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GTLS

BACTERIA (394,932)
SPECIES
GENUS I ' 0,153
FAMILY D 4,264
ORDER [l 1,624
CLASS [ 488
PHYLUM B 161

Browsers

https://gtdb.ecogenomic.org/

Tools Downloads Statistics Forum

*** GTDB Release 214 is now available & download files ***

*** GTDB-Tk for R214 will follow next week X ***

80,789

Concatenated protein phylogenies

BEARER

NCBI Assembly DB/ 54/ LER 5 (X EN 1S

Isolate+MAG

THE UNIVERSITY
% OF QUEENSLAND
AUSTRALIA

Welcome to GTDB

GENOME TAXONOMY DATABASE

402,709 genomes
Release 08-RS214 (28th April 2023)

All Fields ¥

NCBI ID, organism...

Australian
Centre for
Ecogenomics

20 @ PHYLUM
60 [l CLASS
148 Ml ORDER

508 I ALY
1,586 I GE\US
4,416 I SPECIES

ARCHAEA (7,777)



https://gtdb.ecogenomic.org/

https://gtdb.ecogenomic.org/ 2024
GTDB Browsers Downloads Statistics Forum Help All Fields ¥ Advanced

*** GTDB Release 220 is now available & download files ***

*** GTDB-Tk has been updated to use the R220 taxonomy from v2.4.0 ***

BACTERIA (584,382)
GENUS I 03112 Ecogenomics
FAMILY [ 4,870
ORDER [ 1,840

CLASS @538
PHYLUM B 175

- Concatenated protein phylogenies GTDB-Tk%

- BEAREFH Sourmash$
« NCBI Assembly DBD 54/ L B2 5l (X BN 1S CheckM%
- Isolate EMAG/SAG M F9F#d D EHHNDT,

Welcome to GTDB E*ﬁ'éﬂf: ‘5
GENOME TAXONOMY DATABASE =~ Mac##rix

PYUEL
596,859 genomes
Release 09-RS220 (24th April 2024)

-BEE Dversion&E LR TH / LHYI20 50
‘Phylum(E 131550, GenusldZ4FJE. Species(&2.8 5 1SN

19 @ PHYLUM
64 [ CLASS
166 [l ORDER

564 I FAMILY
% IHE UNIVERSITY 1,547 SN CE\US
OF QUEENSLAND 566 I P S
AUSTRALIA ARCHAEA (12,477)



https://gtdb.ecogenomic.org/
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MGnify EBI, EU | © O
Microbiome Datahub NIG, Japan https://mdatehuborel - () @)
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https://microbedb.jp/
https://mdatahub.org/

Microbiome Datahub® 4 D UI

Microbiome
Datahub

Document

https://mdatahub.org

PROJECT GENOME

10/ 218653

(—] Select

Candidatus Thermoplasmatota archaeon GCA_029762495.1

(@)l Date Created v

Download v

Candidatus Thermoplasmatota archaeon

Environment  Candidatus Thermoplasmatota archaeon Host taxon BioSamples 1  Datasize (GB) 0.515 MB

Date Created 2023-04-16

D Environment  Candidatus Thermoplasmatota archaeon Host taxon BioSamples 1  Data size (GB) 0.53 MB
Date Created 2023-04-16
Methanocalculus sp. GCA 0297625151
[:] Environment  Methanocalculus sp. Host taxon BioSamples 1  Data size (GB) 0.67 MB
Date Created 2023-04-16
GCA_029762525.1

Candidatus Thermoplasmatota archaeon GCA_029762535.1

Environment  Candidatus Thermoplasmatota archaeon Host taxon BioSamples 1  Datasize (GB) 0.847 MB

Date Created 2023-04-16

Candidatus Thermoplasmatota archaeon GCA_0297625715.1

Environment  Candidatus Thermoplasmatota archaeon Host taxon BioSamples 1  Datasize (GB) 0.453 MB

Date Created 2023-04-16


https://mdatahub.org/

Microbiome DatahublZH(TAMAGDIEET7 /T— 3>

MAGAYEHEL 1=
AR ) LT —4
MAG (BioSample/BioProject) Metagenome reads
[ INsDC mAG [ —> [ INSDCDRAsra |
v v
DFAST sratoolkit
v
DFAST QC Elmanzalawi M. et al. fastp

(CheckM2 & GTDB-Tk) | biorXiv 2024 <
Y sourmash

GTDB
Annotated MAG v
(gene, proteins, / Taxonomic /
composition

taxon)
215 MAGs 25 5 BioSamples
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https://www.biorxiv.org/content/10.1101/2024.07.22.604526v1
https://www.biorxiv.org/content/10.1101/2024.07.22.604526v1

Microbiome Datahubl=&(+35215MAGD N ER
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100%
90%
80%
70%
60%
50%
40%
30%
20%
10%

0%

RefSeq

B Pseudomonadota
m Actinomycetota

m Campylobacterota
B Myxococcota

W Thermoplasmatota
m Verrucomicrobiota

m Others

Phylum

100%
90%
80%
70%
60%
50%
40%
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0%

Genus

GTDB Mdatahub RefSeq GTDB Mdatahub

W Bacillota B Pseudomonas W Streptococcus W Escherichia W Staphylococcus

W Bacteroidota m Salmonella m Bacillus m Streptomyces m Klebsiella

m Patescibacteria W Xanthomonas W Mycobacterium  m Prevotella m Cryptobacteroides
W Halobacteriota(Eury archaeota) M Lactobacillus H Collinsella Bacteroides W Enterococcus

m Cyanobacteriota m Listeria Campylobacter ~ m Adnetobacter m Vibrio

m Chloroflexota H Others

RefSeqE Bt F31 57 /LT —2DAR
Escherichia: 3.5 . Klebsiella: 2.3 . Staphylococcus: 273 .
Streptococcus: 1.8 /5. Pseudomonas: 1.573 . Salmonella: 1.2 7 .

Acinetobacter: 1.5

RefSeqIfREE N EAD =

MU EZFELHOD
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Microbiome Datahub® MAGHR &

Microbiome
Datahub

https://mdatahub.org

PROJECT GENOME

10/ 218653

(—] Select

O

Candidatus Thermoplasmatota archaeon GCA_029762495.1

Environment  Candidatus Thermoplasmatota archaeon Host taxon BioSamples 1  Datasize (GB) 0.53 MB

Date Created 2023-04-16

(@)l Date Created v

Download v

Methanocalculus sp. GCA_029762515.1

Environment  Methanocalculus sp. Host taxon BioSamples 1  Data size (GB) 0.67 MB

Date Created 2023-04-16

Candidatus Thermoplasmatota archaeon GCA_029762525.1

Environment  Candidatus Thermoplasmatota archaeon Host taxon BioSamples 1  Datasize (GB) 0.515 MB

Date Created 2023-04-16

Candidatus Thermoplasmatota archaeon GCA_029762535.1

Environment  Candidatus Thermoplasmatota archaeon Host taxon BioSamples 1  Datasize (GB) 0.847 MB

Date Created 2023-04-16

Candidatus Thermoplasmatota archaeon GCA_0297625715.1

Environment  Candidatus Thermoplasmatota archaeon Host taxon BioSamples 1  Data size (GB) 0.453 MB

Date Created 2023-04-16

Document
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https://mdatahub.org/

Microbiome Datahub® MAGHR & https://mdatahub.org

Microbiome
Datahub

Prevotella Q

PROJECT GENOME

5 s

metadata &

Prevotella sp. GCA_0290i
genome sequence &

D Environment ~ Prevotella sp. Host taxon  Alexandromys oeconomus BioSamples 1  Data size (GB) 0.1
gene sequence &

Date Created 2023-03-09
protein sequence &

Prevotella sp. GCA_029050585.1
D Environment  Prevotella sp. Host taxon ~ Microtus arvalis BioSamples 1  Data size (GB) 0.458 MB

Date Created 2023-03-08

Prevotella sp. GCA_029052985.1

D Environment ~ Prevotella sp. Host taxon  Alexandromys oeconomus BioSamples 1  Data size (GB) 0.784 MB

Date Created 2023-03-08

Prevotella sp. GCA_029054825.1
D Environment  Prevotella sp. Host taxon  Apodemus agrarius BioSamples 1  Data size (GB) 0.747 MB

Date Created 2023-03-08

Prevotella sp. GCA_029054915.1

D Environment ~ Prevotella sp. Host taxon  Apodemus agrarius BioSamples 1  Data size (GB) 0.66 MB 15

Date Created 2023-03-08



https://mdatahub.org/

o OB W N =

Microbiome DatahubOMAGHERZEDF O AO—KR§5 R4

MAG metadataffll (tsviiz =)

A
identifier
GCA_029050585.1
GCA_029052985.1
GCA_029054825.1
GCA_029054915.1
GCA_029071365.1

Genome sequence, gene sequence, protein sequencefl (fastafiz )

B

organism

Prevotella sp.
Prevotella sp.
Prevotella sp.
Prevotella sp.
Prevotella sp.

(63 D
quality bioproject
2 PRINA725899
3 PRINA725899
3 PRINA725899
3 PRINA725899
3 PRINA725899

Gene sequence

Genome sequence

Protein sequence

E F G H |
biosample species_taxid sansansample_host_organism
SAMN19956079 59823 Pre ## Microtus arvalis
SAMN19955964 59823 Pre ## Alexandromys oeconomus
SAMN19955874 59823 Pre ## Apodemus agrarius
SAMN19955868 59823 Pre ## Apodemus agrarius
SAMN19956450 59823 Pre ## Alexandromys oeconomus

= v [ sequence_cds
v [ GCA_029050585.1
cds.fna
v 7 GCA_029052985.1
cds.fna
v [ GCA_029054825.1
cds.fna
v [ GCA_029054915.1
cds.fna
v [ GCA_029071365.1
- cds.fna
= v [ sequence_genome
v [ GCA_029050585.1
genome.fna
v [ GCA_029052985.1
genome.fna
v [ GCA_029054825.1
genome.fna
v 7 GCA_029054915.1
genome.fna
v [ GCA_029071365.1
- genome.fna
v [ sequence_protein
v [ GCA_029050585.1
protein.faa
v [ GCA_029052985.1
protein.faa
v [ GCA_029054825.1
protein.faa
v [ GCA_029054915.1
protein.faa
v [ GCA_029071365.1
- protein.faa

J|K|L M

sesesésample_host_location
Lithuania: Vilnius
Lithuania: Vilnius
Lithuania: Vilnius
Lithuania: Vilnius
Lithuania: Vilnius

N O 2

s¢s¢ Total Sequence Length (bp) Number of Sequences LongeN50 GCcontent (%)

"{"

~—~ o m —

$H 6:44
$H 6:44
20234 9H9H 3:52
<H 6:44
20234 9H9H 3:53
$H 6:44
20234 9H9H 3:53
$H 6:44
20234 9H9H 3:53
SH 6:44
20234 9H9H 3:58
$H 6:42
4$H 6:42
20234 9H9H 3:52
$H 6:42
2023 9H9H 3:53
$H 6:42
20234 9H9H 3:53
%H 6:42
20234 9H9H 3:53
$H 6:42
20234 9H9H 3:58
$H 6:44
<H 6:44
20234 9H9H 3:52
$H 6:44
20234 9H9H 3:53
$H 6:44
20234 9H9H 3:53
<H 6:44
2023%9H9H 3:53
$H 6:44
20234 9H9H 3:58
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2283067
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Q
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NCBI Datasets https://www.ncbi.nlm.nih.gov/datasets/genome/
m National Library of Medicine

National Center for Biotechnology Information

Q, Search NCBI ...

NCBI Datasets Taxonomy Genome Gene Command-line tools Documentation

Genome

Search by taxonomic name or ID, Assembly name, BioProject, BioSample, WGS or Nucleotide accession

Search term

{Enter a search term

Try examples: Homo sapiens GCF_000001405.40 PRJNA489243 SAMN15960293 WFKYO01 GRCh38.p14 NC_000913.3

Genomic data available from NCBI Datasets

Click below to learn more about the genomic data available from NCBI Datasets.

Eukaryota

All Genomes

Archaea

Bacteria

2\ L Total Reference Annotated
m&» Viruses

Q-
o

17


https://www.ncbi.nlm.nih.gov/datasets/genome/

NCBI Datasets https://www.ncbi.nlm.nih.gov/datasets/genome
m National Library of Medicine

National Center for Biotechnology Information

Q, Search NCBI ...

NCBI Datasets Taxonomy Genome Gene Command-line tools Documentation

Genome

Search by taxonomic name or ID, Assembly name, BioProject, BioSample, WGS or Nucleotide accession

Search term

Try examples: Homo sapiens GCF_000001405.40 PRJUNA489243 SAMN15960293 WFKYO01 GRCh38.p14 NC_000913.3

Genomic data available from NCBI Datasets

Click below to learn more about the genomic data available from NCBI Datasets.

%ﬁ‘ Eukaryota
EQ@ y

Archaea

Bacteria

18.64K

Bacteria

750 Viruses Total Reference Annotated .


https://www.ncbi.nlm.nih.gov/datasets/genome/

NCBI Datasets

https://www.ncbi.nlm.nih.gov/datasets/genome/?taxon=2

Q_ Search NCBI ...

NCBI Datasets

Genome

Download a genome data package including genome, transcript and protein sequence, annotation and a data report

Taxonomy Genome

National Library of Medicine

National Center for Biotechnology Information

Gene

Command-line tools

Documentation

Selected taxa
" Bacteria @ Enter one or more taxonomic names X
= Filters v
Download v ‘ Select columns 2,146,700 Genomes Rows perpage = 20 v  1-20 of 2,146,700 )
Assembly GenBank RefSeq Scientific name Modifier Annotation Action
NCBI RefSeq .
ASM694v2 a GCA_000006945.2 GCF_000006945.2 Salmonella enterica subsp. ent...  LT2 (strain) e

o 00 0 o0 0 o0 0O

ASM19595v2 %
AsMmo04v1 %
Asmsgav2 &
Asmssev2 %
Asm24018v2 §%

ASM676v1 &

GCA_000195955.2

GCA_000009045.1

GCA_000005845.2

GCA_000008865.2

GCA_000240185.2

GCA_000006765.1

GCF_000195955.2

GCF_000009045.1

GCF_000005845.2

GCF_000008865.2

GCF_000240185.1

GCF_000006765.1

Mycobacterium tuberculosis H...

Bacillus subtilis subsp. subtilis ...

Escherichia coli str. K-12 substr...

Escherichia coli 0157:H7 str. S...

Klebsiella pneumoniae subsp. ...

Pseudomonas aeruginosa PAO1

H37Rv (strain)

168 (strain)

K-12 substr. MG165...

Sakai substr. RIMD ...

HS11286 (strain)

PAO1 (strain)

Submitter
NCBI RefSeq
Submitter
NCBI RefSeq

Submitter
NCBI RefSeq

Submitter
NCBI RefSeq
Submitter
NCBI RefSeq

Submitter
NCBI RefSeq

Submitter
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https://www.ncbi.nlm.nih.gov/datasets/genome/?taxon=2

NCBI Datasets

https://www.ncbi.nlm.nih.gov/datasets/genome/?taxon=28&mags only=true

Genome

Download a genome data package including genome, transcript and protein sequence, annotation and a data report

Selected taxa

Bacteria Enter one or more taxonomic names

= Filters MAGs

INCLUDE ONLY

[ Reference genomes
[ Annotated genomes

[J Annotated by NCBI RefSeq

[J Annotated by GenBank submitter
Metagenome-assembled genomes (MAGs)
[J From type material

[J From ICTV exemplar

EXCLUDE
[ Atypical genomes

Metagenome-assembled genomes (MAGSs)

[J Genomes from large multi-isolate projects

Download v Select columns

D Assembly GenBank
[J piMetParal.Trichococcus_floc..  GCA_963662535.1
M AsM1318141v1 #4 GCA_013181415.1

SEARCH WITHIN RESULTS
Q

ASSEMBLY LEVEL

contig scaffold chromosome complete

YEAR RELEASED

& &
1980 2024

424,066 Genomes Rows perpage = 20 v  1-20 of 424,066 )

Modifier Annotation Action

659€37ff-3402-402.. : 20
.

S2.4 (isolate) e

RefSeq Scientific name

Trichococcus flocculiformis

GCF_963662535.1

GCF_013181415.1 Ferrovum myxofaciens


https://www.ncbi.nlm.nih.gov/datasets/genome/?taxon=2&mags_only=true

NCBI Datasets https://www.ncbi.nlm.nih.gov/datasets/genome/?taxon=838&mags only=true
Genome

Download a genome data package including genome, transcript and protein sequence, annotation and a data report

Selected taxa

Prevotella Enter one or more taxonomic names

= Filters MAGs A
INCLUDE ONLY SEARCH WITHIN RESULTS
[J Reference genomes Q
[J Annotated genomes
ASSEMBLY LEVEL
Annotated by NCBI RefSe
O y q ° °
ti ffold h let
[J Annotated by GenBank submitter conta seatto ehromosome complete
Metagenome-assembled genomes (MAGSs) YEAR RELEASED
From type material @& @
D H 1980 2024
[J FromICTV exemplar
EXCLUDE
[J Atypical genomes
Metagenome-assembled genomes (MAGS)
[J Genomes from large multi-isolate projects
Download v Select columns | 5,640 Genomes Rows perpage | 20 v = 1-20 of 5,640 >
[J Assembly GenBank RefSeq Scientific name Modifier Annotation Action
NCBI RefSe
D ASM1526260v1 0 GCA_015262605.1 GCF_015262605.1 Prevotella aurantiaca JCVI_44_bin.5 (isol... : 21
Submitter

[Tl 6755_HET_CTRL_contig_661_.. GCA_963931425.1 Prevotella sp. CAG:1058 6755_HET_CTRL_c... :


https://www.ncbi.nlm.nih.gov/datasets/genome/?taxon=838&mags_only=true

NCBI Datasets https://www.ncbi.nlm.nih.gov/datasets/genome/?taxon=838&mags only=true&assembly level=2:3
Genome

Download a genome data package including genome, transcript and protein sequence, annotation and a data report

Selected taxa

Prevotella Enter one or more taxonomic names

= Filters MAGs chromosome+ A

INCLUDE ONLY SEARCH WITHIN RESULTS

[J Reference genomes Q

[J Annotated genomes

ASSEMBLY LEVEL
Annotated by NCBI RefSe
O y q ° °
ti ffold h let
[J Annotated by GenBank submitter coma seatto ehromosome compiete
Metagenome-assembled genomes (MAGs) YEAR RELEASED
From type material w o

D 4 1980 2024

[J From ICTV exemplar

EXCLUDE

[J Atypical genomes

Metagenome-assembled genomes (MAGS)
[J Genomes from large multi-isolate projects
Download v Select columns | 3 Genomes Rows per page = 20 ~ 1-30f 3

[ Assembly GenBank RefSeq Scientific name Modifier Annotation Action
B 6755_HET_CTRL_contig_661_... GCA_963931425.1 Prevotella sp. CAG:1058 6755_HET_CTRL_c... : 22

[[] metabat2_pooled_hifiasm.683_.. GCA_963931275.1 uncultured Prevotella sp. metabat2_pooled_h... :


https://www.ncbi.nlm.nih.gov/datasets/genome/?taxon=838&mags_only=true&assembly_level=2:3

NCBI Datasets https://www.ncbi.nlm.nih.gov/datasets/genome/?taxon=838&mags only=true
Genome

Download a genome data package including genome, transcript and protein sequence, annotation and a data report

Selected taxa

Prevotella Enter one or more taxonomic names

= Filters MAGs N

INCLUDE ONLY SEARCH WITHIN RESULTS

[J Reference genomes Q

[J Annotated genomes

ASSEMBLY LEVEL
Annotated by NCBI RefSe
O y q @ °
ti ffold h let
[ Annotated by GenBank submitter conta seatto ehromosome compiete
Metagenome-assembled genomes (MAGSs) YEAR RELEASED
From type material & B

D /e 1980 2024

[J From ICTV exemplar

EXCLUDE

[J Atypical genomes

Metagenome-assembled genomes (MAGS)

[J Genomes from large multi-isolate projects
| Select columns 5,640 Genomes 5,640 selected Rows perpage = 20 v | 1-20 of 5,640 >
Assembly GenBank RefSeq Scientific name Modifier Annotation Action

NCBI RefSe
ASM1526260v1 & GCA_015262605.1 GCF_015262605.1 Prevotella aurantiaca JCVI_44_bin.5 (isol... : 23
ubmitter

6755_HET_CTRL_contig_661_... GCA_963931425.1 Prevotella sp. CAG:1058 6755_HET_CTRL_c... :


https://www.ncbi.nlm.nih.gov/datasets/genome/?taxon=838&mags_only=true

NCBI Datasets https://www.ncbi.nlm.nih.gov/datasets/genome/?taxon=838&mags only=true

Download Package

5,640 genomes selected for download

Select file source Select file types

O Al Genome sequences (FASTA)
(® RefSeq only [C] Annotation features (GTF)
(O GenBank only [J Annotation features (GFF)
[} Sequence and annotation (GBFF)
Transcripts (FASTA)
Genomic coding sequences (FASTA)
Protein (FASTA)
Sequence report (JSONL)

4 Assembly data report (JSONL)

Your selected data will be downloaded as a ZIP archive

Estimated file size is 977 MB

Name your file

ncbi_dataset.zip

24



https://www.ncbi.nlm.nih.gov/datasets/genome/?taxon=838&mags_only=true

MGnify https://www.ebi.ac.uk/metagenomics/

# EMBL-EBI %, Services & Research & Training © About us Q EMBL-EBI

EMBL-EBI | MGnify -
B

MGhnify % -

Submit, analyse, discover and compare microbiome data

Example searches: Tara oceans, MGYS00000410, Human Gut

Overview Submit data v Text search v Sequence search [ Browse data v About Help v Login
Search by Request analysis of
Text search @ Sequence search @ Submit and/or Request @ Request ©
Name, biome, or keyword Sequence search Your data A public dataset
Or by data type Latest studies
xx Analysis types o Public data =\ EMG produced TPA metagenomics assembly of the
Gut microbial dysbiosis in young adults with obesity
480962  amplicon 5004  studies (...
57629 assemblies 597736 analyses The Gut microbial dysbiosis in young adults with obesity Third Party Annotation
(TPA) assembly was derived from the primary whole genome shotgun (WGS) data
2050 metabarcoding 478810 genomes in 11 set: PRJIEB12123. This project includes samples from the following biomes: Host-

MAG catalogues associated, Hu...

39920 metagenomes . L . . L
=~ -] Oil spill dispersant strategies and bioremediation

2581 metatranscriptomics efficientcy
2 long reads After accidental oil spills to seawater from production or transport facilities the oil
g
assemblies will be spread on the water surface and in the water column, and a number of

weathering processes will appear. Typical operational methods to remove the oil
from ...

Or by sslected blomes € nifH gene in KH-11-10 and KH-13-7 cruises


https://www.ebi.ac.uk/metagenomics/

MGnify https://www.ebi.ac.uk/metagenomics/

Search by

Text search ©

Name, biome, or keyword

Or by data type

XX Analysis types

480962 amplicon

57629 assemblies
2050 metabarcoding
39920 metagenomes

2581 metatranscriptomics

2 long reads

assemblies

Or by selected biomes

Sequence search ©

Sequence search

Merge reads
SeqPrep

Count submitted Morgedoads Tri 5
reads (FastQ) NMireacs:
Trimmomatic
QC filtering

|Processed nucleotide readsl

mOTUs2
taxonomy

Combined gene caller:
— FragGeneScan
— faselector

Paired reads

Single reads

o’ Public data

5004 studies

597736 analyses

478810

genomes in 11

Quality control

MAG catalogues BioPython

Search against a
sequence database
cmsearch

i

Extract coorinates
and sequences
Easel

( Functional annotation )

other ncRNAl

- Lﬁﬁ{g?@can InterProScan KEGG \_I_l \_'_1
!% e : annotation 3
* H hmmscan Classﬁy MapSeq ] .
® ] anﬁg?g:‘ion : [ Visualise — Krona ) :
Human Digestive Aquatic Marine Digestive Y : v v .
(213874) (system ) (51540) (38036) (system) Pfam GO KEGG : 3 SSuU/ LSU/
111024 35543 orthologs SILVA SILVA
imistiad SHmmaty results results
% w ‘1, -é f https //emg-docs. readthedocs |o/en/latest/analv5|s htmI
Plants Soil Skin Wastewater Food
(28859) (25893) (11527) (4358) pr?ducti)on
2923

View all biomes 26
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Overview Search Results Help Contact

hmmsearch

Search our non-redundant protein database using HMMER

Protein database version: 2024 _04
Paste a Sequence | Upload a File

Paste in your sequence or use the example

¥ Sequence subset

Sequence type: All sequences  Full length sequences  Partial sequences

Current database selection:

Full length sequences v

V¥V Cut-Offs

@® E-value O Bit score

Sequence Hit
Significance E-values: | 0.001 g 0.001
Sequence Hit

Report E-values: | 0.1 < 0.1
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Home > Browse >Genomes

Browse MGnify

Super Studies  Studies  Samples  Publications

Biomes

Genome catalogues are biome-specific collections of metagenomic-assembled and isolate genomes. The latest version of each catalogue is shown

on this website. Data for current and previous versions are available on the FTP server.

If you use the MGnify Genomes resource, please cite:

MGnify Genomes: a resource for biome-specific microbial genome catalogues Journal of Molecular Biology (2023) d0i:10.1016/.jmb.2023.168016

Gurbich TA, Almeida A, Beracochea M, Burdett T, Burgin T, Cochrane G, Raj S, Richardson LJ, Rogers AB, Sakharova E, Salazar GA and Finn RD.

Catalogues list  All genomes

Gene search

MAG search

Select a catalogue in the table to browse or search its genomes.

Filter biome

® All root

Biome  CatalogueID$

'o' chicken-gut-v1-0-1
cow-rumen-v1-0-1

& honeybee-gut-v1-0-1

= human-gut-v2-0-2

9 human-oral-v1-0-1

/'\ human-vaginal-v1-0
@ marine-v2-0

& mouse-gut-v1-0

- non-model-fish-gut-v2-0
- pig-gut-v1-0

- zebrafish-fecal-v1-0

Catalogue name $

Chicken Gut v1.0.1

Cow Rumen v1.0.1

Honeybee gut v1.0.1

Unified Human Gastrointestinal

Genome (UHGG) v2.0.2

Human Oral v1.0.1

Human Vaginal v1.0

Marine v2.0

Mouse Gut v1.0

Non-model Fish Gut v2.0

Pig Gut v1.0

Zebrafish Fecal v1.0

Catalogue
version

1.0.1

1.0.1

1.0.1

2.0.2

1.0.1

1.0

2.0

1.0

2.0

1.0

1.0

Species
count$

1322

2729

154

4744

452

280

13223

2847

178

1376

79

Total genomes
count$

13386

5578

627

289232

1225

618

50866

112951

254

3972

101

& Download

Last
Updated $

2024/1/23
2024/1/23
2024/1/23

2024/1/23

2024/1/23
2023/8/15
2024/5/12
2023/12/8
2023/4/26
2022/11/29

28

2022/11/28
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Browse MGnify

Super Studies  Studies  Samples  Publications = Genomes Biomes

Genome catalogues are biome-specific collections of metagenomic-assembled and isolate genomes. The latest version of each catalogue is shown
on this website. Data for current and previous versions are available on the FTP server.

If you use the MGnify Genomes resource, please cite:

MGnify Genomes: a resource for biome-specific microbial genome catalogues Journal of Molecular Biology (2023) doi:10.1016/j.jmb.2023.168016
Gurbich TA, Almeida A, Beracochea M, Burdett T, Burgin T, Cochrane G, Raj S, Richardson LJ, Rogers AB, Sakharova E, Salazar GA and Finn RD.

Catalogues list ~ Allgenomes Gene search  MAG search

Search for genomes across all catalogues.

Filter
Genomes (552) Prevotella | | & Download I
Biome Accession $ Catalogue Type Taxonomy
? MGYG000411028 mouse-gut-v1-0 MAG Prevotella rodentium @
? MGYG000410844 mouse-gut-v1-0 MAG Paraprevotella sp910586505 [
: MGYG000409046 mouse-gut-v1-0 MAG Paraprevotella sp910584955 @
j MGYG000348300 mouse-gut-v1-0 MAG Prevotella sp002933775 @
: MGYG000331390 mouse-gut-v1-0 MAG Prevotella sp002265625 @
? MGYG000331388 mouse-gut-v1-0 MAG Alloprevotella sp900542795 o
? MGYG000331371 mouse-gut-v1-0 MAG Prevotella sp000436035°
: MGYG000331314 mouse-gut-v1-0 MAG Prevotella sp900553595 (i}
j MGYG000331239 mouse-gut-v1-0 MAG Prevotella pectinovora @ 29
?" MGYG000330961 mouse-gut-v1-0 MAG Prevotella sp900552675 [
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Browse MGnify

Super Studies  Studies  Samples  Publications Genomes Biomes

Genome catalogues are biome-specific collections of metagenomic-assembled and isolate genomes. The latest version of each catalogue is shown
on this website. Data for current and previous versions are available on the FTP server.

If you use the MGnify Genomes resource, please cite:

MGnify Genomes: a resource for biome-specific microbial genome catalogues Journal of Molecular Biology (2023) doi:10.1016/j.jmb.2023.168016
Gurbich TA, Almeida A, Beracochea M, Burdett T, Burgin T, Cochrane G, Raj S, Richardson LJ, Rogers AB, Sakharova E, Salazar GA and Finn RD.

Catalogues list ~ Allgenomes  Genesearch  MAG search

Search DNA fragments across catalogues Powered by COBS.

This search engine is designed to query short sequence fragments (50-5,000 bp in length) against representative genomes from the catalogues.

Select catalogues to search against

Chicken Gutv1.0.1 x CowRumenv1.0.1 x Honeybee gutv1.0.1 x Unified Human Gastrointestinal Genome (UHGG) v2.0.2 x HumanOralv1.0.1 x Human Vaginalv1.0 x
Marinev2.0 x Mouse Gutvl.0 x Non-model Fish Gutv2.0 x PigGutvl.0 x Zebrafish Fecalv1.0 x

Enter a sequence

| Paste a sequence I | Browse for file... I | Use the example I

Enter your sequence

Threshold: @ 0.4 ¢

The query can’t be submitted because:

* The sequence has to have at least 50 nucleotides
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Super Studies  Studies  Samples  Publications  Genomes Biomes

Genome catalogues are biome-specific collections of metagenomic-assembled and isolate genomes. The latest version of each catalogue is shown
on this website. Data for current and previous versions are available on the FTP server.

If you use the MGnify Genomes resource, please cite:

MGnify Genomes: a resource for biome-specific microbial genome catalogues Journal of Molecular Biology (2023) doi:10.1016/j.jmb.2023.168016
Gurbich TA, Almeida A, Beracochea M, Burdett T, Burgin T, Cochrane G, Raj S, Richardson LJ, Rogers AB, Sakharova E, Salazar GA and Finn RD.

Catalogues list ~ Allgenomes  Gene search  MAG search

Search MAG files across catalogues Powered by Sourmash. |

Compare your MAG file or your MAG collection against MGnify’s catalogues to see if they are novel.

v Instructions
Use the browse button below to upload either a single FastA file, or multiple files by holding [ctrl] or [shift] while clicking in the file explorer. Alternatively you can select a

whole directory of files using the directory mode (select this option below the Browse button). In this mode, the tool will process all FastA files in the selected directory,

however it will not descend into subdirectories.
Your files are not uploaded into our servers. Rather, Sourmash generates a signature of your file(s) in your browser, and compares this against our MAG catalogue.

Successful searches create a CSV result file for each signature submitted. These are compiled into a TGZ allowing you to fetch all your results in one click. These result files

are only stored in our servers for 30 days, so please be sure to download them before they expire.

Select catalogues to search against

Chicken Gutv1.0.1 x CowRumenv1.0.1 x Honeybeegutvl.0.1 x Unified Human Gastrointestinal Genome (UHGG) v2.0.2 x HumanOralv1.0.1 x Human Vaginalvl.0 x
Marinev2.0 x Mouse Gutvl.0 x Non-model Fish Gutv2.0 x PigGutvl.0 x Zebrafish Fecalvl.0 x

Select your files

Select nucleotides FastA files:
Choose Files... Browse

Directory m
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Home > Genomes > Unified Human Gastrointestinal Genome (UHGG) v2.0.2

Unified Human Gastrointestinal Genome (UHGG) v2.0.2

289232 4744 FTP Site ©

Total genomes Species-level clusters

Download full catalogue

= Pipeline v1.2.1

View workflow & tools

This is an update to the UHGG1.0 catalogue described by Almeida et al., Nature Biotechnol (2021).

Genome list Taxonomytree  Protein catalogue  Search by Gene  Search by MAG

Species-level cluster representatives

X Num. of
Biome  Accession$ Length ¢ N Completeness$  Contamination $
genomes &
® MGYG000000001 3221717 4 98.59 0.7
@ MGYG000000002 4441003 359 99.37 0
@ MGYG000000003 3234232 1181 100 0
- MGYG000000004 3707250 25 98.66 0.22
~ MGYG000000005 3932530 2 99.3 0
=)
o MGYG000000006 2823639 1 99.26 1.39
o MGYG000000007 2017471 1 98.94 0
~ MGYG000000008 1972012 24 99.22 0.78
=)
® MGYG000000009 2221226 2 99.21 0

Type

Isolate

Isolate

Isolate

Isolate

Isolate

Isolate

Isolate

Isolate

Isolate

Filter

- Last

axonom

Y Updated $

GCA-900066495 2024/1/23
$p902362365 @
Blautia_A faecis @ 2024/1/23
Alistipes shahii @ 2024/1/23
Anaerotruncus 2024/1/23
colihominis @
Terrisporobacter 2024/1/23
glycolicus_A (]
Staphylococcus 2024/1/23
xylosus (]
Lactobacillus 2024/1/23
intestinalis @
Lactobacillus 2024/1/23
johnsonii @
Ligilactobacillus 2024/1/23

murinus @
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Overview Submit data v Text search v Sequence search ' Browse data v About Help v Login

Home >Genomes > Unified Human Gastrointestinal Genome (UHGG) v2.0.2

Unified Human Gastrointestinal Genome (UHGG) v2.0.2

289232 4744 FTP Site © # Pipeline v1.2.1

Total genomes Species-level clusters Download full catalogue View workflow & tools

This is an update to the UHGG1.0 catalogue described by Almeida et al., Nature Biotechnol (2021).

Genome list Taxonomytree Protein catalogue  Search by Gene  Search by MAG

~ Domain
» Archaea 28
- Bacteria 4716
» Firmicutes_A 1906
~ Bacteroidota 619
~ Bacteroidia 619
~ Bacteroidales 609
» Rikenellaceae 61
~ Bacteroidaceae 260

» Bacteroides 53

» Phocaeicola 36

~ Prevotella 113
Prevotella stercorea 1
Prevotella hominis 1
Prevotella buccae 1
Prevotella sp900770395
Prevotella sp900543975
Prevotella sp900548535
Prevotella sp002299635
Prevotella sp900546535
Prevotella sp000436035
Prevotella sp900552675
Prevotella sp900546575
Unknown 15
Prevotella sp000431975
Prevotella sp900545525
Prevotella sp900549175
Prevotella sp900540375
Prevotella sp900554695
Prevotella sp900554045
Prevotella sp000436595
Prevotella sp900556395
Prevotella sp002251365
Prevotella pectinovora 1
Prevotella sp900543585 1
Prevotella lascolaii 1
Prevotella sp900557405 1
Prevotella salivae 1
Prevotella oralis 1

PR PR RRRR

PR RERRRRPRPR
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Home > Genomes >human-gut-v2-0-2 > MGYG000000526

Genome MGYG000000526

Type: MAG

Taxonomic lineage: Bacteria > Bacteroidota > Bacteroidia > Bacteroidales > Bacteroidaceae > Prevotella > Prevotella sp900770395

Overview Browse genome  COG analysis  KEGG class analysis ~ KEGG module analysis  Downloads

v Genome statistics

Type: MAG
Length (bp): 3510035
Contamination: 0.19%

Completeness: 97.78%
Num. of contigs: 38
Total number of genomes in species: 4
Number of proteins: 2880
GC content: 47.78%
Taxonomic lineage: Bacteria > Bacteroidota > Bacteroidia > Bacteroidales > Bacteroidaceae > Prevotella > Prevotella sp900770395
N50: 182536
v Genome annotations
InterPro coverage: 87.6%
EggNog coverage: 91.11%

v Pan-genome statistics

Pan-genome size: 3119
Pan-genome core size: 1696
Pan-genome accessory size: 1423

v Genome RNA coverage
rRNA 5s total gene length coverage: 0%

rRNA 16s total gene length coverage: 0%
rRNA 23s total gene length coverage: 0%

tRNAs: 19
ncRNA: 17
v Geographic metadata
Origin of representative genome: Oceania
Geographic range of pan-genome: Europe, Oceania
v External links 3 4

ENA sample accession: ' SRS476306
ENA study accession: @ SRP029441
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Home >Genomes >human-gut-v2-0-2 > MGYG000000526

Genome MGYG000000526

Type: MAG

Taxonomic lineage: Bacteria > Bacteroidota > Bacteroidia > Bacteroidales > Bacteroidaceae > Prevotella > Prevotella sp900770395

Overview Browse genome COG analysis  KEGG class analysis ~ KEGG module analysis  Downloads

IGV MGYG00000C v ‘ MGYG000000526_36:1-6,408 Q 6,408 bp |/ Cursor Guide ;| f Center L\ne] [ Save SVG ] ° .: o
C )
fb ) 1¥b X 2¥b X SFb ) 4rb X 55b X Gkb
T T T T ERTT TR RRTRTETOIO o]
(Functional annotation Py ar [52] o
MGYG000000526_02912 MGYG000000526_02913 MGYG000000526_02915 MGYG000000526_02916
MGYGOQAnAag28 0201
X
Feature
Functional annotation track colour
Feature type ID MGYG000000526_02914
Product hypothetical protein
.0 Functional annotation
EIM’ MGnify is part of the ELIXIR infrastructure
Core Data MGnify is an ELIXIR Core Data Resource Pfam = PF02775
Resource
= PF01855
EMBL-EBI is the home for big data in biology. We help scientists exploit cofii’{={e{¢] =z ko:K00179

make discoveries that benefit humankind.
eggNOG 1410608.JNKX01000005_genel1063

ABOUT
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Home >Genomes >human-gut-v2-0-2 > MGYG000000526

Genome MGYG000000526

Type: MAG

Taxonomic lineage: Bacteria > Bacteroidota > Bacteroidia > Bacteroidales > Bacteroidaceae > Prevotella > Prevotella sp900770395

Overview  Browse genome  COG analysis  KEGG class analysis =~ KEGG module analysis  Downloads

Top 10 KEGG module categories

Total: 205 KEGG module matches - Drag to zoom in/out

]

60

40

Number of matches

M00178 M00179 M00359 M00360 M00173 M00001 M00011 M00009 M00258 M00527

Genome @ Pan-genome

All 190 KEGG modules

Module ID Description Genome Count Pan-genome count
M00178 Ribosome, bacteria 53
M00179 Ribosome, archaea 31
M00359 21
M00360 21
M00173 Reductive citrate cycle (Arnon-Buchanan cycle) 15
M00001 Glycolysis (Embden-Meyerhof pathway), glucose => pyruvate 14
M00011 Citrate cycle, second carbon oxidation, 2-oxoglutarate => oxaloacetate 13
M00009 Citrate cycle (TCA cycle, Krebs cycle) i3,
M00258 13
MAREan TN R e i c v e an
Page .
Size: Show 10 v Previous 2 3 4 5 6 7 18 19 Next
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Genome MGYG000000526

Type: MAG

Taxonomic lineage: Bacteria > Bacteroidota > Bacteroidia > Bacteroidales > Bacteroidaceae > Prevotella > Prevotella sp900770395

Overview  Browse genome  COG analysis  KEGG class analysis ~ KEGG module analysis ~ Downloads

Pan-genome analysis

Name Compression Format Action

List of core genes in the entire pangenome - TAB & Download
Presence/absence binary matrix of the pan-genome across all conspecific genomes - TSV & Download
Tree generated from the pairwise Mash distances of conspecific genomes - Newick format & Download
DNA sequence FASTA file of the pangenome - FASTA & Download

Genome analysis

Name Compression Format Action

All predicted CDS - FASTA & Download
DNA sequence FASTA file of the genome assembly of the species representative - FASTA & Download
DNA sequence FASTA file index of the genome assembly of the species representative - FAIL & Download
Genome GFF file with various sequence annotations - GFF & Download
eggNOG annotations of the protein coding sequences - TSV & Download

InterProScan annotation of the protein coding sequences - TSV & Download
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IMG/M https://img.jgi.doe.gov/cgi-bin/m/main.cgi

INTEGRATED MICROBIAL GENOMES & MICROBIOMES
My Analysis Carts: 0 Genomes ¢ | 0 Scaffolds ¢y | 0 Functions ¢ | 0 Genes «; | 0 Genome Search History ¢.; | 0 Gene Search History ¢ | 0 Scaffold Search History ¢; | 0 Bin ¢

Home IMG/M Find Genomes Find Genes Find Functions Compare Genomes OMICS My IMG Collaborations Help

IMG Survey

Home

IMG Content
4 Datasets JGI All The Integrated Microbial Genomes (IMG) system serves as a community resource for analysis and annotation of genome and
Bacteria 21131 137535 metagenome datasets in a comprehensive comparative context. The IMG data warehouse integrates genome and metagenome datasets
Archaea 786 2968 provided by IMG users with a comprehensive set of publicly available genome and metagenome datasets.

IMG provides users with tools for analyzing publicly available genome datasets and metagenome datasets (Nucleic Acids Research,
January 2019).

Metagenome
Cell Enrichments
Single Particle Sorts

If you use IMG web resources or data to assist in research publications or proposals. Please cite: IMG - Chen et al., 2022 (Nucleic
Acids Research, gkac976).
GOLD v9 - Mukherijee et al., 2022 (Nucleic Acids Research, gkac974).

Combined Assembly 275 694 — ( .
IMG Statistics J | Data Usage Policy J
Total Datasets 217387 \ View Citations
Last Datasets Added On: =
Genome 2024-06-13 Isolates SAGs MAGs "
U EED 2024-07:14 Sequencedat:  JGI All Jel Al Jal Al
b .:, Project Maps: Bacteria 13458 113595 2282 « 9447 5357 = 14457
| Genomes Metagenomes
e Archaea 220 1365 318 601 248 1002
Eukarya 370 591 0 0 0 0
Viruses 13 16510 0 75 0 2918

(Only data sets with GOLD metadata were counted.)

Combined assembly data sets were excluded in the following metagenome and metatranscriptome table statistics.

Metagenome Metatranscriptomel

Engineered JGI ALL  Environmental JGI ALL Host-associated JGI ALL
WMS Artificial ecosystem 173 203 Air 60 116 Algae 53 168
Bioreactor 902 1074  Aquatic 16111 20696 = Annelida 138 152
Bioremediation 25 61  Terrestrial 9184 12514  Arthropoda 0 1
Biotransformation 3 8 Arthropoda: Crustaceans 0 7
Built environment 297 | 1428 Arthropoda: Insects 123 324
Food production 0 61 Birds Sl 48
Industrial production 20 43 Cephalochordata 0 4
Lab culture 4 4 Fish 0 29
Lab enrichment 5 69 Fungi 145 146
Modeled il 91 Human 2 1001
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INTEGRATED MICROBIAL GENOMES & MICROBIOMES

My Analysis Carts: 0 Genomes ¢ | 0 Scaffolds «; | 0 Functions ¢ | 0 Genes ¢ | 0 Genome Search History «s | 0 Gene Search History «; | 0 Scaffold Search History ¢ | 0 Bin Search History ¢

Home IMG/M Find Genomes Find Genes Find Functions Compare Genomes OMICS My IMG Collaborations Help

IMG Survey

Home > Find Genomes 14457 Loaded !
8
o

Bacteria - Metagenome-Assembled Genome Data download[ZIZX

o Table Configuration 7 jJ |'7 ?/ I\ ﬁ ﬁi 75 § LZ\ g

El Data Statistics with * [ bled, unassembled, both] means metagenomes counts or percentages only use assembled data or unassembled
data or both ( bled data and ur bled data) for its calculations. This does not apply to isolates. The [assembled, unassembled, both]
pick list is avaiable under the Table Configuration Data istics. The default is bled data.
Add Selected to Genome Cart J Display Selected on Map View Phylogenetically J
Showing 1 to 10 of 14,457 entries
First Previous E’ 2 3 4 5 6 7 8 9 10 .. 1446 Next Last |Export || SelectAll || Clear All || Select - page || Deselect - page || Toggle II Column Selector | Show(10 v |
] A
[Search Domain I [Search Sequencing Statusl [Search Study Name I lSearch Genome Name / S:I ISearch Sequencing Centerl ISearch IMG Genome ID ] [Search Genome Size * as:l [Search Gene Count * asse
Candidatus Candidatus
[] Bacteria Permanent Draft Caldatribacterium Caldatribacterium Unknown 2527291510 2080528 2534

californiense OP9-cSCG californiense OP9-cSCG

Genomic insights to SAR86,
4 an abundant and SARS86 cluster bacterium
[] Bacteria Permanent Draft uncultivated marine bacterial SARSGA Unknown 2597489919 1245342 1339
lineage

23 microbial genom . :
e JOICTES Beijing Genomics Institute

[] Bacteria Permanent Draft reconstructed from Sulfurovum sp. G1 (BGI) 2600254903 1781553 1864

anaerobic bioreactors
idat ! idati |

[] Bacteria Permanent Draft Candlda i Clcatamonas Candlda us Cloacamonas Unknown 642555115 2246820 1868
acidaminovorans acidaminovorans Evry
Genomic insights to SAR86,
an abundant and SARS86 cluster bacterium

i SUmESSE SR ki 2597 21 167954 1

[] Bacteria Permanent Draft uncultivated marine bacterial SARSEB Unknown 597489920 679540 890

lineage

[] Bacteria Permanent Draft CSP_777133 Candidalus Endomicrobla |-\ 2014613004 3375854 4350
bacterium trichonymphae

[] Bacteria Permanent Draft Uncultured BPS1 Uncuftured Chiorobl Unknown 2061766010 343942 738
bacterium Chlorobi5

irochaet It irochaet
[] Bacteria Permanent Draft GIFES] Speoniiaets Unoultured Spirochaste ;1 own 2061766011 512975 1181
Spiro3 Spiro3
Red algae associated
X i ial ities fi Planct i DOE Joint Institut
[ Bacteria Parmanont Draft microbial communities from lanctomycetes bacterium OE Joint Genome Institute 2509276000 8468922 7084

Porphyra blades in Schoodic P1 (JGI) 39
Point, Maine, United States
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FAQs

What is SPIRE?

SPIRE is short for Searchable Planetary-scale mlcrobiome REsource: a one stop shop for microbial data, integrated and consistently processed across habitats and phylogeny, at global scales. SPIRE holds five main types of
data, derived from ~100k metagenomic samples in 739 studies encompassing ~500Tbp of publicly available raw metagenomes:

manually curated contextual data, including annotations against a custom microntology (See FAQ: What is microntology?)
~16Tbp worth of metagenomic assemblies (contigs)

~35 billion metagenomic open reading frames (ORFs) called from these contigs, functionally annotated in various ways 1.16 million metagenome-assembled genomes (MAGs) of medium or high quality, co-clustered
with isolate genomes into ~120 thousand species-level clusters

a custom mOTU database mOTUs to allow taxonomic profiling against these species-level clusters, as well as pre-computed taxonomic profiles (coming soon...)

The aim of SPIRE is to provide an integrated view of microbial diversity at various taxonomic granularities, at genome and at gene level, across known microbial habitats.

built phyllosphere
environment

rhizosphere

A %

oral
L]

~5.1 Tbp

binned

freshwater P into MAGs

~100k metagenomic samples
739 studies

~500 Tbp raw data

manually curated metadata

~1.8M

'low' quality
(incomplete or
contaminated)

~80k 'novel!
relative to common
databases

Metagenomic assembly Genomes Species
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SPIRE FAQs Downloads Contribute Search

Select Filters: Studies: 83 o
[ - Habitat Terms ]
+ age group Samples: 2913 ~
- air
- ancient microbiome
+ anthropogenic
- BauElE Type a keyword...
- benthic
+ brackish water Sample ID Study ID
- briny water
- fresh water SAMEA103890758 PRJEB19833_trout
- fluvial
- lacustrine SAMEA103890776 PRJEB19833_trout
- lake bed
- stream SAMEA103890767 PRJEB19833_trout
- stream bed
- groundwater SAMEA103890785 PRJEB19833_trout
- ice
- lentic SAMEA103890789 PRJEB19833_trout
- littoral
- lotic SAMEA103890781 PRJEB19833_trout
+ marine
- paludal SAMEA103890772 PRIEB19833_trout
- pelagic
- saline water SAMEA103890778 PRJEB19833_trout
- sediment
+ spring SAMEA103890769 PRJEB19833_trout
+ birth term
- contaminated
OIS TIREEE SAMEA103890787 PRIEB19833_trout
+ host lifestyle
+ host-associated
+ oxygen level Showing 1 to 10 of 2913 results Previous 1 2 3 292 Next 42
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SPIRE

SAMEA103890758

ENA Accession: SAMEA 103890758
Study: PRIEB19833_trout

Microntology Tags:

CIZD D CED) CRID Cs

SPIRE Cluster Count: 1

SPIRE Genome Count: 2

MAGs

Type a keyword...

Spire ID Genome ... Num Con... Contig ... Complete...

spire_mag_0024440
(0]

644814 18 70291 88.99

spire_mag_0024440
1

204712 41 5414 3.53

Contamina... GUNC ..
0.01 0.25
0.0 0.0

An error happened while fetching the data

FAQs Downloads

GUNC ..

0.38

0.09

Gene C...

608

165

Contribute  Search

Spire Cluster Downlo

spire_vl_095_00021366
1 X

None

K-

Previous Next

Download Table Data

Sample Downloads
File Type
Assembly
Eggnog Annotation
tRNA
CRISPR Sequences

Antibiotic Resistance Annotations

Tool

megahit/1.2.9

eggnog-mapper/2.1.3

trnascan/2.0.9

minced/0.4.2

deepARG/1.0

Download

e

e

e
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Admin Database URL BRED 7O xSk | Number of MAGs
2 DES in July 2024

NCBI Datasets NCBI, USA e a—— N 443,763
IMG/M JGI, USA S el docsolal N N 25,507
SPIRE EMBL, EU http://spire.embl.de/ |:|:| |:|:| 1,160,000
MGnify EBl, EU :;tog;:izceuww.ebi.ac.uk[metag /J\ x 478,810
Microbiome Datahub NIG, Japan D K(ZEHEd) X 218,653
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