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Welcome to GTDB

GENOME TAXONOMY DATABASE

194,600 genomes
Release 05-R59S (17th July 2020)

RESOURCE
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A complete domain-to-species taxonomy for
Bacteria and Archaea
RESOURCE
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A standardized bacterial taxonomy based on genome
phylogeny substantially revises the tree of life

Donavan H Parks, Marks Chuvechisa, David W Walte, Christian Rieke®, Adam Skarshewakd,
Merre. Alain Chaumeil & Philip Hagenbolt:®
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SeqCode: anomenclatural code for prokaryotes
described from sequence data

Brian P. Hedlund, Maria Chuvochin
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nature biotechnology
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nature 3 nature biotechnalogy > resaurces » article
wurce | Open Access | Published: 20 July 2020

A unified catalog 0f 204,938 reference genomes
from the human gut microbiome

Alexandre Almeida ™, Stephen Nayfach, Miquel Boland, Fr. Martin Beracachea, Zhou Jason

Shi, Katherine S. Pollard, Ekaterina Sakharow Hugenholtz, Nicola Segata, Nikos

C. Kyrpides & Robert D). Finn &

Nature Biotechnology (2020) | Cite this article
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International journal of science

Structure and function of the global
topsoil microbiome

Mohammad Bahram ™, Falk Hildebrand, Sofia K. Forslund, Jennifer L. Andersan, Nadejda A.

Soudzilovskaia, Peter M. Bodegom, Johan Bengtsson-Palme, Sten Anslan, Luis Pedre Coelho, Helery
Harend, Jaime Huerta-Cepas, Marnix H. Medema, Mia . Maltz, Sunil Mundra, P3| Axel Olsson, Mari

Pent, Sergei PGlme, Shinichi Sunagawa, Martin Ryberg, Leho Tedersoo ™ & Peer Bork B

Nature 560, 233-237 (2018) = Download Citation &

JGI & Argonne National Laboratory:
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stephen Mayfach, Simon Roux, Rekha Seshadri, Daniel Udwary, Neha Varghese, Fi

Susannah G. Tringe, Axel Visel, IMG/M Data Consortium, Tanja Woy
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A genomic catalog of Earth’s microbiomes

erik Schulz, Dongying
Chen, Marcel Huntemann, Krishna Palaniappan, lo: {au, Supratim

n, Edward Kirtan, Jost P, Faria, Janaka M. Edirisiny

, Christopher
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Bublished: 15 December 2021
Towards the biogeography of prokaryotic genes

del Rio, Pernille Neve

Dature (2021)
140 Altmet
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ADVERTISEMENT FEATURE Acvertiser retains sole raﬂpr.'m.'\lt,u for the contant of this article
How microbiome multi-omics can
bolster human health

Sequencing technologies are enabling a deeper analysis of the gut's microbiome.
Researchors can now explore what our microbial inhabitants are doing and how they
contribute to, or protect from, disease.
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Innovations to culturing the uncultured microbial
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Biological
Resource Centres
UNDERPINNING THE

FUTURE OF LIFE SCIENCES
AND BIOTECHNOLOGY

ENVIRONMENT CUTTING EDGE TECHNOLOGIES
&ENERGY  HEALTH&FOOD  AGRO-FOOD  BIOTECHNOLOGY L = ]

[ L | | BIORESOURCE LONG-TERM PRESERVATION
-cryopreservation (robotically conducted) s
5 6 -freeze-drying
-DNA encapsulation
DATA
-data management

-databases & network (FAIR)

BIURESDUREES -statistical analysis & machine learning
& DATA

APPLICATIONS

PCR TECHNOLOGY

fingerprinting

-gene exoression/SNP analvsis (aPCR)
SEQUENCING

-long (Nanopore) reads

-short (lllumina) reads

-whole genomes

-microbiomes

MALDI-TOF MS

IDENTIFICATION & e
CHARACTERISATION

LC/uPLC MS/MS 5
HIGH-THROUGHPUT SCREENING

-multi-omics

-enzyme/metabolite activities (robotically conducted)
-multidrug-resistant & multi-toxins tests

Biological Resource
Centres (BRCs):
OECD in 2001
introduced a new
concept of repositories
and providers of high-
guality biological
materials and
iInformation

VALUE ADDING CHAIN

@ [SOLATION & CULTIVATION

REAL TIME ISOLATION/DISSECTION
-micromanipulator

-optical tweezers

-fluorescent activated cell sorting
CULTIVATION/CULTUROMICS
-high-throughput cultivation

~dark matter/rebirth of culture techniques

BSL-3 FACILITIES I |
-highly infectious strains Wl‘
o .

-biohazard agents (toxins)
-immunization assays

SAMPLING @,
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ISO 20387:2018 -- General requirements for biobanking

ISO/TR 22758:2020 -- Implementation guide for ISO 20387

ISO 21899:2020 -- General requirements for the validation and verification of
processing methods for biological material in biobanks

Human bio-material Animal Plant : : :
Biobank biobank biobank Microbial biobank

ISO 21709:2020/Amd  ISO/TS O/TS ISO 21710:2020

1:2021 20388:2021 23105:2021 Specification on data management and

ISO/ TS 22859:2022 publication in microbial resource centers

ISO 24603:2022 ISO 24088-1:2022

1ISO 24651:2022 The collection, processing, storage and

ISO/DIS 18162Requirements for human neural stem cells derived from transportation criteria for microbial
pluripotent stem cells material — Part 1: Bacteria and archaea

ISO/DIS 18209-1 Biobanking of parasites — Part 1. Helminths
ISO/MWD 20309 Requirements for deep-sea biological materials

ISO 9001[REEIEIRE. 1SO 14001 M=ETRINAENEN(ERIER


https://www.iso.org/standard/73829.html?browse=tc
https://www.iso.org/standard/72118.html?browse=tc
https://www.iso.org/standard/85207.html?browse=tc
https://www.iso.org/standard/74563.html?browse=tc
https://www.iso.org/standard/85219.html?browse=tc
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Pre-genomic era Cultivation-independent shotgun genomics Targeted approaches for finding new branches
Next-generation sequencing Advanced analyzes
y < Large-scale assemblies of + K:mer Official publication of the ICSP and the BAM Division of the IUMS
” o} t [} (] l (' 2 * Environmental ucleic 3, ygiya structure
£ ” : vAnrndo > sequence e
. ,Q..A;I{ AR  waw WAHHYIE, {,.,‘f.';,} - Single cells lacking i phylogex‘!e
B et ampkfiable rRNA genes « detection of nen- About Editorial Board Latest Articles Current Issue Archive
Microscopy rRMA-based Shotgun Single-cell  Meta Single malecule S s s eﬁc.r::lncann:al bases
1] L |
malecular tazonomy metagenomics genomics  transcriptomics sequencing e it et ) ) ) ) ) )
News : Genome sequencing data required with Taxonomic Descriptions.

. » ’ 08 December 2017
i I" International Journal of Systematic and Evolutionary Microbiology (IJSEM) will soon be asking authors
; to provide genome sequencing data with descriptions of novel taxa in Taxonomic Descriptions.

Leewenhonk
-' [

Discovery of Ist bacterium ) -
£ " Although not mandatory for publication, the inclusion of this data is highly recommended and will be

expected to be included. If authors are unable to provide genome sequencing data for any reason this

[P i
s, r ‘.‘{ i should be stated as such in their covering letter; exemptions will be considered on a case by case
1990 e e basis by the handling Editor
Woese Synthetic life parallel Is there a
3 domains te the existing domains? Ath domain? . » . .
Genome sequences are of great value to the systematics of prokaryotes. In addition to improving the

general understanding of the biology of microorganisms, they improve the identification of prokaryoti
species, identification of functional characteristics useful for resolving taxonomic groups and the

resolution of the phylogeny of higher taxa.

Science 2014: Searching for new branches on the tree of life (BB ZaH N\ B EAEHE

The search for new major branches on the tree of life. Cultivation-independent methods, novel sequencing technologies, and analytical approaches can be directed toward
the detection of life outside currently established domains. [Woyke et al. 2014, Scienca/AAAS]
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nature > articles > article

Article | Open access | Published: 11 October 2023

Unraveling the functional dark matter through global
metagenomics

MDAz ER

Microbiome

Mining the microbiota for antibiotics

Christine Beemelmanns, Andreas Keller & Rolf r~J1'L]IIe-rE

Nature Microbiology 9, 13—14 (2024) | Cite this article
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Firstrelease papers  Archive  About™ | Submit Cancer Ce“

ND DISEASE LONG TERM
Volume 39, Issue 10, 11 October 2021, Pages 1317-1341

iI'I E % eview
. . . . ree. . Microbiome and cancer
Immune-microbe interactions early in life: A determi-
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CellPress

Trends in Microbiology

volume 29, Issue 2, February 2021, Pages 89-92

Scientific Life

Development of Microbiome Biobanks -
Challenges and Opportunities

B RIS R RS

nature » nature microbiology > articles > article

Article | Open access | Published: 03 January 2024

BilR is a gut microbial enzyme that reduces bilirubin to
urobilinogen

Brantley Hall 3, Sophia Levy, Keith Dufault-Thompson, Gabriela Arp, Acshu Zhong, Glory Minabou Ndijite,

Ashley Weiss, Domenick Braccia, Conor Jenkins, Maggie R. Grant, Stephenie Abeysinghe, Yiyan Yang

Madison D. Jermain, Chih Hao Wu, Bing Ma & Xiaofang Jiang &
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Submit manuscript (5
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Research | Open access | Published: 28 August 2021

Longitudinal study on the effects of growth-promoting
and therapeutic antibiotics on the dynamics of
chicken cloacal and litter microbiomes and resistomes

Nyssa Cullin * 4, Camila Azevedo Antunes ! %, Ravid Straussman 2,

nant of health and disease long term

Christoph K. Stein-Thoeringer ! 2. =, Eran Elinav 13

o - Chhedi Lal Gupta, Shlomo E, Blum &, Karuppasamy Kattusamy. Tali Daniel. Shelly Druyvan, Roni Shapira,
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2 PRINA Re-annotation and re-analysi..  Campylobacter jejuni subsp. jejun..  Gename sequencing eMultiisalate
Genbank-BSiZEEETISIRE 3 PRINA Genamic and genetic analys Pssudomanas flusrescans PRO-1 Gename sequencing eMultiisolate
jiid: Gen Bunk-’i@,%”@t Ff iSSR0 (National Center for Biotechnology Information , NCBNEIZR—1-2E
2. GenBanksS S EMBLI0 B0 DB) T als e TarE s naimE r 2 e e 4 PRINA The complete genome sequ Francisella tularensis subsp. tulare...  Genome sequencing eMultiisolate
s, HEEESE AGenbankEEEEFT SRS, . ’ N - " . i
s LINA Genemic analysis of Campyl. Campylobacter fetus subsp. vener.,  Genome sequencing and ass..  eMultiisolate
FOEER: nucleotide sequence 6 AT Genome ssquence of Azoto,..  Azatobacter vinelandii DJ Gename sequencing eMultiisalate
Seftkeh: 143G . .
7 PRINA Causes gonorrhea Meisseria gonarrhoeae FA 1090 Genome sequencing elutiisolate
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#* X & #F: SOAFdenovo o a novel short-read assembly method that can build a denove dralt assembly for the buman-
sired genames. The pragram is specially designed to assemble llumina GA short reads. It creates new

opportunities for building reference sequences and carrying out accurate analyses of unexplared gennmes inn

cost effective way

X B F: large genome sssembly tets

by

L, B, Liu, B, Xie, Y, U, Z, Huang. W, Yuan, J, He, G, Chen, Y. Pan @, Liu, Y. el al. (2012) SOAPdenovad: an emnpirically

improved memory-efficient shart-read de nova assembler. Gigascience, 1, 18,
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b4 &=: Luo, R, Liu, B., Xie, Y,
Li, Z, Huang, W, Yuan...
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TER: ARERE .
3% #8 = genome assembly
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3 # = metagenome assembly
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I =: Namiki, T, Hachiya, T,
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Meta-IDBA
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TEE: =R

> # = metagenome assembly
¥ =: Peng, VY., Leung, HC.,
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: Koren, S., Walenz, B.P,
Berlin, K, Miller, JR.,...
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MetaVelvet
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TENE: Velveth—N X EEHA
¥TH, THEF7.
# # == metagenome assembly
X E: Namiki, T, Hachiya, T.,
Tanaka, H. and...
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ERETEREERER. .
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X E: Huang, X.and Madan,
A. (1999) CAP3: ADN...
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EMEDFRERCEMRFCCINFO

R ERRIEE S S WFCCIEES RIS ERMETF R RIS R S ST

womME  anou ¥ COLLECTIONS ECCO MTA AMD MDA FAEETINGS MEws MNAGOYA PROTOCOL

ation

WORLD FEDERATION FOR CULTURE COLLECTIONS

ECCO STATUTES

° Article 5. Members are based in European countries that are affiliated to the Federation of Eurepean Micrebiclogical Secieties (FEMS). There are four categories:

WFCC Affiliate Membership application

Additional Information Request Form . 1. Individual Members, open to scientists.
3 ) 3 » ] X pandooublic or orvate ities, It s i hich i hi| i Iy
Culture e as WFCC Affiliates should in principle qualify to the standards laid down in the & ) b&www ections which aply for Comporate Membersiip must eddlionally
- 1. be registered with the Werld Data Center {of WFCC);
MTCC By- Iaws The Execume Board of WF eviews all applications for new membership.

2. produce a catalogue of holdings;
WDCM number (required) :..ieereresoess

3. supply cultures to the scientific community.

Note: WFCC can only assess your application if your collection is registered in the World Data Centre for

Tﬁcrrm:rg(mi\'.r.-m ( .H’D(.'.-'Id’); pfea..w go‘ rf') fﬂ!g:/./wrfw‘ wfee.infolccinfo/ where after registering in the CCINFO I nte rn atio n a I c o d e of N o m e n C I a tu re fo r a I g a e'
database (free of charge) you will receive a WDUM number. .

ot Pl N fungi, and plants (Shenzhen Code)

A CTOMY I s 8800808008000 20030050000 0005 00008005 20538050 E BZF:aEx‘ E &l *u *Em Hg g I£ ; EHE%{%@*’LM g{ﬁ%

0.7, For the name of a new species or imfraspecific taon published on or affer | January 1990 of which b type i  specimen or unpublished illustration, the simgle herbarium.
AT, collevtion. or institation tn which the typs i conserved must be specified (see also Rec. 4045 and 404 6)

. _- Typification i
Date and place: Signature g;.:m] Ec & I peeschogue of Sevmia evurens v

where the mpe is conserved was specified

5.1, Chen i Bull Vg Bot. G, 15

Al
Please send fully completed and signed form by e-mail to m.groenewald(@westerdijkinstitute.nl or by regular postal Spmmms.md
mail to Marizeth Groenewald, WFCC Board, Westerdijk Institute, P.O. Box 85167, 3508AD, Utrecht, The ks Ex. 8. When V at decribed “Serhm " Ot Sist. Bol. Dergs 2257

Biolofype specimen w tod when 't Hart {in Smd & Tan, F1 Ht{.u

Netherlands. A9, Type refoence to bis previoushy publibed chndmm. L

ﬁﬁﬁﬁﬁ%ﬂi%%@%ﬂ’{lﬂ&—ﬁ /
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OWDCM ge2225%.  Culture Collections Information Worldwide ( Newregister ) ( Logn )

Number of Holdings Number of Staffs
Browse Search Statistics

CCINFO Collections Strains Collection Staffs

@) 343 &) 7 (g 3539899 (o 7,981 643 BCCM 216791 ATCC 400
~  Culture Collections “ Countries and Regions ~._~" Microorganisms " Stafls 930 MCC 164652 DSMZ 155
825 NBRC 131062 CMRP 8

550 cGMCC 107760 B 67

= 1194 BPUMS 100000 BCRC 61

97 NRRL 96200 cicc 59

133 CBS 87500 IBRC 56

1285 NIDB 86129 EMCC 43

783 BCC 78202 VKM 36

59 BCRC 76339 INACCS 35

1 ATCC 75079 INACCS 35

1168 ECRC 75000 NBRC 32

919 JMRC 50011 KCTC 30

758 IBT 46500 MDC 30

ye 597 KCTC 43829 cBs 29

T | 32 CCUG 40500 ESBL-Pak-121 29
There are tolally 3,539,899 microbials in the above culture collections 1175 HGMCC 38050 TISTR 27
637 MAFF 35804 BACC 27

1,605,440 903,625 39,846 38,071 274 DSMZ 33784 UCCAA 26
Badleria Fungi Viruses Cell lines 308 M UCL 32091 VU RV 24

H2011£F, £IXFHE299R, HPEIRBHFRERPGISK



SEGRERCIRS

HEYIRE. (REMISTT ek, 1EMPLEE =38, IR SERSS

. Isolation and puriﬁcation of strains Growth promoting [ antimicrobial / antiviral bioassays

. Microbial growth-promoting and antimicrobial tests

. Optimisation of preservation AMINNE FEFEEINES GEale . Training courses
. Biocontrol agents tests on plants

conditions o : . Contract Research
Biostimulating tests on plants

cultivation/fermentation . Virus resistance assays HthhRSS

. Consultancy (topics aligned with the MIRRI Clusters

. Freeze-drying of Expertise)

 Microbial countingftiter H'iﬁh-through_put screening Other characterisation analyses
. Metabolomic analyses . Mycovirus detection
. Analysis of the resistance/sensitivity of strains to . Determination O, consumption / CO;
SETHREEEZEF physical and chemical stressors production
 Bacdive/TYGS : Anglys!s of the strain performance for industrial . Plasmid copy number qua.ntlflcatlon
application . Safety assessment of strains for food and
* MycoBank . Analysis of adhesive activity feed
* YeastlP . Analysis of biosurfactant-producing activity Purification of cells/metabolites
* FungalDC . Detection of contaminants in raw materials and . Cell sorting applications (Flow cytometry)
* Yeast-ID products . Purification of metabolites
« BIGSdb-Pasteur . Material resistance testing Complementary services
* Klebsiella MALDI TypeR . DNA extraction
e CLIMA . Construction and characterisation of

intraspecific hybrids



iR E EEEEEMEMEFEFGlobal Catalogue of Microorganisms(GCM)

GCM Global Catalogue of Microorganisms | WDCM NMDC [ Logn |

https://gcm.wdcm.org/

® 2021FFJk: 1334MIM47 B EFPSRIR
® 20227k 1464MIIM52 B IR RIR
® 20235 : 15153 ERRIR

@ Home £, Participants 5 Statistics 8.8 Join Us & ACM Members & ANRRC Members [T Help ~

Global Catalogue of Microorganisms

Advanced Search

Homology Search Species Info

Country Cultu_re Strains Scale
collection
1 Germany 3 59511 11.31%
2 Netherlands 1 58641 11.14%
Culture Countries Species Strains Type MNuclectide Literatures
Collections & regions Strains 3 Belarus 7 52825 10.04%
151 51 51,630 530,386 24,130 8,596,028 29,908 4 Japan 3 43055 8.18%
5 China 12 37760 7.17%
0
Culture Collections Distribution 6 USA 5 36459 6.93%
7 Thailand 5 30999 5.89%
2012 2m 1 0 2016 2017 2018 2019 2021 2022 2023 ALL
)< e & ® & ° e 5 e © ® ° & 0> 8 Korea 8 28953 5.50%
9 France 6 21776 4.14%
ERNGIRE Sl 10 | New Zealand 1 18340 3.48%
SN Collection Strains Country 11 India 7 17960 3.41%
1 TBRC 21,346 Thailand 12 UK 4 17534 3.33%
2 IRAN 4,560 Iran 13 Italy 3 17283 3.28%
5 Silicg 070 i 14 Canada 1 10441 1.98%
15 Russia 6 9743 1.85%
4 CMPUJ 735 Colombia
16 Iran 6 6724 1.28%
# HEHCC S5 o 17 Brazil 7 6618 1.26%
8 FRIM-MCC 294 Malaysia 18 Ukraine 2 6395 1.22%
7 MNCCM 203 Mongolia 19 Spain 1 6057 1.15%
. _ P _ 20 Czech 3 4961 0.94%
Number of Strains . — = - Others 57 34264 6.51%
1-100 1011000 10015000  5001-10000 >10001 ’ g Total 148 526299
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Scientific Name Bacillus subtilis ccType

NRRLB42197 NCIMB 36107 : VKM B-501" - CCUG 16387 : NBRC 13749 ( GCM10014672 ): NCFB 1769 : NRRLNRS-744T - NCDO 1769 -
NCAIM B.010957 : CIP52:65T: CCM 22167 : NBRC 164127 : JCM 14657 ; NCCB 530167 ; NRRLNRS-1315T : DS 10T ( GCM10020737 )
CCRC 102557 : NCCB 700647 : CFBP 42267 : ATCC 6051-UT; IMET 107587 : LMG 71357 ; CCUG 1637 : ATCC 60517 : 1AM 121187

NCCB 320097 : BCRC 102557 : NCTC 36107 ( GCM10015349 ) : NCIB 36107 ( GCM10017364 GCM10018250 GCM10018249 )

Type Strains

| Species Related Informati

1,027 Culture Collections [

24,935

Strains

Genomes Nucleotide

W Bacillus subtilis cultured in Collections B Bacillus subtilis geographic origin of strains in the world

. China (36) 0 o ()

[ X
Neterancs (15) | | Roman (1 Korea (12
etherlands omania (14) @, Korea (12)

e
l ' Nigeria (10) . Morocco (8) =E Greece (3)

: Ghana (3) : spain ) E inda (7)
b Czech Republic (CCM) l l ltaly (7) - Indonesia (6) l l France (6)

M cevany OSHZMRC) Mooy ) = Uk )

- . — .
o Argentina (BNM) ! Thailand (22)

l l Belgium (BCCMLMG)

- Bulgaria (NBIMCC) lil Canada (UAMH)

. China (ACCC,CCTCC,CICG, ... Chinese Taipei (BCRC)
y Coombia (OVPL)

l ' France (CIPCIRM-CFEP) Chinese Taipei (3

dln
i [ ] [ ]
IE | X i
= Greece (ACA-DC) - Hungary (DACT) (& Turkey (2) E Malaysia (2) - Hungary (2)
o "t (MCCMTCCNANICC.. B onesic (Foroacoaice,.. B usa g : Austra (1) == Denmark (1)

- IRS2FCBD/NPRDSIfISCIHE

LJd

B Strain transfer of Bacillus subtilis in GCM E

RC3 ‘: \
5 \. b AN 2‘9‘8?‘. IAL 0069

® MTGE 736
'. CICC 20153
MTCGH1 21
NBRC 101241 &
. —i BCI? BD@?S»—’ [ PNCM 1514 %'3135 CCM 2216
@ T8RC 6701.@ NBRG@UEE "\fqm
GBCC 23086 - \ CCTCC AB.92068
*v-9 NBR(;_]mss:t L e DS 10
’;NBR@E.{]{]Q' PNEM 1830 HBN 113(ICGF 10?

$ VKM B-919
. 3 . BCC 23063

. NERC 101245#{(:7(: 22417 T h
. E.CRC‘I 1@2 KCTC.'IE»%%RC 14?18
[ N NCTC 6276’ UPMC ‘44 @ BCRC 81067
_‘ : @ ATCC 14593

“e ccmw@ .'JCM 2014

@M 1997

.CECT 359
" @ CCM 2217

Air Engineered Environmental : Food

5 p 16 10

Host-associated Plant-associated
Microbial-mat-
biofilm

28 70

Sediment i Others
Sludge

wastewater

8 672



|l Strain Information p

Original Site

https://doi.org/10.12210/JCM10629

Strain Number JCM 10629

to create DOI for preserved resources
https://doi.org/10.12210/jcm 10696

GUID

<

Original Catalogue URL https://www.jcm.riken.jp/cgi-bin/jcm/jcm_number?JCM=10629

WDCM number of Culture Collection 567 CCINEO

Other Collection Numbers ATCC 33234 ; DSM 402 ; KCTC 2217 ; NCIMB 10106

Organism Name Bacillus subtilis subsp. subtilis

Organism Type Bacterium

History of Deposit H. Yoshikawa <-- S. Dusko Ehrich <-- C. Anagnostopoulos <-- J. Spizizen 168 (trpC2).
Optimum Temperature for Growth 37C

Data from WDCM for any strain in GCM

I Strain Related Information

:

Literatures(2) Genome(0) Nucleotide(1) Patents(3)

No. Title JournalTitle Year

Nucleotide Sequences 3

1 Enrichment and isolation of Flavobacterium strains with tolerance to high concentrations of cesium ion SCIENTIFIC REPORTS 2016

2 Evaluation of the Bactericidal and Fungicidal Activities of Poly([2-(methacryloyloxy)ethyl]trimethyl Ammonium Chloride)(Poly (ME... POLYMERS 2018



GCM strains cover a wide range of isolation Source

= Fermentation Host— i i Plant— Sludqe
1,417 1,240 4712 10,392

Algae 2,134
Antibody 0 0 0 0 0 0 0 0 0 0 0 0
Archaea 1 8 393 1 20 110 83 2,508

Bacterium 5,316 7,293 2,526 5,073 40,637 380 20,885 5,830 2,988 28,999 8,455 83,077

Chromista

Cyanobacteria ]
Moss 0 0 5 0 0 0 0 0 0 0 0
Phage 1 9 0 0 1 6 0 0 5 1 40 17 17 364
FPlasmid 0 0 0 0 0 0 0 0 0 0 0 0 0
Protozoa 0 0 18 0 0 481 63 0 17 0 0 30 154
Virus 0 1 0 0 0 2 0 0 0 0 0 2 - 349
Others 0 0 5 0 0 0 0 0 2 0 0 0 0 6

lumber of strains
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EIfE#MwRERS (NCF) BB M EYmRTHEZ—

Fungal NamesEFak A LW S FRIEM S WM 55 X2 MRS —HRNES S ERSF

[== Y

|
| Fungal Legin
| Names

Home Mame Registration = Mame Search = identification Datasets - Tools & Resources - Statistics About My Workbench

Funt el ] “ B 15965FELISkIHIRAYS6. 75 N BRI 2 EITEAR. MUER, BHE AT IREIAL
About Fungal Names 2 1
- = 91495 -TEFh, FHEHEREZE T3 EmSFRIEM MR UL IR S TR{SE (Fungal
- a5 Names, Index Fungorum, MycoBank) .
1977 1038 C RHEAEMSHRINSSER (IAS, 854S, HRER, WIUIRA, REss, 2%
Al laxon names Curmenl Laon names Author narmes 19958 il %E%) N
: ’ © IREeTS UMY (ISP EIR) SEAM. teEt. %5 Fi. SEtoeSse
MR SS .
o

SRS EIERES (SRS XEFTMASRS, FEAEFTEWSFFEBRSIRI10-TE. 1F
. HAT, FEARINIFERERSHI0O-THESR. (Rleass) .

Name Registration
Regster a fungal name of new axon, new rmnk, new combination, replaced name, oic. o & new typification

Identification Datasets Tools & Resources

EI Name Standardization Tools

Nucleic Acids Research, 2022 1

2021-2022FFnEAf4mFh1821 hitps-iidoi.orgl10. 1093Inarigkac926

Fungal names: a comprehensive nomenclatural
repository and knowledge base for fungal taxonomy

Culture Collgctions & Herbaria for Microbes

andard abbreviation of agencies EI Fungal Name List Download

Fe

1LY

Journals & Publications on Fungal Taxonomy
Fined w journal for efectrve publishing International Code of
Nomenclature

I

I

I

I

I

I

I

I

: Fang Wang?:3:7, Ke Wang', Lei Cai', Mingjun Zhao', Paul M. Kirk?, Guomei Fan??3,
| Qinglan Sun?3, Bo Li%3, Shuai Wang?3, Zhengfei Yu?-?, Dong Han?3, Juncai Ma?-3,
I

I

I

I

I

I

I

I

I

Identification

Fresiminarty identification & Phylog

Linhuan Wu “2-*" and Yijian Yao'"’

! State Key Laboratory of Mycology, Institute of Microbiology, Chinese Academy of Sciences, Beijing 100101, China,
2Microbial Resource and Big Data Center, Institute of Microbiology, Chinese Academy of Sciences, Beijing 100101,

China, *Chinese National Microbiology Data Center (NMDC), Beijing 100101, China and *Jodrell Laboratory, Royal

Botanical Gardens, Kew, Richmond, Surrey TW9 3DS, UK

New Release Related Websites

o 2 Dec./2022
Today's new releases of fungal names: O records
o 26 Sap 12022
Annual review on NOMEnclatune RoveItes of fungl in th works (2021)

Received August 08, 2022; Revised September 14, 2022; Editorial Decision September 30, 2022; Accepted October 07, 2022
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Phyla of Bacteria Data Source
B Froteobacteria I Public Data
. Actinobacteriota B This Stedy
B Bactersicota

Genome Size (Mb)
B Firmicutes

B Min. (0.8}, Max. (16.0)
B Acidcbactericta
. Daiishoecota GC Percenta ge (%)
Bl Verucomicrobiots [ Min. (22.4), Max. (T7.0]
B Fianctomycetota Temprature Group
Wo | -
B chiamydiota [ thermophitc
[l Fuscbactericta [7] messphiic
I spircchastota Il sschrophiic
. Aguifcota El others

Chioroflexota

El Qurygen Tolerance
I:l Campylobacterata D aaiobs
[T Themotogeta [ Focuttative asrckie
[ Mymococzota B rricroserachie
W synergisiota B obiigate aerche
[ oters B strict sercbe
Fhyla of Archaea B enaer be

|:| Halobacteriota

. Methancbacteriota

. Thermoprotecta

. Thermoplasmatota

B fecuttative ansercke
. obligate anaersbe
. strict anaerobe

Domer!

RTLIEH T2018F Z s EB MR RN B ER AN F2940%H)=H

1 DOE Joint Genome Institute (JGI) 3066
2 WDCM GCM 10K project 3911
National Institute of Technology and Evaluation,
3 386
Japan
4 University of Tokyo, Japan 272
5  Shanghai Majorbio Bio-pharm Technology Co. 183
6 J. Craig Venter Institute (JCVI) 147
7 Broad Institute 131
8 Washington University in St. Louis 125
9 Wellcome Trust Sanger Institute 97
10 Baylor College of Medicine 95

OTHERS 7784
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http.//gctype.wdecm.orq/

Features

| e st s s | ~~* Data Services

€}, Search ;Tr : i - |-+ i o ) . . .

- - _ , ® Search the species, type strain, genome

=47 1008 ! Cite Us About the Project Services . .

2 & ® Browse the type strain by culture collections,
check the sequencing status, sequences and

annotation results

Analysis Services

® Online genome assembly and annotation

éﬁf\:«i ’=t‘.n . . . .
Bl ® Novel species identification
N’ ® Phylogenetic analysis



Providing updated reference data for global taxonomists

1. Processing of raw reads and assembly Quality control and Assembly

TGS reads

@ NGSreadsonly O TGS reads only (O NGS reads + TGS reads

inputReads* Add Grouped Multi File

4 . . or drag & drop files here
Reads mmmmgbls‘ Genome d Reads trimming & Genome
assem
y assembly trimProgram* O sickle O Trimmomatic

Trimming and assembly Trimming (trimmomatic / sickle)

(Canu/ Flye) Error correction (musket) assemblyProgram” [ soAPdenovo? M spades [ velvet M Platanus-b

Polishing (Pilon) Assembly (SOAPdenovo2 /

SPAdes / Velvet / Platanus-b) sampleName* default
threads® 12
L 4

Scaffolds Genome structural analysis

Q Inputs or intermediate results

. structurePrograms* [® Prodigal [ checkM [ RNAmmer M tRNAscan [ TRF M PILER-CR
T D Analysis process
Assembly validation (checkM)
lineage™ O Bacteria O Archaea O Eukaryota
threads® 12
r

I

2. Genomic component analysis Genome annotation

Gene prediction (Prodigal)
rRNA prediction (RNAmmer)
1RNA prediction (tRNAscan-SE)
CRISPR recognition (piler-cr)
Repeat detection (TRF)

3. Gene annotation database™ M kEce M coc M Nk M carp M cazy @ pHI @ swiss-Prot B vroe O Pfam @ metacyc [ AntismASH

KEGG, COG, Pfam, Swiss-Prot, threads* 12
MetaCyc, PHI, CAZy, CARD, VFDB,

Anti-SMASH, .




ooperation with taxonomists

-
-
R

Sequencing Data sharing Network

Culture

collections

Official publication of the ICSP and the BAM Division of the IUMS

About Editorial Board Latest Artiches Current lssue Archive Coll

Mews : Genome seguencing data required with Taxonomic Descriptions.

08 December 2017

lournal af Syst and E y Microbiology (USEM) will soon be asking authors
to provide genome sequencing data with descriptions of novel taxa in Taxenomic Descriptio
Although not mandatary for publicati

oo Bergey’s Manual Trust
expected to be included. If authors are unable to provide genome sequencing data for any reason this

should be stated as such in their covering letter; exemptions will be considered on a case by cas
by the handling Editor

the inclusion of this dat

basis

Genome sequences are of great value to the systematics of prokaryotes. In addition to improving the
general understanding of the biclegy of microorganisms, they improve the identification of
prokaryotic species, identification of functional characreristics useful for resolving taxonemic groups
and the resolution of the phylogeny of higher taxa.

This requirement will come into effect from January, 2018 and we ask that authors deposit the datain
an established, freely available public database that does not require viewer registration (i.e.
GenBank, ENA or DDBIJ.

For any queries regarding these requirements, please email ijser rot ysociely




Taxonomists

Cooperation with taxonomists

¥ WDCM

WFCC-MIRCEN World Data L=
Sand NS Centre for Microorganisms N[

samples

Publish the data
Send back sequence

Inform the Publish the data

Acceptance

O

Deposit strains to two
culture collections

Y

Link the sequence
with the strain

I

DDBJ

D, DeaBenl irpan

Culture
collections

Submit the manuscript
NTERNATIONAL JOURNAL OF SYSTEMATIC
AND EVOLUTIONARY MICROBIOLOGY

Official publication of the ICSP and the BAM Division of the IUMS

390 species sequenced

Global Catalogue 6
of Microorganisms ;

MICROBIOLOGY
SOCETY

TAXONOMIC DESCRIPTION
: Huang et al., int J Syst Evol Micrabinl
DO110I099 sam 0003523

Clostridium prolinivorans sp. nov., a thermophilic bacterium
isolated from an anaerobic reactor degradlng proplonate

17 - Teeom 17

Yan Huang,' 77'I1man Wei,"? Lulu Cong,® Zhongwei Giu,"? Rui Chen,'? :
Shichun Ma"? TAXONOMIC DESCRIPTION MICROBIOLOGY
Han of ol Ind J Syst Eved Micropuod 201565 33993304
DON10.10%9/ijsem 0003683
Author alfliations: "Brogas Institute of Minstry of Agricullure, Section 4-13, Chengdy, St

and Application of Rural Renewable Erergy of Minisiry of Agriculture. Section 4-13, 1
Goography and Limnology, Chinese Academy of Sciences. Kanjing 210008, PR China
“Correspondence: Shichun Ma, mashichuri@caasen

Keywords: (ostrdiimy tarmaphilic; ricym proliniverans; S3CEhanlytic
Abbrevialion: FYG, peptone-y2ast glucoss.

The GenBark accession number for the 165 rRNA gene is MHO0042E. The DDBUENA/Genl
for the draft genome sequence are RAVGDICO0000 and GCMED04R81E, respectively

Four supalerentary figures are avalable with the oniine version of this article.

the Tarim Basin

Dang Han, Li-Guo Hong, Qin Xu and Heng-Lin Cui®
CRIET © 7010 S

¥ Abstract

Halostella limicola sp. nov., isolated from saline soil sampled at

A haloghilic archaeaon, strain LT127, was isclated from saline soil sampled at the Tarim Basin, PR China, The navel strain

Acronym Full Name/Institution
1 ATCC® American Type Culture Collection
2 BCRC "Bioresource Collection and Research Center/Food Industry Research and Development Institute *
3 CAIM Collection of Aguatic Important Microorganisms/CIAD/Mazatlan Unit for Aquaculture and Environmental
Management
4 CCM Czech Collection of Microorganisms/ Masaryk University
5 CCUG Culture Collection University of Gothenburg
CECT Spanish Type Culture Collection / University of Valencia

CGMCC China General Microbiological Culture Collection Center
8 cicC China Center of Industrial Culture Collection
9 CIP Collection de I'Institut Pasteur
10 DSMZ Leibniz-Institut DSMZ-Deutsche Sammlung von Mikroorganismen und Zellkulturen GmbH
1 ICMP International Collection of Microorganisms from Plants
12 JCM Japan Collection of Microorganisms/RIKEN BioResource Center
13 KACC Korean Agricultural Culture Collection
14 KCTC Korean Collection for Type Cultures, Korea Research Institute of Bioscience and Biotechnology
15 K G.B. Elyakov Pacific Institute of Bioorganic Chemistry, Far-Eastern Branch, Russian Academy of Sciences
16 NBRC Biclogical Resource Center/National Institute of Technolegy and Evaluation
17 NCAIM National Collection of Agricultural and Industrial Microerganisms
18 NCTC National Collection of Type Cultures
19 PCU Pharmaceutical Sciences Chulalongkorn University Culture Collection/ Chulalongkorn University
20 TBRC Thailand Bioresource Research Center/National Center for Genetic Engineering and Biotechnology
21 TISTR TISTR Culture Collection/Bangkok MIRCEN
22 VKM All-Russian Collection of Microorganisms
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China
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Thailand

Russian
Federation



BEIEEK “RISFHREDISTFH" ik, FN01MERSS

1 BlfR: SEIXaIEFMEYLLAIM % KIRiES, BUuHBRIEERR /

. eem 3.0
"Culturlng The Cncultured Majorlty”

Inwtlng global culture collectlons
-~ and taxonomg;ts to join

1. BY—FIRMEDRE. BE. NFRURSITREFESRE
2. EV—EATERALIEESTH. SEEERIEFANRABRERER

3. HEA\ESEH ZERHMENEREREES

4. RERANEDFTFDHNOLIMMERE, BEXSHNOMEETH, ASRENFERRHEEEL]

D Ee— e GGG G GGG - e




I FIRAIESHHIER, WesEREYERE

B3t

RHiTIElE, ER—FRINEZERE. IGecHaiE

IR A L& aei2iEi s — RN ERRIAF T

R E TR
tic Global Regulator Resources NDCM  NMDC

uuuuuuuuuuuuuuuuuuuuuuuuuuuuuuuuuuuuuuuuu -
(| =1 &
- F= Y2
nowled
tology
=ab . <
P '% ey ™ Tenafh '(V,;QV 0)
e e s v W i sy
)
-
E e ko

12063 IFAS100 441/NEETTIE, 1EF
F1806666 1M EEE, SIFEEAYCIHIBES

IRES SHEMBhHRREERE Zarit SRR TR E SRR

GCM 2HEEEER

M NMDC

FREFENTH (MGEs)

@ WREN o FRES
RN THERIT. STAHI SERIRA TR TES R
CEREE R P —

BT

m | &mas
AFEsRD. ogm
.................
: 11
a. e | = =
i wagEe - 0 PEESROE [E - '
1 < B
f
()
...................... A
) -
-
ABGE1YE) -

1005 fRIFEBII400 K IREF R IGHRFEE, 506FhEIRE 1100 EE4H7884Hi5ENTT

EMEES S8 ERI M EC B

HRi%, WHHEERNEBREGEEZEEN




=B D HiRE R

3E3

1. Global sample collection 3. Metagenome assembly and binning

NCBI ~ 23.08 million BIOS amples
(2022.01)

.

Metadata collation and filtering
Obtain metagenomic data of more than 80,000 runs

J/

\

-

Metadata of NCBI sample is
extracted :

Habitat coverage: air, human,
animals, plants, soil, salt lakes,
extreme environment, and other
hundreds of habitats.

~

/ L

Ce- avsembly rums
Quskty Control i
| ——
Ulean Dt Assembly Rieat af coamembly rms 3 5
(Meta-spades Megahit) mapplag AMAGS I g
Unappd Us-magged Reads Mappinz A sad BMAGS
Dinalng Herative Assembly Y
: . Iegists A or
MAG R 5% MAGs Siic
AMAGE {CMP=85%,CNT<8%) meh’ AMAGH (CHP>=35%, CNT<S%)
EEMALS (Ws=CMPIMNONTEY,) : BMALS (MU MBS, ONT<%) X
CHAGS (She=CMP <, CNT< 1) N ‘
MAGS Dereplication
MAGs Deeplicatin Aiaie CMAGS
(Seor=CMPSCNTH S50 (ure=CP-S CNTA0 N5

Tauenamy (lassibeation

2. Analysis based on reads 4. Genome annotation

|

Annotation analysis of raw data
(More than 50,000 runs have been completed)

) |

System annotation based on structure and function

Combining with the special research needs, the annotation base database is built.

|

Quality Control ]
Kraken Annotation ]
CARD Annotation ]

Ve

Structural Annotation

(Prodigal, RNAmmer, tRNAscan...)

(COG

Functional Annotation

, KEGG, CARD, VFDB, CAZy, Pfam,

Swissprot,Uniref100, Antismash, Rfam, MetaCyc...)

Functional Annotation

(Self-database: (PcbC/EryClll/GenB3/OxyB))

gclMeta Global Catalogue of Metagenomics |

& Home @ Data - ® Function module

Global Catalogue of Metagenomics

WDCM NMDC

4% MAGs catalogues

63,803 74,393

Global distribution of sampling locations in certain biome

NO. of tuns

Biomes
P @ 2 &
Human Gut Host Associated Human Associated Water
143,028 81,959 55,729 27,046
| ) (™ 20
- | ks =
Wastewater Sludge Human Skin Plant Associated Alr
6,886 5,329 4,962 2,647

1-181 @ 181-361 @ 361-542 @) 542722 (@ 722-903

74,835

@ Top Sampling Countries

o -

SN Countries Samples Runs
1 singapore 203 903
2 Austria 1 77T
3 usa 233 233
4 Norway 126 126
5 China 100 100
6 UK. 41 41
7 Sweden 32 32
8 Ghana 7 T
9. Malaysia 6 6
10 Puerto Rico 2 2

v i &
Soil Built Environment Misc Environment
17,983 10,161 8,598

A P ®

Sediment Microbial Mat Biofilm

1,920

Human Vaginal

1,251 59

=

=
Human Oral

7,105

Mare >
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National Microbiology Data Center
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GCM Global Catalogue of Microorganisms | WDCM NMDC

@& Home € Organisms @ Tools [ Publicafi ® B &, Download
Global Catalogue of Pathogens

A data sharing center (gcPathogen) serving the field of public healih and

disease control

Bacteria

Fungi

Genomes

4,794

Genomes Taxa

1,164,974 497

P and ic G isti ®

Global Pathogen Profile

Metadata Atlas of Pathogens

Gene Go-occurrence Network

¢ Advanced Search

Genomes

Z255mEN
BTG T S LR S ISIRE

© Copyright Statement

Taxa

89,965 222

13,687

646

¥ Citeus

English ~

[ Help ~

E.coli Overview: 40FERJHEER.

BHEH>2175%. 63401STs

m Escherichia coli

Taxonomy ID: 552 Reference Genome : .2
Rank : speciss Strain Count : 140845

Genome Count: 189551 Completed Genome Count: 2174

GC (%): 367 ~630

Collection Date = 1334 ~ 2022

Reference Paper:

Lineage : Bacfens; Protecbacteria; Gammaproteobactenia; Enterobacterales; Enterobacteriscese; Escherichia
H- < =, /\ on (CDC) (43958) f Maticnal Center for Biotechnology Information (26457) / Foed and Drug Administration (FDA) (25273} 7
AZE\: 877 1eeay N ; .
I:EX . IRM-CWMW-FDA {2110) / US Food and Drug Administration (1367) § Hopital Henri Mondor APHP (1343) f Walter Reed Army
2 103/\ e e nsa onoan SASTEUR (1283) / Microbiolegy, Graduate School of Medical Sciences, Kyushu University (1283)

PR 107

TE_'I . 105'& ompanicn animal, Environment. Food, Human, Laboratory, Livestock, Other, Plants, Poultry, \Wild animal

BERR: 9%

Drug Class :

4%, China (5872) , Australia (5744) . Canada (4511) . France (3856) , Japan (3231) , Germany (3147} , Denmark (2035) , Metherlands (1831)

5, Animal, Human, Food, Uring, Blood/Body fluid, Environment, Abdominal drainage, Culture, Environment {(hospital)

e system, Urinary system, Respiratory system. Reproductive system, Central nervous system, BonefJeint, Eye/Ean/OralMasal, Skin/Soft tissus,
r system

Flucreguinclone antibictic, Sulfonamide anfibictic, Anfibictic without defined classification, Beta-lactam antibictic, Peptide antibiotic, Aminoglycoside anfibiotic,
Diamincpyrimiding antibiotic, Rifamycin antibictic, Aminocoumarin antibiotic, Tetracycline antibictic

Antibiotics :  Fosfomycin, Morfloxacin, Nalidixic acid, Ciprofloxacin, Enoxacin, Streptormycin, Tetracycling, Sulfadoxine, Sulfadimiding, Sulfamethoxazcle

Antibiotic Resistance Genes Name :  AcrB, AcrD, AcrF, EmrE, TolC, BacsR, Mdth, ATP-binding cassette (A5C) antibiotic eflux pump, Major facilitator superfamily (MFS) antibiotic

efflux pump, Beta-lactamase

Virulence Factor Name : Peritrichous flagella, LOS, Capsule, TTS5 secreted effectors, Type 1 fimbriae. ETT2, TTS5, Heme biosynthesis, LPS, Lateral flagella

EESEALL BRI R AL EEH¥EE

W Digestive
R Blood EEM Bo
W Central nervous system @l Reproductive system

BB Respiratory system (@ Eye/Ear/Oral/Nasal

Vild animal
B Flants R Poultry
B Food @EE Cther @B Environment [ Aquatic
W Laboratory

E Human @R LY

R Companion animal

Completed Genome @ Chromosome
B Contig @ Scaffold

E.colin BiERES 1

1269

W Skin/Soft tissue @ Cardiovasoular systerm

coliI2 R ERSTSH E.colilILEZEBER

& 13652
|
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Isalation Sources




PIpEEE
IBU{ERAKRAKEN2, RNAmMmMer, BLASTn, Mash#l

FastANT Binsr | SE2=EErETEiErs, Fad
BEESE, UREFEIETIIEE.

RS
o o -

i iR EEENS R T i

ATrRRERAFECTHEER, EESESEEFENRS
EETIEHE a0,

|||||||

BEHIERE

AT diE T ERA R IHETE
=, MERHHEEEFIRHT =%

BLAST-pathogen

BT FEEISEIIEEERRERE
imsS=ERAERMETHN, S5 .

MLST438Y

MLST T EFERESRMPUbMLS TSRS
= BRI TRES B,

AEHHERSMERETE

ATFEFLA NI EEEEI=EER .
SNP 73

AT EEsEHEEEFSEEE
RRIESEEREHETHNE, FEEN.
cgMLST/8

ATrRREAEREIIDE, aEE

u
&
a
&
Q
&
%
&
Q
]

& Q
® Q9
a4
o %
T A
# O
A Q
o o
&
& O




Tl &8 THEM SIS EAYE

& R E PR L&Y

BERG

2BV ASEETEEERE Global Catalogue of Reference Strain

Reference Strain Catalogue

Reference Strain Catalogue

- » L &o
Strains Species Culture Collection S0 and other stai d
202 134 49 70

MEYTRISOIRHE. FOAZERMTERISERK

B8 T7TRE70NERRRERN1 34 MIFRI2020 SERIRER

HE—/SEFHFREWDCMIE—RS

JVFFrBRISHMEMISNEXRAIISOIREI fEREE
ATCCER, HEKREMISOIRMEUFR—IRATCCE
BRe ATRERXFMISOMRAER “MIJLEMS" , I1SO
S5itRHEMEESL (WDCM) FETIERSE,
LABBERISOMRAETE £ BRI AT 40T T,
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# Home @ Dataset & Expert Team & About ©) Contact Us

SEERMREEBEREEE / rvou vacvase

5 48T CED 2 4 1 T A
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Species) e.g Bulgaria inquinans m

IS EESNER. HTEHREETREERE, R R R
BAGAE., ENAORR. HETESSSESREGRSTY, ESNSEREERENE

Macrofungal taxonomic system and economic mushrooms

Macrofungal faxonomic system and economic mushrooms, a global data repository of macrofungi,
aims to provide the latest taxonomic information for each macrofungal genus and aggregates relevant
research progress of important species (edible, medicinal, and poisonous).

S

eg: Agaricus | Ganoderma | Amanita

Strains Taxa Relevant Literatures Co

56,383 15,446 7,494 455 81

Macrofungi Edible Fungi Medicinal Fungi  Poisonous Fungi

Kingdom 1 1 1 1 1

THEWER: Reference database for voucher specimens Phylum 5 5 5 5 5
Class 26 10 9 8 5
Order 82 40 29 21 17
Family 286 182 104 86 54

A0S 1 1 T D B D G @@ — [T os ]
¥ Matarancs Detahasas for Prant Griscantine Fungl —_

Genus 2,301 1,809 356 202 135
Species 56,383 44 664 1,822 546 574

SRR T RSN N, T R,
WE. SEALPESIEOMM BN, SNBSS N R o RN O 3
PR AL AA NSV A PR R M E, SRR, 1 — ORI — S5O DI,

"

Lo Nhawan | aniarun | cttusa | Affaria pitreioie
——
- EET RN e T
Ta9 1,649 4,876 1.313

Edible Fungi Medicinal Fungi Poisonous Fungi

StEmm
Edible Fungi 1 Medicinal Fungi Poisonous Fungt
FEERY —
T Species Strains Species Sirains Species Strains
LA 0tS MR 20 EQE IR, SOSTIRI M A AV AT e SRR O, (RS RSN T WA, (PP A S (Crop Prolection Compundiu B RSN
o i ? * FHEASATR R VRTINS . IR AR R Y . RS A I - » I
ML, SETDIRNE AR, PRGN W, MM, FUHE. AENUESNLCAME®, SMIRERE, 1’822 2’716 546 3’408 574 650
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hGMEB human Gut Microbial Biobank (hGMB)

Global Glacier Genome and Gene database (4Gdb)

About the Project

& Home & Proj {3} Home
= Data
C) Search

4Gdb — A specialised genomic and genetic database of gliacial microbiomes
of global glaciers.

& Dewnlond

2= Metabolites Mumber of Genern

2= Lachnospiracons > Search

excBacteria | China | Yuzh
i . Faenity
Project data Function module
Publications Sample CAZYs B¢ s !
5ld & 5 " oxr
[—g} 248 g 23 = 1,213 é:g 3,269,431 O 28,034 m’ 589,029
— R MAGS . —_— Gohonga tenuis a5 Sristensenoliacese comes 192020
% 1,005 ‘$‘ 208 & 3,375 jq‘ 1,731 CB 477,360
SEmEREYE
MNews and Updates
PO | cearcioom Firmscues Arssiiensocis = Crieronesors . omes m 4Gdb v1.0 is updated with bug fixed and new ICRGGC Integrated Chicken Reference Genomes and Gene Catalog (ICRGGC)
features added.

About the Project

n 4Gdb v1.0 Is publicly accessible.
= Onte

% Dowmiaad

. 833

4 Please Cite . Mismber of Mow
® A genome and gene catalogue of glacier microbiomes , -
Mature Biotechnalogy
B0
& Global visitor map
50 MG Cansmw O vt Crass Sranr [ G r—
40
] Brachybactmium BEo03
0o 25 75 10.0 *

5.0
Genome size (Mb)




é%iﬁ;ﬁ@;ﬁ;&g Bacterial Cyclic-di-GMP Database

PGRR Prokaryotic Global Regulator Resources WDCM NMDC

Search Dat. Tools - References About Help -

Homa Data Stalistics Download Aboul

Prokaryotic Global Regulator Resources

Bacterial Cyclic-di-GMP Database

[ Statistics »
Promoter-gfp reporter library MORE >
Global regulator family Global regulater Homelogous glabal regulator -J
1 _— - wdd I b . — hia e T o
' = . — l r_ The premoter regions of 41 genes that are (or are predicted to be) involved in ¢-di-GMP metabelism in Pseudomaonas aeruginosa PAQT were cloned into the vector pPROBE-AT
20 1 219 100,441 respectively, resulting in a library of promoter- gfp transcriptional fusion reparter plasmids, which can menitor the expression of the carresponding genes in Pseudemanas
Aeruginosa.
Organism Binding site motif a Target genc
prodictnd by maching P, ractod from publicatan P based on gredso *J GGDEF only GGDEF-EAL
== Promoter Encoded Promoter Encoded
12,063 233 18,066,661 NO. Plasmid _ FIG ODe PA# NO. Plasmid , FIG 0D PA#
region enzyme region enzyme
= - am -
- N . 1 PPPADTEY ol 1350555 165 PAO169 DGC 21 pPPAO28S Iﬂ—b_ 83227 162  PAO285 PDE
& thE b TR B AR = e
Y J 2 pPRAQ290 |=",:b_ 351007 1.65 PAO290 DGC* 22 pPPADSTS I:‘Eb_ 3821.01 167 PADST75 PDE
o ATERHRE. | Wi i Crinows Local Saimanme Gumore Datafless verssn 2 (GLSGOB v2 T Ny A g T
4w Gem. s o 3 pPBAD338" l:b_ 17886.19 1.61 PA0338 DGC* 23 pPPACESIT [:b_ 12296.51 166  PADSBE1  PDEDGC
- - s e 4 - P -
4 peeaosa7 BTy 95778 167  PA0B4T7 DGC 24 pPPA18] Eb_ 438187 171 PATIBT DGC
- 14 58 e 4
The Chinese Local Saimonella Genome DataBase 5 pPPA1107 e~ 9917.39 163 PA1107 DGC 25  pPPA1433° Iib_ 5413.46 170  PA1433 EP

version 2 (CLSGDB v2)

Cyclic-di-GMP

# Ot ©

L) - mPE
About the database

—— LLL] C-di-GMP is synthesized from two GTP molecules by diguanylate cyclases (DGC) that
b YRR — usually harbor a conserved GGDEF domain and is hydrolyzed by c-di-GMP specific
pheosphodiesterases (PDE) with conserved EAL or HD-GYP domains, which degrade

;?J’M $ S‘T @

¢-di-GMP te pGpG or GMP. Deletion or overexpression of DGC will affect cell
motility, psl and biofilm.

MORE >
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