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INSDC aims to gather and make freely available nucleotide 
sequence and annotation with comprehensive global coverage. 

Ownership, and hence editorial control, of biological content of
entries remains with the original submitting group.
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Current database status
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Data integration

• 49,323,034 entry-level cross-references

• 12,787,002 feature-level cross-references

• further cross-references

• feature-level cross-references
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Data retrieval

• WWW
– Sequence Retrieval System (SRS), srs.ebi.ac.uk
– Simple sequence retrieval (Dbfetch), www.ebi.ac.uk/cgi-

bin/emblfetch
– Flatfile, INSDseq XML, EMBL XML, fasta, etc.
– Whole genomes, www.ebi.ac.uk/genomes/
– Sequence Version Archive, www.ebi.ac.uk/cgi bin/sva/sva.pl

• EBI sequence similarity search services
– eg. http://www.ebi.ac.uk/Tools/homology.html

• FTP site
– ftp.ebi.ac.uk/pub/databases/embl/

• E-mail file server, netserv@ebi.ac.uk
• Specialist data sets at users’ request (eg. EMBL CDS)

mailto:netserv@ebi.ac.uk
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What is curation?

• ensuring compliance with annotation policies to maximise 
data consistency

• recommendation of appropriate nomenclatures

• maximising information content

• simplifying and accelerating submission procedure for 
submitters
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Webin: Data submissions

• Submission of small numbers of entries
– submitter moves through Web forms to submit each entry in 

turn, with some facility to copy from previous entries
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Bulk submissions

• Submission of large numbers of entries with similar annotation
– submission of representative sample entry
– preparation of web form to recruit variable field data
– upload of a file containing variable field information in a systematic 

format
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> a1_001 ; 28 ; 502 ; Beijing
atgctgatgcatgactcacgactagcactgactgacacgtaggacgacgacgactgacgatcgactgaca
ctgactgacatcgacgtacgacgatgcatcgatgcatcgatagacacatcacacagcacgtttatactac
acgtacgatgactgacgacgatcgatcggggactactacgactgactacagct
> a1_002 ; 12 ; 42 ; London
atgctgatgcatgactcacgactagcactgactgacacgtaggacgacgacgactgacgatcgactgac
actgactgacatcgacgtacgacgatgcatcgatgcatcgatagacacatcactttnnntttatactac
acgtacgatgactgacgacgatcgatcggggactactacgactgactacagct
> a1_003 ; 51 ; 91 ; Paris
atgctgatgcatgactcacgactagcactgactgacacgtaggacgacgacgactgacgatcgactgac
actgactgacatcgacgtacgacgatgcatcgatgcatcgatagacacatcacttttacgatatactac
acgtacgatgactgacgacgatcgatcggggactactacgactgactacagct
> a2_001 ; 80 ; 115 ; Tokyo
atgctgatgcatgactcacgactagcactgactgacacgtaggacgacgacgactgacgatcgactgac
actgactgacatcgacgtacgacgatgcatcgatgcatcgatagacacatcactttttttttatactac
acgtacgatgactgacgacgatcgatcggggactactacgactgactacagct
> b6_231 ; 92 ; 643 ; Shanghai
tactgactgacatcgacgtacgacgatgcatcgatgcatcgatagacacatcactttttttttatacta
atgtactgactgacatcgacgtacgacgatgcatcgatgcatcgatagacacatca
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Curated submissions
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Genomes

• Completely sequenced genomes and annotation
• 373 bacterial, 1212 viral, 50 eukaryotic, etc.

• INSDC Project identifier to tie diverse entries into project
• Project metadata database
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EMBL CDS groupings
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EMBL CDS grouping



Funded by:

People

• EMBL data submissions and curation
– Karyn Duggan, Sheila Plaister, Bob Vaughan, Gaurab

Mukherjee, Sumit Bhattacharyya, Ruth Akhtar, Kirsty
Bates, Nadeem Faruque, Nicola Althorpe, Paul Browne, 
Philippe Aldebert, Ruth Eberhardt, Guy Cochrane

• EMBL database programmers
– Carola Kanz, Dan Wu, Charles Lee, Dariusz Lorenc, 

Francesco Nardone, Rasko Leinonen, Alastair Baldwin, 
Quan Lin, Lawrence Bower, Siamak Sobhany, Matias
Castro, Weimin Zhu

• Genome Reviews
– Peter Sterk, Paul Kersey

• Database development and coordination
– Tamara Kulikova, Guy Cochrane, Carola Kanz, Weimin

Zhu, Rolf Apweiler
• External services team
• DDBJ and GenBank
• Cross-referring databases
• Submitters
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