGTGAAATTCGTAGATATTGGGAGGAACACCGGTGGCGAAGGCGGCTCTCTGGAACGCAACTGACGCTGAGGCGCGAAAGCTAGGGGAGCGAACGGGBacteria 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.7 - 40 47 42 56 52 81 49
IM-1KZ30G TACGGGGGGTGCAAGCGTTATTCGGAATCATTGGGCGTAAAGAGCGCGTAGGCGGTCTTCTATGTCAGATGTGAAAGCCCGGGGCTCAACCCCGGAAGTGCATTTGAAACTGGGAGACTTGAGTATGGGAGAGGGAAGTGGAATTCCTGGTGTAGCGGTGAAATGCGTAGATATCAGGAGGAACACCGGTGGCGAAGGCGACTTCCTGGACCAATACTGACGCTGAGGCGCGAAGGCGTGGGGAGCAAACAGGBacteria Proteobacteria Target 7 23 32 38 23 - 22 32 22
IM-Q2P1T9 CACGGAGGGTGCAAGCGTTGTTCGGAATCACTGGGCGTAAAGGACGCGCAGGCGGCCCGGTAAGTCAGAAGTGAAATCCGTCGGCTCAACCGACGAACGGCTTCTGATACTGCCGGACTTGAGTACGGGAGAGGAAAGCGGAATTCCCAGTGTAGAGGTGAAATTCGTAGATATTGGGAAGAACACCGGTGGCGAAGGCGGCTTTCTGGACCGATACTGACGCTGAGGCGTGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Target 5 29 49 31 28 - - 34 -
IM-LK86R4 TACGGAGGGTGCAAACGTTGCTCGGAATTATTGGGCGTAAAGCGCGCGTAGGCGGTCGCGTAAGTCGGATGTGAAAGCCCTCGGCTTAACCGAGGAAGTGCATTCGAAACTGCGTGACTTGAGTATGGGAGAGGGTTGTGGAATTCCCGGTGTAGAGGTGAAATTCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGACAACCTGGACCAATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Target 3 - 22 - - 23 - - 33
IM-UJ0O56 TACGGAGGGCGCAAGCGTTGTTCGGAATCACTGGGCGTAAAGCGCGTGTAGGCGGTCAGGACAGTCGGATGTGAAATCCCGAGGCTCAACCTCGGAACTGCATTCGATACTGCCTGGCTAGAGTCTCGGAGAGGGTGGCGGAATTCCCGGTGTAGGGGTGAAATCCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCCACCTGGACGATGACTGACGCTGAGACGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Target 5 27 - 20 22 25 24 - -
IM-40W4BB TACGGAGGGTGCAAGCGTTGTTCGGAATTATTGGGCGTAAAGCGCGTGTAGGCGGCATGGCAAGTCGGGTGTGAAAGCCCGGGGCCCAACCCCGGAATTGCACTCGAAACTGCCTCGCTAGAGTCCCGGAGAGGAAGGCAGAATTCCCGGTGTAGGGGTGAAATCCGTAGATATCGGGAGGAATACCAGTGGCGAAGGCGGCCTTCTGGACGGTGACTGACGCTGAGACGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Target 3 24 35 21 - - - - -
IM-4BX4G3 CACGGAGGGTGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGTGTAGGCGGCTTGGTAAGTCTGAAGTGAAATCCGTCGGCTCAACCGACGAACTGCTTCAGATACTGCCTCGCTTGAGTACGGGAGAGGAAAGCGGAATTCCCAGTGTAGAGGTGAAATTCGTAGATATTGGGAAGAACACCGGTGGCGAAGGCGGCTTTCTGGACCGATACTGACGCTGAGACGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Target 1 - - 27 - - - - -
IM-SZ40S5 TACGGAGGGGGCAAGCGTTGCTCGGATTTACTGGGCGTAAAGGGTCCGCAGGCGGTTGAGCAAGTTAGATGTGAAAGCTCAAGGCTTAACCTTGAAAATGCATCTAAAACTGCTCGACTAGAGTCCAAGAGGGGTCGGCGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCCGACTGGCTTGGAACTGACGCTCAGGGACGAAAGCGTGGGTAGCGAACCGGBacteria Proteobacteria Target 2 - - 19 - - 21 - -
IM-7V0IS4 TACGGAGGGTGCAAGCGTTGTTCGGAATTATTGGGCGTAAAGCGCGCGTAGGCGGCAAGGTAAGTCGGATGTGAAATCCCAGGGCCCAACCCTGGAACTGCATACGATACTGCCTCGCTAGAGTCTCGGAGAGGATGGCGGAATTCCGGGTGTAGAGGTGAAATTCGTAGATATCCGGAGGAACACCAGTGGCGAAGGCGGCCATCTGGACGATGACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Target 1 17 - - - - - - -
IM-O0V8EM TACGGAGGGTGCAAGCGTTGTTCGGAATCATTGGGCGTAAAGCGGGTGTAGGCGGCTTGGTAAGTCGGGTGTGAAATCCCTGGGCCCAACCCAGGAACTGCATTCGAAACTGCCTCGCTAGAGTCCCGGAGAGGGTGGCGGAATTCCCGGTGTAGAGGTGAAATTCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCCACCTGGACGGTGACTGACGCTGAGACCCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Target 8 40 56 47 36 24 24 34 23
IM-9W3W5X TACGAAGGGGGCTAGCGTTGTTCGGAATAACTGGGCGTAAAGCGCACGTAGGCGGAATGTTAAGTGAGGGGTGAAATCCCAGGGCTCAACCCTGGAACTGCCTTTCATACTGGCAATCTAGAGATCGAGAGAGGTGAGTGGAATTCCGAGTGTAGAGGTGAAATTCGTAGATATTCGGAGGAACACCAGTGGCGAAGGCGGCTCACTGGCTCGATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Alphaproteobacteria Target 8 149 262 155 188 283 295 289 344
IM-0YC8D8 GACGGAGGGTGCTAGCGTTGTTCGGAATCACTGGGCGTAAAGGGCGCGTAGGCGGCGATAGAAGTCGGGTGTGAAAGCCCGGAGCTCAACTCCGGAACTGCACTCGAAACTTTGTTGCTGGAGGTCGGAAGAGGAGAGTGGAATACCCAGTGTAGAGGTGAAATTCGTAGATATTGGGTGGAACACCAGTGGCGAAAGCGGCTCTCTGGTCCGTACCTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Alphaproteobacteria Target 2 37 165 - - - - - -
IM-18CI5Y TACGGAGGGGGCTAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGATTGGTCAGTTGGGGGTGAAATCCCGAGGCTTAACCTCGGAACTGCCCTCAATACTGCCAGTCTAGAGTTCGGAAGAGGTAAGTGGAATTCCTAGTGTAGAGGTGAAATTCGTAGATATTAGGAAGAACACCAGTGGCGAAGGCGGCTTACTGGTCCGATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Alphaproteobacteria Target 8 89 229 105 145 143 180 215 233
IM-NS47W1 TACGGAGGGGGCTAGCGTTGTTCGGATTTACTGGGCGTAAAGGGCGCGTAGGCGGTATGCCATGTCAGGGGTGAAAGGCCTGGGCTCAACCCAGGAACTGCCTTTGAAACTGGCAAACTAGAGTCCGATAGAGGATGGCGGAATTCCCAGTGTAGAGGTGAAATTCGTAGATATTGGGAAGAACACCAGTGGCGAAGGCGGCCATCTGGATCGGCACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Alphaproteobacteria Target 8 51 153 36 45 33 39 55 44
IM-ED529U TACGGAGGGGGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGAAGATCAAGTCAGGGGTGAAAGGCCTGGGCTCAACCCGGGAACTGCCTTTGAAACTGGTTTTCTAGAGTACGGGAGAGGATGGCGGAATTCCCAGTGTAGAGGTGAAATTCGTAGATATTGGGAAGAACACCGGTGGCGAAGGCGGCCATCTGGCCCGGTACTGACGCTAAGGCGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Alphaproteobacteria Target 8 36 123 38 51 71 90 80 80
IM-TNND17 TACGAAGGGGGCTAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCACGTAGGCGGATCGTTTAGTCGAGGGTGAAATCCCGGGGCTCAACCCCGGAACTGCCTTCGATACTGGCGATCTTGAGTCCGAGAGAGGTGAGTGGAACTCCGAGTGTAGAGGTGAAATTCGTAGATATTCGGAAGAACACCAGTGGCGAAGGCGGCTCACTGGCTCGGTACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Alphaproteobacteria Target 8 35 47 19 20 49 33 31 57
IM-AN28E2 TACGGAGGGGGCTAGCGTTGTTCGGAATCACTGGGCGTAAAGCGCGCGTAGGCGGTTTATCAAGTTGGGCGTGAAAGCCCGGGGCTCAACCCCGGAACTGCGTTCAAAACTGGTTGACTAGAGTCCGAGAGAGGGTGGTGGAATTCCCAGTGTAGAGGTGAAATTCGTAGATATTGGGAAGAACACCAGTGGCGAAGGCGGCCACCTGGCTCGGTACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Alphaproteobacteria Target 6 50 32 39 41 - 32 - 26
IM-Q60NJ5 TACGGAGGGGGCTAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGATTGGTCAGTCAGAGGTGAAATCCCGAAGCTCAACTTCGGAACTGCCTTTGATACTGCCGATCTAGAGTCCGGGAGAGGTGAGTGGAATTCCTAGTGTAGAGGTGAAATTCGTAGATATTAGGAAGAACACCAGTGGCGAAGGCGGCTCACTGGCCCGGTACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Alphaproteobacteria Target 2 - - - 20 - - - 26
IM-Y63LT9 TACGGAGGGGGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGTGTAGGCGGTTTGTCTAGTCAGGCGTGAAAGCCCCGGGCTTAACCTGGGAACTGCGTTTGATACTGACAGGCTAGAGGTTGGGAGAGGAGAGTGGAATTCCCAGTGTAGAGGTGAAATTCGTAGATATTGGGAAGAACACCAGTGGCGAAGGCGGCTCTCTGGTCCACACCTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Alphaproteobacteria Target 2 22 - 25 - - - - -
IM-JQ7Y35 TACGGAGGGGGCTAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGGCTGGTTAGTTGGGGGTGAAATCCCAGGGCTTAACCCTGGAACTGCCCTCAATACTGCCAGTCTTGAGTTCGAGAGAGGTAAGTGGAATTCCTAGTGTAGAGGTGAAATTCGTAGATATTAGGAAGAACACCAGTGGCGAAGGCGGCTTACTGGCTCGATACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Alphaproteobacteria Kiloniellales Kiloniellaceae Target 8 89 122 106 85 122 185 159 160
IM-0T7TIR TACGGAGGGGGCTAGCGTTGTTCGGATTTACTGGGCGTAAAGCGCGCGTAGGCGGGCTGGTCAGTTGGGGGTGAAATCCCGAGGCTCAACCTCGGAACTGCCCTCAATACTACCAGTCTTGAGTTCGAGAGAGGTAAGTGGAATTCCTAGTGTAGAGGTGAAATTCGTAGATATTAGGAAGAACACCAGTGGCGAAGGCGGCTTACTGGCTCGATACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Alphaproteobacteria Kiloniellales Kiloniellaceae Target 8 43 71 55 46 66 82 88 88
IM-8PR62H TACGGAGGGGGCTAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGACCTGTAAGTCGGGGGTGAAAGCCCGAGGCTCAACCTCGGAACTGCCTCCGATACTACAGGTCTTGAGTCCGAGAGAGGTGAGTGGAATTCCTAGTGTAGAGGTGAAATTCGTAGATATTAGGAAGAACACCAGTGGCGAAGGCGGCTCACTGGCTCGGTACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Alphaproteobacteria Rhizobiales Target 8 221 229 226 246 378 443 556 573
IM-71DU1T TACGGAGGGGGCTAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGACTGGTCAGTTGGGGGTGAAATCCCAAGGCTTAACCTTGGAACTGCCTTCAAAACTGCCAGTCTTGAGTCCGGGAGAGGTGAGTGGAATTCCTAGTGTAGAGGTGAAATTCGTAGATATTAGGAAGAACACCAGTGGCGAAGGCGGCTCACTGGCCCGGTACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Alphaproteobacteria Rhizobiales Target 8 131 288 169 199 258 242 308 329
IM-TF0Z30 TACGAAGGGGGCTAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGGTTCTTAAGTCAGGGGTGAAATCCCGAGGCTCAACCTCGGAACTGCCTTTGATACTGAGAGCCTAGAGTCCGGGAGAGGTGAGTGGAACTCCTAGTGTAGAGGTGAAATTCGTAGATATTAGGAAGAACACCAGTGGCGAAGGCGGCTCACTGGCCCGGTACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Alphaproteobacteria Rhizobiales Target 8 31 74 26 38 54 41 44 63
IM-I44G1E TACGGAGGGGGCTAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCACGTAGGCGGATTGGTAAGTTGGGGGTGAAATCCCAAGGCTCAACCTTGGAACTGCCCTCGAAACTGCCAGTCTTGAGTCCGGAAGAGGTGAGTGGAATTCCTAGTGTAGAGGTGAAATTCGTAGATATTAGGAAGAACACCAGTGGCGAAGGCGGCTCACTGGTCCGGTACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Alphaproteobacteria Rhizobiales Target 7 17 41 - 22 46 34 48 57
IM-9SG03V TACGAAGGGGGCTAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCATGCAGGCGGATCGCTAAGTCAGGGGTGAAAGCCCGAGGCTCAACCTCGGAACTGCCTTTGATACTGGCGATCTTGAGTCCGGGAGAGGTGAGTGGAACTCCGAGTGTAGAGGTGAAATTCGTAGATATTCGGAAGAACACCAGTGGCGAAGGCGGCTCACTGGCCCGGTACTGACGCTGAGATGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Alphaproteobacteria Rhizobiales Target 2 - 30 - - - - - 23
IM-FZ68F9 TACGAAGGGGGCTAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCGCGCAGGCGGTTTTCCAAGTCAGAGGTGAAAGCCCAGAGCTCAACTCTGGAACTGCCTTTGAAACTGGAAAACTAGGGTACGGGAGAGGTGAGTGGAATTCCGAGTGTAGAGGTGAAATTCGTAGATATTCGGAAGAACACCAGTGGCGAAGGCGGCTCACTGGCCCGTTACCGACGCTCAGGCGCGACAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Alphaproteobacteria Rhizobiales Target 1 - - - - - - - 23
IM-K4B9M8 TACGGAGGGGGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGGTCTTTAAGTCAGAGGTGAAATCCTGGAGCTCAACTCCAGAACTGCCTTTGATACTGGAGATCTTGAGTCCGGAAGAGGTTAGTGGAATTCCCAGTGTAGAGGTGAAATTCGTAGATATTGGGAAGAACACCAGTGGCGAAGGCGGCTAACTGGTCCGGTACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Alphaproteobacteria Rhizobiales Anderseniellaceae Target 8 120 224 158 149 159 174 198 212
IM-1U3IK8 TACGAAGGGGGCTAGCGTTGTTCGGAATCACTGGGCGTAAAGCGCACGTAGGCGGACTGATCAGTTGGGGGTGAAATCCCAGGGCTCAACCCTGGAACTGCCTTCAATACTGTCAGTCTTGAGTCCGAGAGAGGTGAGTGGAATTCCTAGTGTAGAGGTGAAATTCGTAGATATTAGGAAGAACACCAGTGGCGAAGGCGGCTCACTGGCTCGGTACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Alphaproteobacteria Rhizobiales Hyphomicrobiaceae Target 8 157 223 131 161 262 309 275 303
IM-6EO52Z TACGAAGGGGGCTAGCGTTGTTCGGAATCACTGGGCGTAAAGCGCACGTAGGCGGATTTGTAAGTTAGGGGTGAAATCCCGGGGCTCAACCTCGGAACTGCCTTTGATACTGCAAGTCTAGAGTCCGAGAGAGGTGAGTGGAATTCCTAGTGTAGAGGTGAAATTCGTAGATATTAGGAAGAACACCAGTGGCGAAGGCGGCTCACTGGCTCGGTACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Alphaproteobacteria Rhizobiales Hyphomicrobiaceae Filomicrobium Target 8 165 302 140 178 310 348 300 373
IM-GX82X8 TACGAAGGGAGCTAGCGTTGTTCGGAATCACTGGGCGTAAAGCGCACGTAGGCGGATTGTTTAGTCGGGGGTGAAATCCCGGGGCTCAACCCCGGAACTGCCTCCGATACTGGCAATCTGGAGTCCGGAAGAGGTGGGTGGAATTCCTAGTGTAGAGGTGAAATTCTTAGATATTAGGAAGAACACCGGTGGCGAAGGCGGCCCACTGGTCCGGTACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Alphaproteobacteria Rhizobiales Hyphomicrobiaceae Hyphomicrobium Target 8 368 991 483 520 875 726 964 1058
IM-8BT8Q3 TACGGAGGGAGCTAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGACTTTCAAGTCAGGGGTGAAATCCCGAGGCTCAACCTCGGAACTGCCTTTGATACTGATAGTCTTGAGTCCGAGAGAGGTGAGTGGAATTCCTAGTGTAGAGGTGAAATTCGTAGATATTAGGAAGAACACCAGTGGCGAAGGCGGCTCACTGGCTCGGTACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Alphaproteobacteria Rhizobiales Methyloligellaceae Methyloceanibacter Methyloceanibacter stevinii Not found Target 8 42 49 36 34 70 95 92 97
IM-13WA2S TACGAAGGGGGCTAGCGTTGTTCGGATTTACTGGGCGTAAAGCGCACGTAGGCGGATCGTTAAGTGAGGGGTGAAATCCCAGGGCTCAACCCTGGAACTGCCTCTCATACTGGCGATCTCGAGTTCGAGAGAGGTGAGTGGAATTCCGAGTGTAGAGGTGAAATTCGTAGATATTCGGAGGAACACCAGTGGCGAAGGCGGCTCACTGGCTCGATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Alphaproteobacteria Rhizobiales Rhizobiaceae Target 3 - 33 - - - 28 - 37
IM-8HM4AI TACGGAGGGGGCTAGCGTTGTTCGGAATCACTGGGCGTAAAGCGCACGTAGGCGGATTTGTTAGTCAGGGGTGAAAGCCCGGGGCTCAACCCCGGAACTGCCCCTGATACTGCGAATCTCGAGTCCGGAAGAGGTGAGTGGAATTCCTAGTGTAGAGGTGAAATTCGTAGATATTAGGAAGAACACCAGTGGCGAAGGCGGCTCACTGGTCCGGTACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Alphaproteobacteria Rhizobiales Rhodobiaceae Target 5 - 30 - - 26 23 48 42
IM-997VWY TACGAAGGGGGCTAGCGTTGTTCGGAATAACTGGGCGTAAAGCGCACGTAGGCGGATTGGAAAGTTAGAGGTGAAATCCCTGGGCTCAACCCAGGAACTGCCTTTAAAACTATCAATCTAGAGGTCGAGAGAGGTGAGTGGAATTCCGAGTGTAGAGGTGAAATTCGTAGATATTCGGAGGAACACCAGTGGCGAAGGCGGCTCACTGGCTCGATACTGACGCTGAGGTGCGAAAGTGTGGGGAGCAAACAGGBacteria Proteobacteria Alphaproteobacteria Rhodobacterales Target 8 34 28 31 24 43 53 39 57



IM-YB95D4 TACGGAGGGGACTAGCGTTGTTCGGAATTACTGGGCGTAAAGCGTACGTAGGCGGATCAGAAAGTATGGGGTGAAATCCCAGGGCTCAACCCTGGAACTGCCTCATAAACTCCTGGTCTTGAGTTCGAGAGAGGTGAGTGGAATTCCGAGTGTAGAGGTGAAATTCGTAGATATTCGGAGGAACACCAGTGGCGAAGGCGGCTCACTGGCTCGATACTGACGCTGAGGTACGAAAGTGTGGGGAGCAAACAGGBacteria Proteobacteria Alphaproteobacteria Rhodobacterales Rhodobacteraceae Target 8 86 89 67 108 97 156 106 197
IM-L8D9J3 TACGGAGGGGGTTAGCGTTGTTCGGAATTACTGGGCGTAAAGCGTACGTAGGCGGATTAGTAAGTTAGGGGTGAAATCCCAGGGCTCAACCCTGGAACTGCCTCTAAAACTGCTAGTCTAGAGATCGAGAGAGGTGAGTGGAATTCCAAGTGTAGAGGTGAAATTCGTAGATATTTGGAGGAACACCAGTGGCGAAGGCGGCTCACTGGCTCGATACTGACGCTGAGGTACGAAAGTGTGGGGAGCAAACAGGBacteria Proteobacteria Alphaproteobacteria Rhodobacterales Rhodobacteraceae Target 8 44 27 28 41 38 68 32 55
IM-42BTH5 TACGGAGGGGACTAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCACGTAGGCGGATCAGAAAGTAAGAGGTGAAATCCCAGGGCTCAACCCTGGAACTGCCTTTTAAACTCCTGGTCTTGAGTTCGAGAGAGGTGAGTGGAATTCCAAGTGTAGAGGTGAAATTCGTAGATATTTGGAGGAACACCAGTGGCGAAGGCGGCTCACTGGCTCGATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Alphaproteobacteria Rhodobacterales Rhodobacteraceae Target 8 28 26 24 26 21 45 27 32
IM-9W6L0Q TACGGAGGGGGCTAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGATTGTTAAGTCGGGGGTGAAATCCCGGGGCTCAACCCCGGAACTGCCTCCGATACTGGCAGTCTAGAGGTCGAGAGAGGTGAGTGGAATTCCGAGTGTAGAGGTGAAATTCGTAGATATTCGGAGGAACACCAGTGGCGAAGGCGGCTCACTGGCTCGATTCTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Alphaproteobacteria Rhodobacterales Rhodobacteraceae Target 8 95 101 69 115 116 135 138 175
IM-ZB735J TACGGAGGGGGTTAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCACGTAGGCGGATTAGTAAGTTAGAGGTGAAATCCCAGGGCTCAACCCTGGAACTGCCTTTAATACTGCTAGTCTTGAGTTCGAGAGAGGTAAGTGGAATTCCGAGTGTAGAGGTGAAATTCGTAGATATTCGGAGGAACACCAGTGGCGAAGGCGACTTACTGGCTCGATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Alphaproteobacteria Rhodobacterales Rhodobacteraceae Target 8 24 45 34 23 22 40 44 47
IM-O59G5L TACGGAGGGGGCTAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCACGTAGGCGGATCAGAAAGTAAGGGGTGAAATCCCGAGGCTCAACCTCGGAACTGCCTCTTAAACTCCTGGTCTTGAGTTCGAGAGAGGTGAGTGGAATTCCAAGTGTAGAGGTGAAATTCGTAGATATTTGGAGGAACACCAGTGGCGAAGGCGGCTCACTGGCTCGATACTGACGCTGAGGTGCGAAAGTGTGGGGAGCAAACAGGBacteria Proteobacteria Alphaproteobacteria Rhodobacterales Rhodobacteraceae Target 4 22 - - 31 - 34 - 22
IM-A66NE3 TACGGAGGGGGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGTCTGTTGCGTCAGGTGTGAAAGCCCCGGGCTCAACCTGGGAGGTGCACTTGATACGGGCAGACTGGAATCCGAGAGAGGGTGGTGGAATTCCCAGTGTAGAGGTGAAATTCGTAGATATTGGGAAGAACACCGATGGCGAAGGCAGCCACCTGGCTCGGTATTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Alphaproteobacteria Rhodospirillales Rhodospirillaceae Target 1 - - 25 - - - - -
IM-836CXC TACGGAGGGGGCAAGCGTTGTTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGGAAGTCAAGTTAGGGGTGAAAGGCCTGGGCTCAACCTAGGAACTGCCTCTAAAACTGGCTTTCTAGAGTCCGGGAGAGGATGGCGGAATTCCCAGTGTAGAGGTGAAATTCGTAGATATTGGGAAGAACACCAGTGGCGAAGGCGGCCATCTGGTCCGGCACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Alphaproteobacteria Rhodospirillales Rhodospirillaceae Pelagibius Target 8 46 68 27 42 32 47 52 34
IM-T3W3O7 TACTGAGGGTCCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGAGTGTAGGCGGCTTCGTAAGTCGGATGTGAAAGCCCTGGGCTTAACCTGGGAATGCCATTCGATACTGCGCGGCTAGAGTTTGATAGAGGAAAGTGGAATTCCAGGTGTAGCGGTGAAATGCGTAGATATCTGGAGGAACACCAGTGGCGAAGGCGGCTTTCTGGATCAAAACTGACGCTGAGGCTCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Target 8 736 777 1043 1263 1331 1352 1535 1489
IM-9QCQ08 TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCTCGTAGGCGGTTTGTTAAGTCGGATGTGAAAGCCCCGGGCTCAACCTGGGAACTGCATTCGATACTGGCAGACTAGAGTATAGTAGAGGCAAGTGGAATTCCGGGTGTAGCGGTGAAATGCGTAGATATCCGGAGGAACATCAGTGGCGAAGGCGACTTGCTGGACTAATACTGACGCTGAGGAGCGAAAGCGTGGGGAGCAAACGGGBacteria Proteobacteria Gammaproteobacteria Target 8 972 1079 1128 869 461 539 1042 634
IM-QB00E0 TACGGAGGGTGCAAGCGTTAATCGGAATCACTGGGCGTAAAGCGCACGCAGGCGGTTTGTTAAGTCAGATGTGAAAGCCCCGGGCTCAACCTGGGAACTGCATTTGATACTGACAGACTAGAGTATGAGAGAGAGAAGTGGAATTCCACATGTAGCGGTGAAATGCGTAGAGATGTGGAGGAACATCAGTGGCGAAGGCGACTTCTTGGCTCAATACTGACGCTCAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Target 8 335 562 447 527 574 510 755 730
IM-B8R82C TACGGAGGGAGCGAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGCTTTGTAAGTCGGATGTGAAAGCCCTGGGCTTAACCTGGGAATGGCATTCGAAACTGCAGAGCTAGAGTATGGTAGAGGGAAGTGGAATTTCCGGTGTAGCGGTGAAATGCGTAGATATCGGAAGGAACACCAGTGGCGAAGGCGACTTCCTGGGCCAATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Target 8 2186 1819 2602 1987 1369 1475 2252 1551
IM-65MO9C TACAGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTTTGTTAAGTCGGATGTGAAAGCCCCGGGCTCAACCTGGGAACTGCATTCGATACTGGCAGGCTAGAGTATGGTAGAGGGAAGTGGAATTCCGGGTGTAGCGGTGAAATGCGTAGATATCCGGAGGAACATCAGTGGCGAAGGCGGCTTCCTGGACCAATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Target 8 434 730 686 567 423 511 590 588
IM-IX0B54 TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGCTTTGTAAGTCAAATGTGAAAGCCCCGGGCTTAACCTGGGAATTGCATTCGATACTGCAGAGCTAGAGTATGGTAGAGGGAAGTGGAATTCCGGGTGTAGCGGTGAAATGCGTAGATATCCGGAGGAACACCAGTGGCGAAGGCGACTTCCTGGGCCAATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Target 8 506 588 499 450 387 348 592 371
IM-U2CB84 TACAGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGCTTGGTCAGTCGGATGTGAAAGCCCCGGGCTTAACCTGGGAATTGCATTCGATACTGCCAGGCTAGAATGTAGTAGAGGGAAGTGGAATTCCGGGTGTAGCGGTGAAATGCGTAGATATCCGGAGGAACATCAGTGGCGAAGGCGACTTCCTGGACTAACATTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Target 8 543 635 682 836 622 753 728 637
IM-I928H6 TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGCTTTGTAAGTCGGATGTGAAAGCCCTGGGCTCAACCTGGGAATGGCATTCGAAACTGCATGGCTAGAGTATGGTAGAGGGAAGTGGAATTTCCGGTGTAGCGGTGAAATGCGTAGATATCGGAAGGAACACCGGTGGCGAAGGCGACTTCCTGGGCCAATACTGACGCTGAGGCGCGAAAGCGTGGGTAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Target 8 337 248 386 377 274 440 450 460
IM-ZB968B TACTGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGAGTGTAGGCGGCTACCTAAGTCGGATGTGAAAGCCCTGGGCTCAACCTGGGAATTGCATTCGAAACTGAGTAGCTAGAGTTTGGTAGAGGTAAGTGGAATTCCGGGTGTAGCGGTGAAATGCGTAGATATCCGGAGGAACATCAGTGGCGAAGGCGGCTTACTGGACCAAAACTGACGCTGAGGCTCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Target 8 351 307 437 614 622 638 726 459
IM-TPX572 TACGGAGGGCGCGAGCGTTATTCGGAATCATTGGGCGTAAAGCGCGTGTAGGCGGCTGGGCAAGTCGGATGTGAAAGCCCGGGGCTCAACCCCGGAATTGCATTCGAAACTGCTCAGCTAGAGTCTCGGAGAGGAGGGCGGAATTCCCGGTGTAGAGGTGAAATTCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCCCTCTGGACGATGACTGACGCTGAGACGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Target 8 233 206 189 214 232 247 365 198
IM-3ZEJ04 TACGGAAGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGCTAGATAAGTCGGGTGTGAAAGCCCCGGGCTCAACCTGGGAACTGCATTCGATACTGTCTGGCTAGAGTGTGATAGAGGGAGGCGGAATTCCGCATGTAGCGGTGAAATGCGTAGAGATGCGGAGGAACACCAATGGCGAAGGCAGCCTCCTGGATTAACACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Target 8 444 932 570 673 820 742 944 911
IM-96M8UE TACTGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGAGTGTAGGCGGCTTCGTAAGTCGGATGTGAAAGCCCCGGGCTTAACCTGGGAATTGCATTCGATACTGCGCGGCTAGAGTCTGATAGAGGGAAGTGGAATTCCAGGTGTAGCGGTGAAATGCGTAGATATCTGGAGGAACACCAGTGGCGAAGGCGGCTTCCTGGATCAAGACTGACGCTGAGGCTCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Target 8 471 650 466 499 399 434 489 482
IM-59DYT5 TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGAGTGTAGGCGGTTACATAAGTCGGATGTGAAAGCCCTGGGCTTAACCTGGGAATGGCATTCGATACTGTGTAACTAGAGTTTGGTAGAGGTAAGTGGAATTCCGGGTGTAGCGGTGAAATGCGTAGAGATCCGGAGGAACATCAGTGGCGAAGGCGGCTTACTGGACCAAAACTGACGCTGAGGCTCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Target 8 147 145 179 193 173 210 253 155
IM-RUF397 TACGGAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGAGTACGTAGGCGGCTTGGTCAGTCGGATGTGAAAGCCCCGGGCTTAACCTGGGAATTGCACTCGATACTGCCAAGCTAGAATTTAGTAGAGGAATGCGGAATTCCGGGTGTAGCGGTGAAATGCGTAGAGATCCGGAGGAACATCAATGGCGAAGGCAGCATTCTGGGCTAAAATTGACGCTGAGGTACGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Target 8 125 97 174 151 76 82 150 91
IM-U06KH7 TACGGAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGCTATGTAAGTCGGATGTGAAAGCCCCGGGCTCAACCTGGGAATTGCGTTCGATACTGCATGACTAGAGTATGGGAGAGGGAAGTGGAATTTCCGGTGTAGCGGTGAAATGCGTAGATATCGGAAGGAACACCAGTGGCGAAGGCGACTTCCTGGCCCAATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Target 8 208 171 162 207 184 200 191 148
IM-P3O7K8 TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCACGCAGGCGGTTTGATAAGTCAGATGTGAAAGCCCCGGGCTCAACCTGGGAACTGCATTTGATACTGTCAGACTAGAGTATGGTAGAGAGAAGTAGAATTCCACATGTAGCGGTGAAATGCGTAGAGATGTGGAGGAATATCAGTGGCGAAGGCGACTTCTTGGACCAATACTGACGCTCAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Target 8 70 88 80 80 83 98 135 96
IM-2GXY16 TACTTAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGAGTGTAGGCGGCTACTTAAGTCGGATGTGAAATCCCCGGGCTCAACCTGGGAATTGCATTCGATACTGGGTAGCTAGAGTTTGGTAGAGGTAAGTGGAATTTCGGGTGTAGCGGTGAAATGCGTAGATATCCGAAGGAACATCAGTGGCGAAGGCGGCTTACTGGACCAAAACTGACGCTGAGGCTCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Target 8 188 129 243 261 252 312 272 191
IM-3AQ5M3 TACGGAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGCCTGATCAGTCGGATGTGAAAGCCCTGGGCTTAACCTGGGAATTGCACTCGATACTGTCGGGCTAGAGTATGGGAGAGGGAAGTGGAATTTCCGGTGTAGCGGTGAAATGCGTAGATATCGGAAGGAACACCAGTGGCGAAGGCGACTTCCTGGCCCAATACTGACGCTGAGGTGCGAAAGCGTGGGTAGCGAACAGGBacteria Proteobacteria Gammaproteobacteria Target 8 95 104 148 116 119 82 192 124
IM-VP9V93 TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGTGCGTAGGCGGTTTACTAAGTCAGATGTGAAAGCCCCGGGCTTAACCTGGGAACTGCATTTGATACTGGTAGGCTAGAGTATGATAGAGGGGGGTAGAATTCCTGGTGTAGCGGTGAAATGCGTAGATATCAGGAGGAATACCAGTGGCGAAGGCGGCCCCCTGGATCAATACTGACGCTGAGGCACGAAAGCGTGGGTAGCGAACAGGBacteria Proteobacteria Gammaproteobacteria Target 5 40 69 96 41 21 - - -
IM-37PXV9 TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGTGCGTAGGCGGTTTGTTAAGTCAGATGTGAAAGCCCCGGGCTTAACCTGGGAACTGCATTTGATACTGGCAAACTAGAATGTGGTAGAGGGAAGTGGAATTCCTCATGTAGCGGTGAAATGCGTAGATATGAGGAGGAACACCAGTGGCGAAGGCGACTTCCTGGACCAACATTGACGCTGAGGTACGAAAGCGTGGGTAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Target 8 44 81 56 47 56 64 80 68
IM-23AKR5 TACGGAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGCTAGGTCAGTCGGATGTGAAAGCCCCGGGCTTAACCTGGGAATTGCATTCGATACTGCCTGGCTAGAGTATGGGAGAGGGAAGTGGAATTTCCGGTGTAGCGGTGAAATGCGTAGATATCGGAAGGAACACCAGTGGCGAAGGCGACTTCCTGGCCCAATACTGACGCTCAGGTGCGAAAGCGTGGGTAGCGAACAGGBacteria Proteobacteria Gammaproteobacteria Target 8 269 276 228 210 148 163 207 179
IM-54KW0L TACGGAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTTGAGTAAGTCAGATGTGAAAGCCCCGGGCTCAACCTGGGAATGGCATTTGAGACTGTTCGACTAGAGTCTGTCAGAGGGTGGCGGAATTCCGGGTGTAGCGGTGAAATGCGTAGATATCCGGAGGAACACCAGTGGCGAAGGCGGCCACCTGGGGCAAGACTGACGCTGAGGGGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Target 7 50 186 81 62 31 32 47 -
IM-6RC5N7 TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTTTTGTAAGTCGGATGTGAAAGCCCTGGGCTTAACCTGGGAATGGCATTCGATACTGCTTGACTAGAGTATGGTAGAGGGAAGTGGAATTTCCGGTGTAGCGGTGAAATGCGTAGATATCGGAAGGAACACCAGTGGCGAAGGCGACTTCCTGGGCCAATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Target 8 381 284 418 312 195 248 369 266
IM-I953ZY TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGGGCGCGTAGGTGGTTTGGTCAGTCGGATGTGAAAGCCCCGGGCTCAACCCGGGAATTGCATTCGATACTGCCTGACTAGAGTATGGTAGAGGGAAGCGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACATCAGTGGCGAAGGCGGCTTCCTGGACCAATACTGACACTGAGGCGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Target 5 45 77 52 29 - - 26 -
IM-8FIZ22 TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTTTGATAAGTCAGATGTGAAAGCCCCGGGCTTAACCTGGGAACTGCATTTGAAACTGTCTTACTAGAGTGTGGTAGAGGGAGGTGGAATTCCGCGTGTAGCGGTGAAATGCGTAGAGATGCGGAGGAACACCAGTGGCGAAGGCGGCCTCCTGGACCAACACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Target 8 26 71 40 26 32 22 49 25
IM-1EDT50 TACAGAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGGGCGCGTAGGTGGCTTGGTAAGTTGGATGTGAAAGCCCTGGGCTTAACCTGGGAATTGCATTTGATACTGCCTCGCTAGAGTATGGTAGAGGGAAGCGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACATCAGTGGCGAAGGCGGCTTCCTGGATTAATACTGACACTGAGGCGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Target 7 - 75 24 24 29 35 32 36
IM-78KK9U TACGGGGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTTTGATCAGTCGGATGTGAAAGCCCTGGGCTCAACCTGGGAATGGCATTCGATACTGTCAAGCTAGAATGTGGGAGAGGCAAGTGGAATTTCCGGTGTAGCGGTGAAATGCGTAGAGATCGGAAGGAACACCAGTGGCGAAGGCGGCTTGCTGGCCCAACATTGACGCTGAGGTGCGAAAGCGTGGGGAGCGAACAGGBacteria Proteobacteria Gammaproteobacteria Target 8 42 45 87 57 31 53 64 91
IM-40B3HD TACTTAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGCGAGTGTAGGCGGCTGTATAAGTCGGATGTGAAAGCCCTGGGCTCAACCTGGGAATTGCATTCGAAACTGTACAGCTAGAGTTTGGTAGAGGTAAGTGGAATTCAAGGTGTAGCGGTGAAATGCGTAGATATCTTGAGGAACATCAGTGGCGAAGGCGGCTTACTGGACCAAAACTGACGCTGAGGCTCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Target 8 52 36 52 69 34 70 44 45
IM-8K06A9 TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGAGCACGTAGGCGGCTTGGTCAGTCGGATGTGAAAGCCCCGGGCTTAACCTGGGAATTGCACTCGATACTGCCAAGCTAGAGTTTAATAGAGGAATGCGGAATTCCGGGTGTAGCGGTGAAATGCGTAGATATCCGGAGGAACATCAGTGGCGAAGGCGGCATTCTGGGTTAAAACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Target 6 - 32 - 22 27 24 25 35
IM-Z6SIU0 TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGTGGTTAATTAAGTCAGATGTGAAAGCCCAGGGCTCAACCTTGGAACTGCATTTGAAACTGGTTGACTAGAGTTTTGTAGAGGGTGGTAGAATTTCAGGTGTAGCGGTGAAATGCGTAGAGATCTGAAGGAATACCAGTGGCGAAGGCGGCCACCTGGACAAAGACTGACACTGAGGCGCGAAGGCGTGGGGAGCAAACGGGBacteria Proteobacteria Gammaproteobacteria Target 1 - - 65 - - - - -
IM-22NK7W TACGGAAGGTGCAAGCGTTAATCGGAATCACTGGGCGTAAAGCGCGCGTAGGCGGTTAGATAAGTCGGGTGTGAAAGCCCCGGGCTCAACCTGGGAATTGCATTCGATACTGTCTGACTAGAGTGTAATAGAGGGATGCGGAATTCCGCATGTAGCGGTGAAATGCGTAGAGATGCGGAGGAACACCAATGGCGAAGGCAGCATCCTGGATTAACACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Target 4 - 22 - - 26 - 33 29
IM-394PXE TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGTACGCAGGTGGCTAGGTCAGTCGGATGTGAAAGCCCTGGGCTTAACCTGGGAATTGCATTCGATACTGCCTGGCTAGAGTATGGGAGAGGGAAGTGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCTTCCTGGCCCAATACTGACACTCATGTACGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Target 5 28 30 - 24 - 25 33 -
IM-12JZH1 TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTTAGATCAGTCGGGTGTGAAAGCCCCGGGCTCAACCTGGGAACTGCATTCGATACTGTCTGACTGGAGTATGGGAGAGGGCAGTGGAATTCCATGTGTAGCGGTGAAATGCGTAGATATGTGGAGGAACACCAGTGGCGAAGGCGACTGCCTGGCCCAATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCGAACAGGBacteria Proteobacteria Gammaproteobacteria Target 8 83 96 142 121 113 136 112 155
IM-4U8BT6 TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTTTGGTAAGTCAGATGTGAAAGCCCCGGGCTCAACCTGGGAACTGCATTTGATACTGCCGGACTGGAGTATGGTAGAGGGAAGTGGAATTCCACATGTAGCGGTGAAATGCGTAGAGATGTGGAGGAACACCAGTGGCGAAGGCGGCTTCCTGGACCAATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Target 8 46 63 34 42 50 44 50 39
IM-77D6UW TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCACGCAGGTGGCTGGGTCAGTCGGATGTGAAATCCCCGGGCTTAACCTGGGAATTGCATTCGAAACTGCCCGGCTAGAGTATGGGAGAGGGAAGTGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCTTCCTGGCCCAATACTGACACTCAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Target 3 18 31 33 - - - - -
IM-62SY1B TACGGAGGGCGCAAGCGTTGTTCGGAATCATTGGGCGTAAAGCGCGTGTAGGCGGCCAGGTAAGTCGGGTGTGAAATCCCGGGGCTCAACCCCGGAACTGCATTCGATACTGCCCGGCTAGAGTCTCGGAGAGGATGGCGGAATTCCCGGTGTAGAGGTGAAATTCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCCATCTGGACGATGACTGACGCTGAGACGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Target 5 - 44 20 - - 24 33 22
IM-XR1T30 TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTTTGTTAAGTCGGATGTGAAAGCCCCGGGCTCAACCTGGGAATTGCATTCGATACTGGCAAACTAGAGTATAAGAGAGGGAGGTAGAATTCCATGTGTAGCGGTGAAATGCGTAGATATGTGGAGGAATACCAGTGGCGAAGGCGGCCTCCTGGCTTAATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Target 8 87 73 78 93 60 50 68 42
IM-XXV50L TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTTGGGTCAGTCGGATGTGAAAGCCCTGGGCTTAACCTAGGAATTGCATTCGATACTGCTCGACTAGAGTATGGGAGAGGGAAGTGGAATTTCCGGTGTAGCGGTGAAATGCGTAGATATCGGAAGGAACACCAGTGGCGAAGGCGACTTCCTGGCCCAATACTGACGCTGAGGTGCGAAAGCGTGGGTAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Target 8 28 22 51 32 20 31 50 31
IM-E1O62E TACGGGGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTCTGGTCAGTCGGATGTGAAAGCCCCGGGCTCAACCTGGGAATTGCATTCGATACTGCCCGACTAGAATATGGAAGAGGGAAGTGGAATTTCCGGTGTAGCGGTGAAATGCGTAGAGATCGGAAGGAACACCAGTGGCGAAGGCGGCTTCCTGGTCCAATATTGACGCTGAGGTGCGAAAGCGTGGGGAGCGAACAGGBacteria Proteobacteria Gammaproteobacteria Target 8 36 37 41 49 30 43 38 38
IM-5OZ24P TACGGAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGCTTGGTCAGTCGGATGTGAAAGCCCCGGGCTCAACCTGGGAACTGCATTCGATACTGCCGAACTAGAGTATGGGAGAGGGAAGTGGAATTTCCGGTGTAGCGGTGAAATGCGTAGATATCGGAAGGAACACCAGTGGCGAAGGCGACTTCCTGGCCCAATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Target 8 43 60 41 28 24 25 32 27
IM-U17Q6G TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGGGTACGTAGGCGGTTAGATAAGTTGGATGTGAAAGCCCTGGGCTCAACCTAGGAACTGCATTCAAAACTGTCTAACTAGAGTGTATAAGAGGTTAGCGGAATTCCAGGTGTAGCAGTGAAATGCGTAGATATCTGGAGGAACATCAGTGGCGAAGGCGGCTAACTGGTATAACACTGACGCTGAGGTACGAAAGCGTGGGTAGCGAACGGGBacteria Proteobacteria Gammaproteobacteria Target 1 31 - - - - - - -
IM-J824RV TACAGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGATATTTAAGTTAGATGTGAAATCCCTGGGCTTAACCTAGGAACTGCATTTAAAACTGGATATCTAGAGTATTGTAGAGGGTAGTGGAATTTCCGGTGTAGCGGTGAAATGCGTAGAGATCGGAAGGAACACCAGTGGCGAAGGCGGCTACCTGGACAAATACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Target 3 - - - - - 24 25 22
IM-73N3VI TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGAGTGTAGGCGGCAGCGTATGTCGGATGTGAAAGCCCCGGGCTCAACCTGGGAATTGCATTCGAAACTGCGCAGCTAGAGTTTGACAGAGGAATGTGGAATTCCGGGTGTAGCGGTGAAATGCGTAGATATCCGGAGGAACACCAGTGGCGAAGGCGGCATTCTGGGTCAAAACTGACGCTGAGGCTCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Target 5 30 29 36 29 - - - 23
IM-4EJ60E TACGGAGGGCACAAGCGTTGTTCGGAATTATTGGGCGTAAAGCGCGTGTAGGCGGCTGGGTAAGTCGGATGTGAAAGCCCGGGGCTCAACCCCGGAATTGCATACGAAACTGCCTCGCTAGAGTCTCGGAGAGGAGGGCGGAATTCCCGGTGTAGAGGTGAAATTCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCCCTCTGGACGATGACTGACGCTGAGACGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Target 4 32 36 - - - 24 38 -
IM-737EU1 TACAGAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTTTGATCAGTCGGATGTGAAATCCCCGGGCTTAACCTGGGAATTGCATTCGATACTGTCAAGCTGGAGTATGGTAGAGGTGAGTGGAATTCCTGGTGTAGCGGTGAAATGCGTAGATATCAGGAGGAACATCAGTGGCGAAGGCGACTCACTGGACCAATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Target 1 20 - - - - - - -
IM-856ZEL TACTGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGAGTGTAGGCGGCTATGTAAGTCGGATGTGAAAGCCCTGGGCTCAACCTGGGAATGCCATTCGAAACTGCGTAGCTAGAGTTTGAGAGAGGGAAGTGGAATTCCAGGTGTAGCGGTGAAATGCGTAGAGATCTGGAGGAACATCAGTGGCGAAGGCGGCTTCCTGGCTCAAAACTGACGCTGAGGCTCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Target 3 18 - 24 - - 26 - -
IM-7H2U4B TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTTTGGTCAGTTGGATGTGAAAGCCCAGGGCTTAACCTTGGAACTGCATTCAATACTGCCAGGCTAGAGTACGGTAGAGGGGGGTAGAATTCCATGTGTAGCGGTGAAATGCGTAGAGATGTGGAGGAATACCAGTGGCGAAGGCGGCCCCCTGGATCGATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Target 8 58 38 62 45 21 33 35 26
IM-CM5Q81 TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGAGTGTAGGCGGCTTCGTAAGTCGGATGTGAAAGCCCTGGGCTCAACCTGGGAATTGCATTCGATACTGCGCGGCTAGAGTTTGGTAGAGGGAAGTGGAATTCCAGGTGTAGCGGTGAAATGCGTAGAGATCTGGAGGAACATCAGTGGCGAAGGCGGCTTCCTGGATCAAAACTGACGCTGAGGCTCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Target 5 24 32 33 26 - 24 - -
IM-TC67Z2 TACGGAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGCTTGATTAGTCGGATGTGAAAGCCCCGGGCTTAACCTGGGAATTGCATTCGATACTGTCTGGCTAGAGTATGGGAGAGGGAAGTGGAATTTCCGGTGTAGCGGTGAAATGCGTAGATATCGGAAGGAACACCAGTTGCGAAGGCGGCTTCCTGGCCCAATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCGAACAGGBacteria Proteobacteria Gammaproteobacteria Target 7 28 22 20 22 - 22 26 28
IM-9ZIRT0 TACGGAGGGTGCAAGCGTTAATCGGAATCACTGGGCGTAAAGCGCGCGTAGGCGGCTTGGTAAGTCAGATGTGAAAGCCCCGGGCTCAACCTGGGAATTGCATTTGATACTGCCAAACTAGAGTGTAGTAGAGGGAAGTGGAATTCCGAGTGTAGCGGTGAAATGCGTAGATATTCGGAGGAACATCAGTGGCGAAGGCGACTTCCTGGACTAACACTGACGCTGAGGTGCGAAAGCGTGGGTAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Target 1 - - - - - 24 - -
IM-4SO01J TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGTGGTTTGTTAAGTCAGCTGTGAAAGCCCCGGGCTCAACCTGGGAATTGCAGTTGATACTGGCAGGCTAGAGTACGAGAGAGGGAGGTAGAATTCCATGTGTAGCGGTGAAATGCGTAGATATATGGAGGAATACCAGTGGCGAAGGCGGCCTCCTGGCTCGATACTGACACTGAGGCGCGAAAGCGTGGGTAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Target 8 26 27 45 35 26 41 42 33
IM-S268EN TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGCAGGCGGTTCGGTCAGTCGGATGTGAAAGCCCTGGGCTTAACCTGGGAATTGCATTCGAAACTGCCGAACTAGAGTATGGGAGAGGAAAGTGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCTTTCTGGCCCAATACTGACGCTCAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Target 1 - - 31 - - - - -
IM-8QJ10M TACGGAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGAGCACGTAGGTGGTTTGGTAAGTCGGATGTGAAATCCCTGGGCTCAACCTGGGAATTGCATTCGAAACTGCCTCACTAGAGTTTAGCAGAGGGATGGGGAATTCCGGGTGTAGCGGTGAAATGCGTAGAGATCCGGAGGAACATCAGTGGCGAAGGCGCCATCCTGGGCTAAAACTGACACTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Target 1 17 - - - - - - -
IM-0O3I5U TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGGGCGCGTAGGTGGCCGCGTAAGTCGGATGTGAAAGCCCCGGGCTTAACTTGGGAATTGCATTCGATACTGCGTGGCTAGAGTGTAACAGAGGAAAGCGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACATCAGTGGCGAAGGCGGCTTTCTGGGTTAACACTGACACTGAGGCGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Target 1 - - 24 - - - - -
IM-19UH8S TACGGAAGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCACGTAGGCGGTTGGATTAGTCGGATGTGAAAGCCCCGGGCTTAACCTGGGAATTGCATTCGATACTGTCCGACTAGAGTATGGGAGAGGGTAGCGGAATTCCGGGTGTAGCGGTGAAATGCGTAGATATCCGGAGGAACATCAGTGGCGAAGGCGGCTGCCTGGCCCAATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Target 3 20 - 22 - - 21 - -
IM-W706UB TACAGAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTTACGTAAGTCGGATGTGAAAGCCCCGGGCTCAACCTGGGAATTGCATTCGAAACTGCGTAGCTAGAGTCTGATAGAGGGAAGTGGAATTTCCGGTGTAGCGGTGAAATGCGTAGATATCGGAAGGAACATCAGTGGCGAAGGCGACTTCCTGGATCAAGACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Sulfuriflexus Target 7 25 - 32 26 31 49 50 26
IM-1V64TV TACGTAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGCGTGCGCAGGTGGTTTTGTAAGTCAGATGTGAAATCCCCGGGCTCAACCTGGGAACTGCGTTTGAAACTACAAGACTAGAGTGTGGCAGAGGGGGGTGGAATTCCGCGTGTAGCAGTGAAATGCGTAGAGATGTGGAGGAACACCGATGGCGAAGGCAGCCCCCTGGGTCAACACTGACGCTCAGGCACGAAAGCATGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Burkholderiales Nitrosomonadaceae Target 8 614 352 588 524 416 622 1008 635
IM-8GO84O TACGTAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGCGTGCGCAGGCGGCTTTTTAAGACAGGTGTGAAATCCCCGGGCTTAACCTGGGAATGGCGCTTGTGACTGGAAGGCTTGAGTGCGGCAGAGGGGGATGGAATTCCTGGTGTAGCAGTGAAATGCGTAGATATCAGGAGGAACACCGATGGCGAAGGCAGTCCCCTGGGTCGACACTGACGCTCAGGCACGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Burkholderiales Rhodocyclaceae Denitratisoma Target 3 27 91 50 - - - - -
IM-5NU01J TACGTAGGTGGCGAGCGTTATCCGGATTTACTGGGCGTAAAGCGCGTGCAGGCGGTTCTGTAAGTCGGACGTGAAAGCTCCTGGCTTAACTGGGAGAGGCCGTTCGATACTGCGGGACTTGAGGTCGGGAGAGGGACGTGGAATTCCCGGTGTAGTGGTGGAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCGTCCTGGCCCGCACCTGACGCTAAGACGCGAAAGCGTGGGTAGCGAACGGGBacteria Proteobacteria Gammaproteobacteria Chromatiales Chromatiaceae Thioflavicoccus Target There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.8 53 73 29 50 61 53 102 77
IM-19YI7A TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGCTATATAAGTCGGATGTGAAAGCCCTGGGCTCAACCTGGGAACTGCATTCGATACTGTATAGCTAGAGTTTGGTAGAGGGAAGTGGAATTCCACATGTAGCGGTGAAATGCGTAGATATGTGGAGGAACACCAGTGGCGAAGGCGACTTCCTGGACCAAAACTGACGCTGAGGTGCGAAAGCGTGGGTAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Ectothiorhodospirales Thioalkalivibrionaceae Thioalkalivibrio Target 8 52 108 67 83 87 117 97 90
IM-46EE3Z TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCATGCAGGCGGTTTGTTAAGCGAGATGTGAAAGCCCCGGGCTCAACCTGGGAACTGCATTTCGAACTGGCAAACTAGAGTTCTTGAGAGGGTGGTAGAATTTCAGGTGTAGCGGTGAAATGCGTAGAGATCTGAAGGAATACCAGTGGCGAAGGCGGCCACCTGGCAAGTAACTGACGCTCAGATGCGAAAGCGTGGGTAGCAAACGGGBacteria Proteobacteria Gammaproteobacteria Enterobacterales Psychromonadaceae Moritella Target 1 - - 26 - - - - -
IM-FM1P37 TACGGAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGCGCATGCAGGCGGTCTGTTAAGCAAGATGTGAAAGCCCGGGGCTCAACCTCGGAACCGCATTTTGAACTGGCAGACTAGAGTCTTGTAGAGGGGGGTAGAATTTCAGGTGTAGCGGTGAAATGCGTAGAGATCTGAAGGAATACCGGTGGCGAAGGCGGCCCCCTGGACAAAGACTGACGCTCAGATGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Enterobacterales Vibrionaceae Target 1 - - 104 - - - - -
IM-X02E56 TACGGAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGCGCATGCAGGTGGTTCATTAAGTCAGATGTGAAAGCCCGGGGCTCAACCTCGGAACTGCATTTGAAACTGGTGAACTAGAGTGCTGTAGAGGGGGGTAGAATTTCAGGTGTAGCGGTGAAATGCGTAGAGATCTGAAGGAATACCAGTGGCGAAGGCGGCCCCCTGGACAGACACTGACACTCAGATGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Enterobacterales Vibrionaceae Target 1 - - 29 - - - - -
IM-4K11FQ TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGGGCGCGTAGGTGGTTCTGTAAGTCGGGTGTGAAAGCCCCGGGCTCAACCCGGGAATTGCATTCGATACTGCAGGGCTAGAGTATGGTAGAGGAAAGCGGAATTCCCGGTGTAGCGGTGAAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCTTTCTGGACCAATACTGACACTGAGGCGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Nitrosococcales Nitrosococcaceae Target 7 157 302 95 76 28 32 30 -
IM-258AAC TACGGAGGGTGCGAACGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTTCGACAAGTGGGGTGTGAAAGCCCAGGGCTTAACCCTGGAACTGCATTCCAAACTGTCGGGCTAGAGTATGGTAGAGGGAGGTAGAATTTCCTGTGTAGCGGTGAAATGCGTAGATATAGGAAGGAATACCGGTGGCGAAGGCGGCCTCCTGGACCAATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Pseudomonadales Target 7 28 31 48 34 - 32 34 27
IM-2ZP0U1 TACGGAGGGTGCAAACGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTTTGATAAGTGGGATGTGAAAGCCCAGGGCTTAACCTTGGAACTGCATTCCAAACTGTCAGGCTAGAGTATGGTAGAGGGAGGTAGAATTTCCTGTGTAGCGGTGAAATGCGTAGATATAGGAAGGAATACCGATGGCGAAGGCAGCCTCCTGGACCAATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Pseudomonadales Target 2 - 27 28 - - - - -
IM-5P25IM TACGGAGGGTACGAACGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTTCGTTAAGTGGGATGTGAAAGCCCCGGGCTCAACCTGGGAACTGCATTCCAAACTGACGAACTAGAGTATGGTAGAGGGAGGTAGAATTTCCTGTGTAGCGGTGAAATGCGTAGATATAGGAAGGAATACCGGTGGCGAAGGCGGCCTCCTGGACCAATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Pseudomonadales Target 6 49 41 36 42 24 22 - -
IM-GI6N86 TACGGAGGGTGCGAACGTTAATCGGAATTACTGGGCGTAAAGCGCACGTAGGCGGTTTGTTAAGTGGGATGTGAAAGCCCTGGGCTCAACCTAGGAATTGCATTCCAAACTGACAGACTAGAGTGCAGTAGAGGGAGGTAGAATTTCCTGTGTAGCGGTGAAATGCGTAGATATAGGAAGGAATACCAGTGGCGAAGGCGGCCTCCTGGACTGACACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Pseudomonadales Alcanivoracaceae Target 3 19 30 - 22 - - - -
IM-L143TA TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTTGTTTAAGTCGGATGTGAAAGCCCCGGGCTCAACCTGGGAACTGCATTCGATACTGGGCAACTAGAGTATGAGAGAGGGAGGTAGAATTCCATGTGTAGCGGTGAAATGCGTAGATATGTGGAGGAATACCAGTGGCGAAGGCGGCCTCCTGGCTCAATACTGACGCTAAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Pseudomonadales Halieaceae Target 8 580 500 591 757 662 722 669 522
IM-NE200R TACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTTTGTTAAGTCGGATGTGAAAGCCCTGGGCTCAACCTGGGAACTGCATTCGATACTGATCGACTAGAGTACGAGAGAGGGAGGTAGAATTCCACGTGTAGCGGTGAAATGCGTAGATATGTGGAGGAATACCGGTGGCGAAGGCGGCCTCCTGGCTCGATACTGACGCTGAGGTGCGAAAGCGTGGGTAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Pseudomonadales Halieaceae Target 8 270 205 250 333 256 385 277 214
IM-SR37M7 TACGGAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTTAGTTAAGTCGGATGTGAAAGCCCTGGGCTCAACCTGGGAACTGCATTCGATACTGGCCAACTAGAGTACGAGAGAGGGAGGTAGAATTCCATGTGTAGCGGTGAAATGCGTAGATATGTGGAGGAATACCAGTGGCGAAGGCGGCCTCCTGGCTCGATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Pseudomonadales Halieaceae Target 8 122 113 140 155 132 185 130 152
IM-P18FY1 TACTGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGCTTGGTCAGTTGGATGTGAAAGCCCCGGGCTTAACCTGGGAACTGCATTCAATACTGCCAAGCTAGAGTATGGGAGAGGGCTGTGGAATTCCACGTGTAGCGGTGAAATGCGTAGATATGTGGAGGAACATCAGTGGCGAAGGCGGCAGCCTGGCCCAATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Pseudomonadales Spongiibacteraceae Target 8 31 48 39 37 33 53 46 29
IM-NT5Y11 TACGGAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTTGGATTAGTCGGATGTGAAAGCCCAGGGCTTAACCTTGGAATTGCACTCGAAACTGTCCAGCTAGAGTATGGGAGAGGGAAGCGGAATTTCCGGTGTAGCGGTGAAATGCGTAGATATCGGAAGGAACACCAGTGGCGAAGGCGGCTTCCTGGACCAATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Woeseiales Woeseiaceae Woeseia Target 7 100 80 170 131 49 - 60 33
IM-06R8QM TACGGAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGTTGTGTAAGTCGGATGTGAAAGCCCAGGGCTCAACCTTGGAATTGCATTCGAAACTGCACGGCTAGAGTATGGGAGAGGAAAGCGGAATTTCCGGTGTAGCGGTGAAATGCGTAGATATCGGAAGGAACATCAGTGGCGAAGGCGGCTTTCTGGACCAATACTGACGCTGAGGTGCGAAAGCGTGGGGAGCAAACAGGBacteria Proteobacteria Gammaproteobacteria Woeseiales Woeseiaceae Woeseia Target 8 76 117 74 66 44 44 56 50
IM-4Q79JO TACAGAGGTGGCGAACGTTGTTCGGATTTACTGGGCGTAAAGGGTCCGCAGGCGGTCCGGTGTGTCAGATGTGAAAGCCCACAGCTTAACTGTGGAATTGCATTTGAAACTGCCGGACTAGAGTACTGGAGGGGAGAAGGGAACACTTGGTGTAGCGGTGAAATGCGTAGATATCAAGTGGAACACCGGTGGCGAAGGCGCTTCTCTGGACAGATACTGACGCTCATGGACGAAAGTTAGGGTAGCGAAAGGGBacteria Verrucomicrobiota Target 2 25 28 - - - - - -
IM-J139KC TACAGAGGTGGCGAGCGTTGTTCGGATTTACTGGGCGTAAAGGGTGCGTAGGCGGTTTTGTGTGTCAGATGTGAAATCTCACCGTCCAACGGTGAAACTGCATTTGAAACTGCAGAACTAGAGTACAGGAGGGGAGAGCGGAATTCTCGGTGTAGCGGTGAAATGCGTAGATATCGAGAAGAACGCCGGTGGCGAAGGCGGCTCTCTGGACTGATACTGACGCTGAGGCACGAAAGTTGGGGGAGCGAACAGGBacteria Verrucomicrobiota Kiritimatiellae Target 8 19 43 19 33 26 28 41 28
IM-9R874Z TACAGAGGTGGCGAGCGTTGTTCGGATTTACTGGGCGTAAAGGGTGCGTAGGCGGTATGGTATGTCGGATGTGAAATCTCACCGTCCAACGGTGAAACTGCATTCGAAACTGCCGTACTAGAGTACAGGAGGGGAGAGCGGAATTCTTGGTGTAGCGGTGAAATGCGTAGATATCAAGAAGAACGCCGGTGGCGAAGGCGGCTCTCTGGACTGATACTGACGCTGAGGCACGAAAGCTGGGGTAGCGAAGAGGBacteria Verrucomicrobiota Kiritimatiellae Target 1 - - 19 - - - - -
IM-F3EJ18 TACGAAGGTCCCGAGCGTTATTCGGAATCACTGGGCGTAAAGGGAGCGTAGGCGGCGTGGTAAGTCAGATGTGAAAGCCCAGGGCTCAACCCTGGAACTGCATTCGATACTGCCATGCTAGAGTAATGGAGAGGTAAATGGAATTTTGGGTGTAGCAGTGAAATGCGTAGATATTCAAAGGAAGACCAATGGCGAAGGCAATTTACTGGACATTTACTGACGCTGAGGCTCGAAGGCTAGGGTAGCGAAAGGGBacteria Verrucomicrobiota Verrucomicrobiae Verrucomicrobiales Target 2 - - - - - 41 46 -
IM-8AFC89 TACGAAGGTCCCAAGCGTTGTTCGGAATTACTGGGCGTAAAGCGTCTGTAGGCGGCGCGGTAAGTCAGATGTGAAATCCCGGGGCTCAACCCCGGAACTGCATCCGATACTGCCGTGCTAGAGTATTGGAGGGGAGTCTGGAATTCTCGGTGTAGCAGTGAAATGCGTAGATATCGAGAGGAACACTAGTGGCGAAGGCGAGACTCTGGACAATAACTGACGCTGAGAGACGAAGGCCAGGGTAGCGAAAAGGBacteria Verrucomicrobiota Verrucomicrobiae Verrucomicrobiales Target 7 - 45 29 21 37 46 60 48
IM-I8Q585 TACGAAGGTCCCGAGCGTTATTCGGAATCACTGGGCGTAAAGGGAGCGTAGGCGGCGCGGTAAGTCAGATGTGAAAGCCCAAGGCTCAACCTTGGAACTGCATTCGATACTGCCGTGCTAGAGTAATGGAGAGGTAATCGGAATTTTGGGTGTAGCAGTGAAATGCGTAGATATCCAAAGGAAGACCAATGGCGAAGGCAGATTACTGGACATTTACTGACGCTGAGGCTCGAAGGCTAGGGTAGCGAAAGGGBacteria Verrucomicrobiota Verrucomicrobiae Verrucomicrobiales Akkermansiaceae Target 3 22 - 20 - - 46 - -
IM-WU0O19 TACGAAGGTCCCGAGCGTTGTTCGGAATCACTGGGCGTAAAGGGAGCGTAGGCGGTATGGTAAGTCAGATGTGAAATCTTGGGGCTCAACCCTGAAACTGCATCCGATACTGCCAAACTTGAGTAATGGAGGGGTAACTGGAATTCTCGGTGTAGCAGTGAAATGCGTGGATATCGAGAGGAACACTCGTGGCGAAGGCGAGTTACTGGACATTTACTGACGCTGAGGCTCGAAGGCTAGGGTAGCGAAAGGGBacteria Verrucomicrobiota Verrucomicrobiae Verrucomicrobiales Akkermansiaceae Haloferula Target 1 - 25 - - - - - -
IM-V65BE1 TACGAAGGTCCCGAGCGTTATTCGGAATCACTGGGCGTAAAGGGAGCGTAGGCGGCGCGGTAAGTCAGATGTGAAATCTCAGAGCTCAACTCTGAAACTGCATCCGATACTGCCGTGCTAGAGTAATGGAGGGGTAAGTGGAATTCTCGGTGTAGCAGTGAAATGCGTAGATATCGAGAGGAAGACCAACGGCGAAGGCAGCTTACTGGACATTTACTGACGCTGAGGCTCGAAGGCTAGGGTAGCGAAAGGGBacteria Verrucomicrobiota Verrucomicrobiae Verrucomicrobiales Akkermansiaceae Rubritalea Target 6 - 25 50 20 - 32 185 34
IM-R2A01I TACAGAGGTCTCAAGCGTTGTTCGGAATTACTGGGCGTAAAGCGTGCGTAGGCGGCGCGGTAAGTCAGATGTGAAATCCCGGGGCTCAACCCCGGAACTGCATCCGATACTGCCGCGCTCGAGGGCTGGAGAGGAGACTGGAATTCACGGTGTAGCAGTGAAATGCGTAGATATCGTGAGGAACACCAATGGCGAAGGCAAGTCTCTGGACAGCTTCTGACGCTGAGGCACGAAGGCTAGGGGAGCGAACAGGBacteria Verrucomicrobiota Verrucomicrobiae Verrucomicrobiales Verrucomicrobiaceae Target 8 19 53 21 33 48 41 55 48
IM-1MM9Y3 TACGAAGGTCCCAAGCGTTGTTCGGATTTACTGGGCGTAAAGCGTGCGTAGGCGGCGAGGTAAGTCAGATGTGAAATCCCGGGGCTCAACCCCGGAACTGCATCCGATACTGCCTTGCTAGAGTAATGGAGGGGCATCTGGAATTCATGGTGTAGCAGTGAAATGCGTAGATATCATGAGGAACACTAGTGGCGAAGGCGAGATGCTGGACATTTACTGACGCTGAGGTACGAAGGCCAGGGTAGCGAAAAGGBacteria Verrucomicrobiota Verrucomicrobiae Verrucomicrobiales Verrucomicrobiaceae Target 8 46 65 73 85 53 96 87 102
IM-H71KN6 TACGAAGGTCCCGAGCGTTATTCGGAATCACTGGGCGTAAAGAGTACGTAGGCGGTTTGGTAAGTCAGGTGTGAAATCCCGGAGCTCAACTCCGGAACTGCATCCGATACTGCTAGACTGGAGTAATGGAGAGGCAGGTGGAATTCTTGGTGTAGCAGTGAAATGCGTGGATATCAAGAGGAAGACCAATGGCGAAGGCAGCCTGCTGGACATTTACTGACGCTGAGGTACGAAGGCCAGGGTAGCGAAAGGGBacteria Verrucomicrobiota Verrucomicrobiae Verrucomicrobiales Verrucomicrobiaceae Target 5 - 34 34 - - 36 73 54
IM-ND516Z TACAGAGGTCTCAAGCGTTGTTCGGAATCACTGGGCGTAAAGCGTACGTAGGCGGCAGGGTAAGTCAGATGTGAAATCTCCGGGCTCAACCTGGAAACTGCATCCGATACTGCCTTGCTAGAGTAGTGGAGGGGCGACTGGAATTCACGGTGTAGCAGTGAAATGCGTAGATATCGTGAGGAACACTAGTGGCGAAGGCGAGTCGCTGGACACTTACTGACGCTGAGGTACGAAGGCCAGGGTAGCGAAGCGGBacteria Verrucomicrobiota Verrucomicrobiae Verrucomicrobiales Verrucomicrobiaceae Target 5 18 37 - - 46 24 - 52
IM-U53L3W TACGAAGGTCCCAAGCGTTGTTCGGAATCACTGGGCGTAAAGCGTGTGTAGGCGGCGTGGAAAGTCAGATGTGAAAGCCCGGGGCTCAACCTCGGAACTGCATCCGATACTTCCATGCTAGAGTAGTGGAGGGGCATCTGGAATTCACGGTGTAGCAGTGAAATGCGTAGATATCGTGAGGAACACTAGTGGCGAAGGCGAGATGCTGGACACTAACTGACGCTGAGACACGAAGGCCAGGGTAGCGAAAGGGBacteria Verrucomicrobiota Verrucomicrobiae Verrucomicrobiales Verrucomicrobiaceae Target 3 - 26 - - - 28 - 23
IM-P4DD88 TACGAAGGTCCCGAGCGTTATTCGGAATCACTGGGCGTAAAGAGTACGTAGGCGGTCAGGTAAGTCAGGTGTGAAATCCCGGAGCTCAACTCCGGAACTGCATCCGATACTGCTTGACTTGAGTAATGGAGAGGCAGGTGGAATTCTCGGTGTAGCAGTGAAATGCGTGGATATCGAGAGGAAGACCAATGGCGAAAGCAGCCTGCTGGACATTTACTGACGCTGAGGTACGAAGGCTAGGGTAGCGAAAGGGBacteria Verrucomicrobiota Verrucomicrobiae Verrucomicrobiales Verrucomicrobiaceae Target 4 - 28 - - - 22 34 29
IM-FR165L TACGAAGGTCCCAAGCGTTGTTCGGAATCACTGGGCGTAAAGCGAGCGTAGGCGGCACGGTAAGTCAGATGTGAAAGCCCGGGGCTCAACCCCGGAACTGCATCCGATACTGCCGAGCTAGAGTAGTGGAGGGGAGTCTGGAATTCACGGTGTAGCAGTGAAATGCGTGGATATCGTGAGGAACACTAGTGGCGAAGGCGAGACTCTGGACACTTACTGACGCTGAGGCTCGAAGGCTAGGGTAGCGAAAGGGBacteria Verrucomicrobiota Verrucomicrobiae Verrucomicrobiales Verrucomicrobiaceae Target 1 - - - - 23 - - -
IM-Y5F3D4 TACAGAGGTCTCAAGCGTTGTTCGGAATTACTGGGCGTAAAGCGTGCGTAGGCGGCGAGGTAAGTCAGATGTGAAATCCCGGGGCTCAACCCCGGAACTGCATCCGATACTGCCTTGCTCGAGTAGTGGAGGGGAGTCTGGAATTCACGGTGTAGCAGTGAAATGCGTAGATATCGTGAGGAACACTAGTGGCGAAGGCGAGACTCTGGACACTTACTGACGCTGAGGCACGAAGGCCAGGGTAGCGAAAGGGBacteria Verrucomicrobiota Verrucomicrobiae Verrucomicrobiales Verrucomicrobiaceae Target 8 34 40 37 32 46 46 60 53



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
CWT-23-E-R4-001 Client sample 313 2 16.54 2.4
CWT23-E-E13-001 Client sample 329 2 16.68 2.43
CWT23-E-E32-001 Client sample 303 2 15.85 2.35
CWT23-E-E7-001 Client sample 289 2 15.46 2.25
CWT23-E-M1-001 Client sample 278 2 14.83 2.23
CWT23-E-M2-001 Client sample 298 2 15.68 2.34
CWT23-E-M3-001 Client sample 299 2 15.59 2.19
CWT23-E-W1-001 Client sample 290 2 15.26 2.27



Quality Control Table

Kit ID NMID Sample ID Sample Type Volume Filtered Date Received DNA Amplified Sequencing QC Target OTUs Detected % Target % Non-Target Reported Comment

MSC-01-00199 31706 CWT-23-E-R4-001 Client Sample NA 23/5/23 Yes Yes Yes 98.5 1.5 Yes Sample reported
MSC-01-00187 31700 CWT23-E-E13-001 Client Sample NA 23/5/23 Yes Yes Yes 99.2 0.8 Yes Sample reported
MSC-01-00189 31701 CWT23-E-E32-001 Client Sample NA 23/5/23 Yes Yes Yes 98.4 1.6 Yes Sample reported
MSC-01-00194 31702 CWT23-E-E7-001 Client Sample NA 23/5/23 Yes Yes Yes 98.8 1.2 Yes Sample reported
MSC-01-00190 31703 CWT23-E-M1-001 Client Sample NA 23/5/23 Yes Yes Yes 99.6 0.4 Yes Sample reported
MSC-01-00195 31704 CWT23-E-M2-001 Client Sample NA 23/5/23 Yes Yes Yes 99.4 0.6 Yes Sample reported
MSC-01-00193 31705 CWT23-E-M3-001 Client Sample NA 23/5/23 Yes Yes Yes 99.6 0.4 Yes Sample reported
MSC-01-00192 31707 CWT23-E-W1-001 Client Sample NA 23/5/23 Yes Yes Yes 99.7 0.3 Yes Sample reported
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Welcome to your report 

Marine water eukaryotes (18S gene): this provides a broad test for protist and invertebrate groups, 

including zooplankton, phytoplankton and macroalgae species (chlorophyta, phaeophyceae, 
rhodophyta), as well as annelids, jellyfish, molluscs, arthropods. While there is some overlap with the 
Marine water invertebrates test, in terms of groups detected, the Marine water eukaryotes test covers a 

far broader array of species, but provides fewer identifications to species level. 

Your report consists of: 

This document: Providing you with our world class insights and metrics. 

Data Tables: Accompanying spreadsheet with results at the individual sample level: species detected, 

metrics and quality control: NM-WYI638.SO01574.Eukaryotes.Results.xlsx 

• Data Description 

• Species Data Table: Percentages 

• Species Data Table: Read Counts  

• Metrics by Sample Table 

• Quality Control Table  

Throughout the report you’ll see reference to ‘OTU’. This stands for Operational Taxonomic Unit; an 

OTU is broadly equivalent to a species in most cases. 

Executive Summary 

Field Samples submitted: 

Field Samples reported: 

Field Blanks submitted: 

Species Richness: 

Average Species Richness per sample: 

Total number of IUCN Red List Species: 

Total number of Invasive Species:  

16  

16 

0 

220 

137 

0 

0 

Reported samples are those that passed Quality Control and are included  

in the Species Data Table  

Please be careful when sharing this report, it contains biodiversity information that may be sensitive, 
particularly with respect to endangered or protected species. Please share responsibly.  
If the report is shared, we kindly ask that the report is shared in its entirety - to limit the possibility of 

any information being taken out of context.  

New to our reports? Our Report Interpretation Guide is here to help:   

www.naturemetrics.co.uk/report-interpretation-guide 

Something exciting or unexpected that you’d like to discuss further, our team of experts are 
looking forward to speaking with you: www.naturemetrics.com/contact 

http://www.naturemetrics.co.uk/report-interpretation-guide
http://www.naturemetrics.com/contact/
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REPORT 

 

Taxonomic Composition  
 

This chart provides a view of the species detected in your samples and their taxonomic relationship, 

(names on the same branch are more similar than those on different branches). The chart is structured 

with the highest taxonomic rank at the centre (e.g., kingdom, phylum, class), moving through the ranks 

of order, family, genus, species as you move to the outer edge. Note that the centre and outer ranks will 

change depending on the test applied and the number of species detected. The legend in the bottom 

right of the chart indicates how to relate the colour in the branches to the number of species. The colour 

scale goes from grey - indicating very few species, to blue - indicating a lot of species. Abbreviations: 

“sp.” = species, “gen.” = genus, “fam.” = family, “ord.” = order “cls.” = class, “phy.” = phylum. 
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Taxonomic Resolution  

This table provides the number of OTUs detected and the percentage of OTUs identified to each 

taxonomic level.   

Number of OTUs Phylum Class Order Family Genus Species 

220 97.27% 91.36% 76.82% 66.82% 45% 21.82% 

Want to increase the number of species named to species level? If you have specimens of species you 
have identified, we can sequence the DNA and add the species to our reference databases. We will then 
be able to enhance the reference library and report if the species is detected. Please contact us about 
this service and we can send you our barcoding kits, but note that we only offer these kits for fish and 

amphibians. 

IUCN Red List Species 

These are the IUCN (International Union for Conservation of Nature) Red List species detected in your 

samples. These are detected species that are designated as one of the IUCN Red List Threatened 

Categories (Vulnerable, Endangered and Critically Endangered). An increase in the number of 
threatened species is generally associated with a positive trend in biodiversity or habitat 

condition. Note that both Target Species and Non-Target Species are listed in this section. 

No species designated Vulnerable, Endangered or Critically Endangered were detected in the samples. 

The Data Tables contain further information for all species, including their designations as Least 

Concern or Near Threatened status. 

Invasive Species 

These are Invasive species detected in your samples. These species are invasive according to the 

Global Register of Introduced and Invasive Species (GRIIS) in the country where sampling occurred. 

GRIIS is an IUCN Invasive Species Specialist Group initiative. The Convention on Biological Diversity 

defines an invasive species as one whose introduction and/or spread threatens biological diversity. An 
increase in the number of invasive species is generally associated with enhanced pressures at your site 
and reduced resilience of the native community. Please note: this label is only available for animals; 

and GRIIS lists marine species as invasive for a country, even if the species is known to be invasive in 
only one marine area bordering the country. Note that both Target Species and Non-Target Species 

are listed in this section. 

No invasive species were detected in the samples. 

 

Depending on completeness of reference databases for the region where you sampled, some OTUs 
may not match to a reference at species level. Global DNA reference databases contain millions of 

barcodes, but gaps remain, particularly in regions and taxonomic groups that are more diverse and 
less studied. Coverage is expected to improve over time and data tables can be updated to include 

new information at a future date. 
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Community Composition 

This chart lists the species found in each sample. A bubble means a species was detected in that 
sample. Note that where multiple OTUs were matched to the same species (or the same higher 
taxonomic level), the data has been summarised into a single row on the chart. The chart displays at 

species level, unless the number of species is too great to display clearly in the document. In this case, 

the chart displays at a higher taxonomic level and the full species level chart is provided as an appendix. 
Abbreviations: “sp.” = species, “gen.” = genus, “fam.” = family, “ord.” = order “cls.” = class, “phy.” = 
phylum. 

The size of the bubbles represents the proportion of DNA sequences within a sample. A larger bubble 
size can indicate a stronger eDNA signal. This signal may be linked to abundance of species in the 

environment but should be interpreted only as a coarse measure because the signal is also impacted 

by biological (e.g., biomass, life stage, activity, body condition), environmental (e.g., temperature, pH, 
salinity, conductivity), and technical factors (e.g., primer bias, PCR stochasticity). 

 

Chart is attached separately. 
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Looking for something more? 

We also offer comparative reporting. This includes statistical comparison of metrics and 
communities according to categories that you define. For instance, these might include waterbody, 

Site, Management Regime, or anything else that is a focus of your project. Please contact us for 

further details.  
 
 

 

END OF REPORT 
__________________________________________________________________________________ 
Contact: Customer Support Helpdesk 

 www.naturemetrics.com/contact 

 

https://naturemetrics.atlassian.net/servicedesk/customer/portal/14




Species Data Table Percentages

NMSeqID Sequence Kingdom Phylum Class Order Family Genus Species Common Name
IUCN Threat 

Status
Target Status Invasive Comments

Number of samples in 
which OTU occurs

CWT23-E- R4-
001 Bot

CWT23-E-E13-
001 Bot

CWT23-E-E13-
001 Top

CWT23-E-E32-
001-Bot

CWT23-E-E32-
001-Top

CWT23-E-E7-
001-Bot

CWT23-E-E7-
001-Top

CWT23-E-M1-
001-Bot

CWT23-E-M1-
001-Top

CWT23-E-M2-
001 Bot

CWT23-E-M2-
001 Top

CWT23-E-M3-
001-Bottom

CWT23-E-M3-
001-Top

CWT23-E-R4-
001-Top

CWT23-E-W1-
001-Bottom

CWT23-E-W1-
001-Top

IM-8SJS57 CGCCCGTCGCTACTACCGATTGAATGGTTTAGTGAGATCCTCGGATTGGTCCCGTTCTGGTGGGCAACCGCCGCGACGGTGTGCCGAGAAGACGATCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCAnimalia Annelida Polychaeta Amphinomida Amphinomidae Target 10 0.05 0.02 0.03 0.02 0.03 0.05 - - 0.02 - - 0.05 0.02 - - 0.04
IM-Y540U6 CGCCCGTCGCTACTACCGATTGAATGGTTTAGTGAGATCCTCGGATTGGACCCGTTTTGGAGGGCAACCTTCGAGACGGTGCGCCGAGAAGACGATCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCAnimalia Annelida Polychaeta Phyllodocida Hesionidae Target 1 - - - - - 0.01 - - - - - - - - - -
IM-F2KK30 CGCCCGTCGCTACTACCGATTGAATGGTTTAGTGAGATCCTCGGACCGGCCCCGGCACGGCAGTCTCTGTCGAGCCGTGGCTGCCGGGAAGACGATCGAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCAnimalia Annelida Polychaeta Phyllodocida Pholoidae Pholoe Target 15 0.06 0.04 0.04 0.03 0.12 0.03 0.06 0.07 0.06 - 0.05 0.06 0.10 0.04 0.03 0.03
IM-0XLE38 CGCCCGTCGCTACTACCGATTGAATGGTTTAGTGAGATCCTCGGACCGGCCCCGGCACGGCGGGCAACCGTCGAGCCGTGGCGCCGGGAAGACGATCGAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCAnimalia Annelida Polychaeta Phyllodocida Polynoidae Target 3 - - - 0.41 - - - - 0.07 - 0.02 - - - - -
IM-DE5132 CGCCCGTCGCTACTACCGATTGAATGGTTTAGTGAGATCCTCGGATTGGTCCCGGGATGGTGGGCAACTGCCGCTCCGGTGTGCTGAGAAGACGATCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCAnimalia Annelida Polychaeta Spionida Chaetopteridae Target 1 - - 0.04 - - - - - - - - - - - - -
IM-5LDK49 CGCCCGTCGCTACTACCGATTGGATGGTTTAGTGAGACCCTCGGATTGGTCCCGACAAGGTGGGCGACTGCCTAGTCGTGGCGCCGAAAAGACGGTCAAACTTGACTATCTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCAnimalia Annelida Polychaeta Spionida Spionidae Spiophanes Target 3 - 0.05 - 0.12 - - - 0.11 - - - - - - - -
IM-QP2X03 CGCCCGTCGCTACTACCGATTGGATGGTTTAGTGAGATCCTCGGATTGGTCTCGACATGGTGGGCAACCTCCGCGTCGATGCGCCGAGAAGACGATCAAACTTGATCATCTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCAnimalia Annelida Polychaeta Opheliidae Target 5 0.10 - - - 0.06 0.01 0.02 - - - 0.04 - - - - -
IM-O80ERR CGCCCGTCGCTACTACCGATCGGATTTATTAGTGAATTTTAAAGACAAGCCTAGCTTATTTATATAGGCATGGTTTGAAATTAATGTGAACTGATGAATCTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCAnimalia Arthropoda Hexanauplia Calanoida Acartiidae Acartia Acartia clausii Not found Target There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.4 0.05 - - - - - - 0.05 - - 0.02 - - - - 0.04
IM-J172TX CGCCCGTCGCTACTACCGATTGAACGTTTTAGTGAGGTCCTCGGACTGTTTGCCTGGCGGATTACTCTGCCTGGCTGGCGGGAAGACGACCAAACTGTAGCGTTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCAnimalia Arthropoda Hexanauplia Calanoida Calanidae Target 16 13.66 18.59 16.26 7.60 12.05 29.25 21.32 16.12 16.93 23.21 14.78 27.32 24.61 13.22 32.18 23.56
IM-49A7PH CGCCCGTCGCTACTACCGATTGAGTGTTTTAGTGAGGTCCTTGGATTGCTTGTTTGGCGGTTAACCCTGCCTTTTGAGCGAGAAGACGACCAAACTGTAGCACTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCAnimalia Arthropoda Hexanauplia Calanoida Candaciidae Candacia Target 2 - - - - - - - - - 0.44 - 0.04 - - - -
IM-OW54J2 CGCCCGTCGCTACTACCGATTGAGTGTTTTAGTGAGGTCCTCGGATTGATAGCCTGGCGGTTAACGCTGCCTAGCTAACGAAAAGACGACCAAACTGTAGCACTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCAnimalia Arthropoda Hexanauplia Calanoida Centropagidae Centropages Target 2 - - - - - - - - - - 0.12 0.34 - - - -
IM-6I6U68 CGCCCGTCGCTACTACCGATTGAACGTTTTAGTGAGGTCCTCGGACTGTTTGGTAGGCGGATCACTCTGCCTGCCTGGCGGGAAGACGACCAAACTGTAGCGTTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCAnimalia Arthropoda Hexanauplia Calanoida Clausocalanidae Pseudocalanus Pseudocalanus moultoni Not found Target 16 3.27 1.26 0.81 3.57 0.45 1.06 2.83 2.90 2.37 1.11 1.26 1.41 1.09 1.50 0.66 0.59
IM-E781PU CGCCCGTCGCTACTACCGATTGAACGTTTTAGTGAGGTCCACGGACTGTTTGCAGAGCGGATTATTCTGCCTTGCTGGCGGGAAGTCGACCAAACTTGAGCGTTTAGAGGAAGTAAAAGTCGTAACAAGGTTATCAnimalia Arthropoda Hexanauplia Calanoida Metridinidae Target 16 15.02 6.29 4.65 0.64 1.41 3.45 2.83 3.82 3.36 8.61 3.41 4.04 3.86 7.83 5.20 4.07
IM-97O44D CGCCCGTCGCTACTACCGATTGAACATTTTAGTGAGGTCCTCGGACTGAGAGCCTGGCGGGTCGCCCTGCCTGGTTTTCGGGAAGACGACCAAACTGTAGTGTTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCAnimalia Arthropoda Hexanauplia Calanoida Paracalanidae Paracalanus Paracalanus parvus Not found Target 16 5.46 2.39 5.59 1.77 1.72 4.10 5.26 4.13 4.25 2.31 1.80 3.87 1.26 2.14 1.70 1.99
IM-5J9R1V CGCCCGTCGCTACTACCGATTGAACGTTTTAGTGAGGTCCTCGGATCGACAGGCAGACGGATGACTCTGTCTGCCTGGCGAGAAGACGACCAAACTGTAGCGTTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCAnimalia Arthropoda Hexanauplia Calanoida Scolecitrichidae Scolecithricella Scolecithricella minor Not found Target 1 - - - - - - - - - 0.11 - - - - - -
IM-3Y947G CGCCCGTCGCTACTACCGATTGAACGTTTTAGTGAGGTACTCGGACTGGACCTCTGGAGATTCACGTCTCTAGTGCTGTTCGGGAAGATTCCCAAACTTGAGCGTTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCAnimalia Arthropoda Hexanauplia Canuelloida Longipediidae Longipedia Longipedia koreana Not found Target 4 - - 0.06 0.03 0.04 - - - - - 0.02 - - - - -
IM-78RWB3 CGCCCGTCGCTACTACCGATTGAACGTTTTAGTGAGGTATTTGGACTGGGCCTTTGGAGGTTTCGACCTCCAATGTTGCTCGGGAAGACTCCCAAACTTGAGCGTTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCAnimalia Arthropoda Hexanauplia Cyclopoida Oithonidae Oithona Oithona atlantica Not found Target 16 0.99 0.71 0.48 0.47 0.22 0.92 0.39 2.09 0.93 0.30 0.17 0.47 0.34 1.68 0.57 0.81
IM-F748DH CGCCCGTCGCTACTACCGATTGAACGTTTTAGTGAGGTATTTGGACTGAGCGCTTGGAGACTTCTAGTCGCCTTGAACTCGGAAAGACTCCCAAACTTGAGCGTTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCAnimalia Arthropoda Hexanauplia Cyclopoida Oithonidae Oithona Oithona pulla Not found Target 4 0.05 - 0.13 - - - - - - 0.04 - - 0.07 - - -
IM-1145ZC CGCCCGTCGCTACTACCGATTGAACGTTTTAGTGAGGTATTTGGACTGGGCCTTGGGAGGATTCGTTCTCCCATGTTGCTCGGGAAGACTCCCAAACTTGAGCGTTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCAnimalia Arthropoda Hexanauplia Cyclopoida Oithonidae Oithona Oithona similis Not found Target 16 6.31 7.38 10.36 4.71 8.80 6.17 8.60 8.61 8.88 7.41 4.26 6.21 5.30 7.91 4.71 6.74
IM-3G4JB9 CGCCCGTCGCTACTACCGATTGAACGTTTTAGTGAGAAATCTGGATTAGACCTTCTTGGGTTCATTCTCGAGTTGCTGTCTGAGAAGTTTTTCAAACTTGAGCGTTTAGAGGAAGTAAAAGTCGTAACAAGGTTCTCAnimalia Arthropoda Hexanauplia Cyclopoida Oncaeidae Target 2 - - - - - - - 0.02 - - - - - 0.02 - -
IM-36UE27 CGCCCGTCGCTACTACCGATTGGACGTTTTAGTGAGACATTTGGACTGGGTCAGAGTAGTCGAAAGATTATTCTGTCTCGGAAAGACTTTCAAACTTGAGCGTCTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCAnimalia Arthropoda Hexanauplia Cyclopoida Target 3 - - - - - - - - - 0.12 0.10 - - - 0.06 -
IM-VK0161 CGCCCGTCGCTACTACCGATTGAACGTTTTAGTGAGGTATTTGGACTGGAACTTTGTTGGCTCGCGCTAACGCTGTTTCGGGAAGACTCCCAAACTTGAGCGTTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCAnimalia Arthropoda Hexanauplia Cyclopoida Target 1 - - - - - - - 0.05 - - - - - - - -
IM-0TI3OT CGCCCGTCGCTACTACCGATTGAACGTTTTAGTGAGGTATTTGGATTGGGCCTCGCGAGGTTTGCGCCTCGCTTGTGTCCGAGAAGACTCCCAAACTTGAGCGTTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCAnimalia Arthropoda Hexanauplia Harpacticoida Aegisthidae Target 1 - - - - 0.03 - - - - - - - - - - -
IM-P83S4M CGCCCGTCGCTACTACCGATTGAATGTTTTAGTGAGGTATTTGGATCGGCGCTTGAGAGGTTAACGCCTTTCTTGTGCTGAAAAGACTCCCAAACTTGAGCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCAnimalia Arthropoda Hexanauplia Harpacticoida Ectinosomatidae Microsetella Microsetella norvegica Not found Target 4 - - - - 0.02 0.02 0.09 - - - 0.02 - - - - -
IM-X68VU0 CGCCCGTCGCTACTACCGATTGAATGATTTAGTGAGGCCTCGGGACTGGCGTTCCTGGCGGCCTTGGTCGCCTCGAGCTGCCGGAAACATGTCCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCAnimalia Arthropoda Malacostraca Euphausiacea Euphausiidae Target 3 - - - 0.09 - - - - 0.13 0.12 - - - - - -
IM-T7R5AP CGCCCGTCGCTACTACCGATCGAACGATGTAGTGAGGTCCTCGGACTGGCATCTACTCGGAAGCCGGGTTCGCTCGGTAGAAGAGCTTGTTTGCCGGGAAGAGTACCAAACTGAATCGTTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCAnimalia Chaetognatha Sagittoidea Aphragmophora Sagittidae Parasagitta Target 1 - - - 40.48 - - - - - - - - - - - -
IM-W7D6QH CGCCCGTCGCTACTACCGATCGAACGATTTTGCGAGGTATCTGGACTGGCATCTGCCTGGACGTCGTCCTTCGGGATGTACCGAGAGGTGTGTTTGCCGGGAAAGGGATCAAGCATGGTCGTTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCAnimalia Chaetognatha Sagittoidea Aphragmophora Sagittidae Sagitta 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 0.02 - - 0.41 - - - - - - - - - - - -
IM-C957AJ CGCCCGTCGCTACTACCGATCGAACGATGTAGTGAGGTCCTCGGACTGGCGACTACTCGGAAGCCGGGCTTCGGCCTGGTAGAAGAGCTCGTTTGCCGGGAAGAGGATCAAACTGGATCGTTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCAnimalia Chaetognatha Sagittoidea Aphragmophora Sagittidae Target 1 - - - - 7.15 - - - - - - - - - - -
IM-7P499H CGCCCGTCGCTACTACCGATCGAACGATTTTGCGAGGTATCTGGACTGGCATCTGCCTGGAAGCCGCTCTTCGGGGTGGTCCGAAAGGTATGCTTGCCGGGAAAGGGCCCAAGCATGGTCGTTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCAnimalia Chaetognatha Sagittoidea Aphragmophora Sagittidae 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 - - - - 1.31 - - - - - - - - - - -
IM-716Z4T CGCCCGTCGCTACTACCGATTGAATGGTTCAGTGAGATAATCGGATAGGTAACTTGGTAACTTGCAAAAGTTACCGAGCATATTTAGAAGACGATCAAACTTAGTCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCAnimalia Chordata Appendicularia Copelata Oikopleuridae Target 16 2.02 2.39 2.29 1.31 2.55 1.08 1.44 1.64 1.13 7.52 30.20 1.33 0.83 0.85 0.69 0.86
IM-326US4 CGCCCGTCGCTACTACCGATTGAATGGTTTAGTGAGATCTTCGGATTGGCGCGAGAAAGGCTTCACGGCCGTTCTTTGCTGCCGAGAAGTTGCTCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCAnimalia Cnidaria Hydrozoa Anthoathecata Target 2 - - 0.29 - - - - - - 0.02 - - - - - -
IM-72GQG4 CGCCCGTCGCTACTACCGATTGAATGGTTTAGTGAGATCTCCGGATTGGCACCACCGAGGCTTCACGGCTTTGGCGGACAGTCGAAAAGTTGCTCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCAnimalia Cnidaria Hydrozoa Anthoathecata Target 1 - - - - - - - - 0.02 - - - - - - -
IM-33CWX2 CGCCCGTCGCTACTACCGATTGAATGGTTTAGTGAGATCTTCGGATTGGCACCGTCGCGGCCTCACGGAAGTGATGGTGCCGAAAAGTTGCTCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCAnimalia Cnidaria Hydrozoa Siphonophorae Target 2 0.05 - 0.03 - - - - - - - - - - - - -
IM-3G2FUS CGCCCGTCGCTACTACCGATTGAATGGTTTAATGAGACGTTCTGATTGGCGCTGCCGAAGCTGGCAACGGCTTTGGCGGACTGCCGAAAAGTTCTTCAAATTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCAnimalia Cnidaria Hydrozoa Trachymedusae Rhopalonematidae Aglantha Aglantha digitale Not found 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 0.02 - - - 0.61 - - - - - - - - - - 0.02
IM-8L17HO CGCCCGTCGCTACTACCGATTGAATGGTTTAGTGAGATCTCGGGATTGGCGATGCCTTGCCGCAAGGCACAGTATCGCCGAAAACTTGCTCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCAnimalia Ctenophora Tentaculata Cydippida Target 15 0.46 0.26 0.14 0.13 0.38 0.14 0.16 0.09 0.10 0.02 0.05 0.05 0.11 - 0.92 0.04
IM-6JM3P2 CGCCCGTCGCTACTACCGATTGAATGGTTTAGTGAGATCTCGAGATTGGCGACGCCATGCCGCGAGGCACGGTGCCGCCGAGAACTTGCTCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCAnimalia Ctenophora Tentaculata Target 6 - - - 0.03 0.34 - 0.06 - 0.02 - - - - 2.63 0.02 -
IM-BM07UW CGCCCGTCGCTACTACCGATTGAATGGTTTAGTGAGATCCTCGGACGGGCCGCGGCGGGGCGCCTCTGGCGCCTCGCTCGTGCGCCCGGAAGACGATCGAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCAnimalia Echinodermata Asteroidea Target 1 - - - - - - - - - - - - 0.08 - - -
IM-RWC8O6 CGCCCGTCGCTACTACCGATTGAATGGTTTAGTGAGATCCTCGGATCGTCGGCGTCGGGACGGCTTCGCCGCCTCGCTCGCATGTACGAGAAGACGATCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCAnimalia Echinodermata Echinoidea Camarodonta Target 1 - - - - - - - - - - - - - - 0.03 -
IM-4OYBC0 CGCCCGTCGCTACTACCGATTGAATGGTTTAGTGAGATCCTCGGATCGTCGGCGTCGGGACGGCTCTGCCGTCTCGTTCTGCATGACGAGAAGACGATCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCAnimalia Echinodermata Echinoidea Spatangoida Target 16 0.59 6.08 4.90 7.72 4.47 6.71 10.17 4.81 10.69 5.32 2.39 2.61 3.39 11.71 8.03 3.77
IM-13T4FO CGCCCGTCGCTACTACCGATTGAATGGTTTAGTGAGATCCTCGGATCGGCCGGGTCGGGCCGGTTCGCCAGCTCGATCGTGTGCCGAGAAGACGATCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCAnimalia Echinodermata Ophiuroidea Target 3 - - - 0.02 - - - - - - - - 0.02 - 0.02 -
IM-RS33CR CGCCCGTCGCTACTACCGATCGCTCCAGTTAATGAACGCTTCAGATTGGTCCCGTAAGCGGGTTTCGGCCTGCTCGCGGCGCGCCGAGAAGATGTGTGAATTATCCGGGGTAGAGGTCGTAAAAGTCGTAACAAGGTATCCAnimalia Mollusca Bivalvia Galeommatida Lasaeidae Target 1 - - 0.02 - - - - - - - - - - - - -
IM-98N7W7 CGCCCGTCGCTACTACCGATTGGGCGTTTTAGTGAGCGCCTCGGATTGGACCCGGAAATGGTTGGCAACAACCGTACCGGTGTGCCGAAAAGACGCGCAAACTTGAACGCCTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCAnimalia Mollusca Bivalvia Mytilida Mytilidae Target 5 - - - - 0.14 - - 0.14 0.04 - - 0.14 0.13 - - -
IM-U3RHP1 CGCCCGTCGCTACTACCGATCGCTCCAGTTAATGAGCTCTTCGGATTGGTCCCGTAGGCTGGCTTTCGGGCTGGCTCTCGGCGTGCCGAGAAGATGCGCAAATTGACCGGAGTAGAGGAAGTAAAAGTCGTAACAAGGTATCCAnimalia Mollusca Bivalvia Venerida Vesicomyidae Target 5 - 0.01 0.01 - 0.01 - - - - - 0.02 0.04 - - - -
IM-6FJ7N9 CGCCCGTCGCTACTATCGATTGAGCGGTTCAGTGAGGATTTCGGATTGGTCTCGGTCTGGCATGCAAGTGCCAGTACGATGCGCCGAGAAGAAGTCCGAACTCGATCGCTTGGAGAAAGTAAAAGTCGTAACAAGGTTTCCAnimalia Mollusca Gastropoda Cephalaspidea Target 1 - - - - - - - - - - - - - 0.02 - -
IM-K2H583 CGCCCGTCGCTACCATCGGTGGACGGTCTAGCGAGGACCTCGGACCGGCGCTGTTAATATTCCCTTTACGGGGTATATTCCTCGCCGGGAAGACGCCCGAACTCGGTCGCTCGGAGATAGTAAAAGTCGTAACAAGGTTTCCAnimalia Mollusca Gastropoda Nudibranchia Coryphellidae Coryphella Coryphella verrucosa Not found 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-S2JY68 CGCCCGTCGCTACTATCGATTGAGCGGTTCAGTGAGGGCATCGGATCGGTCGCGGCCTGGGGTTCGCGCCCCGGCGCCCGCGCGCCGAGAAGACGCTCGAACTCGATCGCTTGGAGAAAGTAAAAGTCGTAACAAGGTTTCCAnimalia Mollusca Gastropoda Nudibranchia Target 1 - - - 0.13 - - - - - - - - - - - -
IM-92QYMX CGCCCGTCGCTACTATCGATTGAGCGGTTCAGTGAGCACCTCGGATTGGTCTCGGTCTGACGTGCAAGCGTCGGACTGTTGGCCGAGAAGACGTTCAAACTCGATCGCTTGGAGAAAGTAAAAGTCGTAACAAGGTTTCCAnimalia Mollusca Gastropoda Pteropoda Target 12 0.06 1.74 0.07 - 0.21 0.05 - - - 0.04 0.03 0.04 0.12 0.06 0.67 0.50
IM-4723GD CGCCCGTCGCTACTACCGATTGAATGGTTTAGTGAGATCCACGGATTGGTCGCGGCGCGTCGGGCAACCGGCTGCCGTTGTTTGCCGAAAAGTCGATCGAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCAnimalia Nemertea Pilidiophora Heteronemertea Lineidae Cerebratulus Target 2 - - - - - - 0.02 - - - - - - 0.03 - -
IM-51QEE9 CGCCCGTCGCTACTACCGATTGAATGGTTTAGTGAGATCCTCGGATTGGTCGCGGCGCGTTGGGCAACCAGAGTGCCGTTGTCTGCCGAAAAGACGATCGAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCAnimalia Nemertea Pilidiophora Heteronemertea Lineidae Target 1 - - 0.05 - - - - - - - - - - - - -
IM-SU31EX CGCCCGTCGCTACTACCGATTGAATGGTTTAGCAAGGTCATTGGATTGATGTCAGTGGTTGTTCCTGACACCGATGCTAACGAGAAGACGACCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCAnimalia Platyhelminthes Trematoda Plagiorchiida Didymozoidae Target There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.5 - - - 0.16 0.18 - - 0.04 - - - - - - 0.02 0.02
IM-J5A4OO CGCCCGTCGCTACTACCGATTGAACGGTTTAGTGAGATCCTTGGATCGGTCCCGGCACGGGGGGCAACCCTCGAGCCGGTGTCGCCGAGAAGACGATCAAACTTGATCGTTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCAnimalia Target 7 - - - - - 0.06 - 0.09 0.03 0.10 - 0.07 - - 0.02 0.05
IM-F8H009 CGCCCGTCGCTACTACCGATTGGACGGTTTAGTGAGATCCTCGGATTGGTCCCGACATGGTGGGCAACCGTCGCGTCGGTGCGCCGAGAAGAAGATCAAACTTGGTCGTCTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCAnimalia Target 2 - - - 0.01 - - - - 0.09 - - - - - - -
IM-3VIAO7 CGCCCGTCGCTACTACCGATTGGATGGTTTAGTGAGATCCTCGGATTGGTCCTGGCACGGCGGGCAACCGCCGGGCCACGGCGCCGAGAAGACGATCGAACTTGATCATCTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCAnimalia Target 1 - - - - - - - 0.01 - - - - - - - -
IM-GZW7X4 CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAATCTTCGGACCGTGACTTTGATTTGTTTACTCAAAACGCTGTTACGGGAAGTTGATTAAACCTTACCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista Bigyra Labyrinthulea Thraustochytrida Aplanochytriidae Aplanochytrium Aplanochytrium kerguelense Not found Target 1 - - - - - - - - - - - - - - 0.01 -
IM-SG2W6G CGCCCGTCGCACCTACCGATTGAATGGTCTGGTGAAAATCTCGGACGCGGACTCGCGATGTTAATTCGGAGCTTGACTGTGAAAGTTATTTAAACCCTACCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista Bigyra Labyrinthulea Thraustochytrida Oblongichytriidae Oblongichytrium Target 16 0.04 0.05 0.07 0.01 0.03 0.03 0.02 0.03 0.03 0.03 0.02 0.03 0.04 0.03 0.03 0.03
IM-488M0X CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAATTCTCGGACCCGAGCTTGCAATGTTAATTCGGAGCTTGCTTGGGAAAGTTAATTAAACCTTACCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista Bigyra Labyrinthulea Thraustochytrida Oblongichytriidae Oblongichytrium Target 16 0.05 0.09 0.08 0.02 0.05 0.05 0.03 0.06 0.03 0.03 0.03 0.03 0.04 0.05 0.03 0.02
IM-UW0G12 CGCCCGTCGCTACTACCGATTGAATGGCTTAGTGAGCCCTCTGGACTGTTGTAATTCGTTGGCAACTTCGAGTCACATACGGGAAGGAGGTCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCChromista Cercozoa Protaspidae Target 16 0.48 0.45 0.41 0.22 0.43 0.40 0.37 0.45 0.34 0.34 0.25 0.37 0.31 0.51 0.26 0.27
IM-QI1H71 CGCCCGTCGCTACTACCGATTGAATGTTTTAGTGAGCCCTCTGGATTGTTGTATCTCGTTGGAAACTTCGAGACACTTTCGAGAAGGAGGTCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCChromista Cercozoa Protaspidae Target 11 0.03 0.02 0.02 - 0.02 0.02 - 0.02 0.02 - - 0.02 - 0.03 0.02 0.01
IM-OZ91X9 CGCCCGTCGACTCTACCGATTGAATGGTTCGGTGAAAACTTTGGACTGTGGCATTGTCCCTCATCGGACTTCGCCGTAGGAAATTGTTTAAACCTCATCATTTAGAGGAAGAATAAGTCGTAACAAGGTTTCCChromista 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.16 0.25 0.32 0.26 0.11 0.21 0.21 0.14 0.21 0.16 0.16 0.12 0.14 0.16 0.21 0.13 0.11
IM-7W84BR CGCCCGTCGCTACTACCGATTGAATGGCTTAGTGAGCTCTCTGGACTGTTGCACTTTCGTTGGAAACTTCGGGGAGCATACGGGAAGGAGATCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCChromista Cercozoa Target 16 0.11 0.10 0.10 0.06 0.11 0.10 0.09 0.09 0.08 0.11 0.07 0.10 0.08 0.13 0.06 0.09
IM-QJ1U30 CGCCCGTCGCTACTACCGATTGAATGGCTTAGTGAGCTCTCTGGACTGCTGTATTGCGTTGGCAACTTCGCAGTATGTGCGGGAAGGAGATCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCChromista Cercozoa Target 16 0.02 0.03 0.03 0.02 0.03 0.02 0.02 0.05 0.03 0.04 0.03 0.03 0.01 0.02 0.02 0.02
IM-V4R354 CGCCCGTCGCTACTACCGATTGAATGGCTTAGTGAGCTTCAGGGAATGCGTCATCCAGTTGGGTTTCCTTCTGTTTGCATGCGTGAACTGAAACAAACTTGATTATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCChromista Cercozoa Target 16 0.03 0.03 0.03 0.01 0.02 0.03 0.02 0.03 0.02 0.03 0.02 0.03 0.03 0.03 0.02 0.03
IM-92WUW7 CGCCCGTCGACTCTACCGATTGAATGGTTCGGTGAAAACTTTGGACTACAGCATTGTCCTTTATTGGACTTCGCCGTAGGAAATTGTTTAAACCTCATCATTTAGAGGAAGAATAAGTCGTAACAAGGTTTCCChromista 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.9 0.03 0.03 0.02 0.02 0.02 0.01 0.01 0.02 - - - - - 0.02 - -
IM-BT5070 CGCCCGTCGCTACTACCGATTGGACGTTTTGGTGAGGTTCAGAGAATGTAGCTTTGCAGTGGTTCGCCTCCGCTTTGCACGCATGAACTGACCCAAACCTGAGCGTCTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCChromista 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.12 0.02 0.03 0.02 0.01 0.02 0.02 0.01 0.03 0.03 0.01 0.01 - - - 0.01 -
IM-68Y33C CGCCCGTCGCTACTACCGATTGAATGGCTTAGTGAGCTCTCTGGACTGTTGCGCGCCGTTGGCAACTTCGACGCGCATACGGGAAGGAGATCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCChromista Cercozoa Target 16 0.02 0.03 0.02 0.02 0.02 0.02 0.01 0.03 0.03 0.02 0.02 0.03 0.02 0.02 0.02 0.02
IM-WM264C CGCCCGTCGCTCCTACCGATTTTGAGTGCTGTGGTGAACCTTCTGGACTGTGCGCGGGCTTGACTCGCGTGTGGGAAGTTAAGTGAACCTTAGCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Ciliophora Colpodea Bryophryida Bryophryidae 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 0.01 - - - - - - - - - - - - - - -
IM-QW6T21 CGCCCGTCGCTACTACCGATCGAGTGGTCAGGTGAACCTTTTGGACAGTATCTATTTATTTAGAACAGGAATTTAAGTAAATCTTATCACTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCChromista Ciliophora Colpodea Target There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.11 0.03 0.03 0.03 0.02 0.03 0.02 0.02 0.02 - - - - 0.01 0.03 0.01 -
IM-IPA16K CGCCCGTCGCTCCTACCGATCGAGTGTTTAGGTGAATTTGATGGACGTAAGGAAGTCAAATAAACCTGAGCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Ciliophora Gymnostomatea Cyclotrichida Mesodiniidae Mesodinium Mesodinium rubrum Not found Target 16 0.07 0.05 0.07 0.02 0.14 0.05 0.06 0.03 0.07 0.03 0.03 0.04 0.09 0.05 0.01 0.10
IM-Q6OGB2 CGCCCGTCGCTCCTACCGATCGAGTGTTTAGGTGAAATTGATAGACGTAAGGAAGTCAATTAAATCTGGACACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Ciliophora Gymnostomatea Cyclotrichida Mesodiniidae Mesodinium Mesodinium rubrum Not found Target 6 0.01 0.02 0.01 - 0.02 - - - - - - - 0.04 0.02 - -
IM-9NF902 CGCCCGTCGCTGCTACCGATACCGGGTGATGTGCTGAATCTTTTGGACCGTTTATCGGGAAGATAAATAAAGCTTATCACCTAGAGGAAGCAGAAGTCGTAACAAGGTTTCCChromista Ciliophora Gymnostomatea Pleurostomatida Loxophyllidae Loxophyllum Target 16 0.06 0.07 0.06 0.03 0.07 0.06 0.04 0.05 0.03 0.04 0.03 0.04 0.03 0.03 0.03 0.03
IM-BQV62M CGCCCGTCGCTAGTACCGATTTCGAGTGGTCCGGTGAACCTTTCGGACAGGAGAAGCCTTGAGTGACTCCTGAAAGTCAAGTAAACCACATCACTTAGAGGAACTAAAAGTCGTAACAAGGTTTCCChromista Ciliophora Oligotrichea Choreotrichida Strobilidiidae Target 5 0.02 0.01 0.02 - 0.03 - - - - - - - 0.01 - - -
IM-I6DYN6 CGCCCGTCGCTAGTACCGATTTCGAGTGGTCCGGTGAACCTTTCGGACTGGGGAAGCCTTGAGCAACCCCGGAAAGTCAAGTAAACCACATCACTTAGAGGAACTAAAAGTCGTAACAAGGTTTCCChromista Ciliophora Oligotrichea Choreotrichida Strobilidiidae Target 5 - 0.02 0.02 - - 0.01 0.02 0.01 - - - - - - - -
IM-602NP9 CGCCCGTCGCTCCTACCGATTTCGAGTGGTCCGGTGAACCGTTCGGACCGTGGGTTCCCTTGTGGAGTCCGTGGAAAGTCCAGTAAACCACATCACTTAGAGGAAGGATAAGTCGTAACAAGGTTTCCChromista Ciliophora Oligotrichea Choreotrichida Strombidinopsidae Strombidinopsis Target 14 0.03 0.07 0.03 0.05 0.06 0.06 0.02 0.03 0.02 0.02 0.02 - - 0.02 0.01 0.01
IM-0ST709 CGCCCGTCGCTCCTACCGATTTCGAGTGGTCCGGTGAACCGTTCGGACCGTGAGCTTCCTTGTGGAGCTCGTGGAAAGTCCAGTAAACCACATCACTTAGAGGAAGGATAAGTCGTAACAAGGTTTCCChromista Ciliophora Oligotrichea Choreotrichida Strombidinopsidae Strombidinopsis Target 3 - 0.02 - - 0.01 0.01 - - - - - - - - - -
IM-PI1QJ4 CGCCCGTCGCTCCTACCGATTTCGAGTGGTCCGGTGAACCCTTTGGACCGGAGCCCGTTCCTTGCGGGCACTGGAAAGTCGAGTAAACCACATCACTTAGAGGAAGGAAAAGTCGTAACAAGGTTTCCChromista Ciliophora Oligotrichea Oligotrichida Tintinnidae Salpingella Target 16 0.14 0.23 0.18 0.09 0.21 0.11 0.09 0.10 0.09 0.06 0.07 0.06 0.05 0.07 0.05 0.07
IM-YY1F6V CGCCCGTCGCTACTACCGATTTCGAGTGGTCAGGTGAATCTTTTGGACTGTGAACTTCCTTGAGTTGTTCGCGGAAAGTTAGGTAAATCTTATCACTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCChromista Ciliophora Oligotrichea Strombidiida Strombidiidae Laboea Laboea strobilia Not found Target 11 - 0.02 0.10 - 0.09 0.03 0.02 - 0.03 - 0.02 0.02 0.02 0.02 - 0.03
IM-U9Z312 CGCCCGTCGCTCCTACCGATTTCGAGTGGTCCGGTGAATCTTTCGGACTGTGCGTGGTCTTGTGCCATGTCGCGGAAAGTCAGGTAAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Ciliophora Oligotrichea Strombidiida Strombidiidae Strombidium Strombidium caudispina Not found Target 16 0.67 1.20 1.23 0.37 0.95 0.61 0.48 0.55 0.43 0.32 0.48 0.44 0.46 0.38 0.30 0.38
IM-7P22OM CGCCCGTCGCTCCTACCGATTTCGAGTGGTCCGGTGAATCTTTCGGACCGTGCGCGGCCTCGTGCCGCCGCGTGGAAAGTCAGGTAAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Ciliophora Oligotrichea Strombidiida Strombidiidae Strombidium Target 14 0.02 0.09 0.03 0.07 0.05 0.04 0.02 0.03 - 0.02 0.02 0.02 0.01 - 0.02 0.02
IM-W174Z1 CGCCCGTCGCTCCTACCGATTTCGAGTGGTCCGGTGAGTCTTTCGGACTGTGACGGTGCTCGACACCGACGCGGAAAGTCAGGCAAATCTTACTACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Ciliophora Oligotrichea Strombidiida Strombidiidae Strombidium Target 2 - 0.01 0.02 - - - - - - - - - - - - -
IM-GJS79G CGCCCGTCGCTACTACCGATTTCGAGTGGTCCGGTGAATCTTTTGGACTGTGTGCCGTCTTGTCGGTGTCGCGGAAAGTCAGGTAAACCTTATCACTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCChromista Ciliophora Oligotrichea Strombidiida Strombidiidae Target 16 0.04 0.07 0.08 0.05 0.10 0.06 0.03 0.05 0.06 0.03 0.02 0.03 0.03 0.02 0.02 0.03
IM-IIZ20X CGCCCGTCGCTCCTACCGATTTCGAGTGGTCCGGTGAATCTTTCGGACTGCGCATGGCCTCGTGCCGTGATGCGGAAAGTCAGGTAAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Ciliophora Oligotrichea Strombidiida Strombidiidae Target 9 0.02 0.04 0.03 0.01 0.03 0.03 - - - - 0.01 0.02 0.01 - - -
IM-25O8M5 CGCCCGTCGCTCCTACCGATTTCGAGTGGTCCGGTGAATCTTTTGGACTGTGCGAGGCTTCGTGCCCCGCGCGGAAAGTCAGGTAAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Ciliophora Oligotrichea Strombidiida Strombidiidae Target 12 0.03 0.03 0.05 0.01 0.03 0.04 - 0.03 0.02 - 0.02 0.02 - - 0.01 0.03
IM-9U28L5 CGCCCGTCGCTCCTACCGATTTCGAGTGGTCCGGTGAGCCTTTCGGACTGCGCTCGCCCTCGAGGCGTCGCGGAAAGTCAGGCAAATCTTACTACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Ciliophora Oligotrichea Strombidiida Strombidiidae Target 4 0.01 0.01 0.01 - 0.01 - - - - - - - - - - -
IM-QI6P2M CGCCCGTCGCTCCTACCGATTTCGAGTGGTCCGGTGAACCCTTTGGACCGAGAGCGCCTCGTGCGCTTTTGGAAAGTCGAGTAAACCACATCACTTAGAGGAAGGAAAAGTCGTAACAAGGTTTCCChromista Ciliophora Oligotrichea Tintinnida Codonellidae Tintinnopsis Target 16 0.15 0.45 0.45 0.22 0.51 0.28 0.14 0.22 0.19 0.13 0.17 0.18 0.11 0.10 0.13 0.14
IM-4RRL8A CGCCCGTCGCTCCTACCGATTTCGAGTGGTCCGGTGAATCTTTCGGACTGCGCGCGGCTTCGTGCCGTGTCGCGGAAAGTCAGGTAAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Ciliophora Oligotrichea Target 16 0.61 0.96 1.11 0.46 1.06 0.61 0.45 0.57 0.53 0.35 0.39 0.38 0.45 0.38 0.31 0.42
IM-LM27MI CGCCCGTCGCTACTACCGATTTCGAGTGGTCCGGTGAAGCTTTTGGACTGCGCGTGGCTTCGTGCCGTGTCGCGGAAAGTCAGCTAAACCTTATCACTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCChromista Ciliophora Oligotrichea Target 11 0.02 0.02 0.07 - 0.09 0.02 0.02 - 0.05 - 0.02 - 0.02 0.02 - 0.04
IM-Y576IM CGCCCGTCGCTCCTACCGATTTCGAGTGATTCGGTGAACCTTCTGGACCGTGTGAATCCTTGAGATTTACGTGGGAAGTTAAGTAAACCATATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTATCCChromista Ciliophora Prostomatea Prostomatida Target 4 0.03 - - - 0.10 0.05 - - - - - - - - 0.02 -
IM-R2UO8Q CGCCCGTCGCTCCTACCGATTTCGAGTGGTCCGGTGAACCTTTCGGACCGGAGAGGCCTTGAGCTAATCCGGGAAGTCAAGTAAACCACATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Ciliophora Target 16 0.06 0.13 0.09 0.05 0.15 0.07 0.06 0.07 0.04 0.03 0.04 0.03 0.06 0.05 0.05 0.03
IM-FS5I88 CGCCCGTCGCTCCTACCGATTTCGAGTGGTCCGGTGAACCTTTCGGACCGGGAGCAGGCTCGTCCTGCGCCTGGAAAGTCAAGTAAACCACATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Ciliophora Target 12 0.02 0.06 0.11 0.02 - 0.10 0.02 - - 0.03 0.11 0.03 0.02 0.04 - 0.03
IM-KGNQ06 CGCCCGTCGCTACTACCGATCGAGTGGTCAGGTGAACCTTTTGGACAGTATCGTTTTATTACGAACAGGAATTTAAGTAAATCTTATCACTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCChromista Ciliophora Target There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.9 0.03 0.03 0.03 0.01 0.02 0.01 - 0.02 - - - - 0.01 0.02 - -
IM-5M45F6 CGCCCGTCGCTACTACCGATTGGATGGTCTGGTGAGTCTTTCGGACTGCGGCTCTGGCTCGGGCAACCGGGCTTTGCTGCGGGAAGTTACGCAAACCCTATCATCTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCChromista Cryptophyta Cryptophyceae Cryptomonadales Cyathomonadaceae Telonema Target 6 0.02 - 0.02 - 0.01 0.02 0.02 - - - - - - 0.02 - -
IM-NBA192 CGCCCGTCGCTCCTACCGATTGAATGGTCCGGTGAAATCTTCGGATTGCTGGATAGGAGGGCAACCACCTATCTGCGAGAAGTTGCTTGAACCTTATCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Cryptophyta Cryptophyceae Pyrenomonadales Geminigeraceae Teleaulax Teleaulax amphioxeia Not found Target 16 0.31 0.24 0.22 0.14 0.39 0.20 0.22 0.28 0.33 0.18 0.13 0.19 0.25 0.29 0.15 0.28
IM-Y26S41 CGCCCGTCGCTCCTACCGATTGGATGGTCCGGTGAACTGGTCGGACTGATAATTGTCACTGCGGGTGCAGTAGCATTACGGAAAGTCCGGTGAACCTTATCATCTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Cryptophyta Cryptophyceae Pyrenomonadales Geminigeraceae Teleaulax Teleaulax amphioxeia Not found Target 16 0.13 0.12 0.16 0.05 0.18 0.09 0.10 0.08 0.12 0.07 0.04 0.06 0.09 0.07 0.03 0.10
IM-20K27X CGCCCGTCGCTCCTACCGATTGAATGGTCCGGTGAAATCTTCGGATTGCTGGATAGGGCTTTAACCGGACCTATCTGCGAGAAGTTGCTTGAACCTTATCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Cryptophyta Cryptophyceae Pyrenomonadales Geminigeraceae Target 16 0.24 0.21 0.16 0.11 0.24 0.19 0.16 0.22 0.16 0.16 0.12 0.15 0.14 0.24 0.10 0.13
IM-3SS12O CGCCCGTCGCTCCTACCGATTGAATGGTCCGGTGAAATCTTCGGATTGCTGGATAGGACTTCGCAAGTTGACCTATCTGCGAGAAGTTGCTTGAACCTTATCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Cryptophyta Cryptophyceae Pyrenomonadales Geminigeraceae Target 16 0.08 0.07 0.05 0.04 0.06 0.06 0.05 0.08 0.05 0.04 0.04 0.06 0.06 0.08 0.03 0.05
IM-T8L191 CGCCCGTCGCTCCTACCGATTGAATGGTCCGGTGAAATCTTCGGATTGCTGGTTTTGGCTTGGCAACTTGCTTTGACTGCGAAAAGTTGATTAAACCTTATCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Cryptophyta Cryptophyceae Target 1 - 0.01 - - - - - - - - - - - - - -
IM-66U0D6 CGCCCGTCGCTCCTACCGATTGAATGATCCGGTGAGGCCCCCGGACTGCGGCGCCGCAGCTGGTTCTCCAGCCGCGACGCCGCGGGAAGCTGTCCGAACCTTATCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Haptophyta Prymnesiophyceae Isochrysidales Noelaerhabdaceae Target 3 - - - - - - - - - - - - 0.02 0.02 - 0.02
IM-1BDR1N CGCCCGTCGCTCCTACCGATTGAATGATCCGGTGAGGCCCCCGGACTGGGGCGACGCATTCGGTTCGCCGGACGCGACGCTCCGGGAAGCTGTCCAAACCTTATTATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Haptophyta Prymnesiophyceae Phaeocystales Phaeocystaceae Phaeocystis Target 16 0.15 0.15 0.14 0.08 0.22 0.25 0.16 0.43 0.20 0.25 0.28 0.45 0.48 0.49 0.40 0.40
IM-6Y58B8 CGCCCGTCGCTCCTACCGATTGAATGATCCGGTGAGGCCCCCGGACTGAGGCGACGCAGCTGGTTCGCCAGAAGCGACGCTTTGGGAAGCTGTCCAAACCTTATTATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Haptophyta Prymnesiophyceae Phaeocystales Phaeocystaceae Target 1 0.01 - - - - - - - - - - - - - - -
IM-L9SYR0 CGCCCGTCGCTCCTACCGATTGAATGATCCGGTGAGTTTTTTGGACTGTGGCAACGGTTTCGGTTCGCCGTACTGATGCCGCGGGAAGATACGCAAACCTTATCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Haptophyta Prymnesiophyceae Prymnesiales Chrysochromulinaceae Chrysochromulina Chrysochromulina simplex Not found Target 16 0.04 0.05 0.04 0.02 0.05 0.03 0.03 0.03 0.03 0.04 0.03 0.03 0.03 0.06 0.02 0.03
IM-8F141O CGCCCGTCGCTCCTACCGATTGAATGATCCGGTGAGCTTTTTGGACTGTGGCAACGGTCTTGGTTCGCCAAACTGATGCCGCGGGAAGATACGCAAACCTTATCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Haptophyta Prymnesiophyceae Prymnesiales Chrysochromulinaceae Chrysochromulina Target 16 0.04 0.04 0.04 0.02 0.04 0.02 0.02 0.05 0.03 0.03 0.04 0.06 0.04 0.05 0.03 0.03
IM-17YNAE CGCCCGTCGCTCCTACCGATTGAATGATCCGGTGAGCTTTTTGGACCCTAGCAACGGCTTTGGTTCGCCAAACTGATGCTGGGGGAAGATACGCAAACCTTATCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Haptophyta Prymnesiophyceae Prymnesiales Chrysochromulinaceae Chrysochromulina Target 12 0.02 0.02 0.02 - 0.02 0.02 0.02 0.02 0.02 - - 0.02 0.02 0.02 - 0.02
IM-Z3G43V CGCCCGTCGCTCCTACCGATTGAATGATCCGGTGAGCTTTTTGGACAGTGGCGCCGGCTGTGGTTCGCCACTCTGGCGCTGCGGGAAGATGCGCAAACCTTATCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Haptophyta Prymnesiophyceae Prymnesiales Chrysochromulinaceae Chrysochromulina Target 5 - - - - - - - - 0.02 - - 0.02 0.01 0.02 0.01 -
IM-Z57PH5 CGCCCGTCGCTCCTACCGATTGAATGATCCGGTGAGCTTTTTGGACTGAGGCATCGGTAGTGGTTCGCCACTCTGACGCTCTGGGAAGATGCGCAAACCTTATCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Haptophyta Prymnesiophyceae Prymnesiales Chrysochromulinaceae Target 16 0.03 0.03 0.01 0.02 0.03 0.02 0.02 0.05 0.03 0.02 0.02 0.05 0.01 0.04 0.02 0.02
IM-IKJ20S CGCCCGTCGCTCCTACCGATTGAATGATCCGGTGAGGCCCCCGGACTGTGGCAACGCAGCTGGTTCGCCAGCCGCGATGCCGCGGGAAGCTGTCCAAACCTTATCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Haptophyta Prymnesiophyceae Target 16 0.04 0.05 0.05 0.02 0.04 0.04 0.04 0.05 0.04 0.04 0.05 0.06 0.06 0.06 0.03 0.05
IM-11WI50 CGCCCGTCGCTCCTACCGATTGAATGATCCGGTGAGGCCCCCGGACTGCGACAACTTAGACGGTTCGCCGTCCGAGATGCTGCGGGAAGCTGTCCAAACCTTATCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Haptophyta Prymnesiophyceae Target 10 0.02 0.01 - - 0.01 0.01 0.02 0.02 - - 0.01 - 0.01 0.02 - 0.01
IM-OWM515 CGCCCGTCGCTCCTACCGATTGAGTGATCCGGTGAATAATTTGGACTGCTGCATTGCTCAGTTACTGACATTGTGGTGGGAAATCTAGTGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Myzozoa Dinophyceae Gonyaulacales Ceratiaceae Tripos Tripos tenuis Not found Target There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.7 0.06 0.03 0.03 - 0.03 - - - 0.02 - - - 0.03 0.03 - -
IM-1QAL8M CGCCCGTCGCTCCTACCGATTGAGTGATCCGGTGAATAATTCGGACTGCAGCAGTGTTCAGTTCTTGAACATTGCAGTGGAAAGTTTAATGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCTChromista Myzozoa Dinophyceae Gonyaulacales Ostreopsidaceae Alexandrium Target 16 0.09 0.02 0.03 0.01 0.04 0.02 0.06 0.02 0.05 0.02 0.05 0.02 0.07 0.03 0.03 0.05
IM-9B7D0N CGCCCGTCGCTCCTACCGATTGAGTGATCCGGTGAATAATTCGGACTGCAGCAGTGCTTGGTCCTCCGGGCTTTGCAGTGGAAAGTTTAGTGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Myzozoa Dinophyceae Gymnodiniales Gymnodiniaceae Gyrodinium Gyrodinium dominans Not found Target 9 0.02 0.01 0.01 - 0.02 0.02 - 0.02 0.02 - 0.02 - 0.01 - - -
IM-Z47FHL CGCCCGTCGCTCCTACCGATTGAGTGATCCGGTGAATAATTCGGACTGCAGCAATGTTTGGATCCCGAACGTTGCAGCGGAAAGTTTAGTGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Myzozoa Dinophyceae Gymnodiniales Gymnodiniaceae Target 16 0.76 0.59 0.61 0.36 0.69 0.55 0.53 0.61 0.54 0.35 0.36 0.46 0.40 0.60 0.30 0.32
IM-2C561X CGCCCGTCGCTCCTACCGATTGAATGCTCAGGTGAGCCTTTCGGACCTCCATCGTGTCGGTTTCGATTTCGATGGAGGGAAGTCATGCGAACCTTATCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Myzozoa Dinophyceae Gymnodiniales Kareniaceae Target 9 0.02 0.02 0.01 - 0.01 0.01 0.02 0.02 - - - - 0.01 0.02 - -
IM-1RT609 CGCCCGTCGCTCCTACCGATTGAGTGTTCCGGTGAATAATTCGGACTGCAGCAATATTTGGATCCCGAACATTGCAGTGGAAAGTTTGGTGAACCTTAACACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Myzozoa Dinophyceae Gymnodiniales Target 16 0.37 0.44 0.50 0.17 0.54 0.36 0.40 0.29 0.43 0.29 0.25 0.27 0.33 0.22 0.18 0.37
IM-Z9910D CGCCCGTCGCTCCTACCGATTGAGTGATCCGGTGAATAATTCGGACCGCGGCAGTGTTTGGATCCCAAGCGTTGCCATGGAAAGTTTAGTGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Myzozoa Dinophyceae Gymnodiniales Target 16 0.07 0.07 0.07 0.04 0.08 0.05 0.04 0.07 0.05 0.04 0.03 0.04 0.05 0.04 0.04 0.03
IM-2VF451 CGCCCGTCGCTCCTACCGATTGAGTGATCCGGTGAATAATTCGGACTGCAGCAGTGTTCGGCAACGAGCGTTGCAGCGGAAAGTTTAGTGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Myzozoa Dinophyceae Peridiniales Heterocapsaceae Heterocapsa Heterocapsa rotundata Not found Target 8 0.02 - 0.02 - 0.02 0.02 0.02 0.01 - 0.02 - - 0.01 - - -
IM-64IY83 CGCCCGTCGCTCCTACCGATTGAGTGCTCAGGTGAATAGTATGGACTGCATCAGTGTTCGGTCTCCGAATGTTGAAGCGAGAAATTCTGTGAATCTTATTGCTTAGAGGAAGGAGAAGTCGTAACAAGGTTTTCChromista Myzozoa Dinophyceae Peridiniales Oxytoxaceae Adenoides Adenoides eludens Not found Target 15 0.04 0.02 0.01 0.02 0.03 0.03 0.01 0.03 0.03 0.01 0.02 0.02 0.01 0.05 - 0.02
IM-S71UZ4 CGCCCGTCGCTCCTACCGATTGAGTGATCCGGTGAATAATTCGGACTGCAGCAACGTTCAGCTCCTGAATGTTGCAGTGGAAAGTTTAGTGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Myzozoa Dinophyceae Peridiniales Peridiniaceae Scrippsiella Target 10 0.02 - - 0.01 0.02 - - 0.04 - 0.02 - 0.04 0.03 0.02 0.05 0.04
IM-S5Y9CO CGCCCGTCGCTCCTACCGATTGAGTGATCCGGTGAATAATTCGGACTGCGGCATTGTTCAGCTTCTGAACGTTGTCGTGGAAAGTTTAGTGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Myzozoa Dinophyceae Peridiniales Pfiesteriaceae Target 16 0.07 0.04 0.04 0.03 0.06 0.06 0.04 0.06 0.05 0.05 0.02 0.07 0.04 0.05 0.05 0.04
IM-FZ8279 CGCCCGTCGCTCCTACTGATTGAGTGATCCGGTGAATATTTTGGATTGCAGCATTGCTTAGTTACTGAGTTTTGCAGCATAAAGTTTAGTGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Myzozoa Dinophyceae Peridiniales Protoperidiniaceae Protoperidinium Protoperidinium pellucidum Not found Target 5 0.01 0.02 0.01 0.01 - - 0.02 - - - - - - - - -
IM-F38V13 CGCCCGTCGCTCCTACTGATTGAGTGATCCGGTGAATATTTTGGACTGCAGCATAGCTCAGGTCCTGGGTGTTGCAACATAAAGTTTAATGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Myzozoa Dinophyceae Peridiniales Protoperidiniaceae Protoperidinium Target 5 0.02 0.01 0.01 - - 0.02 0.02 - - - - - - - - -
IM-X8622G CGCCCGTCGCTCCTACTGATTGAGTGACCCGGTAAACAATTTTGGATCATAGTGTTGCTCTGTCCTAGAGTGCCGCTTTGCAAAGTTTAGTGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Myzozoa Dinophyceae Peridiniales Protoperidiniaceae Protoperidinium Target 1 - - - 0.01 - - - - - - - - - - - -
IM-91WR94 CGCCCGTCGCTCCTACCGATTGAGTGATCCGGTGAATAATTCGGACTGATGCAGTGCTCAGCTTCTGAACTTTGCATTGGAAAGTTTAGTGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Myzozoa Dinophyceae Suessiales Target 6 0.01 - 0.01 - - 0.02 - - - - - - 0.01 0.01 - 0.02
IM-MD8R2T CGCCCGTCGCTCCATCCGATTGAGTGAGCCGGTGAATAATTCGGACCGCGACATTCTCGGTTCGCCGAGTATCGTTGTCGGAAAGTCTAGTGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Myzozoa Dinophyceae Syndiniales Amoebophryaceae Amoebophrya Target There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.16 0.24 0.18 0.11 0.11 0.17 0.15 0.12 0.16 0.16 0.12 0.07 0.09 0.09 0.16 0.09 0.09



IM-1NIN62 CGCCCGTCGCTCCTACCGATTGAGCAATCCGGTGAATACTTCGGACCGGTTACTTGGTTGGTTCGCTAACCTTGTGACTGGAAAGTCGAGTGAACCTTATTGCTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Myzozoa Dinophyceae Syndiniales Amoebophryaceae Amoebophrya Target 15 0.03 0.04 0.03 0.02 0.03 0.02 0.02 - 0.03 0.02 0.03 0.04 0.02 0.02 0.02 0.02
IM-969FA4 CGCCCGTCGCTCCTACCGATTGAGCAAACCGGTGAATAATTCGGACCGATAGGCTTGTTGGTTCGCCGATAAGCTTGTTGGAAAGTCTAGTGAACCTTTTTGCTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Myzozoa Dinophyceae Syndiniales Amoebophryaceae Amoebophrya Target 13 0.05 0.04 0.03 0.02 0.04 0.03 0.02 0.03 0.03 0.02 - - 0.02 0.02 0.01 -
IM-124R9C CGCCCGTCGCTCCTACCGATTGAGCAATCCGGTGAATATTTCGGACGGAGATTCTTCGGGGCAACTCGTTAGAATTTCTGAAAGTCAAGTTAACCTTATTGCTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Myzozoa Dinophyceae Syndiniales Amoebophryaceae Amoebophrya Target 13 0.02 0.03 0.03 0.01 0.04 0.03 - 0.02 0.02 0.02 - - 0.02 0.03 0.02 0.02
IM-9DQB0H CGCCCGTCGCTCCTACCGATTGAACAATCCGGTGAATATTTCGGACCGGCATCCGTCGGGGCAACTCGTTCGGAAGCTGGAAAGTCAAGTTAACCTTATTGTTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Myzozoa Dinophyceae Syndiniales Amoebophryaceae Amoebophrya Target 16 0.04 0.04 0.04 0.03 0.03 0.03 0.04 0.04 0.02 0.01 0.02 0.02 0.03 0.03 0.01 0.02
IM-IV22P1 CGCCCGTCGCTCCTACCGATTGAGTGATCCGGTGAATAATTCGGACCTGCGAGCCTTGCGGTTCGCTGCTTGGTTTGTGGGAAAGTCTAGTGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Myzozoa Dinophyceae Syndiniales Amoebophryaceae Amoebophrya Target 14 0.02 0.03 0.03 0.02 0.03 0.02 0.03 0.02 0.04 - - 0.02 0.03 0.02 0.01 0.02
IM-6F0Q4M CGCCCGTCGCTCCTACCGATTGAGCAATCCGGTGAATATTTCGGACCTAAGATTGTCGGGGCAACTCGTTCAGTTTTGGGAAAGTCAAGTTAACCTTATTGCTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Myzozoa Dinophyceae Syndiniales Amoebophryaceae Amoebophrya Target 8 0.02 0.02 0.01 0.01 0.01 0.01 - 0.02 - - - - 0.01 - - -
IM-F61A70 CGCCCGTCGCTCCTACCGATGAGCAATCCGGTGAATAATTTGGACTGGCTAGCTTTGGGGTTCGCTCCTTAACTGGCTGGAAAATCTAGTGAACCTTATTGCTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Myzozoa Dinophyceae Syndiniales Amoebophryaceae Amoebophrya Target There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.6 0.01 - 0.01 0.02 0.02 - 0.02 0.02 - - - - - - - -
IM-OT8Z79 CGCCCGTCGCTCCTACCGATTGGACGATCCGGTGAATAATTCGGACCGAGAGCTTAATTGGTTCGCCAGTTTCGTTCTTGGAAAGTCTAGTGAACCTTATCGTCTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Myzozoa Dinophyceae Syndiniales Amoebophryaceae Target 12 0.03 0.02 0.02 0.01 0.03 0.03 - 0.02 0.02 0.02 - - 0.01 0.01 - 0.01
IM-5EV338 CGCCCGTCGCTCCTACCGATTGAGTGATCCGGTGAATAATTCGGACCAGGAATCGCATGAGTTCGCTCACGCAATTCTCGGAAAGTCTAGTGAGCCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Myzozoa Dinophyceae Syndiniales Target There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.16 0.28 0.27 0.23 0.11 0.27 0.20 0.17 0.24 0.19 0.11 0.11 0.13 0.17 0.25 0.15 0.14
IM-9NI5DZ CGCCCGTCGCTCCTACCGATTGAGCAATCCGGTGAATAATTTGGACAGTCGTGAATCGTGGTTCGCCGCGGTTCTTGTACTGGAAATCTAGTGAACCTTATTGCTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Myzozoa Dinophyceae Syndiniales Target There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.16 0.07 0.07 0.06 0.03 0.07 0.05 0.03 0.04 0.04 0.02 0.03 0.03 0.03 0.07 0.05 0.04
IM-J7V548 CGCCCGTCGCTCCTACCGATTGAGCAATCCGGTGAATATTTTGGACCTGTGTTCGTCGGGGCAACTCGTTCGAACGCGGGAAAATCAAGTTAACCTTATTGCTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Myzozoa Dinophyceae Syndiniales Target 8 0.02 0.01 0.01 - 0.02 - - 0.02 - - - - 0.02 - 0.01 0.01
IM-E4ZZ4U CGCCCGTCGCTCCTACCGATTGGATGAGTTGGTGAGTTAATCGGATTGCGCCGTCGTGCCCGCTTGCGGGTCTGACGGTGCGAGAAACTTTGCAAACTGGACTATCTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Myzozoa Dinophyceae Syndiniales 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 - - - - 0.02 0.02 - - - - - - - - - -
IM-PCA62P CGCCCGTCGCTCCTACCGATTGAATGTTCCGGTGAATACTTCGGACTGCGAGGTTTGCAGTTTCTGCGTTCCTTGCGGAAAGTTGAATAAACCTTAACATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Myzozoa Dinophyceae Syndiniales Target 9 - - 0.01 - - - 0.02 0.02 0.02 - - 0.02 0.02 0.02 0.02 0.02
IM-4YC23N CGCCCGTCGCTCCTACCGATTGAGTGATCCGGTGAATAATTCGGACCTGGATCTAAGCCGGCAACGGTTTGGACTTGGGAAAGTCTAGTGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Myzozoa Dinophyceae Syndiniales 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 0.01 0.01 - - - - - - - - - - - - - -
IM-J77E8V CGCCCGTCGCTCCTACCGATTGAGTGATCCGGTGAATAATTCGGACTGCAGCAGTGTTCAGTTCCTGAACGTTGCAGCGGAAAGTTTAGTGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Myzozoa Dinophyceae Target 16 3.19 2.56 2.41 1.71 3.13 2.61 2.30 3.53 3.06 2.55 2.08 2.98 3.16 3.37 2.09 2.41
IM-K680T2 CGCCCGTCGCTCCTACCGATTGAATGTTCCGGTGAGCTCTTCGGACTGCGCGGTCTGCAGTTTCTGCGTTCCGTGCGGAAAGTTGCGCAAACCTTAACATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Myzozoa Dinophyceae Target 16 0.59 0.39 0.40 0.21 0.43 0.37 0.43 0.56 0.49 0.42 0.37 0.58 0.91 0.63 0.53 0.66
IM-0M885N CGCCCGTCGCTCCTACCGATTGAGTGATCCGGTGAATAATTCGGACTGCGACAGTGTTCAGTTCCTGAACGTTGACGCGGAAAGTTTAGTAAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Myzozoa Dinophyceae Target 16 0.15 0.11 0.12 0.08 0.13 0.09 0.09 0.13 0.09 0.11 0.11 0.09 0.12 0.10 0.08 0.08
IM-108SHB CGCCCGTCGCTCCTACCGATTGAGTGATCCGGTGAATAATTCGGACTGCAACACTGTTTGGTTCCTGAACGTTGTTGCGGAAAGTTTAGTGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Myzozoa Dinophyceae Target 16 0.06 0.04 0.04 0.03 0.07 0.07 0.04 0.06 0.05 0.05 0.03 0.05 0.04 0.05 0.05 0.04
IM-JN6ZO9 CGCCCGTCGCTCCTACCGATTGAGTGATCCGGTGAATAATTCGGACCGCAGCAGAACCCAGTTCCTGGGACCTGCAGTGGAAAGTTTAGTGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Myzozoa Dinophyceae Target 16 0.07 0.06 0.03 0.04 0.07 0.05 0.04 0.04 0.06 0.05 0.03 0.05 0.03 0.02 0.02 0.03
IM-HU54BX CGCCCGTCGCTCCTACCGATTGGATGATCCGGTGAGCTATTCGGACTTTTGCATTATCGATTTTCGATTTTGTGAGGGAAAGTCTCGCGAACCTTATCATCTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista 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.16 0.03 0.05 0.04 0.02 0.04 0.04 0.03 0.03 0.03 0.02 0.03 0.03 0.04 0.05 0.02 0.03
IM-959EK1 CGCCCGTCGCTCCTACCGATTGAGTGATCCGGTGAATAATTCGGACTGAGGCATTGTTCAGTTCCTGAACGCTGCTTCGGAAAGTCTAGTGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Myzozoa Dinophyceae Target 16 0.06 0.05 0.05 0.03 0.06 0.04 0.03 0.05 0.05 0.03 0.03 0.06 0.03 0.06 0.03 0.03
IM-HCZ7C1 CGCCCGTCGCTCCTACCGATTGAGTGATCCGGTGAATAATTCGGACCGCCACAATGTTCAGATCCTGAACGTTGCAGCGGAAAGTTTAGTGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Myzozoa Dinophyceae Target 14 0.03 0.03 0.02 0.02 - 0.03 0.03 0.02 0.02 0.02 0.01 0.03 0.02 - 0.02 0.03
IM-Y022C8 CGCCCGTCGCTCCTACCGATTGAGTGGTCCGGTGAATAATTCGGACTGAGGATTTAGGCAGTTTCTGTCTTTATCTTCGGGAAGTCTAGTGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista 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.8 0.02 0.03 0.01 - 0.03 0.02 0.02 0.02 - - - - - 0.02 - -
IM-G4NT87 CGCCCGTCGCTCCTACCGATTGAGTGATCCGGTGAATAATTCGGACTACAGGTCGCGCAGTTTCTGTGCTTCGCTGCAGGAAGTTTAGTGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Myzozoa Dinophyceae Target 9 0.02 0.02 0.01 - 0.02 0.02 0.02 0.02 - - - - 0.02 0.02 - -
IM-1WW680 CGCCCGTCGCTCCTACCGATTGAGTGATCCGGTGAATAATTCGGACTGCAGTCGAGTTCAGTTCCTGAACTTGGCAGCGGAAAGTCTAGTGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Myzozoa Dinophyceae Target 10 0.02 0.01 0.01 0.01 0.02 0.02 0.01 0.02 0.02 - - - 0.01 - - -
IM-6ZXC61 CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAATCTTCGGATCTGAGAGATGCTGGATTCATTTTTGGCGTCTTTTAGAAAAGTTGCTTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista 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 - - 0.02 - - - - - - - - - - - - -
IM-90ZX80 CGCCCGTCGCTCCTACCGATTGAGTGATCCGGTGAATACTTCGGACTGCAGCAGTGTTCGGATTCTCTGGACGCTGCAGCGGAAAGTTGAGTGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Myzozoa Dinophyceae Target 1 0.02 - - - - - - - - - - - - - - -
IM-ON68EA CGCCCGTCGCTCCTACCGATTGAGTTATCCGGTGAATAATTTGGATCATCGGCATTCCACATATGTGGTTAGCTGTTTGACGAAGTTTGGTAAACCTTATTGCTTAGAGGAAGGAAAAGTCGTAACAAGGTTTCCChromista Myzozoa Ellobiopsea Ellobiopsida Ellobiopsidae Target There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.9 0.03 0.03 0.03 0.01 0.02 0.02 - 0.03 - - - - 0.02 0.02 - -
IM-91XSVL CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGCCTCGGGATTGTGGTTAGTTTCCTTTATTGGAAGGTAACCACGAGAACCTGTCTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista Ochrophyta Bacillariophyceae Bacillariales Bacillariaceae Target 16 0.41 0.60 0.67 0.30 0.54 0.50 0.47 0.49 0.49 0.39 0.33 0.46 0.47 0.46 0.42 0.36
IM-SL50HR CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGCCTCGGGATTGTGGCGAGTTCCCTTTATTGGGAGTTTGTTGCGAGAACTTGTCTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista Ochrophyta Bacillariophyceae Bacillariales Bacillariaceae Target 16 0.11 0.11 0.10 0.08 0.12 0.12 0.10 0.13 0.10 0.11 0.10 0.11 0.13 0.15 0.11 0.13
IM-MFLN81 CGCCCGTCGCACCTACCGATTGAAAAGCCCGGTGAAGAATCGGGATTGTAGCGTTGTCCTTTATTGGACATTGCCGTGAGAACCTTTCTGAACCTTGTTTTTTAGAGGAAGGTGAAGTCGTAACAAGGTCTCCChromista Ochrophyta Bacillariophyceae Chaetocerotales Chaetocerotaceae Chaetoceros Chaetoceros debilis Not found Target There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.16 0.03 0.06 0.06 0.01 0.03 0.04 0.04 0.02 0.03 0.02 0.02 0.02 0.03 0.03 0.02 0.02
IM-V6O1VD CGCCCGTCGCACCTACCGATTGAGTGTTCCGGTGAAGCCTCGGGATTGTAGTTGGGTTCCTTTATTGGATCCTGGCCGCGAGAACTTGTCTAAACCTTATCACTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista Ochrophyta Bacillariophyceae Chaetocerotales Chaetocerotaceae Chaetoceros Chaetoceros laevisporus Not found Target 16 0.59 0.79 0.84 0.35 0.40 0.56 0.50 0.45 0.38 0.42 0.33 0.38 0.41 0.37 0.31 0.31
IM-R09Z94 CGCCCGTCGCACCTACCGATTGAGTGTTCCGGTGAAGCCTCGGGATTGTAGTTAGCTTCCTTCATTGGATGCTGTCCGCGAGAACTTGTCTAAACCTTATCACTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista Ochrophyta Bacillariophyceae Chaetocerotales Chaetocerotaceae Chaetoceros Chaetoceros lorenzianus Not found Target 16 0.12 0.13 0.14 0.05 0.08 0.11 0.10 0.08 0.10 0.09 0.07 0.05 0.05 0.06 0.05 0.06
IM-JMR629 CGCCCGTCGCACCTACCGATTGAGTGATCCGGTGAGGCGTCAGGAATTTGATTGATTTCCTTTATTGGAATTTGATCGAGTGAATCTCGCCGAACCTTATCACTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista Ochrophyta Bacillariophyceae Chaetocerotales Chaetocerotaceae Chaetoceros Chaetoceros radicans Not found Target 7 0.01 0.02 0.02 - 0.02 0.02 0.01 - - - - - - - - 0.01
IM-T54AX4 CGCCCGTCGCACCTACCGATTGAGTGGTCCGGTGAAGTCTCGAGATTGTGGCAATCTCCTTTATTGGAGTTTGACTGCGAGAACTTGCCTAAACCTTATCACTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista Ochrophyta Bacillariophyceae Chaetocerotales Chaetocerotaceae Chaetoceros Chaetoceros tenuissimus Not found Target 1 - - - - - 0.01 - - - - - - - - - -
IM-82VVLT CGCCCGTCGCACCTACCGATTGAGTGTTCCGGTGAAATCTCGGGATTGTAGTTGAGTCCCTTTATTGGGTCCTGACCGCGAGAACTTGCTTAAACCTTATCACTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista Ochrophyta Bacillariophyceae Chaetocerotales Chaetocerotaceae Chaetoceros Target 16 0.82 0.74 0.72 0.45 0.68 0.72 0.60 0.64 0.54 0.53 0.38 0.46 0.45 0.67 0.36 0.44
IM-A2P8I0 CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGCCTCGAGATTGTGGTTGGGTTCCTTTATTGGAGCCTGACTGTGAGAACTTGTCTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista Ochrophyta Bacillariophyceae Chaetocerotales Chaetocerotaceae Chaetoceros Target 16 0.88 0.84 0.78 0.57 0.89 0.79 0.64 0.72 0.62 0.56 0.39 0.57 0.51 0.70 0.39 0.46
IM-O5T03K CGCCCGTCGCACCTACCGATTGAGTGGTCCGGTGAAGCCTCGAGATTGTAGTTGATGTCCTTTATTGGACTTTGACCGCGAGAACTTGTCTGAACCTTATCACTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista Ochrophyta Bacillariophyceae Chaetocerotales Chaetocerotaceae Chaetoceros Target 1 - 0.01 - - - - - - - - - - - - - -
IM-U5Z8RQ CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAGGCCTCGGGATTGTGGTCTTTTTCTTAATTGGAACTGACCGTGAGAACTTGTCCAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista Ochrophyta Bacillariophyceae Corethrales Corethraceae Corethron Target 16 0.25 0.26 0.27 0.17 0.25 0.25 0.22 0.20 0.21 0.22 0.15 0.17 0.14 0.21 0.12 0.17
IM-J10A52 CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAAACCTGGGATATTAGATATGTGCTGTTTTAGGTATGTGTTTAGTAGAACTCGTTTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista Ochrophyta Bacillariophyceae Coscinodiscales Hemidiscaceae Actinocyclus Actinocyclus curvatulus Not found Target 16 0.11 0.11 0.09 0.08 0.12 0.10 0.07 0.10 0.06 0.06 0.04 0.09 0.07 0.13 0.07 0.09
IM-LQR67Y CGCCCGTCGCACCTACCGATTGGATGGTCCGGTGAAGCCTCGGGATTGTGGTTTGGCTGGTTTATTCTGGCCTTACTGTGAGAACTTGTCTAAACCTTATCATCTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista Ochrophyta Bacillariophyceae Cymatosirales Cymatosiraceae Brockmanniella Brockmanniella brockmannii Not found Target 1 0.01 - - - - - - - - - - - - - - -
IM-RM46KT CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAGGAGTCGAGATTGTGGCTTGGTTCCTTTATTGGGACTTGGCCGCGAAAACTTTTCCGAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista Ochrophyta Bacillariophyceae Lithodesmiales Lithodesmiaceae Ditylum Ditylum brightwellii Not found Target 16 0.73 0.89 1.01 0.46 0.71 0.77 0.64 0.66 0.56 0.56 0.44 0.57 0.52 0.55 0.38 0.47
IM-0JIX7M CGCCCGTCGCACCTACCGATTGAATGCTCCCGTGAGGCCTTCGGACCGTGGCTGATGTCTCCTTCATTGGAGACGTAGCTGTGGGAAGTTGTCCAAACGTTAGCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista Ochrophyta Bacillariophyceae Melosirales Stephanopyxidaceae Stephanopyxis Stephanopyxis turris Not found Target There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.15 0.02 0.03 0.04 - 0.04 0.03 0.02 0.03 0.02 0.04 0.03 0.02 0.03 0.03 0.02 0.02
IM-RXS8Z0 CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAGGCTTTCGGACCGTGGCCGATGTCTCCTTCATTGGAGACGTGGCCGTGGGAAGTTATCCAAACCTTACCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista 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.16 0.05 0.04 0.03 0.01 0.04 0.05 0.03 0.03 0.03 0.03 0.02 0.04 0.05 0.02 0.03 0.02
IM-CS43AP CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGCCTCGGGATTGTGGCCAGTTCACTTTATTGGGAATTGGCTGTGAGAACTTGTCTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista Ochrophyta Bacillariophyceae Naviculales Naviculaceae Navicula Target 16 0.09 0.10 0.10 0.06 0.13 0.12 0.10 0.18 0.13 0.09 0.10 0.18 0.27 0.20 0.18 0.22
IM-KIJ651 CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGCCTCGGGATTGTGGTCGGTTTGCTTTATTGCGAGTTGATTGCGAGAACTTGTCTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista Ochrophyta Bacillariophyceae Naviculales Pleurosigmataceae Target 16 0.47 0.34 0.37 0.33 0.46 0.33 0.31 0.45 0.34 0.33 0.26 0.32 0.32 0.42 0.30 0.32
IM-UU76K4 CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGTCTCGGGATTGTGATCTGGTTCCTTTATTGGAACCTGACCACGAGAACTTGCCTAAACCTTATTATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista Ochrophyta Bacillariophyceae Rhizosoleniales Rhizosoleniaceae Proboscia Proboscia alata Not found Target 16 0.13 0.15 0.16 0.09 0.20 0.14 0.11 0.12 0.12 0.08 0.07 0.07 0.08 0.10 0.05 0.06
IM-K29SM2 CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGTCTCGGGATTGTGATCTGGTTCCTTCATTGGAGCTTTATCACGAGAACTTGCCTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista Ochrophyta Bacillariophyceae Rhizosoleniales Rhizosoleniaceae Proboscia Target 10 0.03 0.02 0.02 0.02 0.03 0.03 - 0.02 0.02 - 0.02 0.02 - - - -
IM-6Y8G1E CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGCCTCGGGATTGTGGTCAGATTGCTTTATTGGAGTCTGACTGTGAGAACTTGTCTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista Ochrophyta Bacillariophyceae Rhizosoleniales Rhizosoleniaceae Target 10 0.01 0.02 0.03 0.02 0.02 0.01 - 0.03 - 0.01 - 0.02 0.02 - - -
IM-O8P8TZ CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGCCTCGGGATCGTGGACTGGTTCCTTTATTGGAAGCTGACTGTGAGAACTTGTCTGAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista Ochrophyta Bacillariophyceae Rhizosoleniales Rhizosoleniaceae Target 7 0.02 0.02 0.01 0.02 - 0.01 0.02 0.02 - - - - - - - -
IM-R9K6J1 CGCCCGTCGCACCTACCGATTGGATGGTCCGGTGAAGCCTCGGGATTGTGACTGTTGCCTTAATTGGTGTCGGTTGCGAGAACTTGTCTAAACCTTATCATCTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista Ochrophyta Bacillariophyceae Rhopalodiales Rhopalodiaceae Target 16 0.19 0.16 0.15 0.14 0.21 0.17 0.16 0.21 0.18 0.12 0.16 0.14 0.12 0.18 0.14 0.16
IM-Q43Z3G CGCCCGTCGCACCTACCGATTGAGCGGTCCGATAAAGGCTCGGGAAAAGTCCTCGTTTCCTTCACTGGAGACTTGAATTTTGAACCTGTCTAAATCTTATCGCTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista 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.16 0.56 0.72 0.76 0.35 0.52 0.60 0.47 0.51 0.41 0.44 0.32 0.45 0.38 0.36 0.25 0.38
IM-K5R50A CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGACTCGAGATTTTGGTCTAGCTCCTTTATTGGGGCTTGACCGCGAGAACCTGTCTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista Ochrophyta Bacillariophyceae Thalassiosirales Skeletonemaceae Skeletonema Target 16 12.38 11.77 13.13 7.20 16.57 12.22 12.79 15.83 16.11 12.02 12.92 18.29 20.00 13.01 16.19 19.70
IM-6P1AF2 CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAGGACTCGGGATTGTGGTTTGGCTCCTTCATTGGGGCCTGACCGCGAGAACTTGTCCGAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista Ochrophyta Bacillariophyceae Thalassiosirales Thalassiosiraceae Thalassiosira Target 16 15.37 15.28 15.15 9.31 16.46 13.35 15.55 16.94 15.82 14.21 13.88 15.69 20.22 16.68 14.73 20.82
IM-SH4U8V CGCCCGTCGCACCTACCGATTGAATGCTCCCGTGAGGCTCTTGGACCGCGGTTGACGCTTCCTTCATTGGAGACGTAATTGTGGGAAGTTATCCAAACGTTAGCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista Ochrophyta Bacillariophyceae Thalassiosirales Thalassiosiraceae Thalassiosira Target There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.16 0.04 0.02 0.03 0.03 0.04 0.03 0.04 0.04 0.04 0.04 0.04 0.04 0.03 0.07 0.03 0.03
IM-638SF5 CGCCCGTCGCACCTACCGATTGAATGCTCCCGTGAGGCTTTTGGACCGCGGTTGACTGCTCCTTCATTGGAGTGGTAGTTGCGGGAAGTTATCCAAACGTTAGCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista 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.16 0.04 0.03 0.03 0.01 0.04 0.04 0.04 0.06 0.04 0.06 0.03 0.05 0.04 0.06 0.03 0.03
IM-0A91S5 CGCCCGTCGCACCTACCGATTGAATGCTCCCGTGAGGCTTTTGGACCGCGGCTGACATTTCCTTAATTGGAGACGTAGTTGTGGGAAGTTATCCAAACGTTAGCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista 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.15 0.03 0.02 0.01 - 0.03 0.03 0.02 0.02 0.02 0.02 0.01 0.02 0.02 0.05 0.02 0.02
IM-T9E659 CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGACTCGAGATTGTAGCGTGGCTCCTTTATTGGTGCCTCGCCGCGAGAACTTGTCTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista Ochrophyta Bacillariophyceae Thalassiosirales Target 16 0.05 0.06 0.06 0.03 0.04 0.04 0.04 0.03 0.03 0.03 0.02 0.02 0.03 0.02 0.01 0.02
IM-0PX40O CGCCCGTCGCACCTACCGATTGAACGGTCCGATGAACACCCGAGCGCGGACTTTGTTTCCTTCATTGGAGATTAAGACCGTAAACCCGTGTAAATCTTATCGTTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista Ochrophyta Bacillariophyceae Target 16 4.43 5.03 5.01 2.83 3.80 4.11 3.87 4.36 3.43 3.88 3.27 3.45 2.97 3.36 2.39 3.13
IM-QGH8K3 CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAGGCCTCGGGATTTTGGCCTGTTTCCTTTATTGGAAGCTGACTAGAAGAACTTGTCCAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista Ochrophyta Bacillariophyceae Target 16 0.37 0.43 0.39 0.25 0.40 0.34 0.28 0.33 0.31 0.22 0.18 0.24 0.16 0.20 0.16 0.21
IM-73V76M CGCCCGTCGCACCTACCGATTGAATGATCCGGTGAAACCTCGGGATTTTGGTTTGATTCCTTCATTGGAAATTGACTGGGAGAACTTGTTTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista Ochrophyta Bacillariophyceae Target 16 0.28 0.32 0.37 0.27 0.29 0.28 0.23 0.24 0.22 0.15 0.10 0.16 0.14 0.17 0.12 0.20
IM-3X3OAW CGCCCGTCGCACCTACCGATTGGATGGTCCGGTGAAGCCTCGGGATTGTGGTTCTTGCCGCTTTATTGTGGCGTGACCGCGAGAACTTGTCTAAACCTTATCATCTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista Ochrophyta Bacillariophyceae Target 15 0.04 0.02 0.02 - 0.04 0.02 0.02 0.03 0.05 0.04 0.04 0.06 0.22 0.12 0.08 0.14
IM-966Z6Q CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGCCTCGGGATTGTGACTAGTTCCCTTCATTGGGGATTGGTCGCGAGAACTTGTCTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista Ochrophyta Bacillariophyceae Target 15 0.02 0.02 0.02 0.02 0.02 0.03 0.02 0.02 - 0.02 0.03 0.03 0.04 0.02 0.03 0.03
IM-CL1309 CGCCCGTCGCACCTACCGATTGGATGGTCCGGTGAAGCCTCGGGATTGTGGTTTGGCTCCTTTATTGGGGCTAAGCCGCGAGAACTTGTCTAAACCTTATCATCTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista Ochrophyta Bacillariophyceae Target 4 - - - - - - - - - - - - 0.04 0.04 0.03 0.02
IM-41OALA CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGCCTCGGGATTGTGGTCATGTTCCTTTATTGGATTGTGACTGTGAGAACTTGTCTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista Ochrophyta Bacillariophyceae Target 13 0.02 0.02 0.02 0.02 0.02 0.02 - 0.02 - - 0.02 0.02 0.02 0.02 0.02 0.02
IM-VME055 CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGCCTCGGGATTGTGATGAGTTTCCTTTATTGGGGATTTGTCGCGAGAACTTGTCTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista Ochrophyta Bacillariophyceae Target 1 - - - - - - - - - - - - - - - 0.02
IM-S5ZZ40 CGCCCGTCGCACCTACCGATTGAATGATCCGGTGAAGCCTCGGGATTGCAGCCAGTCCGCTTTATTGTGGGTTGGTGGCGAGAACTTGCCTGAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista Ochrophyta Bacillariophyceae Target 1 - - - - - - - - - - - - - 0.01 - -
IM-G487SS CGCCCGTCGCACCTACCGATTGAATGGTTCGGTGAAAATCTCGGACTGCGACTTGGATGCCTTCGGGCAACCAGGCTGTGGAAAGTTGTTTAAACCTCATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista Ochrophyta Chrysophyceae Ochromonadales Paraphysomonadaceae Paraphysomonas Target 2 - 0.01 - - - 0.01 - - - - - - - - - -
IM-DRY840 CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAATTTCGGGACTGACTCTTGGTGGTTCATTCTGCCTTGAGTTGGGAACTTACTTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista Ochrophyta Chrysophyceae Parmales Triparmaceae Triparma Triparma pacifica Not found Target 2 - 0.01 0.02 - - - - - - - - - - - - -
IM-27JKI6 CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAATTTCGGGATTGGGCATTGGTGGTTTATTCTGCCTTTGCTCGAGAACTTACTTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista Ochrophyta Chrysophyceae Parmales Triparmaceae Triparma Triparma pacifica Not found Target 1 - - 0.02 - - - - - - - - - - - - -
IM-Z023U8 CGCCCGTCGCACCTACCGATTGAATGGCTCGGTGAGGCCTCAGGATTCTGGTCTGACACCCTAACAGGAGTCTGATGAGAAGAATCTGTCCAAACCTCGTCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTACCChromista Ochrophyta Dictyochophyceae Dictyochales Dictyochaceae Dictyocha Dictyocha speculum Not found Target 4 - 0.01 0.01 - - 0.01 - 0.01 - - - - - - - -
IM-J8J251 CGCCCGTCGCACCTACCGATTGAATGGTTCGGTGAGGTCTCAGGATCGTGGCTTAGCACCTTCATTGGAGCTCTGCCGTGAGAATCTGCCCAAACCTCATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTACCChromista Ochrophyta Dictyochophyceae Florenciellales Florenciellaceae Pseudochattonella Target 16 0.20 0.18 0.21 0.08 0.17 0.12 0.15 0.13 0.13 0.14 0.11 0.13 0.14 0.16 0.12 0.10
IM-GV1Q8G CGCCCGTCGCACCTACCGATTGAATGGATCGGTGAAACCTCCGGACTGGGGCTCGCAAGCTTCACGGCGAACGTGCCTCGGGAAGCTGGTTAAACCTCTCTATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista Ochrophyta Dictyochophyceae Pelagomonadales Pelagomonadaceae Aureococcus Aureococcus anophagefferens Not found Target 16 0.06 0.09 0.05 0.03 0.05 0.06 0.05 0.07 0.06 0.07 0.05 0.08 0.05 0.09 0.05 0.05
IM-22G91T CGCCCGTCGCACCTACCGATTGAATGGTTCGGTGAAACCTCCGGACTGGGGCACGCGAGCTTCACGGCGAACGTGCCTCGGGAAGTTGGTTAAACCTCACTATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista Ochrophyta Dictyochophyceae Pelagomonadales Pelagomonadaceae Aureococcus Target 16 0.04 0.03 0.03 0.02 0.04 0.03 0.02 0.04 0.04 0.03 0.05 0.05 0.03 0.06 0.03 0.05
IM-XK57I1 CGCCCGTCGCACCTACCGATTGAATGGTTCGGTGAAATCTCCGGACTGTGGCTCGCAAGCTTAACGGCGAGCGTGCCACGGGAAGTTGATTAAACCTCACTATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista Ochrophyta Dictyochophyceae Pelagomonadales Pelagomonadaceae Target 14 0.03 0.03 0.02 0.01 0.03 0.02 0.02 0.03 0.02 0.02 0.02 - 0.02 0.03 - 0.03
IM-AR7BM2 CGCCCGTCGCACCTACCGATTGAATGACTCGGTGAAACATTGGGACTGCGAAGAATCTTGCTTTATTGCGAGCGTTTTTGTGGGAACTTTAGTAAACCTATTCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista Oomycota Peronosporea Saprolegniales Haliphthoraceae Haliphthoros Target 16 0.25 0.23 0.25 0.12 0.22 0.21 0.17 0.20 0.14 0.15 0.12 0.13 0.16 0.20 0.12 0.12
IM-LHMN19 CGCCCGTCGCTACTACCGATTGAGCATTAGGGTGAAATCTTCGGACCGTGGCATACTTCTGGCTTAGCCAGTCTTTGTCCGTGGGAGGTCGCTTAAATCCTGATGCTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCChromista Picozoa Picomonadea Picomonadida Picomonadidae Picomonas Picomonas judraskeda Not found Target There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.16 0.25 0.40 0.39 0.12 0.36 0.24 0.20 0.27 0.24 0.22 0.16 0.22 0.19 0.33 0.18 0.17
IM-3LI654 CGCCCGTCGCTACTACCGATTGAATAACAGGGTGAAATCTTCGGACTGTGGCAATTCTATGGCCTAGCCATACTTTGTCCGTGGGAGGTCGCTTAAATCCTGTTATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCChromista Picozoa Target There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.16 0.03 0.05 0.05 0.02 0.04 0.03 0.03 0.02 0.02 0.03 0.02 0.02 0.02 0.03 0.02 0.02
IM-T80FT4 CGCCCGTCGCTACTACCGATTGAACAACAGGGTGAAATCTTCGGACCGTGGCATTCTTAAGGCCTAGCCTTTCTGTGTCCGTGGGAGGTCGCTTAAATCCTGTTGTTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCChromista Target 16 0.13 0.17 0.14 0.06 0.14 0.13 0.11 0.14 0.08 0.12 0.08 0.11 0.11 0.18 0.07 0.07
IM-6ZTA9E CGCCCGTCGCTCCTACCGATTGAATGGTCCGGTGAATTCTTCGGATTGTGCGCAGCAATGGTTCGCCTGCGCTGTGCGCGAGAAGTTGAATAAACCTTATCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Target 5 0.01 0.01 - - 0.02 - - 0.02 - - - - - 0.02 - -
IM-07UX12 CGCCCGTCGCTCCTACCGATTGAGTGATCCGGTGAATCATTCGGACCGCAGCAGAACTCAGTTCCTGGGAGCTGCAGCGGGAAGTTTCGTGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Target 6 0.01 0.02 - - 0.01 0.01 - 0.02 - - 0.01 - - - - -
IM-CH02X1 CGCCCGTCGCTCCTACCGATTGGATGTGCTGGTGAAGTGTTGGGATTGGTTCCTTTTGGTGGCAACACCGATTGGAGCCGAGAACAACATTGAACCCTCCCATCTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCPlantae Chlorophyta Chlorophyceae Target 1 - - - - - - - - - - - - - 0.02 - -
IM-FSGJ12 CGCCCGTCGCTCCTACCGATTGAATGGTCCGGTGAAGCGTTCGGACTATGACTCTCTGACGGTTCGCCGTCTAAGTGTCGTGGGAAGTTCGTTGAACCTTATCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCPlantae Chlorophyta Mamiellophyceae Mamiellales Bathycoccaceae Bathycoccus Bathycoccus prasinos Not found Target 16 0.11 0.12 0.14 0.06 0.13 0.08 0.13 0.07 0.12 0.07 0.04 0.05 0.08 0.11 0.04 0.04
IM-UH301I CGCCCGTCGCTCCTACCGATTGAATGGTCCGGTGAAATGTTCGGACCGCGGCCTCATTGCGGTTCGCCGCCGTTTGGCTGTGGGAAGTTCGTTAAACCTTATCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCPlantae Chlorophyta Mamiellophyceae Mamiellales Mamiellaceae Micromonas Micromonas pusilla Not found Target 16 0.04 0.04 0.03 0.02 0.04 0.02 0.03 0.03 0.02 0.02 0.01 0.02 0.02 0.04 0.02 0.03
IM-455OF2 CGCCCGTCGCTCCTACCGATTGAATGGTCCGGTGAAGCGCTCGGACCGCGGCCTCTTGACGGTTCGCCGTCGATTGGCTGTGGGAAGTTCGTTAAACCTTATCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCPlantae Chlorophyta Mamiellophyceae Mamiellales Mamiellaceae Micromonas Target 16 0.20 0.23 0.20 0.09 0.19 0.15 0.17 0.13 0.14 0.10 0.09 0.10 0.13 0.16 0.09 0.10
IM-G242M1 CGCCCGTCGCTCCTACCGATTGAATGTGCTGGTGAGGAGTCCGGATGATGGGCGGGTGGCGGTCCGCCGCCGTCCGCCCGTCAGAAGTTCTTCAAACCCTCGCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCPlantae Chlorophyta Nephroselmidophyceae Nephroselmidales Nephroselmidaceae Nephroselmis Nephroselmis pyriformis Not found Target 1 - - - - - 0.01 - - - - - - - - - -
IM-8P91DR CGCCCGTCGCTCCTACCGATTGAATGGTCCGGTGAAATGTTCGGACCGCCGCGAAACGGACGGTTCGCCGTCAGCTTCGCAGTGGGAAGTTCATTAAACCTTATCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCPlantae Chlorophyta Prasinophyceae Pyramimonadales Pyramimonadaceae Pyramimonas Pyramimonas australis Not found Target 7 0.01 0.02 - - 0.01 0.02 - 0.01 - 0.02 - - 0.01 - - -
IM-61NE08 CGCCCGTCGCTCCTACCGATTGAATGGTCCGGTGAAATGTTCGGATCGCGGCAAGTCGGACGGGTAACCGTCAGGTTCGCTGCGAGAAGTTCATTAAACCTTATCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCPlantae Chlorophyta Prasinophyceae Pyramimonadales Pyramimonadaceae Pyramimonas Pyramimonas disomata Not found Target 16 0.44 0.27 0.24 0.19 0.44 0.25 0.27 0.37 0.29 0.19 0.13 0.22 0.27 0.42 0.19 0.22
IM-38H3W0 CGCCCGTCGCTCCTACCGATTGGGTGTGCTGGTGAAATGTTCGGATCGGCCGTTTGTCGCGGTTTCCGCGGCTCGTGGCTGAGAAGTTCATTAAACCCTCCCACCTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCPlantae Chlorophyta Trebouxiophyceae Chlorellales Chlorellaceae Nannochloris Target 4 - - - - - - - - - - - - 0.05 0.03 0.02 0.02
IM-7PDU08 CGCCCGTCGCTCCTACCGATTGGGTGTGCTGGTGAAGCGTTCGGATTGGCGTTAGTGGGCGGTTTTCCGCCTCCTCTCGCTGAGAAGTTCGTTAAACCCTCCCACCTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCPlantae Chlorophyta Target 1 - - - - - - - - - - - - - 0.01 - -
IM-OQRN68 CGCCCGTCGCTCCTACCGATGTTTGGTCCGGTGAAATCTTAGGATTCGTGGCATGCGCTCGTCGGCTCTTTCGGGGGAAGGTGAGTTTGCCGTGGAGAATTTGAGTAAACCTTGCCAAATAGAGGAAGGAGAAGTCGTAACAAGGTATTCProtozoa Amoebozoa Lobosa Amoebida Paramoebidae Paramoeba Target 15 0.04 0.03 0.04 0.03 0.03 0.03 0.02 0.03 0.03 0.02 - 0.02 0.01 0.04 0.02 0.02
IM-NA37NJ CGCCCGTCGCTACTACCGATTGAATGATTTTGTGAGGTCTCGGGATCAGCCGTTACCAACCAGGCAACTGGTTAGTTTTGGCAGAGAACTTGCACAAACATGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCProtozoa Choanozoa Choanoflagellatea Choanoflagellida Acanthoecidae Bicosta Bicosta minor Not found Target There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.13 0.02 0.03 0.03 - 0.02 - 0.02 0.02 0.02 - 0.02 0.02 0.02 0.01 0.01 0.01
IM-6V55K1 CGCCCGTCGCTACTACCGATCGAATGGTTTAGTGAGACCTCGGGATCAGCCTCTGGCACTGGGCAACTAGAGCCTAAGGCAGAGAACTTGGTCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCProtozoa Choanozoa Choanoflagellatea Choanoflagellida Acanthoecidae Calliacantha Calliacantha natans Not found Target There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.16 0.07 0.08 0.08 0.05 0.07 0.07 0.04 0.07 0.06 0.05 0.03 0.05 0.05 0.05 0.04 0.04
IM-BE9K5I CGCCCGTCGCTACTACCGATCGAATGGTTTAGTGAGATCTCGGGACTGGCACTGGGGAGCTGGCAACAGCTCGCTTGAGCCGGGAACTTGCTCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCProtozoa Choanozoa Choanoflagellatea Choanoflagellida Acanthoecidae Diaphanoeca Diaphanoeca undulata Not found Target There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.16 0.08 0.10 0.11 0.04 0.07 0.07 0.08 0.06 0.06 0.07 0.07 0.06 0.06 0.06 0.04 0.05
IM-1WC039 CGCCCGTCGTTGCTACTGATTGGCTGTAGGGTAGAGGTCGGCGGATCTCGACCGTTTGGGGCGACCCTTTTGGTTGGGAGAAACCTACCAATATTCTGCAGCTAGAAGAAGCAAAAGTCGTAACAAGGTTGCTProtozoa 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.5 0.01 0.01 0.01 - 0.01 0.01 - - - - - - - - - -
IM-A796VG CGCCCGTCGCTCCTACCGATTGAATGACCCGGTGAGGCTTTCGGACTGGCTCAGTGTTCTTGGAAACAAGAGATTGAGCCGGGAAGATATCCTAACCTTGCCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCProtozoa 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.12 0.01 0.02 0.02 0.01 0.03 0.01 - - - 0.02 0.02 0.03 0.02 0.02 - 0.02
IM-8OFJF7 CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAGAATTTCGGACTGTGGCAACGTTGCTTCATTGGAGCGTCGCCGTGGGAAGTTATTCAAACCTTACCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCProtozoa Pirsonia Pirsonia guinardiae Not found Target 14 0.03 0.03 0.01 0.01 0.02 0.02 - 0.03 0.03 0.02 0.01 - 0.02 0.02 0.02 0.01
IM-2BW49M CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAATCTTCGGATCGCGGTTTGACCCTTCATTGGGACGAACTGCTAAAAGTTGATTAAACCTTGCCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCProtozoa Solenicola Target There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.5 - 0.01 0.02 - - 0.01 - - - 0.01 - - 0.01 - - -



Species Data Table Read Counts

NMSeqID Sequence Kingdom Phylum Class Order Family Genus Species Common Name
IUCN Threat 

Status
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Number of samples in 
which OTU occurs

CWT23-E- R4-
001 Bot

CWT23-E-E13-
001 Bot

CWT23-E-E13-
001 Top

CWT23-E-E32-
001-Bot

CWT23-E-E32-
001-Top

CWT23-E-E7-
001-Bot

CWT23-E-E7-
001-Top

CWT23-E-M1-
001-Bot

CWT23-E-M1-
001-Top

CWT23-E-M2-
001 Bot

CWT23-E-M2-
001 Top

CWT23-E-M3-
001-Bottom

CWT23-E-M3-
001-Top

CWT23-E-R4-
001-Top

CWT23-E-W1-
001-Bottom

CWT23-E-W1-
001-Top

IM-8SJS57 CGCCCGTCGCTACTACCGATTGAATGGTTTAGTGAGATCCTCGGATTGGTCCCGTTCTGGTGGGCAACCGCCGCGACGGTGTGCCGAGAAGACGATCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCAnimalia Annelida Polychaeta Amphinomida Amphinomidae Target 10 52 20 32 18 33 50 - - 14 - - 29 19 - - 32
IM-Y540U6 CGCCCGTCGCTACTACCGATTGAATGGTTTAGTGAGATCCTCGGATTGGACCCGTTTTGGAGGGCAACCTTCGAGACGGTGCGCCGAGAAGACGATCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCAnimalia Annelida Polychaeta Phyllodocida Hesionidae Target 1 - - - - - 13 - - - - - - - - - -
IM-F2KK30 CGCCCGTCGCTACTACCGATTGAATGGTTTAGTGAGATCCTCGGACCGGCCCCGGCACGGCAGTCTCTGTCGAGCCGTGGCTGCCGGGAAGACGATCGAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCAnimalia Annelida Polychaeta Phyllodocida Pholoidae Pholoe Target 15 69 36 41 25 126 30 47 45 39 - 39 37 85 29 21 25
IM-0XLE38 CGCCCGTCGCTACTACCGATTGAATGGTTTAGTGAGATCCTCGGACCGGCCCCGGCACGGCGGGCAACCGTCGAGCCGTGGCGCCGGGAAGACGATCGAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCAnimalia Annelida Polychaeta Phyllodocida Polynoidae Target 3 - - - 381 - - - - 46 - 15 - - - - -
IM-DE5132 CGCCCGTCGCTACTACCGATTGAATGGTTTAGTGAGATCCTCGGATTGGTCCCGGGATGGTGGGCAACTGCCGCTCCGGTGTGCTGAGAAGACGATCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCAnimalia Annelida Polychaeta Spionida Chaetopteridae Target 1 - - 41 - - - - - - - - - - - - -
IM-5LDK49 CGCCCGTCGCTACTACCGATTGGATGGTTTAGTGAGACCCTCGGATTGGTCCCGACAAGGTGGGCGACTGCCTAGTCGTGGCGCCGAAAAGACGGTCAAACTTGACTATCTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCAnimalia Annelida Polychaeta Spionida Spionidae Spiophanes Target 3 - 47 - 112 - - - 74 - - - - - - - -
IM-QP2X03 CGCCCGTCGCTACTACCGATTGGATGGTTTAGTGAGATCCTCGGATTGGTCTCGACATGGTGGGCAACCTCCGCGTCGATGCGCCGAGAAGACGATCAAACTTGATCATCTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCAnimalia Annelida Polychaeta Opheliidae Target 5 107 - - - 59 15 16 - - - 29 - - - - -
IM-O80ERR CGCCCGTCGCTACTACCGATCGGATTTATTAGTGAATTTTAAAGACAAGCCTAGCTTATTTATATAGGCATGGTTTGAAATTAATGTGAACTGATGAATCTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCAnimalia Arthropoda Hexanauplia Calanoida Acartiidae Acartia Acartia clausii Not found Target There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.4 50 - - - - - - 36 - - 14 - - - - 32
IM-J172TX CGCCCGTCGCTACTACCGATTGAACGTTTTAGTGAGGTCCTCGGACTGTTTGCCTGGCGGATTACTCTGCCTGGCTGGCGGGAAGACGACCAAACTGTAGCGTTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCAnimalia Arthropoda Hexanauplia Calanoida Calanidae Target 16 14612 18382 16410 7055 12479 31836 15450 11076 10741 16840 11675 17149 21909 9227 25805 18841
IM-49A7PH CGCCCGTCGCTACTACCGATTGAGTGTTTTAGTGAGGTCCTTGGATTGCTTGTTTGGCGGTTAACCCTGCCTTTTGAGCGAGAAGACGACCAAACTGTAGCACTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCAnimalia Arthropoda Hexanauplia Calanoida Candaciidae Candacia Target 2 - - - - - - - - - 318 - 28 - - - -
IM-OW54J2 CGCCCGTCGCTACTACCGATTGAGTGTTTTAGTGAGGTCCTCGGATTGATAGCCTGGCGGTTAACGCTGCCTAGCTAACGAAAAGACGACCAAACTGTAGCACTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCAnimalia Arthropoda Hexanauplia Calanoida Centropagidae Centropages Target 2 - - - - - - - - - - 96 215 - - - -
IM-6I6U68 CGCCCGTCGCTACTACCGATTGAACGTTTTAGTGAGGTCCTCGGACTGTTTGGTAGGCGGATCACTCTGCCTGCCTGGCGGGAAGACGACCAAACTGTAGCGTTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCAnimalia Arthropoda Hexanauplia Calanoida Clausocalanidae Pseudocalanus Pseudocalanus moultoni Not found Target 16 3494 1243 820 3314 466 1156 2053 1993 1505 809 996 887 974 1047 528 469
IM-E781PU CGCCCGTCGCTACTACCGATTGAACGTTTTAGTGAGGTCCACGGACTGTTTGCAGAGCGGATTATTCTGCCTTGCTGGCGGGAAGTCGACCAAACTTGAGCGTTTAGAGGAAGTAAAAGTCGTAACAAGGTTATCAnimalia Arthropoda Hexanauplia Calanoida Metridinidae Target 16 16063 6224 4689 598 1460 3753 2049 2627 2129 6251 2692 2533 3435 5463 4172 3251
IM-97O44D CGCCCGTCGCTACTACCGATTGAACATTTTAGTGAGGTCCTCGGACTGAGAGCCTGGCGGGTCGCCCTGCCTGGTTTTCGGGAAGACGACCAAACTGTAGTGTTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCAnimalia Arthropoda Hexanauplia Calanoida Paracalanidae Paracalanus Paracalanus parvus Not found Target 16 5840 2364 5642 1642 1779 4464 3813 2838 2695 1677 1420 2429 1118 1496 1360 1591
IM-5J9R1V CGCCCGTCGCTACTACCGATTGAACGTTTTAGTGAGGTCCTCGGATCGACAGGCAGACGGATGACTCTGTCTGCCTGGCGAGAAGACGACCAAACTGTAGCGTTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCAnimalia Arthropoda Hexanauplia Calanoida Scolecitrichidae Scolecithricella Scolecithricella minor Not found Target 1 - - - - - - - - - 78 - - - - - -
IM-3Y947G CGCCCGTCGCTACTACCGATTGAACGTTTTAGTGAGGTACTCGGACTGGACCTCTGGAGATTCACGTCTCTAGTGCTGTTCGGGAAGATTCCCAAACTTGAGCGTTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCAnimalia Arthropoda Hexanauplia Canuelloida Longipediidae Longipedia Longipedia koreana Not found Target 4 - - 58 24 40 - - - - - 19 - - - - -
IM-78RWB3 CGCCCGTCGCTACTACCGATTGAACGTTTTAGTGAGGTATTTGGACTGGGCCTTTGGAGGTTTCGACCTCCAATGTTGCTCGGGAAGACTCCCAAACTTGAGCGTTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCAnimalia Arthropoda Hexanauplia Cyclopoida Oithonidae Oithona Oithona atlantica Not found Target 16 1058 701 489 433 225 997 282 1435 591 215 138 294 300 1172 460 648
IM-F748DH CGCCCGTCGCTACTACCGATTGAACGTTTTAGTGAGGTATTTGGACTGAGCGCTTGGAGACTTCTAGTCGCCTTGAACTCGGAAAGACTCCCAAACTTGAGCGTTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCAnimalia Arthropoda Hexanauplia Cyclopoida Oithonidae Oithona Oithona pulla Not found Target 4 55 - 134 - - - - - - 31 - - 62 - - -
IM-1145ZC CGCCCGTCGCTACTACCGATTGAACGTTTTAGTGAGGTATTTGGACTGGGCCTTGGGAGGATTCGTTCTCCCATGTTGCTCGGGAAGACTCCCAAACTTGAGCGTTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCAnimalia Arthropoda Hexanauplia Cyclopoida Oithonidae Oithona Oithona similis Not found Target 16 6755 7301 10451 4368 9106 6714 6231 5912 5636 5378 3365 3896 4719 5520 3776 5386
IM-3G4JB9 CGCCCGTCGCTACTACCGATTGAACGTTTTAGTGAGAAATCTGGATTAGACCTTCTTGGGTTCATTCTCGAGTTGCTGTCTGAGAAGTTTTTCAAACTTGAGCGTTTAGAGGAAGTAAAAGTCGTAACAAGGTTCTCAnimalia Arthropoda Hexanauplia Cyclopoida Oncaeidae Target 2 - - - - - - - 15 - - - - - 15 - -
IM-36UE27 CGCCCGTCGCTACTACCGATTGGACGTTTTAGTGAGACATTTGGACTGGGTCAGAGTAGTCGAAAGATTATTCTGTCTCGGAAAGACTTTCAAACTTGAGCGTCTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCAnimalia Arthropoda Hexanauplia Cyclopoida Target 3 - - - - - - - - - 86 78 - - - 45 -
IM-VK0161 CGCCCGTCGCTACTACCGATTGAACGTTTTAGTGAGGTATTTGGACTGGAACTTTGTTGGCTCGCGCTAACGCTGTTTCGGGAAGACTCCCAAACTTGAGCGTTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCAnimalia Arthropoda Hexanauplia Cyclopoida Target 1 - - - - - - - 36 - - - - - - - -
IM-0TI3OT CGCCCGTCGCTACTACCGATTGAACGTTTTAGTGAGGTATTTGGATTGGGCCTCGCGAGGTTTGCGCCTCGCTTGTGTCCGAGAAGACTCCCAAACTTGAGCGTTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCAnimalia Arthropoda Hexanauplia Harpacticoida Aegisthidae Target 1 - - - - 36 - - - - - - - - - - -
IM-P83S4M CGCCCGTCGCTACTACCGATTGAATGTTTTAGTGAGGTATTTGGATCGGCGCTTGAGAGGTTAACGCCTTTCTTGTGCTGAAAAGACTCCCAAACTTGAGCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCAnimalia Arthropoda Hexanauplia Harpacticoida Ectinosomatidae Microsetella Microsetella norvegica Not found Target 4 - - - - 16 24 62 - - - 15 - - - - -
IM-X68VU0 CGCCCGTCGCTACTACCGATTGAATGATTTAGTGAGGCCTCGGGACTGGCGTTCCTGGCGGCCTTGGTCGCCTCGAGCTGCCGGAAACATGTCCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCAnimalia Arthropoda Malacostraca Euphausiacea Euphausiidae Target 3 - - - 82 - - - - 84 90 - - - - - -
IM-T7R5AP CGCCCGTCGCTACTACCGATCGAACGATGTAGTGAGGTCCTCGGACTGGCATCTACTCGGAAGCCGGGTTCGCTCGGTAGAAGAGCTTGTTTGCCGGGAAGAGTACCAAACTGAATCGTTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCAnimalia Chaetognatha Sagittoidea Aphragmophora Sagittidae Parasagitta Target 1 - - - 37564 - - - - - - - - - - - -
IM-W7D6QH CGCCCGTCGCTACTACCGATCGAACGATTTTGCGAGGTATCTGGACTGGCATCTGCCTGGACGTCGTCCTTCGGGATGTACCGAGAGGTGTGTTTGCCGGGAAAGGGATCAAGCATGGTCGTTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCAnimalia Chaetognatha Sagittoidea Aphragmophora Sagittidae Sagitta 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 17 - - 384 - - - - - - - - - - - -
IM-C957AJ CGCCCGTCGCTACTACCGATCGAACGATGTAGTGAGGTCCTCGGACTGGCGACTACTCGGAAGCCGGGCTTCGGCCTGGTAGAAGAGCTCGTTTGCCGGGAAGAGGATCAAACTGGATCGTTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCAnimalia Chaetognatha Sagittoidea Aphragmophora Sagittidae Target 1 - - - - 7401 - - - - - - - - - - -
IM-7P499H CGCCCGTCGCTACTACCGATCGAACGATTTTGCGAGGTATCTGGACTGGCATCTGCCTGGAAGCCGCTCTTCGGGGTGGTCCGAAAGGTATGCTTGCCGGGAAAGGGCCCAAGCATGGTCGTTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCAnimalia Chaetognatha Sagittoidea Aphragmophora Sagittidae 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 - - - - 1356 - - - - - - - - - - -
IM-716Z4T CGCCCGTCGCTACTACCGATTGAATGGTTCAGTGAGATAATCGGATAGGTAACTTGGTAACTTGCAAAAGTTACCGAGCATATTTAGAAGACGATCAAACTTAGTCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCAnimalia Chordata Appendicularia Copelata Oikopleuridae Target 16 2160 2362 2315 1213 2638 1172 1041 1129 718 5457 23858 832 735 593 554 687
IM-326US4 CGCCCGTCGCTACTACCGATTGAATGGTTTAGTGAGATCTTCGGATTGGCGCGAGAAAGGCTTCACGGCCGTTCTTTGCTGCCGAGAAGTTGCTCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCAnimalia Cnidaria Hydrozoa Anthoathecata Target 2 - - 295 - - - - - - 11 - - - - - -
IM-72GQG4 CGCCCGTCGCTACTACCGATTGAATGGTTTAGTGAGATCTCCGGATTGGCACCACCGAGGCTTCACGGCTTTGGCGGACAGTCGAAAAGTTGCTCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCAnimalia Cnidaria Hydrozoa Anthoathecata Target 1 - - - - - - - - 10 - - - - - - -
IM-33CWX2 CGCCCGTCGCTACTACCGATTGAATGGTTTAGTGAGATCTTCGGATTGGCACCGTCGCGGCCTCACGGAAGTGATGGTGCCGAAAAGTTGCTCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCAnimalia Cnidaria Hydrozoa Siphonophorae Target 2 50 - 32 - - - - - - - - - - - - -
IM-3G2FUS CGCCCGTCGCTACTACCGATTGAATGGTTTAATGAGACGTTCTGATTGGCGCTGCCGAAGCTGGCAACGGCTTTGGCGGACTGCCGAAAAGTTCTTCAAATTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCAnimalia Cnidaria Hydrozoa Trachymedusae Rhopalonematidae Aglantha Aglantha digitale Not found 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 - - - 634 - - - - - - - - - - 15
IM-8L17HO CGCCCGTCGCTACTACCGATTGAATGGTTTAGTGAGATCTCGGGATTGGCGATGCCTTGCCGCAAGGCACAGTATCGCCGAAAACTTGCTCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCAnimalia Ctenophora Tentaculata Cydippida Target 15 488 259 139 116 395 156 114 65 61 12 36 29 101 - 741 30
IM-6JM3P2 CGCCCGTCGCTACTACCGATTGAATGGTTTAGTGAGATCTCGAGATTGGCGACGCCATGCCGCGAGGCACGGTGCCGCCGAGAACTTGCTCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCAnimalia Ctenophora Tentaculata Target 6 - - - 30 357 - 45 - 11 - - - - 1837 17 -
IM-BM07UW CGCCCGTCGCTACTACCGATTGAATGGTTTAGTGAGATCCTCGGACGGGCCGCGGCGGGGCGCCTCTGGCGCCTCGCTCGTGCGCCCGGAAGACGATCGAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCAnimalia Echinodermata Asteroidea Target 1 - - - - - - - - - - - - 68 - - -
IM-RWC8O6 CGCCCGTCGCTACTACCGATTGAATGGTTTAGTGAGATCCTCGGATCGTCGGCGTCGGGACGGCTTCGCCGCCTCGCTCGCATGTACGAGAAGACGATCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCAnimalia Echinodermata Echinoidea Camarodonta Target 1 - - - - - - - - - - - - - - 22 -
IM-4OYBC0 CGCCCGTCGCTACTACCGATTGAATGGTTTAGTGAGATCCTCGGATCGTCGGCGTCGGGACGGCTCTGCCGTCTCGTTCTGCATGACGAGAAGACGATCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCAnimalia Echinodermata Echinoidea Spatangoida Target 16 633 6017 4940 7168 4627 7306 7369 3306 6784 3859 1890 1639 3016 8171 6440 3013
IM-13T4FO CGCCCGTCGCTACTACCGATTGAATGGTTTAGTGAGATCCTCGGATCGGCCGGGTCGGGCCGGTTCGCCAGCTCGATCGTGTGCCGAGAAGACGATCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCAnimalia Echinodermata Ophiuroidea Target 3 - - - 19 - - - - - - - - 17 - 19 -
IM-RS33CR CGCCCGTCGCTACTACCGATCGCTCCAGTTAATGAACGCTTCAGATTGGTCCCGTAAGCGGGTTTCGGCCTGCTCGCGGCGCGCCGAGAAGATGTGTGAATTATCCGGGGTAGAGGTCGTAAAAGTCGTAACAAGGTATCCAnimalia Mollusca Bivalvia Galeommatida Lasaeidae Target 1 - - 18 - - - - - - - - - - - - -
IM-98N7W7 CGCCCGTCGCTACTACCGATTGGGCGTTTTAGTGAGCGCCTCGGATTGGACCCGGAAATGGTTGGCAACAACCGTACCGGTGTGCCGAAAAGACGCGCAAACTTGAACGCCTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCAnimalia Mollusca Bivalvia Mytilida Mytilidae Target 5 - - - - 150 - - 96 24 - - 87 113 - - -
IM-U3RHP1 CGCCCGTCGCTACTACCGATCGCTCCAGTTAATGAGCTCTTCGGATTGGTCCCGTAGGCTGGCTTTCGGGCTGGCTCTCGGCGTGCCGAGAAGATGCGCAAATTGACCGGAGTAGAGGAAGTAAAAGTCGTAACAAGGTATCCAnimalia Mollusca Bivalvia Venerida Vesicomyidae Target 5 - 13 14 - 11 - - - - - 12 24 - - - -
IM-6FJ7N9 CGCCCGTCGCTACTATCGATTGAGCGGTTCAGTGAGGATTTCGGATTGGTCTCGGTCTGGCATGCAAGTGCCAGTACGATGCGCCGAGAAGAAGTCCGAACTCGATCGCTTGGAGAAAGTAAAAGTCGTAACAAGGTTTCCAnimalia Mollusca Gastropoda Cephalaspidea Target 1 - - - - - - - - - - - - - 12 - -
IM-K2H583 CGCCCGTCGCTACCATCGGTGGACGGTCTAGCGAGGACCTCGGACCGGCGCTGTTAATATTCCCTTTACGGGGTATATTCCTCGCCGGGAAGACGCCCGAACTCGGTCGCTCGGAGATAGTAAAAGTCGTAACAAGGTTTCCAnimalia Mollusca Gastropoda Nudibranchia Coryphellidae Coryphella Coryphella verrucosa Not found 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 - - - - - - - - - - - - - -
IM-S2JY68 CGCCCGTCGCTACTATCGATTGAGCGGTTCAGTGAGGGCATCGGATCGGTCGCGGCCTGGGGTTCGCGCCCCGGCGCCCGCGCGCCGAGAAGACGCTCGAACTCGATCGCTTGGAGAAAGTAAAAGTCGTAACAAGGTTTCCAnimalia Mollusca Gastropoda Nudibranchia Target 1 - - - 117 - - - - - - - - - - - -
IM-92QYMX CGCCCGTCGCTACTATCGATTGAGCGGTTCAGTGAGCACCTCGGATTGGTCTCGGTCTGACGTGCAAGCGTCGGACTGTTGGCCGAGAAGACGTTCAAACTCGATCGCTTGGAGAAAGTAAAAGTCGTAACAAGGTTTCCAnimalia Mollusca Gastropoda Pteropoda Target 12 65 1724 67 - 217 53 - - - 28 23 27 105 41 539 400
IM-4723GD CGCCCGTCGCTACTACCGATTGAATGGTTTAGTGAGATCCACGGATTGGTCGCGGCGCGTCGGGCAACCGGCTGCCGTTGTTTGCCGAAAAGTCGATCGAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCAnimalia Nemertea Pilidiophora Heteronemertea Lineidae Cerebratulus Target 2 - - - - - - 11 - - - - - - 22 - -
IM-51QEE9 CGCCCGTCGCTACTACCGATTGAATGGTTTAGTGAGATCCTCGGATTGGTCGCGGCGCGTTGGGCAACCAGAGTGCCGTTGTCTGCCGAAAAGACGATCGAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCAnimalia Nemertea Pilidiophora Heteronemertea Lineidae Target 1 - - 47 - - - - - - - - - - - - -
IM-SU31EX CGCCCGTCGCTACTACCGATTGAATGGTTTAGCAAGGTCATTGGATTGATGTCAGTGGTTGTTCCTGACACCGATGCTAACGAGAAGACGACCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCAnimalia Platyhelminthes Trematoda Plagiorchiida Didymozoidae Target There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.5 - - - 153 182 - - 30 - - - - - - 17 14
IM-J5A4OO CGCCCGTCGCTACTACCGATTGAACGGTTTAGTGAGATCCTTGGATCGGTCCCGGCACGGGGGGCAACCCTCGAGCCGGTGTCGCCGAGAAGACGATCAAACTTGATCGTTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCAnimalia Target 7 - - - - - 62 - 64 18 74 - 43 - - 13 40
IM-F8H009 CGCCCGTCGCTACTACCGATTGGACGGTTTAGTGAGATCCTCGGATTGGTCCCGACATGGTGGGCAACCGTCGCGTCGGTGCGCCGAGAAGAAGATCAAACTTGGTCGTCTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCAnimalia Target 2 - - - 10 - - - - 58 - - - - - - -
IM-3VIAO7 CGCCCGTCGCTACTACCGATTGGATGGTTTAGTGAGATCCTCGGATTGGTCCTGGCACGGCGGGCAACCGCCGGGCCACGGCGCCGAGAAGACGATCGAACTTGATCATCTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCAnimalia Target 1 - - - - - - - 10 - - - - - - - -
IM-GZW7X4 CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAATCTTCGGACCGTGACTTTGATTTGTTTACTCAAAACGCTGTTACGGGAAGTTGATTAAACCTTACCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista Bigyra Labyrinthulea Thraustochytrida Aplanochytriidae Aplanochytrium Aplanochytrium kerguelense Not found Target 1 - - - - - - - - - - - - - - 11 -
IM-SG2W6G CGCCCGTCGCACCTACCGATTGAATGGTCTGGTGAAAATCTCGGACGCGGACTCGCGATGTTAATTCGGAGCTTGACTGTGAAAGTTATTTAAACCCTACCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista Bigyra Labyrinthulea Thraustochytrida Oblongichytriidae Oblongichytrium Target 16 43 49 71 12 32 38 18 21 16 19 17 17 34 24 24 25
IM-488M0X CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAATTCTCGGACCCGAGCTTGCAATGTTAATTCGGAGCTTGCTTGGGAAAGTTAATTAAACCTTACCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista Bigyra Labyrinthulea Thraustochytrida Oblongichytriidae Oblongichytrium Target 16 57 87 76 16 51 58 25 42 20 21 24 16 35 36 23 18
IM-UW0G12 CGCCCGTCGCTACTACCGATTGAATGGCTTAGTGAGCCCTCTGGACTGTTGTAATTCGTTGGCAACTTCGAGTCACATACGGGAAGGAGGTCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCChromista Cercozoa Protaspidae Target 16 514 443 414 200 444 436 271 311 217 244 201 234 273 355 210 212
IM-QI1H71 CGCCCGTCGCTACTACCGATTGAATGTTTTAGTGAGCCCTCTGGATTGTTGTATCTCGTTGGAAACTTCGAGACACTTTCGAGAAGGAGGTCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCChromista Cercozoa Protaspidae Target 11 28 23 17 - 16 22 - 15 13 - - 12 - 20 13 11
IM-OZ91X9 CGCCCGTCGACTCTACCGATTGAATGGTTCGGTGAAAACTTTGGACTGTGGCATTGTCCCTCATCGGACTTCGCCGTAGGAAATTGTTTAAACCTCATCATTTAGAGGAAGAATAAGTCGTAACAAGGTTTCCChromista 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.16 265 314 263 98 215 232 105 141 101 115 93 87 141 148 106 84
IM-7W84BR CGCCCGTCGCTACTACCGATTGAATGGCTTAGTGAGCTCTCTGGACTGTTGCACTTTCGTTGGAAACTTCGGGGAGCATACGGGAAGGAGATCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCChromista Cercozoa Target 16 117 102 105 53 113 108 66 63 48 80 59 65 75 90 46 70
IM-QJ1U30 CGCCCGTCGCTACTACCGATTGAATGGCTTAGTGAGCTCTCTGGACTGCTGTATTGCGTTGGCAACTTCGCAGTATGTGCGGGAAGGAGATCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCChromista Cercozoa Target 16 23 28 28 15 35 21 17 32 18 26 20 19 12 15 18 12
IM-V4R354 CGCCCGTCGCTACTACCGATTGAATGGCTTAGTGAGCTTCAGGGAATGCGTCATCCAGTTGGGTTTCCTTCTGTTTGCATGCGTGAACTGAAACAAACTTGATTATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCChromista Cercozoa Target 16 33 32 29 10 22 30 15 22 11 24 17 19 24 22 14 22
IM-92WUW7 CGCCCGTCGACTCTACCGATTGAATGGTTCGGTGAAAACTTTGGACTACAGCATTGTCCTTTATTGGACTTCGCCGTAGGAAATTGTTTAAACCTCATCATTTAGAGGAAGAATAAGTCGTAACAAGGTTTCCChromista 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.9 27 27 22 14 24 13 10 12 - - - - - 15 - -
IM-BT5070 CGCCCGTCGCTACTACCGATTGGACGTTTTGGTGAGGTTCAGAGAATGTAGCTTTGCAGTGGTTCGCCTCCGCTTTGCACGCATGAACTGACCCAAACCTGAGCGTCTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCChromista 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.12 26 27 24 13 25 20 10 21 16 10 10 - - - 11 -
IM-68Y33C CGCCCGTCGCTACTACCGATTGAATGGCTTAGTGAGCTCTCTGGACTGTTGCGCGCCGTTGGCAACTTCGACGCGCATACGGGAAGGAGATCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCChromista Cercozoa Target 16 18 25 17 19 19 21 10 19 16 16 16 20 16 14 14 15
IM-WM264C CGCCCGTCGCTCCTACCGATTTTGAGTGCTGTGGTGAACCTTCTGGACTGTGCGCGGGCTTGACTCGCGTGTGGGAAGTTAAGTGAACCTTAGCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Ciliophora Colpodea Bryophryida Bryophryidae 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-QW6T21 CGCCCGTCGCTACTACCGATCGAGTGGTCAGGTGAACCTTTTGGACAGTATCTATTTATTTAGAACAGGAATTTAAGTAAATCTTATCACTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCChromista Ciliophora Colpodea Target There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.11 29 33 29 14 31 17 12 11 - - - - 11 18 10 -
IM-IPA16K CGCCCGTCGCTCCTACCGATCGAGTGTTTAGGTGAATTTGATGGACGTAAGGAAGTCAAATAAACCTGAGCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Ciliophora Gymnostomatea Cyclotrichida Mesodiniidae Mesodinium Mesodinium rubrum Not found Target 16 71 54 74 14 143 51 40 24 47 25 20 22 81 34 12 80
IM-Q6OGB2 CGCCCGTCGCTCCTACCGATCGAGTGTTTAGGTGAAATTGATAGACGTAAGGAAGTCAATTAAATCTGGACACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Ciliophora Gymnostomatea Cyclotrichida Mesodiniidae Mesodinium Mesodinium rubrum Not found Target 6 14 17 15 - 18 - - - - - - - 32 11 - -
IM-9NF902 CGCCCGTCGCTGCTACCGATACCGGGTGATGTGCTGAATCTTTTGGACCGTTTATCGGGAAGATAAATAAAGCTTATCACCTAGAGGAAGCAGAAGTCGTAACAAGGTTTCCChromista Ciliophora Gymnostomatea Pleurostomatida Loxophyllidae Loxophyllum Target 16 66 67 61 26 77 66 28 32 19 28 22 25 28 21 26 27
IM-BQV62M CGCCCGTCGCTAGTACCGATTTCGAGTGGTCCGGTGAACCTTTCGGACAGGAGAAGCCTTGAGTGACTCCTGAAAGTCAAGTAAACCACATCACTTAGAGGAACTAAAAGTCGTAACAAGGTTTCCChromista Ciliophora Oligotrichea Choreotrichida Strobilidiidae Target 5 21 12 23 - 28 - - - - - - - 11 - - -
IM-I6DYN6 CGCCCGTCGCTAGTACCGATTTCGAGTGGTCCGGTGAACCTTTCGGACTGGGGAAGCCTTGAGCAACCCCGGAAAGTCAAGTAAACCACATCACTTAGAGGAACTAAAAGTCGTAACAAGGTTTCCChromista Ciliophora Oligotrichea Choreotrichida Strobilidiidae Target 5 - 23 17 - - 14 13 10 - - - - - - - -
IM-602NP9 CGCCCGTCGCTCCTACCGATTTCGAGTGGTCCGGTGAACCGTTCGGACCGTGGGTTCCCTTGTGGAGTCCGTGGAAAGTCCAGTAAACCACATCACTTAGAGGAAGGATAAGTCGTAACAAGGTTTCCChromista Ciliophora Oligotrichea Choreotrichida Strombidinopsidae Strombidinopsis Target 14 32 68 27 48 64 60 11 21 13 15 19 - - 13 12 10
IM-0ST709 CGCCCGTCGCTCCTACCGATTTCGAGTGGTCCGGTGAACCGTTCGGACCGTGAGCTTCCTTGTGGAGCTCGTGGAAAGTCCAGTAAACCACATCACTTAGAGGAAGGATAAGTCGTAACAAGGTTTCCChromista Ciliophora Oligotrichea Choreotrichida Strombidinopsidae Strombidinopsis Target 3 - 19 - - 15 13 - - - - - - - - - -
IM-PI1QJ4 CGCCCGTCGCTCCTACCGATTTCGAGTGGTCCGGTGAACCCTTTGGACCGGAGCCCGTTCCTTGCGGGCACTGGAAAGTCGAGTAAACCACATCACTTAGAGGAAGGAAAAGTCGTAACAAGGTTTCCChromista Ciliophora Oligotrichea Oligotrichida Tintinnidae Salpingella Target 16 155 224 180 82 220 117 67 69 58 46 58 39 43 49 41 59
IM-YY1F6V CGCCCGTCGCTACTACCGATTTCGAGTGGTCAGGTGAATCTTTTGGACTGTGAACTTCCTTGAGTTGTTCGCGGAAAGTTAGGTAAATCTTATCACTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCChromista Ciliophora Oligotrichea Strombidiida Strombidiidae Laboea Laboea strobilia Not found Target 11 - 24 100 - 97 37 17 - 18 - 14 10 18 13 - 24
IM-U9Z312 CGCCCGTCGCTCCTACCGATTTCGAGTGGTCCGGTGAATCTTTCGGACTGTGCGTGGTCTTGTGCCATGTCGCGGAAAGTCAGGTAAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Ciliophora Oligotrichea Strombidiida Strombidiidae Strombidium Strombidium caudispina Not found Target 16 713 1186 1242 339 984 665 345 375 274 230 381 275 406 265 240 303
IM-7P22OM CGCCCGTCGCTCCTACCGATTTCGAGTGGTCCGGTGAATCTTTCGGACCGTGCGCGGCCTCGTGCCGCCGCGTGGAAAGTCAGGTAAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Ciliophora Oligotrichea Strombidiida Strombidiidae Strombidium Target 14 21 88 35 69 53 44 13 20 - 18 14 13 10 - 16 14
IM-W174Z1 CGCCCGTCGCTCCTACCGATTTCGAGTGGTCCGGTGAGTCTTTCGGACTGTGACGGTGCTCGACACCGACGCGGAAAGTCAGGCAAATCTTACTACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Ciliophora Oligotrichea Strombidiida Strombidiidae Strombidium Target 2 - 14 19 - - - - - - - - - - - - -
IM-GJS79G CGCCCGTCGCTACTACCGATTTCGAGTGGTCCGGTGAATCTTTTGGACTGTGTGCCGTCTTGTCGGTGTCGCGGAAAGTCAGGTAAACCTTATCACTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCChromista Ciliophora Oligotrichea Strombidiida Strombidiidae Target 16 43 74 80 44 108 65 22 35 35 20 19 18 27 14 20 20
IM-IIZ20X CGCCCGTCGCTCCTACCGATTTCGAGTGGTCCGGTGAATCTTTCGGACTGCGCATGGCCTCGTGCCGTGATGCGGAAAGTCAGGTAAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Ciliophora Oligotrichea Strombidiida Strombidiidae Target 9 26 42 26 11 28 28 - - - - 10 10 10 - - -
IM-25O8M5 CGCCCGTCGCTCCTACCGATTTCGAGTGGTCCGGTGAATCTTTTGGACTGTGCGAGGCTTCGTGCCCCGCGCGGAAAGTCAGGTAAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Ciliophora Oligotrichea Strombidiida Strombidiidae Target 12 29 32 51 12 32 42 - 18 15 - 17 14 - - 12 24
IM-9U28L5 CGCCCGTCGCTCCTACCGATTTCGAGTGGTCCGGTGAGCCTTTCGGACTGCGCTCGCCCTCGAGGCGTCGCGGAAAGTCAGGCAAATCTTACTACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Ciliophora Oligotrichea Strombidiida Strombidiidae Target 4 16 11 15 - 11 - - - - - - - - - - -
IM-QI6P2M CGCCCGTCGCTCCTACCGATTTCGAGTGGTCCGGTGAACCCTTTGGACCGAGAGCGCCTCGTGCGCTTTTGGAAAGTCGAGTAAACCACATCACTTAGAGGAAGGAAAAGTCGTAACAAGGTTTCCChromista Ciliophora Oligotrichea Tintinnida Codonellidae Tintinnopsis Target 16 156 443 452 202 525 303 101 149 120 96 131 113 95 67 101 112
IM-4RRL8A CGCCCGTCGCTCCTACCGATTTCGAGTGGTCCGGTGAATCTTTCGGACTGCGCGCGGCTTCGTGCCGTGTCGCGGAAAGTCAGGTAAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Ciliophora Oligotrichea Target 16 649 947 1125 431 1093 665 329 392 336 256 312 239 399 265 251 338
IM-LM27MI CGCCCGTCGCTACTACCGATTTCGAGTGGTCCGGTGAAGCTTTTGGACTGCGCGTGGCTTCGTGCCGTGTCGCGGAAAGTCAGCTAAACCTTATCACTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCChromista Ciliophora Oligotrichea Target 11 17 24 66 - 92 19 12 - 34 - 13 - 17 11 - 30
IM-Y576IM CGCCCGTCGCTCCTACCGATTTCGAGTGATTCGGTGAACCTTCTGGACCGTGTGAATCCTTGAGATTTACGTGGGAAGTTAAGTAAACCATATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTATCCChromista Ciliophora Prostomatea Prostomatida Target 4 29 - - - 108 56 - - - - - - - - 14 -
IM-R2UO8Q CGCCCGTCGCTCCTACCGATTTCGAGTGGTCCGGTGAACCTTTCGGACCGGAGAGGCCTTGAGCTAATCCGGGAAGTCAAGTAAACCACATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Ciliophora Target 16 67 132 92 45 154 77 45 47 25 21 35 17 51 32 40 22
IM-FS5I88 CGCCCGTCGCTCCTACCGATTTCGAGTGGTCCGGTGAACCTTTCGGACCGGGAGCAGGCTCGTCCTGCGCCTGGAAAGTCAAGTAAACCACATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Ciliophora Target 12 21 56 111 14 - 108 17 - - 23 85 19 20 25 - 26
IM-KGNQ06 CGCCCGTCGCTACTACCGATCGAGTGGTCAGGTGAACCTTTTGGACAGTATCGTTTTATTACGAACAGGAATTTAAGTAAATCTTATCACTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCChromista Ciliophora Target There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.9 28 29 26 13 25 12 - 13 - - - - 12 11 - -
IM-5M45F6 CGCCCGTCGCTACTACCGATTGGATGGTCTGGTGAGTCTTTCGGACTGCGGCTCTGGCTCGGGCAACCGGGCTTTGCTGCGGGAAGTTACGCAAACCCTATCATCTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCChromista Cryptophyta Cryptophyceae Cryptomonadales Cyathomonadaceae Telonema Target 6 18 - 22 - 14 21 12 - - - - - - 12 - -
IM-NBA192 CGCCCGTCGCTCCTACCGATTGAATGGTCCGGTGAAATCTTCGGATTGCTGGATAGGAGGGCAACCACCTATCTGCGAGAAGTTGCTTGAACCTTATCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Cryptophyta Cryptophyceae Pyrenomonadales Geminigeraceae Teleaulax Teleaulax amphioxeia Not found Target 16 333 234 219 133 404 221 162 193 207 132 100 121 225 202 122 221
IM-Y26S41 CGCCCGTCGCTCCTACCGATTGGATGGTCCGGTGAACTGGTCGGACTGATAATTGTCACTGCGGGTGCAGTAGCATTACGGAAAGTCCGGTGAACCTTATCATCTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Cryptophyta Cryptophyceae Pyrenomonadales Geminigeraceae Teleaulax Teleaulax amphioxeia Not found Target 16 143 122 160 46 184 98 69 52 76 51 29 35 80 46 28 82
IM-20K27X CGCCCGTCGCTCCTACCGATTGAATGGTCCGGTGAAATCTTCGGATTGCTGGATAGGGCTTTAACCGGACCTATCTGCGAGAAGTTGCTTGAACCTTATCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Cryptophyta Cryptophyceae Pyrenomonadales Geminigeraceae Target 16 252 208 165 105 246 208 113 151 102 118 95 96 128 167 77 101
IM-3SS12O CGCCCGTCGCTCCTACCGATTGAATGGTCCGGTGAAATCTTCGGATTGCTGGATAGGACTTCGCAAGTTGACCTATCTGCGAGAAGTTGCTTGAACCTTATCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Cryptophyta Cryptophyceae Pyrenomonadales Geminigeraceae Target 16 81 74 54 33 65 68 35 55 31 30 32 38 52 55 26 38
IM-T8L191 CGCCCGTCGCTCCTACCGATTGAATGGTCCGGTGAAATCTTCGGATTGCTGGTTTTGGCTTGGCAACTTGCTTTGACTGCGAAAAGTTGATTAAACCTTATCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Cryptophyta Cryptophyceae Target 1 - 12 - - - - - - - - - - - - - -
IM-66U0D6 CGCCCGTCGCTCCTACCGATTGAATGATCCGGTGAGGCCCCCGGACTGCGGCGCCGCAGCTGGTTCTCCAGCCGCGACGCCGCGGGAAGCTGTCCGAACCTTATCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Haptophyta Prymnesiophyceae Isochrysidales Noelaerhabdaceae Target 3 - - - - - - - - - - - - 14 11 - 12
IM-1BDR1N CGCCCGTCGCTCCTACCGATTGAATGATCCGGTGAGGCCCCCGGACTGGGGCGACGCATTCGGTTCGCCGGACGCGACGCTCCGGGAAGCTGTCCAAACCTTATTATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Haptophyta Prymnesiophyceae Phaeocystales Phaeocystaceae Phaeocystis Target 16 165 153 145 78 223 276 116 295 124 180 222 281 431 339 322 320
IM-6Y58B8 CGCCCGTCGCTCCTACCGATTGAATGATCCGGTGAGGCCCCCGGACTGAGGCGACGCAGCTGGTTCGCCAGAAGCGACGCTTTGGGAAGCTGTCCAAACCTTATTATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Haptophyta Prymnesiophyceae Phaeocystales Phaeocystaceae Target 1 14 - - - - - - - - - - - - - - -
IM-L9SYR0 CGCCCGTCGCTCCTACCGATTGAATGATCCGGTGAGTTTTTTGGACTGTGGCAACGGTTTCGGTTCGCCGTACTGATGCCGCGGGAAGATACGCAAACCTTATCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Haptophyta Prymnesiophyceae Prymnesiales Chrysochromulinaceae Chrysochromulina Chrysochromulina simplex Not found Target 16 47 45 41 19 49 31 21 23 18 29 22 18 24 40 16 22
IM-8F141O CGCCCGTCGCTCCTACCGATTGAATGATCCGGTGAGCTTTTTGGACTGTGGCAACGGTCTTGGTTCGCCAAACTGATGCCGCGGGAAGATACGCAAACCTTATCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Haptophyta Prymnesiophyceae Prymnesiales Chrysochromulinaceae Chrysochromulina Target 16 41 44 42 17 39 26 17 34 18 22 30 35 33 32 26 22
IM-17YNAE CGCCCGTCGCTCCTACCGATTGAATGATCCGGTGAGCTTTTTGGACCCTAGCAACGGCTTTGGTTCGCCAAACTGATGCTGGGGGAAGATACGCAAACCTTATCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Haptophyta Prymnesiophyceae Prymnesiales Chrysochromulinaceae Chrysochromulina Target 12 19 24 16 - 20 24 11 11 12 - - 14 17 15 - 13
IM-Z3G43V CGCCCGTCGCTCCTACCGATTGAATGATCCGGTGAGCTTTTTGGACAGTGGCGCCGGCTGTGGTTCGCCACTCTGGCGCTGCGGGAAGATGCGCAAACCTTATCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Haptophyta Prymnesiophyceae Prymnesiales Chrysochromulinaceae Chrysochromulina Target 5 - - - - - - - - 12 - - 11 11 16 12 -
IM-Z57PH5 CGCCCGTCGCTCCTACCGATTGAATGATCCGGTGAGCTTTTTGGACTGAGGCATCGGTAGTGGTTCGCCACTCTGACGCTCTGGGAAGATGCGCAAACCTTATCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Haptophyta Prymnesiophyceae Prymnesiales Chrysochromulinaceae Target 16 37 25 15 18 33 25 18 36 17 18 12 31 11 30 20 17
IM-IKJ20S CGCCCGTCGCTCCTACCGATTGAATGATCCGGTGAGGCCCCCGGACTGTGGCAACGCAGCTGGTTCGCCAGCCGCGATGCCGCGGGAAGCTGTCCAAACCTTATCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Haptophyta Prymnesiophyceae Target 16 43 51 51 23 40 41 28 33 26 28 37 39 51 40 24 41
IM-11WI50 CGCCCGTCGCTCCTACCGATTGAATGATCCGGTGAGGCCCCCGGACTGCGACAACTTAGACGGTTCGCCGTCCGAGATGCTGCGGGAAGCTGTCCAAACCTTATCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Haptophyta Prymnesiophyceae Target 10 17 12 - - 13 15 11 13 - - 10 - 10 13 - 11
IM-OWM515 CGCCCGTCGCTCCTACCGATTGAGTGATCCGGTGAATAATTTGGACTGCTGCATTGCTCAGTTACTGACATTGTGGTGGGAAATCTAGTGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Myzozoa Dinophyceae Gonyaulacales Ceratiaceae Tripos Tripos tenuis Not found Target There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.7 60 27 35 - 31 - - - 15 - - - 25 22 - -
IM-1QAL8M CGCCCGTCGCTCCTACCGATTGAGTGATCCGGTGAATAATTCGGACTGCAGCAGTGTTCAGTTCTTGAACATTGCAGTGGAAAGTTTAATGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCTChromista Myzozoa Dinophyceae Gonyaulacales Ostreopsidaceae Alexandrium Target 16 91 21 28 10 38 23 40 14 29 16 36 11 59 22 23 39
IM-9B7D0N CGCCCGTCGCTCCTACCGATTGAGTGATCCGGTGAATAATTCGGACTGCAGCAGTGCTTGGTCCTCCGGGCTTTGCAGTGGAAAGTTTAGTGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Myzozoa Dinophyceae Gymnodiniales Gymnodiniaceae Gyrodinium Gyrodinium dominans Not found Target 9 17 14 14 - 18 18 - 11 15 - 12 - 10 - - -
IM-Z47FHL CGCCCGTCGCTCCTACCGATTGAGTGATCCGGTGAATAATTCGGACTGCAGCAATGTTTGGATCCCGAACGTTGCAGCGGAAAGTTTAGTGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Myzozoa Dinophyceae Gymnodiniales Gymnodiniaceae Target 16 811 588 618 331 719 596 387 419 343 257 281 286 360 418 241 256
IM-2C561X CGCCCGTCGCTCCTACCGATTGAATGCTCAGGTGAGCCTTTCGGACCTCCATCGTGTCGGTTTCGATTTCGATGGAGGGAAGTCATGCGAACCTTATCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Myzozoa Dinophyceae Gymnodiniales Kareniaceae Target 9 21 21 12 - 15 15 13 11 - - - - 13 14 - -
IM-1RT609 CGCCCGTCGCTCCTACCGATTGAGTGTTCCGGTGAATAATTCGGACTGCAGCAATATTTGGATCCCGAACATTGCAGTGGAAAGTTTGGTGAACCTTAACACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Myzozoa Dinophyceae Gymnodiniales Target 16 396 440 504 160 556 397 288 202 271 207 201 167 293 156 142 294
IM-Z9910D CGCCCGTCGCTCCTACCGATTGAGTGATCCGGTGAATAATTCGGACCGCGGCAGTGTTTGGATCCCAAGCGTTGCCATGGAAAGTTTAGTGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Myzozoa Dinophyceae Gymnodiniales Target 16 74 71 68 37 78 52 32 45 31 27 26 26 47 29 30 25
IM-2VF451 CGCCCGTCGCTCCTACCGATTGAGTGATCCGGTGAATAATTCGGACTGCAGCAGTGTTCGGCAACGAGCGTTGCAGCGGAAAGTTTAGTGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Myzozoa Dinophyceae Peridiniales Heterocapsaceae Heterocapsa Heterocapsa rotundata Not found Target 8 19 - 21 - 18 18 13 10 - 11 - - 10 - - -
IM-64IY83 CGCCCGTCGCTCCTACCGATTGAGTGCTCAGGTGAATAGTATGGACTGCATCAGTGTTCGGTCTCCGAATGTTGAAGCGAGAAATTCTGTGAATCTTATTGCTTAGAGGAAGGAGAAGTCGTAACAAGGTTTTCChromista Myzozoa Dinophyceae Peridiniales Oxytoxaceae Adenoides Adenoides eludens Not found Target 15 43 24 14 19 30 28 10 20 21 10 14 14 10 35 - 12
IM-S71UZ4 CGCCCGTCGCTCCTACCGATTGAGTGATCCGGTGAATAATTCGGACTGCAGCAACGTTCAGCTCCTGAATGTTGCAGTGGAAAGTTTAGTGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Myzozoa Dinophyceae Peridiniales Peridiniaceae Scrippsiella Target 10 19 - - 10 16 - - 27 - 14 - 24 31 15 40 34
IM-S5Y9CO CGCCCGTCGCTCCTACCGATTGAGTGATCCGGTGAATAATTCGGACTGCGGCATTGTTCAGCTTCTGAACGTTGTCGTGGAAAGTTTAGTGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Myzozoa Dinophyceae Peridiniales Pfiesteriaceae Target 16 74 42 44 32 61 69 31 38 30 36 18 42 38 33 43 28
IM-FZ8279 CGCCCGTCGCTCCTACTGATTGAGTGATCCGGTGAATATTTTGGATTGCAGCATTGCTTAGTTACTGAGTTTTGCAGCATAAAGTTTAGTGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Myzozoa Dinophyceae Peridiniales Protoperidiniaceae Protoperidinium Protoperidinium pellucidum Not found Target 5 15 19 11 10 - - 11 - - - - - - - - -
IM-F38V13 CGCCCGTCGCTCCTACTGATTGAGTGATCCGGTGAATATTTTGGACTGCAGCATAGCTCAGGTCCTGGGTGTTGCAACATAAAGTTTAATGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Myzozoa Dinophyceae Peridiniales Protoperidiniaceae Protoperidinium Target 5 17 12 11 - - 17 17 - - - - - - - - -
IM-X8622G CGCCCGTCGCTCCTACTGATTGAGTGACCCGGTAAACAATTTTGGATCATAGTGTTGCTCTGTCCTAGAGTGCCGCTTTGCAAAGTTTAGTGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Myzozoa Dinophyceae Peridiniales Protoperidiniaceae Protoperidinium Target 1 - - - 10 - - - - - - - - - - - -
IM-91WR94 CGCCCGTCGCTCCTACCGATTGAGTGATCCGGTGAATAATTCGGACTGATGCAGTGCTCAGCTTCTGAACTTTGCATTGGAAAGTTTAGTGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Myzozoa Dinophyceae Suessiales Target 6 12 - 15 - - 17 - - - - - - 12 10 - 17
IM-MD8R2T CGCCCGTCGCTCCATCCGATTGAGTGAGCCGGTGAATAATTCGGACCGCGACATTCTCGGTTCGCCGAGTATCGTTGTCGGAAAGTCTAGTGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Myzozoa Dinophyceae Syndiniales Amoebophryaceae Amoebophrya Target There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.16 253 176 116 99 179 167 88 110 102 85 55 59 80 110 73 73
IM-1NIN62 CGCCCGTCGCTCCTACCGATTGAGCAATCCGGTGAATACTTCGGACCGGTTACTTGGTTGGTTCGCTAACCTTGTGACTGGAAAGTCGAGTGAACCTTATTGCTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Myzozoa Dinophyceae Syndiniales Amoebophryaceae Amoebophrya Target 15 33 39 35 17 33 23 15 - 21 15 20 24 22 14 18 19
IM-969FA4 CGCCCGTCGCTCCTACCGATTGAGCAAACCGGTGAATAATTCGGACCGATAGGCTTGTTGGTTCGCCGATAAGCTTGTTGGAAAGTCTAGTGAACCTTTTTGCTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Myzozoa Dinophyceae Syndiniales Amoebophryaceae Amoebophrya Target 13 55 44 34 22 37 37 14 24 22 15 - - 22 14 10 -
IM-124R9C CGCCCGTCGCTCCTACCGATTGAGCAATCCGGTGAATATTTCGGACGGAGATTCTTCGGGGCAACTCGTTAGAATTTCTGAAAGTCAAGTTAACCTTATTGCTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Myzozoa Dinophyceae Syndiniales Amoebophryaceae Amoebophrya Target 13 26 31 27 11 40 32 - 11 10 12 - - 14 19 17 15
IM-9DQB0H CGCCCGTCGCTCCTACCGATTGAACAATCCGGTGAATATTTCGGACCGGCATCCGTCGGGGCAACTCGTTCGGAAGCTGGAAAGTCAAGTTAACCTTATTGTTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Myzozoa Dinophyceae Syndiniales Amoebophryaceae Amoebophrya Target 16 39 37 36 26 31 31 26 26 13 10 19 13 24 23 10 13
IM-IV22P1 CGCCCGTCGCTCCTACCGATTGAGTGATCCGGTGAATAATTCGGACCTGCGAGCCTTGCGGTTCGCTGCTTGGTTTGTGGGAAAGTCTAGTGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Myzozoa Dinophyceae Syndiniales Amoebophryaceae Amoebophrya Target 14 26 31 29 15 30 25 20 14 26 - - 15 23 16 12 14
IM-6F0Q4M CGCCCGTCGCTCCTACCGATTGAGCAATCCGGTGAATATTTCGGACCTAAGATTGTCGGGGCAACTCGTTCAGTTTTGGGAAAGTCAAGTTAACCTTATTGCTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Myzozoa Dinophyceae Syndiniales Amoebophryaceae Amoebophrya Target 8 19 18 12 11 15 12 - 16 - - - - 10 - - -
IM-F61A70 CGCCCGTCGCTCCTACCGATGAGCAATCCGGTGAATAATTTGGACTGGCTAGCTTTGGGGTTCGCTCCTTAACTGGCTGGAAAATCTAGTGAACCTTATTGCTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Myzozoa Dinophyceae Syndiniales Amoebophryaceae Amoebophrya Target There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.6 15 - 15 20 25 - 11 14 - - - - - - - -



IM-OT8Z79 CGCCCGTCGCTCCTACCGATTGGACGATCCGGTGAATAATTCGGACCGAGAGCTTAATTGGTTCGCCAGTTTCGTTCTTGGAAAGTCTAGTGAACCTTATCGTCTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Myzozoa Dinophyceae Syndiniales Amoebophryaceae Target 12 30 23 24 12 27 29 - 13 11 11 - - 12 10 - 11
IM-5EV338 CGCCCGTCGCTCCTACCGATTGAGTGATCCGGTGAATAATTCGGACCAGGAATCGCATGAGTTCGCTCACGCAATTCTCGGAAAGTCTAGTGAGCCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Myzozoa Dinophyceae Syndiniales Target There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.16 302 266 235 98 277 223 122 168 121 79 84 81 155 171 121 111
IM-9NI5DZ CGCCCGTCGCTCCTACCGATTGAGCAATCCGGTGAATAATTTGGACAGTCGTGAATCGTGGTTCGCCGCGGTTCTTGTACTGGAAATCTAGTGAACCTTATTGCTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Myzozoa Dinophyceae Syndiniales Target There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.16 80 65 61 27 68 51 25 29 26 14 26 21 29 48 37 29
IM-J7V548 CGCCCGTCGCTCCTACCGATTGAGCAATCCGGTGAATATTTTGGACCTGTGTTCGTCGGGGCAACTCGTTCGAACGCGGGAAAATCAAGTTAACCTTATTGCTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Myzozoa Dinophyceae Syndiniales Target 8 21 14 13 - 21 - - 14 - - - - 14 - 10 11
IM-E4ZZ4U CGCCCGTCGCTCCTACCGATTGGATGAGTTGGTGAGTTAATCGGATTGCGCCGTCGTGCCCGCTTGCGGGTCTGACGGTGCGAGAAACTTTGCAAACTGGACTATCTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Myzozoa Dinophyceae Syndiniales 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 - - - - 16 20 - - - - - - - - - -
IM-PCA62P CGCCCGTCGCTCCTACCGATTGAATGTTCCGGTGAATACTTCGGACTGCGAGGTTTGCAGTTTCTGCGTTCCTTGCGGAAAGTTGAATAAACCTTAACATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Myzozoa Dinophyceae Syndiniales Target 9 - - 12 - - - 11 12 12 - - 12 19 16 17 13
IM-4YC23N CGCCCGTCGCTCCTACCGATTGAGTGATCCGGTGAATAATTCGGACCTGGATCTAAGCCGGCAACGGTTTGGACTTGGGAAAGTCTAGTGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Myzozoa Dinophyceae Syndiniales 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 12 - - - - - - - - - - - - - -
IM-J77E8V CGCCCGTCGCTCCTACCGATTGAGTGATCCGGTGAATAATTCGGACTGCAGCAGTGTTCAGTTCCTGAACGTTGCAGCGGAAAGTTTAGTGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Myzozoa Dinophyceae Target 16 3417 2528 2427 1586 3245 2845 1668 2425 1943 1848 1640 1872 2818 2350 1672 1927
IM-K680T2 CGCCCGTCGCTCCTACCGATTGAATGTTCCGGTGAGCTCTTCGGACTGCGCGGTCTGCAGTTTCTGCGTTCCGTGCGGAAAGTTGCGCAAACCTTAACATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Myzozoa Dinophyceae Target 16 627 386 399 199 450 402 312 384 311 303 291 366 809 438 422 528
IM-0M885N CGCCCGTCGCTCCTACCGATTGAGTGATCCGGTGAATAATTCGGACTGCGACAGTGTTCAGTTCCTGAACGTTGACGCGGAAAGTTTAGTAAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Myzozoa Dinophyceae Target 16 156 113 122 73 133 103 67 87 57 81 84 59 105 72 67 60
IM-108SHB CGCCCGTCGCTCCTACCGATTGAGTGATCCGGTGAATAATTCGGACTGCAACACTGTTTGGTTCCTGAACGTTGTTGCGGAAAGTTTAGTGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Myzozoa Dinophyceae Target 16 69 43 44 29 71 74 26 41 31 34 20 34 32 36 42 35
IM-JN6ZO9 CGCCCGTCGCTCCTACCGATTGAGTGATCCGGTGAATAATTCGGACCGCAGCAGAACCCAGTTCCTGGGACCTGCAGTGGAAAGTTTAGTGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Myzozoa Dinophyceae Target 16 80 55 35 39 77 58 29 26 37 36 26 30 24 16 18 23
IM-HU54BX CGCCCGTCGCTCCTACCGATTGGATGATCCGGTGAGCTATTCGGACTTTTGCATTATCGATTTTCGATTTTGTGAGGGAAAGTCTCGCGAACCTTATCATCTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista 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.16 34 53 36 18 46 48 25 21 20 16 23 20 36 36 20 22
IM-959EK1 CGCCCGTCGCTCCTACCGATTGAGTGATCCGGTGAATAATTCGGACTGAGGCATTGTTCAGTTCCTGAACGCTGCTTCGGAAAGTCTAGTGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Myzozoa Dinophyceae Target 16 65 47 47 25 60 40 24 35 31 23 22 35 28 44 27 27
IM-HCZ7C1 CGCCCGTCGCTCCTACCGATTGAGTGATCCGGTGAATAATTCGGACCGCCACAATGTTCAGATCCTGAACGTTGCAGCGGAAAGTTTAGTGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Myzozoa Dinophyceae Target 14 34 29 21 19 - 30 21 16 14 16 11 20 14 - 15 21
IM-Y022C8 CGCCCGTCGCTCCTACCGATTGAGTGGTCCGGTGAATAATTCGGACTGAGGATTTAGGCAGTTTCTGTCTTTATCTTCGGGAAGTCTAGTGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista 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.8 17 26 14 - 27 18 12 11 - - - - - 11 - -
IM-G4NT87 CGCCCGTCGCTCCTACCGATTGAGTGATCCGGTGAATAATTCGGACTACAGGTCGCGCAGTTTCTGTGCTTCGCTGCAGGAAGTTTAGTGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Myzozoa Dinophyceae Target 9 21 16 11 - 20 24 13 13 - - - - 16 13 - -
IM-1WW680 CGCCCGTCGCTCCTACCGATTGAGTGATCCGGTGAATAATTCGGACTGCAGTCGAGTTCAGTTCCTGAACTTGGCAGCGGAAAGTCTAGTGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Myzozoa Dinophyceae Target 10 24 12 15 12 16 21 10 15 12 - - - 13 - - -
IM-6ZXC61 CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAATCTTCGGATCTGAGAGATGCTGGATTCATTTTTGGCGTCTTTTAGAAAAGTTGCTTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista 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 - - 16 - - - - - - - - - - - - -
IM-90ZX80 CGCCCGTCGCTCCTACCGATTGAGTGATCCGGTGAATACTTCGGACTGCAGCAGTGTTCGGATTCTCTGGACGCTGCAGCGGAAAGTTGAGTGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Myzozoa Dinophyceae Target 1 17 - - - - - - - - - - - - - - -
IM-ON68EA CGCCCGTCGCTCCTACCGATTGAGTTATCCGGTGAATAATTTGGATCATCGGCATTCCACATATGTGGTTAGCTGTTTGACGAAGTTTGGTAAACCTTATTGCTTAGAGGAAGGAAAAGTCGTAACAAGGTTTCCChromista Myzozoa Ellobiopsea Ellobiopsida Ellobiopsidae Target There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.9 33 32 27 10 19 24 - 22 - - - - 15 14 - -
IM-91XSVL CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGCCTCGGGATTGTGGTTAGTTTCCTTTATTGGAAGGTAACCACGAGAACCTGTCTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista Ochrophyta Bacillariophyceae Bacillariales Bacillariaceae Target 16 436 595 672 276 564 542 341 339 310 284 257 287 421 324 339 288
IM-SL50HR CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGCCTCGGGATTGTGGCGAGTTCCCTTTATTGGGAGTTTGTTGCGAGAACTTGTCTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista Ochrophyta Bacillariophyceae Bacillariales Bacillariaceae Target 16 115 108 97 75 127 129 70 92 62 83 77 67 117 104 89 106
IM-MFLN81 CGCCCGTCGCACCTACCGATTGAAAAGCCCGGTGAAGAATCGGGATTGTAGCGTTGTCCTTTATTGGACATTGCCGTGAGAACCTTTCTGAACCTTGTTTTTTAGAGGAAGGTGAAGTCGTAACAAGGTCTCCChromista Ochrophyta Bacillariophyceae Chaetocerotales Chaetocerotaceae Chaetoceros Chaetoceros debilis Not found Target There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.16 35 59 59 13 29 40 29 17 19 18 17 13 27 21 15 15
IM-V6O1VD CGCCCGTCGCACCTACCGATTGAGTGTTCCGGTGAAGCCTCGGGATTGTAGTTGGGTTCCTTTATTGGATCCTGGCCGCGAGAACTTGTCTAAACCTTATCACTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista Ochrophyta Bacillariophyceae Chaetocerotales Chaetocerotaceae Chaetoceros Chaetoceros laevisporus Not found Target 16 631 783 844 325 409 605 366 306 238 305 261 241 364 256 246 245
IM-R09Z94 CGCCCGTCGCACCTACCGATTGAGTGTTCCGGTGAAGCCTCGGGATTGTAGTTAGCTTCCTTCATTGGATGCTGTCCGCGAGAACTTGTCTAAACCTTATCACTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista Ochrophyta Bacillariophyceae Chaetocerotales Chaetocerotaceae Chaetoceros Chaetoceros lorenzianus Not found Target 16 124 130 140 45 80 123 75 53 64 67 57 34 46 44 44 48
IM-JMR629 CGCCCGTCGCACCTACCGATTGAGTGATCCGGTGAGGCGTCAGGAATTTGATTGATTTCCTTTATTGGAATTTGATCGAGTGAATCTCGCCGAACCTTATCACTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista Ochrophyta Bacillariophyceae Chaetocerotales Chaetocerotaceae Chaetoceros Chaetoceros radicans Not found Target 7 13 19 19 - 16 25 10 - - - - - - - - 11
IM-T54AX4 CGCCCGTCGCACCTACCGATTGAGTGGTCCGGTGAAGTCTCGAGATTGTGGCAATCTCCTTTATTGGAGTTTGACTGCGAGAACTTGCCTAAACCTTATCACTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista Ochrophyta Bacillariophyceae Chaetocerotales Chaetocerotaceae Chaetoceros Chaetoceros tenuissimus Not found Target 1 - - - - - 12 - - - - - - - - - -
IM-82VVLT CGCCCGTCGCACCTACCGATTGAGTGTTCCGGTGAAATCTCGGGATTGTAGTTGAGTCCCTTTATTGGGTCCTGACCGCGAGAACTTGCTTAAACCTTATCACTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista Ochrophyta Bacillariophyceae Chaetocerotales Chaetocerotaceae Chaetoceros Target 16 874 736 730 418 701 781 432 443 345 381 301 289 400 464 291 355
IM-A2P8I0 CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGCCTCGAGATTGTGGTTGGGTTCCTTTATTGGAGCCTGACTGTGAGAACTTGTCTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista Ochrophyta Bacillariophyceae Chaetocerotales Chaetocerotaceae Chaetoceros Target 16 945 833 784 533 923 856 466 494 392 405 308 359 458 489 316 369
IM-O5T03K CGCCCGTCGCACCTACCGATTGAGTGGTCCGGTGAAGCCTCGAGATTGTAGTTGATGTCCTTTATTGGACTTTGACCGCGAGAACTTGTCTGAACCTTATCACTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista Ochrophyta Bacillariophyceae Chaetocerotales Chaetocerotaceae Chaetoceros Target 1 - 12 - - - - - - - - - - - - - -
IM-U5Z8RQ CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAGGCCTCGGGATTGTGGTCTTTTTCTTAATTGGAACTGACCGTGAGAACTTGTCCAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista Ochrophyta Bacillariophyceae Corethrales Corethraceae Corethron Target 16 270 259 272 154 256 275 163 135 135 157 120 108 124 145 93 136
IM-J10A52 CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAAACCTGGGATATTAGATATGTGCTGTTTTAGGTATGTGTTTAGTAGAACTCGTTTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista Ochrophyta Bacillariophyceae Coscinodiscales Hemidiscaceae Actinocyclus Actinocyclus curvatulus Not found Target 16 117 107 88 70 129 114 52 68 37 46 30 58 65 91 54 74
IM-LQR67Y CGCCCGTCGCACCTACCGATTGGATGGTCCGGTGAAGCCTCGGGATTGTGGTTTGGCTGGTTTATTCTGGCCTTACTGTGAGAACTTGTCTAAACCTTATCATCTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista Ochrophyta Bacillariophyceae Cymatosirales Cymatosiraceae Brockmanniella Brockmanniella brockmannii Not found Target 1 12 - - - - - - - - - - - - - - -
IM-RM46KT CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAGGAGTCGAGATTGTGGCTTGGTTCCTTTATTGGGACTTGGCCGCGAAAACTTTTCCGAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista Ochrophyta Bacillariophyceae Lithodesmiales Lithodesmiaceae Ditylum Ditylum brightwellii Not found Target 16 782 883 1018 424 738 838 462 452 357 404 350 359 463 383 301 376
IM-0JIX7M CGCCCGTCGCACCTACCGATTGAATGCTCCCGTGAGGCCTTCGGACCGTGGCTGATGTCTCCTTCATTGGAGACGTAGCTGTGGGAAGTTGTCCAAACGTTAGCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista Ochrophyta Bacillariophyceae Melosirales Stephanopyxidaceae Stephanopyxis Stephanopyxis turris Not found Target There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.15 21 34 42 - 40 33 18 24 14 26 25 14 25 20 15 12
IM-RXS8Z0 CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAGGCTTTCGGACCGTGGCCGATGTCTCCTTCATTGGAGACGTGGCCGTGGGAAGTTATCCAAACCTTACCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista 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.16 52 37 28 11 43 50 20 24 18 20 17 23 42 14 23 18
IM-CS43AP CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGCCTCGGGATTGTGGCCAGTTCACTTTATTGGGAATTGGCTGTGAGAACTTGTCTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista Ochrophyta Bacillariophyceae Naviculales Naviculaceae Navicula Target 16 91 99 96 59 130 128 70 125 82 65 78 112 241 137 143 179
IM-KIJ651 CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGCCTCGGGATTGTGGTCGGTTTGCTTTATTGCGAGTTGATTGCGAGAACTTGTCTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista Ochrophyta Bacillariophyceae Naviculales Pleurosigmataceae Target 16 500 334 378 304 475 361 222 307 213 236 209 199 285 290 239 257
IM-UU76K4 CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGTCTCGGGATTGTGATCTGGTTCCTTTATTGGAACCTGACCACGAGAACTTGCCTAAACCTTATTATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista Ochrophyta Bacillariophyceae Rhizosoleniales Rhizosoleniaceae Proboscia Proboscia alata Not found Target 16 136 149 160 81 204 152 82 84 78 60 57 47 70 70 39 49
IM-K29SM2 CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGTCTCGGGATTGTGATCTGGTTCCTTCATTGGAGCTTTATCACGAGAACTTGCCTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista Ochrophyta Bacillariophyceae Rhizosoleniales Rhizosoleniaceae Proboscia Target 10 31 22 24 16 33 34 - 17 14 - 12 13 - - - -
IM-6Y8G1E CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGCCTCGGGATTGTGGTCAGATTGCTTTATTGGAGTCTGACTGTGAGAACTTGTCTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista Ochrophyta Bacillariophyceae Rhizosoleniales Rhizosoleniaceae Target 10 16 20 27 17 18 16 - 20 - 10 - 13 14 - - -
IM-O8P8TZ CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGCCTCGGGATCGTGGACTGGTTCCTTTATTGGAAGCTGACTGTGAGAACTTGTCTGAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista Ochrophyta Bacillariophyceae Rhizosoleniales Rhizosoleniaceae Target 7 19 19 15 14 - 13 13 12 - - - - - - - -
IM-R9K6J1 CGCCCGTCGCACCTACCGATTGGATGGTCCGGTGAAGCCTCGGGATTGTGACTGTTGCCTTAATTGGTGTCGGTTGCGAGAACTTGTCTAAACCTTATCATCTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista Ochrophyta Bacillariophyceae Rhopalodiales Rhopalodiaceae Target 16 203 161 147 133 221 183 113 141 116 87 123 91 104 127 113 126
IM-Q43Z3G CGCCCGTCGCACCTACCGATTGAGCGGTCCGATAAAGGCTCGGGAAAAGTCCTCGTTTCCTTCACTGGAGACTTGAATTTTGAACCTGTCTAAATCTTATCGCTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista 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.16 595 716 769 324 538 650 339 349 258 316 253 285 337 250 204 303
IM-K5R50A CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGACTCGAGATTTTGGTCTAGCTCCTTTATTGGGGCTTGACCGCGAGAACCTGTCTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista Ochrophyta Bacillariophyceae Thalassiosirales Skeletonemaceae Skeletonema Target 16 13247 11644 13245 6680 17157 13298 9272 10877 10220 8720 10207 11481 17811 9077 12986 15752
IM-6P1AF2 CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAGGACTCGGGATTGTGGTTTGGCTCCTTCATTGGGGCCTGACCGCGAGAACTTGTCCGAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista Ochrophyta Bacillariophyceae Thalassiosirales Thalassiosiraceae Thalassiosira Target 16 16438 15115 15286 8642 17038 14532 11273 11637 10037 10315 10967 9845 18004 11635 11815 16645
IM-SH4U8V CGCCCGTCGCACCTACCGATTGAATGCTCCCGTGAGGCTCTTGGACCGCGGTTGACGCTTCCTTCATTGGAGACGTAATTGTGGGAAGTTATCCAAACGTTAGCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista Ochrophyta Bacillariophyceae Thalassiosirales Thalassiosiraceae Thalassiosira Target There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.16 47 23 30 25 38 32 31 29 27 30 34 26 29 52 26 26
IM-638SF5 CGCCCGTCGCACCTACCGATTGAATGCTCCCGTGAGGCTTTTGGACCGCGGTTGACTGCTCCTTCATTGGAGTGGTAGTTGCGGGAAGTTATCCAAACGTTAGCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista 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.16 45 27 34 13 42 42 27 39 27 41 24 31 40 40 28 25
IM-0A91S5 CGCCCGTCGCACCTACCGATTGAATGCTCCCGTGAGGCTTTTGGACCGCGGCTGACATTTCCTTAATTGGAGACGTAGTTGTGGGAAGTTATCCAAACGTTAGCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista 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.15 33 23 15 - 27 30 13 13 15 13 11 12 17 33 13 18
IM-T9E659 CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGACTCGAGATTGTAGCGTGGCTCCTTTATTGGTGCCTCGCCGCGAGAACTTGTCTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista Ochrophyta Bacillariophyceae Thalassiosirales Target 16 51 60 60 24 43 45 32 19 16 22 18 12 31 16 12 17
IM-0PX40O CGCCCGTCGCACCTACCGATTGAACGGTCCGATGAACACCCGAGCGCGGACTTTGTTTCCTTCATTGGAGATTAAGACCGTAAACCCGTGTAAATCTTATCGTTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista Ochrophyta Bacillariophyceae Target 16 4738 4976 5059 2625 3934 4477 2804 2995 2176 2818 2583 2165 2642 2343 1920 2501
IM-QGH8K3 CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAGGCCTCGGGATTTTGGCCTGTTTCCTTTATTGGAAGCTGACTAGAAGAACTTGTCCAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista Ochrophyta Bacillariophyceae Target 16 395 428 391 232 415 371 204 226 199 159 139 150 145 141 129 164
IM-73V76M CGCCCGTCGCACCTACCGATTGAATGATCCGGTGAAACCTCGGGATTTTGGTTTGATTCCTTCATTGGAAATTGACTGGGAGAACTTGTTTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista Ochrophyta Bacillariophyceae Target 16 302 319 371 254 296 302 168 163 137 108 76 100 127 117 97 157
IM-3X3OAW CGCCCGTCGCACCTACCGATTGGATGGTCCGGTGAAGCCTCGGGATTGTGGTTCTTGCCGCTTTATTGTGGCGTGACCGCGAGAACTTGTCTAAACCTTATCATCTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista Ochrophyta Bacillariophyceae Target 15 39 20 22 - 44 27 15 24 32 28 29 37 196 87 61 115
IM-966Z6Q CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGCCTCGGGATTGTGACTAGTTCCCTTCATTGGGGATTGGTCGCGAGAACTTGTCTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista Ochrophyta Bacillariophyceae Target 15 17 21 24 16 18 29 15 15 - 13 22 19 38 12 21 20
IM-CL1309 CGCCCGTCGCACCTACCGATTGGATGGTCCGGTGAAGCCTCGGGATTGTGGTTTGGCTCCTTTATTGGGGCTAAGCCGCGAGAACTTGTCTAAACCTTATCATCTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista Ochrophyta Bacillariophyceae Target 4 - - - - - - - - - - - - 36 28 21 14
IM-41OALA CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGCCTCGGGATTGTGGTCATGTTCCTTTATTGGATTGTGACTGTGAGAACTTGTCTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista Ochrophyta Bacillariophyceae Target 13 24 22 19 22 25 19 - 14 - - 13 11 15 14 17 12
IM-VME055 CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAGCCTCGGGATTGTGATGAGTTTCCTTTATTGGGGATTTGTCGCGAGAACTTGTCTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista Ochrophyta Bacillariophyceae Target 1 - - - - - - - - - - - - - - - 16
IM-S5ZZ40 CGCCCGTCGCACCTACCGATTGAATGATCCGGTGAAGCCTCGGGATTGCAGCCAGTCCGCTTTATTGTGGGTTGGTGGCGAGAACTTGCCTGAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista Ochrophyta Bacillariophyceae Target 1 - - - - - - - - - - - - - 10 - -
IM-G487SS CGCCCGTCGCACCTACCGATTGAATGGTTCGGTGAAAATCTCGGACTGCGACTTGGATGCCTTCGGGCAACCAGGCTGTGGAAAGTTGTTTAAACCTCATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista Ochrophyta Chrysophyceae Ochromonadales Paraphysomonadaceae Paraphysomonas Target 2 - 12 - - - 13 - - - - - - - - - -
IM-DRY840 CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAATTTCGGGACTGACTCTTGGTGGTTCATTCTGCCTTGAGTTGGGAACTTACTTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista Ochrophyta Chrysophyceae Parmales Triparmaceae Triparma Triparma pacifica Not found Target 2 - 13 20 - - - - - - - - - - - - -
IM-27JKI6 CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAATTTCGGGATTGGGCATTGGTGGTTTATTCTGCCTTTGCTCGAGAACTTACTTAAACCTTATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista Ochrophyta Chrysophyceae Parmales Triparmaceae Triparma Triparma pacifica Not found Target 1 - - 16 - - - - - - - - - - - - -
IM-Z023U8 CGCCCGTCGCACCTACCGATTGAATGGCTCGGTGAGGCCTCAGGATTCTGGTCTGACACCCTAACAGGAGTCTGATGAGAAGAATCTGTCCAAACCTCGTCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTACCChromista Ochrophyta Dictyochophyceae Dictyochales Dictyochaceae Dictyocha Dictyocha speculum Not found Target 4 - 11 12 - - 16 - 10 - - - - - - - -
IM-J8J251 CGCCCGTCGCACCTACCGATTGAATGGTTCGGTGAGGTCTCAGGATCGTGGCTTAGCACCTTCATTGGAGCTCTGCCGTGAGAATCTGCCCAAACCTCATCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTACCChromista Ochrophyta Dictyochophyceae Florenciellales Florenciellaceae Pseudochattonella Target 16 213 180 208 72 171 128 110 88 84 98 84 81 122 113 93 80
IM-GV1Q8G CGCCCGTCGCACCTACCGATTGAATGGATCGGTGAAACCTCCGGACTGGGGCTCGCAAGCTTCACGGCGAACGTGCCTCGGGAAGCTGGTTAAACCTCTCTATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista Ochrophyta Dictyochophyceae Pelagomonadales Pelagomonadaceae Aureococcus Aureococcus anophagefferens Not found Target 16 64 87 53 24 55 69 36 50 38 49 37 49 45 61 44 37
IM-22G91T CGCCCGTCGCACCTACCGATTGAATGGTTCGGTGAAACCTCCGGACTGGGGCACGCGAGCTTCACGGCGAACGTGCCTCGGGAAGTTGGTTAAACCTCACTATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista Ochrophyta Dictyochophyceae Pelagomonadales Pelagomonadaceae Aureococcus Target 16 48 29 33 16 41 28 15 29 25 22 38 31 29 44 23 38
IM-XK57I1 CGCCCGTCGCACCTACCGATTGAATGGTTCGGTGAAATCTCCGGACTGTGGCTCGCAAGCTTAACGGCGAGCGTGCCACGGGAAGTTGATTAAACCTCACTATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista Ochrophyta Dictyochophyceae Pelagomonadales Pelagomonadaceae Target 14 30 26 20 11 27 18 12 19 14 14 14 - 15 19 - 20
IM-AR7BM2 CGCCCGTCGCACCTACCGATTGAATGACTCGGTGAAACATTGGGACTGCGAAGAATCTTGCTTTATTGCGAGCGTTTTTGTGGGAACTTTAGTAAACCTATTCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCChromista Oomycota Peronosporea Saprolegniales Haliphthoraceae Haliphthoros Target 16 269 227 251 110 223 228 121 134 90 108 95 82 144 140 98 99
IM-LHMN19 CGCCCGTCGCTACTACCGATTGAGCATTAGGGTGAAATCTTCGGACCGTGGCATACTTCTGGCTTAGCCAGTCTTTGTCCGTGGGAGGTCGCTTAAATCCTGATGCTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCChromista Picozoa Picomonadea Picomonadida Picomonadidae Picomonas Picomonas judraskeda Not found Target There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.16 271 396 389 110 373 260 144 183 153 161 126 137 166 230 142 135
IM-3LI654 CGCCCGTCGCTACTACCGATTGAATAACAGGGTGAAATCTTCGGACTGTGGCAATTCTATGGCCTAGCCATACTTTGTCCGTGGGAGGTCGCTTAAATCCTGTTATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCChromista Picozoa Target There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.16 29 47 53 17 43 36 23 15 11 20 18 15 21 24 17 13
IM-T80FT4 CGCCCGTCGCTACTACCGATTGAACAACAGGGTGAAATCTTCGGACCGTGGCATTCTTAAGGCCTAGCCTTTCTGTGTCCGTGGGAGGTCGCTTAAATCCTGTTGTTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCChromista Target 16 138 173 140 54 146 142 82 94 51 89 60 68 99 128 53 56
IM-6ZTA9E CGCCCGTCGCTCCTACCGATTGAATGGTCCGGTGAATTCTTCGGATTGTGCGCAGCAATGGTTCGCCTGCGCTGTGCGCGAGAAGTTGAATAAACCTTATCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Target 5 15 11 - - 16 - - 11 - - - - - 13 - -
IM-07UX12 CGCCCGTCGCTCCTACCGATTGAGTGATCCGGTGAATCATTCGGACCGCAGCAGAACTCAGTTCCTGGGAGCTGCAGCGGGAAGTTTCGTGAACCTTATCACTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCChromista Target 6 15 20 - - 11 12 - 11 - - 11 - - - - -
IM-CH02X1 CGCCCGTCGCTCCTACCGATTGGATGTGCTGGTGAAGTGTTGGGATTGGTTCCTTTTGGTGGCAACACCGATTGGAGCCGAGAACAACATTGAACCCTCCCATCTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCPlantae Chlorophyta Chlorophyceae Target 1 - - - - - - - - - - - - - 11 - -
IM-FSGJ12 CGCCCGTCGCTCCTACCGATTGAATGGTCCGGTGAAGCGTTCGGACTATGACTCTCTGACGGTTCGCCGTCTAAGTGTCGTGGGAAGTTCGTTGAACCTTATCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCPlantae Chlorophyta Mamiellophyceae Mamiellales Bathycoccaceae Bathycoccus Bathycoccus prasinos Not found Target 16 119 121 145 52 133 87 93 48 76 49 33 32 75 74 30 35
IM-UH301I CGCCCGTCGCTCCTACCGATTGAATGGTCCGGTGAAATGTTCGGACCGCGGCCTCATTGCGGTTCGCCGCCGTTTGGCTGTGGGAAGTTCGTTAAACCTTATCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCPlantae Chlorophyta Mamiellophyceae Mamiellales Mamiellaceae Micromonas Micromonas pusilla Not found Target 16 38 37 35 15 40 25 19 21 12 18 10 15 18 27 17 22
IM-455OF2 CGCCCGTCGCTCCTACCGATTGAATGGTCCGGTGAAGCGCTCGGACCGCGGCCTCTTGACGGTTCGCCGTCGATTGGCTGTGGGAAGTTCGTTAAACCTTATCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCPlantae Chlorophyta Mamiellophyceae Mamiellales Mamiellaceae Micromonas Target 16 219 224 204 79 196 166 124 92 91 75 68 64 120 112 73 79
IM-G242M1 CGCCCGTCGCTCCTACCGATTGAATGTGCTGGTGAGGAGTCCGGATGATGGGCGGGTGGCGGTCCGCCGCCGTCCGCCCGTCAGAAGTTCTTCAAACCCTCGCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCPlantae Chlorophyta Nephroselmidophyceae Nephroselmidales Nephroselmidaceae Nephroselmis Nephroselmis pyriformis Not found Target 1 - - - - - 14 - - - - - - - - - -
IM-8P91DR CGCCCGTCGCTCCTACCGATTGAATGGTCCGGTGAAATGTTCGGACCGCCGCGAAACGGACGGTTCGCCGTCAGCTTCGCAGTGGGAAGTTCATTAAACCTTATCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCPlantae Chlorophyta Prasinophyceae Pyramimonadales Pyramimonadaceae Pyramimonas Pyramimonas australis Not found Target 7 13 16 - - 12 17 - 10 - 11 - - 11 - - -
IM-61NE08 CGCCCGTCGCTCCTACCGATTGAATGGTCCGGTGAAATGTTCGGATCGCGGCAAGTCGGACGGGTAACCGTCAGGTTCGCTGCGAGAAGTTCATTAAACCTTATCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCPlantae Chlorophyta Prasinophyceae Pyramimonadales Pyramimonadaceae Pyramimonas Pyramimonas disomata Not found Target 16 469 268 246 172 456 274 196 256 186 140 101 139 236 292 154 175
IM-38H3W0 CGCCCGTCGCTCCTACCGATTGGGTGTGCTGGTGAAATGTTCGGATCGGCCGTTTGTCGCGGTTTCCGCGGCTCGTGGCTGAGAAGTTCATTAAACCCTCCCACCTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCPlantae Chlorophyta Trebouxiophyceae Chlorellales Chlorellaceae Nannochloris Target 4 - - - - - - - - - - - - 41 18 13 16
IM-7PDU08 CGCCCGTCGCTCCTACCGATTGGGTGTGCTGGTGAAGCGTTCGGATTGGCGTTAGTGGGCGGTTTTCCGCCTCCTCTCGCTGAGAAGTTCGTTAAACCCTCCCACCTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCPlantae Chlorophyta Target 1 - - - - - - - - - - - - - 10 - -
IM-OQRN68 CGCCCGTCGCTCCTACCGATGTTTGGTCCGGTGAAATCTTAGGATTCGTGGCATGCGCTCGTCGGCTCTTTCGGGGGAAGGTGAGTTTGCCGTGGAGAATTTGAGTAAACCTTGCCAAATAGAGGAAGGAGAAGTCGTAACAAGGTATTCProtozoa Amoebozoa Lobosa Amoebida Paramoebidae Paramoeba Target 15 42 32 41 24 36 32 16 18 19 17 - 15 13 25 14 12
IM-NA37NJ CGCCCGTCGCTACTACCGATTGAATGATTTTGTGAGGTCTCGGGATCAGCCGTTACCAACCAGGCAACTGGTTAGTTTTGGCAGAGAACTTGCACAAACATGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCProtozoa Choanozoa Choanoflagellatea Choanoflagellida Acanthoecidae Bicosta Bicosta minor Not found Target There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.13 20 27 33 - 22 - 11 14 14 - 12 13 22 10 10 10
IM-6V55K1 CGCCCGTCGCTACTACCGATCGAATGGTTTAGTGAGACCTCGGGATCAGCCTCTGGCACTGGGCAACTAGAGCCTAAGGCAGAGAACTTGGTCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCProtozoa Choanozoa Choanoflagellatea Choanoflagellida Acanthoecidae Calliacantha Calliacantha natans Not found Target There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.16 80 84 77 47 74 71 32 45 37 39 27 34 43 38 33 30
IM-BE9K5I CGCCCGTCGCTACTACCGATCGAATGGTTTAGTGAGATCTCGGGACTGGCACTGGGGAGCTGGCAACAGCTCGCTTGAGCCGGGAACTTGCTCAAACTTGATCATTTAGAGGAAGTAAAAGTCGTAACAAGGTTTCCProtozoa Choanozoa Choanoflagellatea Choanoflagellida Acanthoecidae Diaphanoeca Diaphanoeca undulata Not found Target There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.16 87 98 112 37 69 73 55 38 37 52 54 35 51 45 35 39
IM-1WC039 CGCCCGTCGTTGCTACTGATTGGCTGTAGGGTAGAGGTCGGCGGATCTCGACCGTTTGGGGCGACCCTTTTGGTTGGGAGAAACCTACCAATATTCTGCAGCTAGAAGAAGCAAAAGTCGTAACAAGGTTGCTProtozoa 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.5 13 13 11 - 13 13 - - - - - - - - - -
IM-A796VG CGCCCGTCGCTCCTACCGATTGAATGACCCGGTGAGGCTTTCGGACTGGCTCAGTGTTCTTGGAAACAAGAGATTGAGCCGGGAAGATATCCTAACCTTGCCATTTAGAGGAAGGAGAAGTCGTAACAAGGTTTCCProtozoa 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.12 14 18 18 13 26 13 - - - 14 12 19 15 13 - 12
IM-8OFJF7 CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAGAATTTCGGACTGTGGCAACGTTGCTTCATTGGAGCGTCGCCGTGGGAAGTTATTCAAACCTTACCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCProtozoa Pirsonia Pirsonia guinardiae Not found Target 14 28 25 14 13 25 25 - 18 16 16 10 - 22 13 14 11
IM-2BW49M CGCCCGTCGCACCTACCGATTGAATGGTCCGGTGAAATCTTCGGATCGCGGTTTGACCCTTCATTGGGACGAACTGCTAAAAGTTGATTAAACCTTGCCATTTAGAGGAAGGTGAAGTCGTAACAAGGTTTCCProtozoa Solenicola Target There is lower support for this taxonomic identification as it is based on fewer than three matches to sequences in the reference database.5 - 14 16 - - 14 - - - 10 - - 10 - - -



Metrics by Sample Table

Sample ID Sample Type
Species Richness 
(number of OTUs)

Number of OTUs named 
at species level

Evolutionary Diversity

CWT23-E- R4-001 Bot Client sample 159 37 13.38
CWT23-E-E13-001 Bot Client sample 156 36 13.34
CWT23-E-E13-001 Top Client sample 159 38 13.42
CWT23-E-E32-001-Bot Client sample 132 26 11.28
CWT23-E-E32-001-Top Client sample 156 36 13.59
CWT23-E-E7-001-Bot Client sample 151 34 12.76
CWT23-E-E7-001-Top Client sample 127 30 10.62
CWT23-E-M1-001-Bot Client sample 141 31 11.84
CWT23-E-M1-001-Top Client sample 123 29 10.31
CWT23-E-M2-001 Bot Client sample 118 29 10.22
CWT23-E-M2-001 Top Client sample 121 31 10.51

CWT23-E-M3-001-Bottom Client sample 119 26 10.17
CWT23-E-M3-001-Top Client sample 141 33 11.56
CWT23-E-R4-001-Top Client sample 136 29 11.67

CWT23-E-W1-001-Bottom Client sample 122 26 10.44
CWT23-E-W1-001-Top Client sample 128 30 10.92



Quality Control Table

Kit ID NMID Sample ID Sample Type Volume Filtered Date Received DNA Amplified Sequencing QC Target OTUs Detected % Target % Non-Target Reported Comment

PSI-01-01743 31727 CWT23-E- R4-001 Bot Client Sample 5000ml 23/5/23 Yes Yes Yes 100 0 Yes Sample reported
PSI-01-01756 31723 CWT23-E-E13-001 Bot Client Sample 5000ml 23/5/23 Yes Yes Yes 100 0 Yes Sample reported
PSI-01-01757 31726 CWT23-E-E13-001 Top Client Sample 5000ml 23/5/23 Yes Yes Yes 100 0 Yes Sample reported
PSI-01-01750 31725 CWT23-E-E32-001-Bot Client Sample 5000ml 23/5/23 Yes Yes Yes 100 0 Yes Sample reported
PSI-01-01744 31724 CWT23-E-E32-001-Top Client Sample 5000ml 23/5/23 Yes Yes Yes 100 0 Yes Sample reported
PSI-01-01748 31729 CWT23-E-E7-001-Bot Client Sample 5000ml 23/5/23 Yes Yes Yes 100 0 Yes Sample reported
PSI-01-01749 31722 CWT23-E-E7-001-Top Client Sample 5000ml 23/5/23 Yes Yes Yes 100 0 Yes Sample reported
PSI-01-01751 31719 CWT23-E-M1-001-Bot Client Sample 5000ml 23/5/23 Yes Yes Yes 100 0 Yes Sample reported
PSI-01-01753 31717 CWT23-E-M1-001-Top Client Sample 5000ml 23/5/23 Yes Yes Yes 100 0 Yes Sample reported
PSI-01-01746 31718 CWT23-E-M2-001 Bot Client Sample 5000ml 23/5/23 Yes Yes Yes 100 0 Yes Sample reported
PSI-01-01759 31720 CWT23-E-M2-001 Top Client Sample 5000ml 23/5/23 Yes Yes Yes 100 0 Yes Sample reported
PSI-01-01761 31714 CWT23-E-M3-001-Bottom Client Sample 5000ml 23/5/23 Yes Yes Yes 100 0 Yes Sample reported
PSI-01-01762 31721 CWT23-E-M3-001-Top Client Sample 5000ml 23/5/23 Yes Yes Yes 100 0 Yes Sample reported
PSI-01-01742 31728 CWT23-E-R4-001-Top Client Sample 5000ml 23/5/23 Yes Yes Yes 100 0 Yes Sample reported
PSI-01-01758 31716 CWT23-E-W1-001-Bottom Client Sample 5000ml 23/5/23 Yes Yes Yes 100 0 Yes Sample reported
PSI-01-01755 31715 CWT23-E-W1-001-Top Client Sample 5000ml 23/5/23 Yes Yes Yes 100 0 Yes Sample reported
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Thank you for choosing NatureMetrics 

Your Nature Intelligence Partner 

Welcome to your report 

Marine water invertebrates (COI gene): this provides a broad test for invertebrates. Groups typically 

detected include crustaceans, tunicates, jellyfish, cnidarians, annelids, molluscs, echinoderms, and 
sponges. While there is some overlap with the Marine water eukaryotes test, in terms of groups 

detected, the Marine water invertebrates test provides more identifications to species level. 

Your report consists of: 

This document: Providing you with our world class insights and metrics. 

Data Tables: Accompanying spreadsheet with results at the individual sample level: species detected, 

metrics and quality control: NM-RNQ470.SO01574.Invertebrates.Results.xlsx 

• Data Description 

• Species Data Table: Percentages 

• Species Data Table: Read Counts  

• Metrics by Sample Table 

• Quality Control Table  

Throughout the report you’ll see reference to ‘OTU’. This stands for Operational Taxonomic Unit; an 
OTU is broadly equivalent to a species in most cases. 

Executive Summary 

Field Samples submitted: 

Field Samples reported: 

Field Blanks submitted: 

Species Richness: 

Average Species Richness per sample: 

Total number of IUCN Red List Species: 

Total number of Invasive Species:  

16  

15 

0 

33 

12 

0 

0 

Reported samples are those that passed Quality Control and are included  

in the Species Data Table 

Please be careful when sharing this report, it contains biodiversity information that may be sensitive, 
particularly with respect to endangered or protected species. Please share responsibly.  
If the report is shared, we kindly ask that the report is shared in its entirety - to limit the possibility of 

any information being taken out of context.  

New to our reports? Our Report Interpretation Guide is here to help:   

www.naturemetrics.co.uk/report-interpretation-guide 

Something exciting or unexpected that you’d like to discuss further, our team of experts are 

looking forward to speaking with you: www.naturemetrics.com/contact 

http://www.naturemetrics.co.uk/report-interpretation-guide
http://www.naturemetrics.com/contact/
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Taxonomic Composition  
 

 This chart provides a view of the species detected in your samples and their taxonomic relationship, 

(names on the same branch are more similar than those on different branches). The chart is structured 

with the highest taxonomic rank at the centre (e.g., kingdom, phylum, class), moving through the ranks 

of order, family, genus, species as you move to the outer edge. Note that the centre and outer ranks will 

change depending on the test applied and the number of species detected. The legend in the bottom 

right of the chart indicates how to relate the colour in the branches to the number of species. The colour 

scale goes from grey - indicating very few species, to blue - indicating a lot of species. Abbreviations: 

“sp.” = species, “gen.” = genus, “fam.” = family, “ord.” = order “cls.” = class, “phy.” = phylum. 
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Taxonomic Resolution  

This table provides the number of OTUs detected and the percentage of OTUs identified to each 

taxonomic level.   

Number of OTUs Phylum Class Order Family Genus Species 

33 100% 100% 96.97% 87.88% 72.73% 69.70% 

Want to increase the number of species named to species level? If you have specimens of species you 
have identified, we can sequence the DNA and add the species to our reference databases. We will then 
be able to enhance the reference library and report if the species is detected. Please contact us about 
this service and we can send you our barcoding kits, but note that we only offer these kits for fish and 

amphibians. 

IUCN Red List Species 

These are the IUCN (International Union for Conservation of Nature) Red List species detected in your 

samples. These are detected species that are designated as one of the IUCN Red List Threatened 

Categories (Vulnerable, Endangered and Critically Endangered). An increase in the number of 
threatened species is generally associated with a positive trend in biodiversity or habitat 

condition. Note that both Target Species and Non-Target Species are listed in this section. 

No species designated Vulnerable, Endangered or Critically Endangered were detected in the samples. 

The Data Tables contain further information for all species, including their designations as Least 

Concern or Near Threatened status. 

Invasive Species 

These are Invasive species detected in your samples. These species are invasive according to the 

Global Register of Introduced and Invasive Species (GRIIS) in the country where sampling occurred. 

GRIIS is an IUCN Invasive Species Specialist Group initiative. The Convention on Biological Diversity 

defines an invasive species as one whose introduction and/or spread threatens biological diversity. An 
increase in the number of invasive species is generally associated with enhanced pressures at your site 
and reduced resilience of the native community. Please note: this label is only available for animals; 

and GRIIS lists marine species as invasive for a country, even if the species is known to be invasive in 
only one marine area bordering the country. Note that both Target Species and Non-Target Species 

are listed in this section. 

No invasive species were detected in the samples. 

 

Depending on completeness of reference databases for the region where you sampled, some OTUs 
may not match to a reference at species level. Global DNA reference databases contain millions of 

barcodes, but gaps remain, particularly in regions and taxonomic groups that are more diverse and 
less studied. Coverage is expected to improve over time and data tables can be updated to include 

new information at a future date. 
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Community Composition 

This chart lists the species found in each sample. A bubble means a species was detected in that 
sample. Note that where multiple OTUs were matched to the same species (or the same higher 
taxonomic level), the data has been summarised into a single row on the chart. The chart displays at 

species level, unless the number of species is too great to display clearly in the document. In this case, 

the chart displays at a higher taxonomic level and the full species level chart is provided as an appendix. 
Abbreviations: “sp.” = species, “gen.” = genus, “fam.” = family, “ord.” = order “cls.” = class, “phy.” = 
phylum. 

The size of the bubbles represents the proportion of DNA sequences within a sample. A larger bubble 
size can indicate a stronger eDNA signal. This signal may be linked to abundance of species in the 

environment but should be interpreted only as a coarse measure because the signal is also impacted 

by biological (e.g., biomass, life stage, activity, body condition), environmental (e.g., temperature, pH, 
salinity, conductivity), and technical factors (e.g., primer bias, PCR stochasticity). 
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Looking for something more? 

We also offer comparative reporting. This includes statistical comparison of metrics and 
communities according to categories that you define. For instance, these might include waterbody, 

Site, Management Regime, or anything else that is a focus of your project. Please contact us for 
further details.  

 
 
 

END OF REPORT 

__________________________________________________________________________________ 

Contact: Customer Support Helpdesk 
 www.naturemetrics.com/contact 

 

https://naturemetrics.atlassian.net/servicedesk/customer/portal/14
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Thank you for choosing NatureMetrics 

Your Nature Intelligence Partner 

Welcome to your report 

Marine water fish (excl. sharks and rays) (12S gene): this provides a targeted test for fish. It is the best 
test for ray-finned fishes (Actinopterygii) such as tuna, seahorses, gobies, cichlids, flatfish, wrasse, 
perch, anglerfish and pufferfish. It does not perform as well for detecting sharks and rays. 

Your report consists of: 

This document: Providing you with our world class insights and metrics. 

Data Tables: Accompanying spreadsheet with results at the individual sample level: species detected, 
metrics and quality control: NM-GJI301.SO01574.Fish.Results.xlsx 

• Data Description 

• Species Data Table: Percentages 

• Species Data Table: Read Counts  

• Metrics by Sample Table 

• Quality Control Table  

Throughout the report you’ll see reference to ‘OTU’. This stands for Operational Taxonomic Unit; an 
OTU is broadly equivalent to a species in most cases. 

Executive Summary 

Field Samples submitted: 

Field Samples reported: 

Field Blanks submitted: 

Species Richness: 

Average Species Richness per sample: 

Total number of IUCN Red List Species: 

Total number of Invasive Species:  

3  

3 

0 

5 

3 

1 

0 

Reported samples are those that passed Quality Control and are included  

in the Species Data Table 

Please be careful when sharing this report, it contains biodiversity information that may be sensitive, 

particularly with respect to endangered or protected species. Please share responsibly.  
If the report is shared, we kindly ask that the report is shared in its entirety - to limit the possibility of 

any information being taken out of context.  

New to our reports? Our Report Interpretation Guide is here to help:   

www.naturemetrics.co.uk/report-interpretation-guide 

Something exciting or unexpected that you’d like to discuss further, our team of experts are 
looking forward to speaking with you: www.naturemetrics.com/contact 

http://www.naturemetrics.co.uk/report-interpretation-guide
http://www.naturemetrics.com/contact/
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REPORT 

 

Taxonomic Composition  
 

This chart provides a view of the species detected in your samples and their taxonomic relationship, 

(names on the same branch are more similar than those on different branches). The chart is structured 

with the highest taxonomic rank at the centre (e.g., kingdom, phylum, class), moving through the ranks 

of order, family, genus, species as you move to the outer edge. Note that the centre and outer ranks will 

change depending on the test applied and the number of species detected. The legend in the bottom 

right of the chart indicates how to relate the colour in the branches to the number of species. The colour 

scale goes from grey - indicating very few species, to blue - indicating a lot of species. Abbreviations: 

“sp.” = species, “gen.” = genus, “fam.” = family, “ord.” = order “cls.” = class, “phy.” = phylum. 

 

This chart is not shown for this dataset as there were fewer than 10 target OTUs detected that had 

unique taxonomic lineages. 
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Taxonomic Resolution  

This table provides the number of OTUs detected and the percentage of OTUs identified to each 

taxonomic level.   

Number of OTUs Phylum Class Order Family Genus Species 

5 100% 100% 100% 100% 80% 80% 

Want to increase the number of species named to species level? If you have specimens of species you 
have identified, we can sequence the DNA and add the species to our reference databases. We will then 
be able to enhance the reference library and report if the species is detected. Please contact us about 
this service and we can send you our barcoding kits, but note that we only offer these kits for fish and 

amphibians. 

IUCN Red List Species 

These are the IUCN (International Union for Conservation of Nature) Red List species detected in your 

samples. These are detected species that are designated as one of the IUCN Red List Threatened 

Categories (Vulnerable, Endangered and Critically Endangered). An increase in the number of 
threatened species is generally associated with a positive trend in biodiversity or habitat 

condition. Note that both Target Species and Non-Target Species are listed in this section. 

Species Common name Threat Status 

Melanogrammus aeglefinus Haddock Vulnerable 

Number of species  1 

 

The Data Tables contain further information for all species, including their designations as Least 

Concern or Near Threatened status. 

  

Depending on completeness of reference databases for the region where you sampled, some OTUs 
may not match to a reference at species level. Global DNA reference databases contain millions of 

barcodes, but gaps remain, particularly in regions and taxonomic groups that are more diverse and 
less studied. Coverage is expected to improve over time and data tables can be updated to include 

new information at a future date. 
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Invasive Species 

These are Invasive species detected in your samples. These species are invasive according to the 
Global Register of Introduced and Invasive Species (GRIIS) in the country where sampling occurred. 
GRIIS is an IUCN Invasive Species Specialist Group initiative. The Convention on Biological Diversity 

defines an invasive species as one whose introduction and/or spread threatens biological diversity. An 

increase in the number of invasive species is generally associated with enhanced pressures at your site 
and reduced resilience of the native community. Please note: this label is only available for animals; 
and GRIIS lists marine species as invasive for a country, even if the species is known to be invasive in 

only one marine area bordering the country. Note that both Target Species and Non-Target Species 

are listed in this section. 

No invasive species were detected in the samples. 

 

Community Composition 

This chart lists the species found in each sample. A bubble means a species was detected in that 

sample. Note that where multiple OTUs were matched to the same species (or the same higher 
taxonomic level), the data has been summarised into a single row on the chart. The chart displays at 

species level, unless the number of species is too great to display clearly in the document. In this case, 

the chart displays at a higher taxonomic level and the full species level chart is provided as an appendix. 

Abbreviations: “sp.” = species, “gen.” = genus, “fam.” = family, “ord.” = order “cls.” = class, “phy.” = 
phylum. 

The size of the bubbles represents the proportion of DNA sequences within a sample. A larger bubble 

size can indicate a stronger eDNA signal. This signal may be linked to abundance of species in the 
environment but should be interpreted only as a coarse measure because the signal is also impacted 
by biological (e.g., biomass, life stage, activity, body condition), environmental (e.g., temperature, pH, 

salinity, conductivity), and technical factors (e.g., primer bias, PCR stochasticity). 
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Looking for something more? 

We also offer comparative reporting. This includes statistical comparison of metrics and 
communities according to categories that you define. For instance, these might include waterbody, 
Site, Management Regime, or anything else that is a focus of your project. Please contact us for 

further details.  
 

 
 
END OF REPORT 

__________________________________________________________________________________ 

Contact: Customer Support Helpdesk 

 www.naturemetrics.com/contact 

 

https://naturemetrics.atlassian.net/servicedesk/customer/portal/14
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Thank you for choosing NatureMetrics 

Your Nature Intelligence Partner 

Welcome to your report 

Marine water mammals (16S gene): this provides a targeted test for aquatic and semi-aquatic 

mammals. Results can also include detections of terrestrial mammals from nearby land masses. The 

use of this test reduces the risk of mammal eDNA detection being obscured by an abundance of fish 
eDNA. This can occur in marine environments when using the Marine water vertebrate test. 

Your report consists of: 

This document: Providing you with our world class insights and metrics. 

Data Tables: Accompanying spreadsheet with results at the individual sample level: species detected, 
metrics and quality control: NM-OLB647.SO01574.Mammals.Results.xlsx 

• Data Description 

• Species Data Table: Percentages 

• Species Data Table: Read Counts  

• Metrics by Sample Table 

• Quality Control Table  

Throughout the report you’ll see reference to ‘OTU’. This stands for Operational Taxonomic Unit; an 

OTU is broadly equivalent to a species in most cases. 

Executive Summary 

Field Samples submitted: 

Field Samples reported: 

Field Blanks submitted: 

Species Richness: 

Average Species Richness per sample: 

Total number of IUCN Red List Species: 

Total number of Invasive Species:  

3  

0 

0 

0 

0 

0 

0 

Reported samples are those that passed Quality Control and are included  

in the Species Data Table 

Please be careful when sharing this report, it contains biodiversity information that may be sensitive, 
particularly with respect to endangered or protected species. Please share responsibly.  
If the report is shared, we kindly ask that the report is shared in its entirety - to limit the possibility of 

any information being taken out of context.  

New to our reports? Our Report Interpretation Guide is here to help:   

www.naturemetrics.co.uk/report-interpretation-guide 

Something exciting or unexpected that you’d like to discuss further, our team of experts are 

looking forward to speaking with you: www.naturemetrics.com/contact 

http://www.naturemetrics.co.uk/report-interpretation-guide
http://www.naturemetrics.com/contact/
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Occasionally data from samples can be inconclusive. Unfortunately, on this occasion, all samples 

returned inconclusive results due to the following reasons: 
 

• Target species were not detected in any of the samples.  
 

Inconclusive results may occur because target DNA was not detected, DNA was degraded, or PCR (a 

crucial part of the lab process) was inhibited. Common reasons for inconclusive results include samples 
being stored in suboptimal conditions for too long prior to transit, such as excess exposure to sunlight 
or excessive heat. For more information on how to avoid inconclusive results, please visit our guidance 
at: www.naturemetrics.co.uk/protocols/avoid-inconclusive-results  If you would like to discuss further, 

please contact us: www.naturemetrics.co.uk/contact 
 
 

The accompanying Data Tables spreadsheet provides results at the individual sample level, including 
a QC table which indicates at which step the samples were deemed inconclusive: NM-

OLB647.SO01574.Mammals.Results.xlsx 

 

 

Looking for something more? 

We also offer comparative reporting. This includes statistical comparison of metrics and 

communities according to categories that you define. For instance, these might include waterbody, 
Site, Management Regime, or anything else that is a focus of your project. Please contact us for 

further details.  
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Contact: Customer Support Helpdesk 

 www.naturemetrics.com/contact 
 

 

 

 

 

 

 

 

 

http://www.naturemetrics.co.uk/protocols/avoid-inconclusive-results
http://www.naturemetrics.co.uk/contact
https://naturemetrics.atlassian.net/servicedesk/customer/portal/14


Quality Control Table

Kit ID NMID Sample ID Sample Type Volume Filtered Date Received DNA Amplified Sequencing QC Target OTUs Detected % Target % Non-Target Reported Comment

PSI-01-01753 31717 CWT23-E-M1-001-Top Field Sample 5000ml 23/05/23 Yes No N/A N/A N/A No Data QC failed, no species reported
PSI-01-01759 31720 CWT23-E-M2-001 Top Field Sample 5000ml 23/05/23 Yes No N/A N/A N/A No Data QC failed, no species reported
PSI-01-01749 31722 CWT23-E-E7-001-Top Field Sample 5000ml 23/05/23 Yes No N/A N/A N/A No Data QC failed, no species reported


