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The annual “NAR January Database issue” 
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http://www.oxfordjournals.org/nar/database/c/
http://www.oxfordjournals.org/nar/database/c/


GenBank 

http://www.ncbi.nlm.nih.gov/ 
http://www.ncbi.nlm.nih.gov/books/NBK21105/  
 

http://www.oxfordjournals.org/nar/database/summary/3  

http://www.ncbi.nlm.nih.gov/
http://www.ncbi.nlm.nih.gov/
http://www.ncbi.nlm.nih.gov/books/NBK21105/
http://www.ncbi.nlm.nih.gov/books/NBK21105/
http://www.oxfordjournals.org/nar/database/summary/3
http://www.oxfordjournals.org/nar/database/summary/3
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https://www.ncbi.nlm.nih.gov/gquery/gquery.fcgi
https://www.ncbi.nlm.nih.gov/gquery/gquery.fcgi
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https://www.ncbi.nlm.nih.gov/nuccore/
https://www.ncbi.nlm.nih.gov/nuccore/


GenBank Flat File 

Features (AA seq) 

DNA Sequence 

Header 
•Title 
•Taxonomy 
•Citation 

http://www.ncbi.nlm.nih.gov/Sitemap/samplerecord.html  
from: Fiona Brinkman, MBB 

http://www.ncbi.nlm.nih.gov/Sitemap/samplerecord.html
http://www.ncbi.nlm.nih.gov/Sitemap/samplerecord.html
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EMBL Flat File 

Features (AA seq) 

DNA Sequence 

Header 
•Title 
•Taxonomy 
•Citation 

ID   AF115338   standard; DNA; PRO; 591 BP. 

AC   AF115338; 

SV   AF115338.1 

DT   03-JUN-1999 (Rel. 59, Created) 

DT   23-AUG-1999 (Rel. 60, Last updated, Version 2) 

DE   Pseudomonas fluorescens ECF sigma factor SigX (sigX) gene, complete cds. 

KW   . 

OS   Pseudomonas fluorescens 

OC   Bacteria; Proteobacteria; gamma subdivision; Pseudomonadaceae; Pseudomonas. 

RN   [1] 

RP   1-591 

RX   MEDLINE; 99369842. 

RA   Brinkman F.S., Schoofs G., Hancock R.E., De Mot R.; 

RT   "Influence of a putative ECF sigma factor on expression of the major outer 

RT   membrane protein, OprF, in Pseudomonas aeruginosa and Pseudomonas 

RT   fluorescens"; 

RL   J. Bacteriol. 181(16):4746-4754(1999). 

RN   [2] 

RP   1-591 

RA   De Mot R.; 

RT   ; 

RL   Submitted (04-DEC-1998) to the EMBL/GenBank/DDBJ databases. 

RL   F.A. Janssens Laboratory of Genetics, Applied Plant Sciences, K. 

RL   Mercierlaan 92, Heverlee B-3001, Belgium 

DR   SPTREMBL; Q9X4L7; Q9X4L7. 

FH   Key             Location/Qualifiers 

FH 

FT   source 1..591 

FT                   /db_xref="taxon:294" 

FT                   /organism="Pseudomonas fluorescens" 

FT                   /strain="M114" 

FT   CDS 1..591 

FT                   /codon_start=1 

FT                   /db_xref="SPTREMBL:Q9X4L7" 

FT                   /transl_table=11 

FT                   /gene="sigX" 

FT                   /product="ECF sigma factor SigX" 

FT                   /protein_id="AAD34329.1" 

FT                   /translation="MNKAQTLSTRYDPRELSDEELVARSHTELFHVTRAYEELMRRYQR 

FT                   TLFNVCARYLGNDRDADDVCQEVMLKVLYGLKNLEGKSKFKTWLYSITYNECITQYRKE 

FT                   RRKRRLMDALSLDPLEEASEEKALQPEEKGGLDRWLVYVNPIDRGILVLRFVAELEFQE 

FT                   IADIMHMGLSATKMRYKRALDKLREKFAGETET" 

SQ   Sequence 591 BP; 157 A; 133 C; 170 G; 131 T; 0 other; 

     atgaataaag cccaaacgct atccacgcgc tacgaccccc gcgagctctc tgatgaggag        60 

     ttggtcgcgc gctcgcatac cgagcttttt cacgtaacgc gcgcctatga agaactgatg       120 

     cggcgttacc agcgaacatt atttaacgtt tgtgcgagat atcttgggaa cgatcgcgac       180 

     gcagacgatg tctgtcagga agtcatgttg aaggtgctgt atggcctgaa gaacctcgag       240 

     gggaaatcga agttcaaaac gtggctctac agcatcacgt acaacgaatg tattacgcag       300 

     tatcggaagg aacggcgaaa gcgtcgcttg atggacgcat tgagtcttga ccccctcgag       360 

     gaagcgtccg aagaaaaggc gcttcaaccc gaggagaagg gcgggcttga tcgctggctg       420 

     gtgtatgtga acccgattga ccgtggaatt ctggtgcttc gatttgtcgc agagctggaa       480 

     tttcaggaga tcgcagacat catgcacatg ggtttgagtg cgacaaaaat gcgttacaaa       540 

     cgtgctctag ataaattgcg tgagaaattt gcaggcgaga ctgaaactta g                591 

// 

 

from: Fiona Brinkman, MBB 



LOCUS vs Accession vs PID vs protein_id: What’s 
the difference? 

LOCUS: Unique string of 10 letters and numbers in  

the database.  Not maintained amongst databases.  

ACCESSION: A unique identifier to that record (particular 

sequence) in GenBank/EMBL/DDBJ that does not change when 

record is updated.  

Nucleotide gi: Geninfo identifier (gi), a unique integer 

specific for GenBank which will change every time the 

sequence changes. 

VERSION: System started in 1999 for GenBank/EMBL/DDBJ where 

the accession and version play the same function as the 

accession and gi number. Format: accession.version  

from: Fiona Brinkman, MBB 



Which of these would you use to cite a sequence?  
When would you use one over another? 

Tomato graphics from www.rottentomatoes.com 

LOCUS: Unique string of 10 letters and numbers in  

the database.  Not maintained amongst databases.  

ACCESSION: A unique identifier to that record (particular 

sequence) in GenBank/EMBL/DDBJ that does not change when 

record is updated.  

Nucleotide gi: Geninfo identifier (gi), a unique integer 

specific for GenBank which will change every time the 

sequence changes. (and can disappear!) 

VERSION: System started in 1999 for GenBank/EMBL/DDBJ where 

the accession and version play the same function as the 

accession and gi number. Format: accession.version  

from: Fiona Brinkman, MBB 



Briefly…Examples of Functional Divisions 

PAT Patent    
EST Expressed Sequence Tags 
STS Sequence Tagged Site 
GSS Genome Survey Sequence   
HTG High Throughput Genome (unfinished) 
HTC High throughput cDNA (unfinished) 
 

Genbank overview: 
http://www.ncbi.nlm.nih.gov/bookshelf/br.fcgi?book=handbook&part=ch1   

from: Fiona Brinkman, MBB 

http://www.ncbi.nlm.nih.gov/bookshelf/br.fcgi?book=handbook&part=ch1
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• Species that have not yet appeared in public entries in another Entrez database will not 
appear in Entrez Taxonomy (only species in Entrez). 

• The Entrez Taxonomy database is curated by a small group of taxonomists at the NCBI, based 
on the current consensus classification in the systematic literature. 

• ~10% of the total number of described species on the planet (c. 210.000 sp.) 
• It is becoming increasingly common to include some sequence data in the description of a 

new species. 

https://www.ncbi.nlm.nih.gov/taxonomy/
https://www.ncbi.nlm.nih.gov/taxonomy/
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https://www.ncbi.nlm.nih.gov/Taxonomy/Browser/wwwtax.cgi?id=107918
https://www.ncbi.nlm.nih.gov/Taxonomy/Browser/wwwtax.cgi?id=107918


How do I update or correct errors in 
the Databases? 

 Example: For Gene names, citations, new protein name, 
sequencing errors in Genbank… 

    update@ncbi.nlm.nih.gov  

 

 But most people don’t bother  
to correct things that they  
notice are wrong…  

 

     increased need for more  
focused community-based  
projects 

 

 
from: Fiona Brinkman, MBB 
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