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The Genomic Standards Consortium (GSC) is

. N/
What is the GSC an open-membership working body formed in genom F consortium
| ML It

o Open consortium -16 years September 2005. The aim ofthe GSC is

) . making genomic data discoverable. The GSC
* International Collaborative Effort enables genomic data integration, discovery
« Develop Open Metadata Standards for any and companison through intemational

community-driven standards.
user and almost all sample types
* Work closely with INSDC
Allows for .
MixS News Twitter

* Making genomic data discoverable and

b « GSC22 (Thailand) is being postponed Tweets by genomestandards
usable Mix$ ™ Learn about: until late 2020 or earty 2021. April 13,
. . . . - 2020
 Enabling genomic data integration, xS standards and download - mErE e
diSCOVGry and Comparison « Submit MixS-compliant sequence 2020 Bangkok, Thailand July 28, 2013
data here « GSC21 Mesting — 3genda, maps,
* International community-driven standards » Compliance with MixS and ogistios May 3, 2019
. . implementations hers GsCzi@Vienns July 20. ‘D..
e Strengths Genomic Databases worldwide + Developing a new Mix$ extension New Bom M “”t“Lf“ — ?;31
here GSC20 Agenda & Logistics April 21,
* Development of the MIxS standards e e
GSC Speakers at Hellenic
All GSC SC Bioinformatics 10 August 28, 2017
Projects & Genomic Observatories Metadatabase
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GSC Mission

Develop and Integrate MIxS Standards (Minimum Information about any Sequence)
* In coordination with INSDC
* Downloadable MIxS check lists

e |dentify the minimum information and categories to be included in a standard metadata checklist

Air (download MIxS-air only)

Built-environment (download MIxS-built environment only)
Host-associated (download MIxS-host associated only)
Human-associated (download MIxS-human associated only)
Human-gut (download MIxS-human gut only)

Human-oral (download MIxS-human oral only)
Human-skin (download MIxS-human skin only)
Human-vaginal (download MIxS-human vaginal only)
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o

Microbial mat/biofilm (download MIxS-microbial mat/biofilm only)

10. Miscellaneous natural or artificial environment (download MIxS-misc. natural or artificial environment only)
11. Plant-associated (download MIxS-plant associated only)

12. Sediment (download MIxS-sediment only)

13. Soil (download MIxS-soil only)

14. Wastewater/sludge (download MIxS-wastewater/sludge only)

15. Water (download MIxS-water only)

16. Hydrocarbon resources-cores (download from GitHub)

17. Hydrocarbon resources-fluids/swabs (download from GitHub)

18. Minimum Information About a Single Amplified Genome (MISAG) (GitHub)

19. Minimum Information About a Metagenome-Assembled Genome (MIMAG) (_GitHub)



http://press3.mcs.anl.gov/gensc/files/2016/07/MIxSair_210514.xls
http://press3.mcs.anl.gov/gensc/files/2016/07/MIxSbuiltenv_210514.xls
http://press3.mcs.anl.gov/gensc/files/2016/07/MIxShostassoc_210514.xls
http://press3.mcs.anl.gov/gensc/files/2016/07/MIxShumanassoc_210514.xls
http://press3.mcs.anl.gov/gensc/files/2016/07/MIxShumangut_210514.xls
http://press3.mcs.anl.gov/gensc/files/2016/07/MIxShumanoral_210514.xls
http://press3.mcs.anl.gov/gensc/files/2016/07/MIxShumanskin_210514.xls
http://press3.mcs.anl.gov/gensc/files/2016/07/MIxShumanvaginal_210514.xls
http://press3.mcs.anl.gov/gensc/files/2016/07/MIxSmatbiofilm_210514.xls
http://press3.mcs.anl.gov/gensc/files/2016/07/MIxSmisc_210514.xls
http://press3.mcs.anl.gov/gensc/files/2016/07/MIxSplantassoc_210514.xls
http://press3.mcs.anl.gov/gensc/files/2016/07/MIxSsediment_210514.xls
http://press3.mcs.anl.gov/gensc/files/2016/07/MIxSsoil_210514.xls
http://press3.mcs.anl.gov/gensc/files/2016/07/MIxSwastesludge_210514.xls
http://press3.mcs.anl.gov/gensc/files/2016/07/MIxSwater_210514.xls
https://github.com/GenomicsStandardsConsortium/mixs-legacy/blob/master/mixs5/MIxShydrocarbcores_20180621.xlsx
https://github.com/GenomicsStandardsConsortium/mixs-legacy/blob/master/mixs5/MIxShydrocarbfs_20180621.xlsx
https://github.com/GenomicsStandardsConsortium/mixs/blob/master/MAGS_SAGS_MIxS.xlsx
https://github.com/GenomicsStandardsConsortium/mixs/blob/master/MAGS_SAGS_MIxS.xlsx

Query and Explore
Standardized
Metadata

Use attribute list
to explore the data

Entrez query Bl Attribute & Value

"geo_loc_name=China: Wuhan"[attr]

"Severe acute respiratory syndrome coronavirus 2"[orgn]
NOT "geo_loc_name=China: Wuhan"[attr]

BioSample

Organism
Customize ...

Attribute name
breed

cell line

cell type
collection date
cultivar

disease
geographic location
host

isolate

sex

strain

tissue
Customize ...

Sample type
Human (97)
Microbe (485)

Model organism or
animal (274)

Pathogen.cl (1)
Pathogen.env (1)

Virus (1)

MIGS.ba (4)

MIGS.eu (18)

MIGS.vi (8)
MIMARKS.specimen (1,110)
MIMARKS.survey (7,001)
MIMS.me (14,028)

Environmental

package

host-associated (17,055)
human-associated (4)
human-gut (3,905)
microbial mat/biofilm (567)

miscellaneous or
artificial (565)

plant-associated (4)
soil (4)
wastewater/sludge (18)
water (35)

BioSample = \txid749906[0rganism:noexp]

Create alert Advanced

Summary ~ 20 per page ~ Sort by Has related data « Send to: «

Search results

Items: 1 to 20 of 77585 Page 1 of 3880 Next> Last>>

Model organism or animal sample from gut metagenome

Identifiers: BioSample: SAMN10984544; Sample name: Mare faecal microbiota second set;
SRA: SRS4388801

Organism: gut metagenome

Package: Model organism or animal; version 1.0

Accession: SAMN10984544 ID: 10984544
BioProject SRA

Model organism or animal sample from gut metagenome

Identifiers: BioSample: SAMN10984543; Sample name: Mare faecal microbiota first set; SRA:
SRS4388800

Organism: gut metagenome

Package: Model organism or animal; version 1.0

Accession: SAMN10984543 |D: 10984543
BioProject SRA

Metagenome or environmental sample from gut metagenome

Identifiers: BioSample: SAMN10983452; Sample name: Ut10; SRA: SRS4387752
Organism: gut metagenome
Package: Metagenome or environmental; version 1.0

Accession: SAMN10983452 |D: 10983452
BioProject SRA

Metagenome or environmental sample from gut metagenome

Identifiers: BioSample: SAMN10983451; Sample name: Ut09; SRA: SRS4387753
Organism: gut metagenome
Package: Metagenome or environmental; version 1.0

Accession: SAMN10983451 ID: 10983451
BioProject SRA

Metagenome or environmental sample from gut metagenome

Identifiers: BioSample: SAMN10983450; Sample name: Ut08; SRA: SRS4387744
Organism: gut metagenome
Package: Metagenome or environmental; version 1.0

Accession: SAMN 10983450 |D: 10983450
BioProject SRA



THE ROADMAP

Current state of uncultivated microbéal nomenciature

genoméc S L T
S TANDARDS consortium Bt v el B A A e

ICSP establshes an Ad Hoc subcommittee for An intemational, yet to be named,
raming the unadtivated society estabishes an Ad Hoc
subcammitiee for naming the unculivated

Leverage GSC to enable proper metadata standards for

unculturables > Detmines porbiiae R s e aatvas L

Adopt or modify MIMAG or MISAD standards/checklist

as needed to assist SeqCode
»ONAS astype The Uncultivated Code

and The Cocks (s modkied scoordngly » Creates DVA-based dassification for
» DiA-based nomenciature unodtivated microorgansms following an
. . f mmmc:m umly |mmu&adw
> rames a Uncultivated ( ) that
Provide community engagement and awareness o R = Prokarycies
Validation Lists > Now unculivated Baxa Names appear in
digtaly accessbie Ists/\catabase

SeqgCode

Option to evantudly mengs $= two
nomenciatunes resuling in Approved Lsts 30

Ou:comc.'.

P Candidadus species wil be stabiized and discoverable

> DNA sequences wil be accepied &5 type materal for both cutivated and
uncultvated Archaea and Bactena

P Either & single nomenciature system for both cdtivated and uncultvated axists under
Flan A or two systems exist if Plan B is adopted. The paralel nomenclature structure of
Flan B suppons avernual menging of 1 twa nomenclatres



