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Blast (https://blast.ncbi.nim.nih.gov/Blast. cgl)
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NCBI ftp site

Jon K. Leerdahl,
Structural Bioinformatics

10/11/2012 06:35 8,110,614

ucleic Acids Research, 2012, Vol. 40, Database issue D49
@ fip://ftpncbinih.gov/g O ~ 8 € X | @ FTP directory /genbank/ at ... X
. .. = Table 1. Growth of GenBank divisions (nucleotide base pairs)
FTP directory /genbank/ at ftp.ncbi.nih.gov I P
N P - " Division Description lease 185 nnual
To view this FTP site in Windows Explorer: press Ak, click View, and then click Open FTP ! Descript ';"f(‘)‘] f)' An u
Site in Windows Explorer. (8/2 :"]/”)ﬁ“*c
o
Up to higher level directory
€ 5 ErY @ TSA Transcriptome shotgun data 1874047448  370.1
10/11/2012 06:35 4 FTP directory /genbank/ at .. |2 :nvironmental samples 5 5 2
10/11/2012 06:35 21,250 RERIEE aermamy > . LN\{ Environmental samples 2553693 1.27 48.2
11/07/2012 06:37 Directory daily-mc 10/11/2012 06:35 69,890,686 gbpat7S.seg.gz PHG Phages 62579756 44.0
06/19/2012 03:08 Directory docs ig;iigg}g gg’gz 52'322'33 PAT Patented sequences 11154487762 309
10/11/2012 06:35 646,341,292 1 12 06: 1046, - p— 5 o
i ey e Toyiisa0is seiae o era 293 BCT Bacteria 6975597755 30.8
10/11/2012 06:35 260,389,377 10/11/2012 06:35 9,655,368 INV Invertebrates 2535336197 245
10/11/2012 06:35 40,246, 625 ig;ﬁ;ggii gz=§: 4;'25:';22 WGS Whole-genome shotgun data 208315831132 23.1
10/11/2012 06:35 45,439,785 : . 623, e 5
10/11/2012 0€:38 41,044,053 10/11/2012 06:35 o 714,926 VRL Viruses 1 180083600 21.6
10/11/2012 06:35 39,971,648 10/11/2012 06:35 40,247,985 MAM Other mammals 807098397 18.8
10/11/2012 06:35 32,738,782 10;11;2012 06:35 42,507,744 PLN Plants 4741991057 17.4
10/11/2012 06:35 39,637,736 10/11/2012 06:35 15,709,829 ~ Qi ~ . . ) -
10/11/2012 06:35 39,915, 642 10/11/2012 06:35 32,157,419 QSS (‘unum&‘, survey sequences _077077 9 12.6
10/11/2012 06:35 40,393,043 10/11/2012 06:35 76,616,566 SYN Synthetic 156218063 9.6
10/11/2012 06:35 40,155,647 10/11/2012 06:35 14,895,282 VRT Other vertebrates 2705250711 6.8
10/11/2012 06:35 40,509,151 10/11/2012 06:35 9,024,371 ot Sy
10/11/2012 06:35 32 790 431 10/11/2012 06:35 e, 958,259 Expressed sequence tags 39018185344 6.0
‘311, 2 : 20,668 ; ate 25912 4.7
10/11/2012 06:35 20,311,004 10/11/2012 06:35 46,280,668 Unannotated !_ 2 .
10/11/2012 06:35 40,036,538 10§31/2012 06:35 €,882,001 PRI Primates 6116546725 29
10/11/2012 06:35 44,440,266 10/11/2012 06:35 5,161,645 onts 06957 5 b
. - 10/11/2012 06:35 11,741,197 ROD Rodents 4396957541 23
e i HTC High-throughput ¢DNA 662320919 0.4
10/11/2012 06:35 30,898,984 10/11/2012 06:35 8,116,710 HT( igh-throughput ¢ 6232 :
10/11/2012 06:35 46,177,751 10/11/2012 06:35 8,104,553 STS Sequence tagged sites 635872683 0.3
10/11/2012 06:35 40,100,855 10/11/2012 06:35 8,099,339 ~ o . 242, - 5
To/11/a01s oeiae e gea ien 10/11/2012 06:35 6,386,202 HT(: High-throughput genomic 24324068445 0.2
ey e TOTAL  All GenBank sequences 338987064933 182
10/11/2012 06:35 40,067,051 10/11/2012 06:35 8,115,353 jenBank sequences 33 3: 2

10/11/2012 06:35
10/11/2012 06:35
10/11/2012 06:35

50,618,184
49,640,896
40,452,982

10/11/2012 06:35
10/11/2012 06:35
10/11/2012 06:35

€,111,625
62,482,133
44,869,112

“Measured relative to Release 179 (8/2010).

i

10/11/2012 06:35
10/11/2012 06:35
10/11/2012 06:35
10/11/2012 06:35
10/11/2012 06:35
10/11/2012 06:35

41,454,550
40,087,624
40,238,183
40,261,380
40,263,444
40,681,433

10/11/2012 06:35
10/11/2012 06:35
10/11/2012 06:35
10/11/2012 06:35
10/11/2012 06:35
10/11/2012 06:35
10/11/2012 06:35
10/11/2012 06:35

38,379,032
30,823,556
41,353,746
70,912,206
54,003,255
71,553,065
71,433,854
71,465,608

10/11/2012 06:35
10/11/2012 06:35
10/11/2012 06:35

20/20 /2000 0c.ac

5,591,979
36,788,235
13,971,207
20 cao 2o

Oslo |
universitetssykehus

+

2012 06:35 63,672,663
. . 2012 06:35 77,587,454 . ”
2012 06:35 48,594,121
ftp://ftp.ncbi.nih.gov |z e internet
2012 06:35 74,219,644

ftp = file transfer protocol
“network protocol for transfer of
files from one host to another on the

An ftp site is very basically a
“directory with files on the internet”
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Line shift

(hard return)
Fasta format

>NP 001258677.1 DNA-(apurinic or apyrimidinic site) lyase 2 isoform 2 [Homo sapiens]
MRFYRLLOIRAEALLAAGSHVIILGDLNTAHRPIDHWDAVNLECFEEDPGRKWMDSLLSNLGCQSASHVGPFIDSYRCFQPKQE
GAFTCWSAVTGARHLNYGSRLDYVLGDRTLVIDTFQASFLLPEVMGSDHCPVGAVLSVSSVPAKQCPPLCTRFLPEFAGTQLKI
LRFLVPLEQSPVLEQSTLOHNNQTRVQOTCONKAQVRSTRPOPSQVGSSRGOKNLKSYFQPSPSCPQASPDIELPSLPLMSALMT
PKTPEEKAVAKVVKGQAKTSEAKDEKELRTSFWKSVLAGPLRTPLCGGHREPCVMRTVKKPGPNLGRRFYMCARPRGPPTDPSS
RCNFFLWSRPS

» Header/definition line. Always begins with “>”
» Sequence on a separate line(s)
 Amino acids or nucleotide

>gi|330443681:c455932-455572 Saccharomyces cerevisiae S288c chromosome XII, complete
sequence
AAGAAATTTAATAATTTTGAAAATGGATTTTTTTGTTTTGGCAAGAGCATGAGAGCTTTTACTGGGCAAGAAGACAAGAGATGG
AGAGTCCAGCCGGGCCTGCGCTTAAGTGCGCGGTCTTGCTAGGCTTGTAAGTTTCTTTCTTGCTATTCCAAACGGTGAGAGATT
TCTGTGCTTTTGTTATAGGACAATTAAAACCGTTTCAATACAACACACTGTGGAGTTTTCATATCTTTGCAACTTTTTCTTTGG
GCATTCGAGCAATCGGGGCCCAGAGGTAACAAACACAAACAATTTTATCTATTCATTAAATTTTTGTCAAAAACAAGAATTTTC
GTAACTGGAAATTTTAAAATATTAA
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GenBank vs. RefSeq

Not curated

Curated

Author submits

NCBI creates from existing data

Only author can revise

NCBI revises as new data
emerge

Multiple records for same loci
common

Single records for each
molecule of major organisms

Records can contradict each
other

No limit to species included

Limited to model organisms

Data exchanged among INSDC
members

Exclusive NCBI database

Akin to primary literature

Akin to review articles

Proteins identified and linked

Proteins and transcripts
identified and linked

Access via NCBI Nucleotide
databases

Access via Nucleotide & Protein
databases

http://www.ncbi.nlm.nih.gov/books/NBK21105/#ch1.Appendix GenBank

RefSeq TPA and UniP
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Browse a Genome

Macaque new assembly and genebuild

Go to 1
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28 Oct 2016: Ensembl genomes 33 is out!
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Human Humang claacaTTTTCC
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o
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SRX2226548: 7Thpf_2013_47
1 ILLUMINA (lllumina HiSeq 2000) run: 80.2M spots, 17.3G bases, 10.2Gb downloads

Design: PolyA selected RNA from developmental time-course
Submitted by: Stowers Institute for Medical Research
Study: Mnemiopsis leidyi Transcriptome or Gene expression

PRJNA344880 « SRP090909 * All experiments * All runs
show Abstract

Sample: Developmental time-course from 1 hour post-fertilization to 9 hours post-fertilization
SAMNO05851461 « SRS1730600 « All experiments « All runs
Organism: Mnemiopsis |eidyi
Library:
Name: ML_2013_47
Instrument: lllumina HiSeq 2000
Strategy: RNA-Seq
Source: TRANSCRIPTOMIC
Selection: cDNA
Layout: PAIRED

Runs: 1 run, 80.2M spots, 17.3G bases, 10.2Gb
# of Spots  # of Bases
80,159,921 17.3G

Size Published
10.2Gb 2016-10-11

Run
SRR4374769
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Submitted by: Stowers Institute for Medical Research -bash-4.1% clear

Study: Mnemiopsis leidyi Transcriptome or Gene expression
PRJNA344880 « SRP090909 * All experiments * All runs

-bash-4.1$ ./fastq-dump SRR4374769]

Sample: Developmental time-course from 1 hour post-fertilization to 9 hours post-
SAMNO05851461 « SRS1730600 « All experiments * All runs
Organism: Mnemiopsis |eidyi
Library:
Name: ML_2013_47
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Runs: 1 run, 80.2M spots, 17.3G bases, 10.2Gb
Run # of Spots  # of Bases Size Published

SRR4374769 80,159,921 17.3G 10.2Gb 2016-10-11
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