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O Microbe P integrates lots of data related to microbes.

Especially, we integrates the microbial data that can be linked to genomes. since 2011
& N

O Microbe "

https://microbedb.jp/
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Home  Document  Analysis~ ©.9. hot spring, Enterococcus faecalis, psbA Search SignUp  Sign in
O facet_metagenome_public Metagenomic samples &sz1 resuits found in 155ms
hasMetagenomeAnalysis hasMetagenomeAnalysis: taxonomy X hasMEO (Text): soil X Clear all filters
taxonomy
0 function

EN: : - N
8

atiribute name | Select MDB SamplelD tite oganismname  organism.dentifier  BloProjectiD SRAID SRRID BloSamplelD publishedDate
) Search attribute name Urease ge: Archaea soil 2012-07-
m SAMDOO0O3SEE 4 totrophic ammonia oxidation in two acid soils metagenome 410658 PRIDB1924 DRS001577 = DRR002212 SAMDO0003586 ~ 04T00:00:00.000
Active ammonia oxidizers in an acid soil are
attribute value phylogenetically ciosely related to neutrophilic soil 2013-10-
e T m SAMDO0009749 | jtrgsosphaera viennensis metagenome 410658 PRIDB2274 DRS012638 = DRR014314 SAMDO0009749 | 30T00:00:00.000
A E ibuts e ...
soil 2012-11-
SAMEALSSS038 | pMgM_Sample_165 metagenome 410658 PRIEB3363 ERS184934  ERR186224 SAMEA1559038 | 01T00:00:00.000
hasMEO (Text soil 2012-11-
(red) m SAMEALSSS037 | pMR_sample_16S metagenome 410658 PRIEB3363 ERS184936 = ERR186222 SAMEA1559037 = 01T00:00:00.000
A soil x ’ soil 2012-11-
s SAMEALSSS036  pMgR_sample_16S metagenome 410658 PRIEB3363 ERS184935 = ERR186225 SAMEA1559036 = 01T00:00:00.000
hasMEOQ: Component .11-
5 soil 2012-11
Component for environment - SAMEALSSS03S | ppr_Sample_16S metagenome 410658 PRIEB3363 ERS184933  ERR186223 SAMEA1559035 = 01T00:00:00.000
= i MIMARKS Survey related sample from rhizosphere rhizosphere 2015-01-
s SAMDO0O018981 | matagenome metagenome 939928 PRIDB2986 DRRO21946 DRRO21947 DRRO21948  SAMDO0018981 = 16T00:00:00.000
: Env
MIMARKS Survey related sample from Soil 2013-04-
Environment for microbes m SAMNO2054434 | | moatagenome 410658 PRINAIOB445 = SRS416341 = SRRB3I5306 SRRA35397 SRRB3I5308  SAMNO2054434 | 23700:00:00.000
MIMARKS Survey related sample from Soil 2013-04-
taxonomy (Text) SAMNO2054433 | metagenome 410658 PRINA198445 = SRS416342 = SRRB35399 SRR83I5400 SRRB35401  SAMNO2054433 = 23T00:00:00.000
: MIMARKS Survey related sample from Soil 2013-04-
) Search taxonomy terms ... Add SAMNO2054432 | metagenome 410658 PRINA198445 = SRS416340 = SRRB35402 SRRB3I5403 SRRB35404  SAMNO2054432 = 23700:00:00.000
taxonomy
D] o
hasHostTaxonomy (Text)
1 Search HostTaxonomy... Ti corr (bar) Ti cor (heatmap) Diversity index Hierarchical clustering PCoA Functional composition (bar) Functional composition (heatmap)
hasHostTaxonomy
root
Il unclassified Anaerolineaceae
pH B Gemmatimonas
M unclassified Xanthomonadac...
Il unclassified Veillonellaceae
I Stenotrophomonas
Il Geobacter
Tem re I unciassified Psevdomonadac...
Il Sideroxydans
= i Y
Il Azomona:
HMADO (Text) I Nirospira
- Geothrix
1 Search HMADO terms ... B unclassified Rhodospirill:
HMADO Jizn] u"n:asstﬁed mmme
Human microbiome associated B unciassified Plancto
unciassi I mycemc
disease
Il unclassified Sinobacteraceae
HostEthnicity 151 ¥

Q. Search HostEthnicity .. SAMDO00003586 SAMDO0009749 SAMDO00018981 SAMEA1559037
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Database | Sequence | Separate | Taxa
URL data amplicon Number of
and samples
shotgun? in Sept.
2022
A X

NCBI NCBI, CECE LEILIE | () X >4,150,000

bi.nlm.nih.gov/T
Taxonomy + USA axonomy/Brows

er/wwwtax.cgi?
S RA mode=Undef&id
=408169

GOLD JGI, USA gztpsg\{/gold.igi.d X 9y

IMG/M JGl, USA https://img.jgi.d O X

oe.gov/cgi-
bin/m/main.cgi

- i https://www.mg
MG-RAST Chicago  Mteesly O
U. USA

@
MGnIfy EBl, EU https://www.ebi 3¢ O
@

155,000

29,961

80,144

.ac.uk/metageno 422,983

mics/

O O O O x
O O O O x

MicrobeDB.jp  NIG, E’SZ/ [microbe ¢ 1,533,607

v.3 Japan (66,604)


https://gold.jgi.doe.gov/
https://img.jgi.doe.gov/cgi-bin/m/main.cgi
http://www.mg-rast.org/
https://www.ebi.ac.uk/metagenomics/
http://microbedb.jp/MDB/

Metagenome Assembled Genome
(MAG)



Metagenome analysis strategy

Assembly approach Assembly + Binning approach
Metagenomic reads Metagenomic reads
Assemble Assemble
Contig sets Contig sets
v Vv eg,
Gene finding Binning MetaBAT?2,
‘1' Metagenome ‘1' MetaWRAP
Assembled
Gene sets L
\11 Genome (MAG) Gene finding
Sequence ‘1’
similarity search Gene sets
Gene Function abundance Sequence
Taxonomic abundance similarity search
Comparative
metagenomics Comparative
genomics
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In Sept. 2022

Taxonomic  Cultured and validly Genome-based putative taxa
rank described taxa iIncluding uncultured taxa
Phylum 42 166
Class 147 477
Order 276 1,571
Family 656 4,070
Genus 3,865 16,686
Species 22,601 65,703

List of prokaryotic names with standing in nomenclature
(https://lpsn.dsmz.de/text/numbers)
Genome Taxonomy Database (https://gtdb.ecogenomic.org/stats)
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Microbiome Datahub
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Microbiome Datahub

Genome search  Help

Keyword

Environment

2202 Hits

soil 2500
e,
freshwater 3232 o 1l ||,
hot spring 250 PRJNA8  gut Homo Reference

. 26698 sapiens human gut
sediment 500 microbiome
air 100 project
gut 5000 PRINAS  gut Mus 20 55 Wild mouse
oral 200 26700 muscul gut
skin 100 us microbiome

project

reproductive system 50
human activity related 520

Host taxon

Host disease 105
Host location Project =] 14(@@?0)’()(_“\




Microbiome Datahub

Keyword

Genome taxon

Genome category

Isolate complete 6000
Isolate draft 12000
MAG high quality 30000
MAG low quality 92000
MAG source
INSDC 100000
MGnify 30000
Other DBs 250000
Original 2000
MAG completeness
40 100
Environment
soil 3500
marine 4000

2400 Hits

Project search Help

Genome Projec | Genome | Project Name
ID tiD category

PRINA8  gut Homo
26698#b sapiens
inl

PRINA8  gut Mus
26700#b muscul
in100 us

PRINA MAG Reference
82669 high human gut
quality microbiome
project
PRINA MAG Wild mouse
82670 low gut
quality microbiome
project

1432

MAGEAI TORZED A A—
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