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Release 157 December 2006

83 x 108 Records
150 x 10° Nucleotides

254 Gb (non-wGsS) 1072 files 1 6% $2

« full release every two months

« incremental and cumulative updates daily
« available only via ftp

* release notes: gbrel.txt

ftp://ftp.ncbi.nih.gov/genbank/
ftp://[genbank.sdsc.edu/pub
ftp://bio-mirror.net/biomirror/genbank

Bases
(billions)

Release 157

1604

1404

120

WGS: 81.6 billion bases

100

Doubling time 12-14 months

il
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1 2. #
PRI (28) Primate Organismal - <o
ROD (15) Rodent (Traditional) )
PLN (20) Plant and Fungal « Organized by taxonomy (sort of) (
BCT (18) Bacterial/Archeal « Direct submissions (Sequin/Bankit) $ # $0
INV (7)  Invertebrate « Accurate (~1 error per 10,000 bp) -
VRT (7) Other Vertebrate « Well characterized (
VRL (4) Viral 9 -
MAM ( 2) Mammalian -
PHG (1)  Phage 0
SYN (1) Synthetic
ENV (4) Envir. samples - $0 . $
UNA (1) Unannotated “E t_ |" ;e
EST (570) Expressed Sequence Tag uncliona
GSS (197) Genome Survey Sequence ) (Bulk)
HTG (88) High Throughput Genomic | *Organized by sequence type | % $
PAT (27) Patent « Batch submissions (ftp/email)
STS (9)  Sequence Tagged Site * Less accurate
CON (1) Contigs, virtual « Poorly characterized
4%- : # 47 $0 - $0 4%

>| MAGE: 275615 50 nRNA sequence
GACAGCATTCGGEGEOCGAGATGT CTCGCT COGTGGCCT TAGCT GTGCTCGOGCTACTCTCTCTTTCTGG
TGGAGGT ATCCAGOGT ACTCCAAAGAT TCAGGT TTACT CACGT CATCCAGCAGAGAATGGAAAGT CAA
TTCCTGAATTGCTATGTGT CTGGGT TTCATCCAT CCGACATTGAAGT TGACT TACTGAAGAAT GGAGA
GAATTGAAAAAGT GGAGCATTCAGACTTGTCTTTCAGCAAGGACTGGTCTTTCTATCTCTTGTACTAC
TGAATTCACCCCCACT GAAAAAGAT GAGTATGCCTGCCGT GT TGAACCATGTNGACT TTGTCACAGNC
AAGTTNAGT T TAAGT GGGNATCGAGACATGT AAGGCAGGCAT CAT GGGAGGT TTTGAAGNATGCCGCN
TTGGATTGGGATGAATTCCAAATTTCTGGTTTGCTTGNTTTTTTAATATTGGATATGCTTTTG

>| MAGE: 275615 30, nmRNA sequence
NNTCAAGTTTTATGATTTATTTAACTTGTGGAACAAAAATAAACCAGATTAACCACAACCATGCCTTA
TTATCAAATGTATAAGANGTAAATATGAATCTTATATGACAAAATGT TTCATTCATTATAACAAATTT
AATAATCCTGTCAATNATATTTCTAAATTTTCCCCCAAATTCTAAGCAGAGTATGTAAATTGGAAGT T
CTTATGCACGCTTAACTATCTTAACAAGCT T TGAGT GCAAGAGAT TGANGAGT TCAAATCTGACCAAG
GTTGATGT TGGATAAGAGAATTCTCTGCTCCCCACCT CTANGT TGCCAGCCCTC
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NM_ 123456789 Genomic DNA
NP_123456789 X | (NC, NT, NW)
NR_ 123456 6 Scanni ng. . ..
XM 123456
XP_123456 Model mMRNA (XM) = wmmmmp- Model protein (XP)
XR_123456 6 (XR) I
ZP_12345678 M
- Curated mRNA (NM)c——— w===mmp- Curated Protein (NP)

NC 123456 y (NR)
NG 123455 ; RefSeq I |
NT_123456 ; "
NW 123456 (% $ " Genbank
NZ_ABCD12345678 L% $ Sequences
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Gene-oriented clusters of expressed sequences
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