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792 culture collections from 78 countries registered in World Data Center for Microorganisms (WDCM)

Global Catalogue of Microorganisms(GCM) 1.0

* = Advanced Search | HOME

Q_ Global Catalogue of Microorganisms { @ Strain Information
Strain Number: Jcm 100027 (Original site)
» Home ’__‘_:_! Name: Rhodococcus fascians (Tilford 1936) Goodfellow 1984
=358 ATCC 12974 ; BCRC 13609 ;: CCUG 51073 ; CFBP 2401 ; CGMCC 4.1817 ; CIP 104713 ; CNCTC Cor 66/77 ;: DSM 20669 : ICMP 5833 ;
) Overview Other Collection Numbers: ICPB CF122 ; IFO 12155 ; KCTC 9813 ; LMG 3623 ; MTCC 1531 ; NBRC 100625 : NBRC 12155 ; NCIMB 13432 ; NCPPB 3067 ; NRRL B-

16937 : VKM Ac-1462

» Data Standards Organism Type: Bacteria

! Participants History Of Deposit: LMG 3623 <-- ATCC 12974 <-- W. H. Burkholder CF17 <-- P. Tilford.

» Join Us Isolated From: Fasciation of sweet peas (Lathyrus odoratus)
» Contact Us Type Strain: Type strain
Optimum Temperature For 28°C
LOGIN- Growth:
m Literature: 5962284
Author: (Tilford 1936) Goodfellow 1984
Strains 457,449
(& % Medium Number: 57
Species 55,948 -
Culture Collections 133 Strain Name: Bacilius subtilis w 57
Countries and regions 5 Strain Numbaer: Glucose : 10. 0 _q
2 = N - — L-Asparagine 1.0 d
Yeast extract 2.0 g
Agar 15.0 g
Distilled water 1.0 U
Adjust pH to 7.3.
Since 2012: The information In GCM: s
. @ Species Information
+ Strains .
. Pa pe r Publications Patents Sequences
« 50 Countries : -
« Taxonomy e Patent | B L
» 133 Collections . -
Isolation . Sequence
:  Application . i
- 457,449 Strains PP Protein



Global Catalogue of Microorganisms 10K sequencing project

COMMENTARY

« ATCC, USA

. BCCM/LMG, Belgium'

. CAIM, Mexico

. CBS, Netherland
. CCM, Czech

+ CCTCC, China

. CCUG, Sweden
. CECT, Spain

. CICC, China

. CIP, France
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CGMCC, China *

FGSC, USA *
ICMP, New Zealand®
IBRC, Iran °
JCM, Japan ¢
KCTC, Korea *
KMM, Russia *
MUM, Portugal
NCTC, UK
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SOPs
Database

aRwN =~

12913/2114

Published: 22 Octoper 2020 Arsicle istory ¥

@ 2025

Type Strains Genome Database

NBRC, Japan
NCAIM, Portugal
PCU, Thailand
TBRC, Thailand
TISTR, Thailand
UCD-FST, USA
VKM, Russia
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Type strain sequencing and data analysis pipeline

QC: Full-length 16S
rRNA gene sequences

Strain DNA Library

re-culture extraction construction
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Feature
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Average Nucleotide Identity
Phylogenetic Distribution




High quality reference database

-

List of species with validly
published names

C

16S rRNA gene sequences GenBank gene / genome /
produced by GCM 10K 9 9
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Comprehensive Information of all the validly published species

-_ P . ey J = e e NO. SPECIES STRAIN PROJECT ID SEQUENCING STATUS SEQUENCING CENTER
[ype Strains Genome Database
DSM 105287 N
Abditibacterium utsteinense
1 S LMG 29911 GCM10012433
Home ome: R-68213 N
Project mple: ATCC 49176 GCM10000462 Permanent Draft Washington University in St. Louis
LMG 14740 N
Dat:
¢ DSM 9849 N
Abiotrophia defectiva
Novel Species 2 T CCUG 27804 N
PN GCM
. CCUG 27639 N
73 Search 2
» Cite Us About the Project Services CIP 103242 N
B8 Tools SC10 N
na ©) JCM 32769 N
g Statistics Se sis Ab
tool's main page KCTC 15747 N
5 DatalUsaga Folky YH-panp20 GCM10014272
g MCCC 1K03450 N
> Abyssibacter p d
3 4 = Qucoo7 GCM10012456 Complete Ocean University of China
® 2 KCTC 52933 N
"
CCTCC AB 2014213 N
YIM M12140 N
Sequenced species in phylum DSM 29158 GCM10006433
JCM 30920 N
Abyss!
DSM 29592 N
L81 N
NBRC 101209 N
Ac edis
7 KCTC 12899 N
FYK2218 N

http.//qctype.wdecm.orq/

® Search the species, type strain, genome
® Browse the type strain by culture collections, check the
sequencing status, sequences and annotation results

® Online genome assembly and annotation
® Novel species identification
® Phylogenetic analysis



Online genome assembly and annotation Novel species identification

Quality control and Assembly Species identification

= 2 i
@NGSreadsonly O TGSreadsonly (O NGSreads + TGS reads @ Genome sequence () 165 rRNA gene sequence () Genome sequence + 165 rRNA gene sequence

inputReads* Add Grouped Multi File

enome sequence* '
or drag & drop files here. g q Add File

or drag & drop files here.

trimProgram* O sickle O Trimmomatic
additional sequence Add Multi File
assemblyProgram* [ soaPdenovo2 M spades M velvet M piatanus-b or drag & drop files here.
sampleName* default additional strain: Select...
threads* 12
set root: | Select
Genome structural analysis lineage* © Bacteria O Archaea
structurePrograms* [E Prodigal 8 checkM [E RNAmmer [ tRNAscan [E TRF [ PILER-CR maxTargetSeqs* 80
lineage* O Bacteria O Archaea O Eukaryota K 20
threads* 12 Kz
Genome annotation phylogeneticAnalysis* O mecA O FastTree
database* W kecec @ coc @ nR B carp W cazy @ pHI [ swiss-Prot M veoe [ Pfam @ Metacyc [ AntisMASH Feedback
threads® 12
Email* name@example.com

and the nish notification wi d to this address

Alink to your data




Cooperation Mechanisms

Culture
collections

B Sequencing Scientists

B Data sharin
H Network

\ SYSTEMATIC
AND EVOLUTIONARY MICROBIOLOGY
csP

About Editorial Board Latest Articles Curvent issue Mechive ol

News : Genome sequencing data required with Taxonomic Descriptions.

08 Decemnber 2017

tnternational Journal of Systematic and Evolutionary Microbiology (SEM) will soon be asking authors
to provide genome sequencing data with descriptions of novel taxa in Taxonomic Descriptions

Although not mandatory for publication, the inclusion of this data is Nighly recommended and will be

expocted 1o be included. If authors are unable to provide genome sequencing data for any reason this
should be stated as such in theis covering letter; exemptions will be considered on a case by case basis
by the handling

Genome sequences are of great vah
goneral understanding of the biolo
prokaryotic specks, idon 0 of functional characteristics useful for resolving taxonomic groups
and the resolution of the phylogeey of higher taxa.

the systematics of prokaryotes. In addition to improving the

This requirement will come into effoct from Januaty, 2018 and we ask that authoes deposit the data in
an established, freely available public database that does nat require viewer registration (Lo
GenBank, ENA or DOBI)

For any queries regarding these requirements, please eenail

INTERNATIONAL JOURNAL OF SYSTEMATIC AND EVOLUTIONARY
MICROBIOLOGY

Bergey’s Manual Trust



TAXONOMIC DESCRIPTION MICROBIOLOGY
Huang et ai. int J Syst Evol Mcrobol oy
D01 10.1099/i1sem 0003523

WDCM

WFCC-MIRCEN World Data
Centre for Microorganisms

Clostridium prolinivorans sp. nov., a thermophilic bacterium
"Q isolated from an anaerobic reactor degrading propionat

12. - 1200012

]

Send DNA
samples

D Yan Huang,"? Zhixian Wei,"? Lulu Cong,* Zhongwei Qiu,'? Rui Chen,'? i ~
— Shichun Ma'%*

TAXONOMIC DESCRIPTION MICROBIOLOGY
Hon et af. Int J Syst Evol Microiol 2019.69.3299-3304 WY
DO 10.1099/jsem.0.003643

Publish the data

Author affiliations: "Biogas Institute of Manistry of Agriculture, Section 4-13, Chengdu, Sic
and Application of Rural Renewable Energy of Ministry of Agriculture, Section 4-13, Ct
Geography and Limnology, Chinese Academy of Sciences. Nanjing 210008, PR China.
*Correspondence: Shichun Ma, mashuhun@caascn Ho—. H H :
e A s Halostella limicola sp. nov., isolated from saline soil sampled at
Abbreviation: PYG, peptone-yeast 3 H H
The GenBank accession number for the 165 rRNA gene is MHO00448. The DDBJ/ENA/Genl the Tarlm Bas'"
for the draft genome sequence are RIWG00000000 and GCMA0048815, respectively

Send back sequence

Four supplementary figures are avaiable with the online version of this article Dang Han, Li-Guo Hong. Qin Xu and Heng-Lin Cui®
Inform the ‘ U Publish the data g
Acceptance ! Abstract
A hatophilic archaeaon, strain LT127. was isolated from saline soil sampled at the Tarim Basin, PR China. The novel strain
Link the sequence =
@ with the strain Acronym Full NamelInstitution Country
erican ulture Collection
Global Catalogue 1 atcc® American Type Culture Collecti USA
. . ioresource Collection and Research Center/Food Industry Research and Development Institute inese Taipei
Deposit strains to two of Microorganisms 2 BCRC "B Collection and R h Center/Food Industry R h and De Institute Chinese Taipei
culture collections 3 CAIM Collection of Aquatic Important Microorganisms/CIAD/Mazatian Unit for Aquaculture and Environmental beaco
Management
DDBJ 4 CCM Czech Collection of Microorganisms/ Masaryk University Czech
DNA Dats Bank of Japan
Sequence Read Archive
T Asthive 5 CCUG Culture Collection University of Gothenburg Sweden
6 CECT Spanish Type Culture Collection / University of Valencia Spain
Culture
Taxon om ists - 7 CGMCC China General Microbiological Culture Collection Center China
collections
8 cicc China Center of Industrial Culture Collection China
EMBL-Bank
W""'7.:‘..,.‘,‘.,‘.:.‘."3:"'"' 9 ciPp Collection de I'lnstitut Pasteur France
@ 10 DSMZ Leibniz-Institut DSMZ-Deutsche Sammiung von Mikroorganismen und Zellkulturen GmbH Germany
YK Submit the manuscript _ » A
Al 1 ICMP International Collection of Microorganisms from Plants New Zealand

| N T F R N /xT ‘ O N A I J O U R N A I O F SYSTE MATI C 12 JCM Japan Collection of Microorganisms/RIKEN BicResource Center Japan
AND EVOLUTIONARY MICROBIOLOGY 13 KACC Korean Agricultural Culture Collection Korea

Official publication of the ICSP and the BAM Division of the IUMS 14 KCTC Korean Collection for Type Cultures, Korea Research Institute of Bioscience and Biotechnology Korea
15 KMM G.B. Elyakov Pacific Institute of Bioorganic Chemistry, Far-Eastern Branch, Russian Academy of Sciences Russian
16 NBRC Biological Resource Center/National Institute of Technology and Evaluation Japan
17 NCAIM National Collection of Agricultural and Industrial Microorganisms Hungary
18 NCTC National Collection of Type Cultures United Kingdom
1 7 O S p e CI e S S e q u e n Ce d 19 PCU Phamaceutical Sciences Chulalongkorn University Culture Collection/ Chulalongkorn University Thailand
20 TBRC Thailand Bioresource Research Center/National Center for Genetic Engineering and Biotechnology Thailand
21 TISTR TISTR Culture Collection/Bangkok MIRCEN Thailand
22 VKM All-Russian Collection of Microorganisms Russian

Federation
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