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GSC Goals
» Promote mechanisms that standardize

* the description of genomes and metagenomes
* and the exchange and integration of genomic data
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Growth of rRNA databases (RDP & SILVA)

Growth of SSU ribosomal RNA databases (RDP Il & SILVA)
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SILVA Databases Specifications

» Comprehensive & Aligned N
 Bacteria, Archaea, Eukarya “_::\_:NJQ“—':;__
. SSU, LSU / /F
* Regularly updated L

» Quality first

. Length B3
* Quality management Quality
Sequence —
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documentation Pintail "
» Integrative
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Contextual data??
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Contextual data??

Content of the SILVA 96 SSU Ref database: 324,342 entries

Number of entries with information in the field

“isolation_source”™: 229,180 (70%), water, soil, faeces...
“country”: 93,643 (29%), Brazil, China, Canada...
“specific_host”: 69,206 (21%), rice, tomato, rabbit...
“collection_date”: 21,088 (7%), 2000, 2004, Dec-2001...

“lat_lon”: 11,768  (4%)



Motivation!

» Minimal Information for an ENvironmental Sequence
(MIENS)

 Which attributes for environmental sequences are most
relevant for the community?

e - surveys

* How can data integration and sequence submission to
the INSDC (GenBank, EMBL, DDBJ) effectively be
handled?

e - workflow
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relevance of fields

SILVA survey
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: relevance of fields

Hugenholtz survey
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SILVA survey: user comments in free text fields
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Motivation!

» Minimal Information for an ENvironmental Sequence
(MIENS)

* Which attributes for environmental sequences are most
relevant for the community?

° - surveys

e How can data integration and sequence submission to
the INSDC effectively be handled?

e - workflow
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Contextual data 2 INSDC?

» Thereis a clear lack
of solutions for

e Standardized
contextual data
organization/
storage

e automated data
integration

Jorg Peplies, Renzo Kottmann

Sequence data

Chromatograms of single DNA
reads from a sequencing device
in e.g. ABI or SCF format

Contextual data

?

Data acquisition

Editing/Quality control
e trimming

» assembly

» correction

* etc.

Data preparation

e.g. ARB software package
 alignment

A

* treeing
. etc.

manual integration

Sequence submission using e.g. Sequin
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INSDC database
NCBI/GenBank
EBI/EMBL

DDBJ

Data analysis

Data submission
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Workflow
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Sequence Processing &
Data Integration

Metadata-FASTA

>Al_fw [clone-lib=lib_jp_01]
[strain=teststrainl] [altitude=0 m

[ bi o-mat eri al =mari ne wat er|]
[collection_time=12:30] [collection-
dat e=10- Cct - 2008] [ count ry=CGer many]

[ tenperature=23°(]
TGACAGNGATACTTTCCCAGAGCTGAAGT TAACAAAT
GCACCTGGTTCTTTTACTAAGTGTTCAAATACC

WA ek HEZNR ANE

Sequin
Sequin Application Version 600
Standard Release [Oct 27 200&]

Mational Center for Biokechnology Information
Mational Library of Medicine
National nstitukes of Health

(301] 496-2475

info@ncbi.nim.nih.gav

Database for submission & GenBank ¢ EMBL ¢ DDBJ

www.arb-silva.de/projects/
contextual-data

Jorg Peplies, Renzo Kottmann

Sequence Analysis

v

Start New Submission
Fiead Existing Record
Show Help
Quit Program

Submission
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The MIGS example: Structured Comments
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Aut hority: Genom cs Standards Consortium http://gensc. org/
Definitions: http://ww.insdc.org/files/structured coments/ GSC. xm
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Dept h:
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Tenper at ur e:

Sanmpling site nonthly chl orophyl |
Sanpling site yearly chl orophyl|

Lo filter_size:
H filter _size:

Slide by Guy Cochrane

| evel :
| evel :

2008- 10- 31T09: 09Z
aquatic

myxol ydi a (substrain)
DSM 10331

none

free living
aut ot r oph

anaer obe

| MG GEBA

http://ww. sopsRus. org
12 netres

26.5 ppt

9.4 deg C

2.2 ngl/ kL

1.59 +/- 0.17 ny/ kL
0.1 mcrons

0.8 m crons
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Websites

» http://igensc.org/gc wiki/index.php/MIENS

\ o L /" Genomic
Standards
Consortium

» www.arb-silva.de/projects/contextual-data

silva

» http://tech.qroups.yahoo.com/group/arb users/

 ARBJ/SILVA user group mailing list

» Thanks to

* Jorg Peplies, Renzo Kottmann, Elmar Prusse, Wolfgang
Hankeln, Pelin Yilmaz
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