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DISCOVER
Interesting & Available SRA Data

DBCLS SR

http://sra.dbcls.jp/

Trends & Search SRA data

Species Study Type Platform Usage

B Homo sapiens B Whole Genome Sequencing B lllumina HiSeq 2000 i Click bars or bubbles and you can

M Mus musculus B Other ¥ lllumina MiSeq see more details of selected data.

. ; . i Input keywords and you can view

human ggt metagenome Transcnptome Analysis 454 GS FLX Titanium Gt ol faalss Salaation:
Oryza sativa Metagenomics _ lllumina Genome Analyzer || 3 You oih 66 redult of combined
soil metagenome . Population Genomics lllumina HiSeq 2500 search criteria too.
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Literature

Books

MeSH

NLM Catalog
PubMed
PubMed Central

Health

ClinVar

dbGaP

GTR

MedGen

OMIM

PubMed Health

Genomes

Assembly
BioProject
BioSample
Clone
dbVar
Genome
GSS
Nucleotide
Probe

SNP

SRA

Taxonomy

536,435
265,382
1,563,923
26,562,500
4,114 647

170,659
223,863
48,790
293,286
24,895
63,329

93,453
200,402
5,408,512
38,083,623
6,164,814
17,491
39,695,576
218,585,723
32,405,048
819,309,821
3,281,545
1,628,067

books and reports
ontology used for PubMed indexing

books, journals and more in the NLM Collections

scientific & medical abstracts/citations
full-text journal articles

human variations of clinical significance
genotype/phenotype interaction studies
genetic testing registry

medical genetics literature and links

online mendelian inheritance in man

clinical effectiveness, disease and drug reports

genome assembly information

biological projects providing data to NCBI
descriptions of biological source materials
genomic and cDNA clones

genome structural variation studies
genome sequencing projects by organism
genome survey sequences

DNA and RNA sequences
sequence-based probes and primers
short genetic variations

high-throughput DNA and RNA sequence read archive
taxonomic classification and nomenclature catalog

Genes

EST

Gene

GEO DataSets
GEO Profiles

HomoloGene
PopSet

UniGene

Proteins

Conserved
Domains

Protein
Protein Clusters

Structure

Chemicals

BioSystems

PubChem
BioAssay

PubChem
Compound

PubChem
Substance

76,321,765
24,930,660
2,054,326
128,414,055
141,268

259,661

6,473,284

52,411

317,695,190
820,546
122,523

918,220

1,218,719

92,340,732

223,912,985

expressed sequence tag sequences

collected information about gene loci

functional genomics studies

gene expression and molecular abundance profiles
homologous gene sets for selected organisms

sequence sets from phylogenetic and population
studies

clusters of expressed transcripts

conserved protein domains

protein sequences
sequence similarity-based protein clusters
experimentally-determined biomolecular structures

molecular pathways with links to genes, proteins and
chemicals

bioactivity screening studies

chemical information with structures, information and
links

deposited substance and chemical information
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DDBJ/EMBL/GenBank database Growth
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Nuceic Acds Nucleic Acids Research

Researc

».-"%"‘ a — [ — T

& :}°¢m« F(C—E D Database Issue & Web Server Issue
2191

The 2016 Nucleic Acids Research Database Issue is the 23rd annual
collection of descriptions of various molecular biology databases. It
includes 178 papers, of which 62 describe newly created databases
(Table 1), 95 papers provide updates on databases that have been
described in the previous NAR Database Issues and 17 contain updates
on databases whose descriptions have previously been published in

other journals (Table 2).
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Display Settings: - Abstract Send o

Mol One, 2013 Oct 22 5100?7910, dot 10137 Viounal pone 0077910, eCollection 201)

Experimental design-based functional mining and characterization of high-throughput
sequencing data in the sequence read archive.
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Abstract

Hgh-throughput sequancing technology, also called NEt-Qonaation sequencing (NGS ), has the potential 1o
revolubonize the whole process of gonome sequancing. ranscrplomics, and epigenelics. Sequencing data Is
Caphured in & public pAmary data archive, the Seguance Read Archive (SRA) As of Jasusry 2013 data from mone
than 14 000 projects have boen submitied 10 SRA, which is double that of the previous year. Researchers can
downlond raw sequence data from SRA webaile 10 perform Surther analyses and 1o compare With thelr own data
However, it 5 extromely SIfCUL 10 Search enties and downiond Mw Soquences of intosests with SRA because the
data structure Is compiicaled, and expermental conditions along with raw segquences are partly described in natural
BAGUAOe. ASElionally, SOMe SEGUANCES A of INCONLIAtENT QUAlLY DECAULS AYONe CAN SULME Sequencing dala 1o
SRA with no quality chech. Therefore, as a citeson of data qualty, we focused on SRA entries that were cited in
oumal atcles. We extracted SRA 1Ds and PubMed 10s (PMIDs) from SRA and ful-text versions of joumal aricles
and retrieved 2748 SRA IDPMID pairs. We consiructed & putiication list refeming 10 SRA enties. Since, one of the
man themes of omics analyses is clarfication of dsease mechanisms, we also charactenzed SRA entries by
Asease koywords, according 10 e Medcal Subject Headings (MeSH) exieacied from afticles assigned 10 sach
SRA entry. We otained 589 SRA IDMeSH dsease 1omm pairs, and constructed a dsease kst refoming to SRA
data We previously developed feature profiles of dseases in a sysiom calied "Gendoo™. We generated hyperinks
Lotanens daeaies extaacied from SRA and 1he feature profies of £ The developed promct, pubbcation and dsasse
Ists resulting from this study are avalable ot our web service, called "DBCLS SRA” (ntiplsra. docis /). Ths
sorvice wil improve accessbifty 1o high-quaiity data from SRA
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Publication Types, MeSH Terms

Publication Types
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bases, Genetic”
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Humans

Medcal Sutiec] Headoos®
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Full text links
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Related citations In PubMed =
Gendoo: functional profiing of gene
and dsease (N R

The Sequence Read Archive
eaplosive o [ f

The S00UeNCe Mad Mchive

B Puties and beyons o

survey of we

Features and uses of high

fideity medcal sim [V

Related Information o
Related Cilathions
Referonces for this PNC Amcle

Freo in PMC

Recent Activity —
Fyn OF oy
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Machanism of acid adaptation of
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nakazato takeru (5)

alfiner] (23929079)
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=X PDF

| journal.pone QOTT910.pdf (~—2 147)

in the Sequence Read Archive

Takeru Nakazato', Taczro Obta, Hidemasa Bono

Dutiiase Comtm Sor Ui SOwnos DOLIL Maneanch Ovpuninton of Iosmunon snd Symens Oy, |

Abstract

Hah Svoughput WQuincng technology, aho called nest generston leguencing INCSL has the potential 1o revolusonioe
B whiote protess of QENOMme eQMNONg. ransciplomncy, and epigenetcs. Seguencng dela b Caplered i & pubic
prmary data schiwe, the Seguence Read Aschive CSSRAL As of January 2001, data hom more than 14000 projects have Been
wbrmitteod B0 SAA which it double that of the pervious year Researchen can download raw sogquence dets from SRA
Wbune 10 Pavioem further anadynet and 10 COMPare with thew own dara Howewer, £ i eaamely SESCUR 1O 1earch entries
anl Branhidd e Leatra 4 OF 8eaits Wi SEA D aaie the dafa sImTune 1 Compde ated arad esputvivaerd al (ordtann
Horg with raw eguercr st party described i natur ¥ languege Addtonally. yome soguerc el are of Incormalent Quabty
DOCAUNG Aryone Can bt Seguencing duts 20 SAA with 20 quality check. Thereloss, & & criterion of dats quality, we
S unad on SAA ervirkes That weve Ctied n possnal atiches. We ewacsed SRA Os and PubiMied Os PAMDY fiam SRA ang AL
texl wersorn of jowrndd aiches anvd setreved 1048 SRA 1D M0 pany M(MM.MMMMMW
niies. Snce, one of the main thermes of -omscs analyses b dasfication of dacuse mech we sho oh
mhMMutMu”“‘MWtMﬂmuﬂdMMmem
SAL eniry We obiained S0 SAA 1D MeSo dsease leem pars, el Comslnacied & daease bl referring 1o SRA deta We
previownly developed feature profien of daemer in 8 wytem called Condoo™ W generted hyperinka between doese
atiacted bom SRA and D fesvue profles of & The developed project, publcation and diease bati ssulting Srom this
ety ase avalable M Ooor wih sorvice, Called “DBCLS SRAT g dck ). This servioe will ingeave aoCessidiny %
Soh quatty data from SAA
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Mandates for specific datasets http://www.nature.com/authors/policies/availability.html

For the following types of data set, submission to a community-endorsed, public repository is
mandatory. Accession numbers must be provided in the paper. Examples of appropriate public
repositories are listed below.

Mandatory deposition Suitable repositories
Protein sequences Uniprot
DNA and RNA sequences Genbank

DNA DataBank of Japan (DDBJ)
EMBL Nucleotide Sequence Database (ENA)

DNA and RNA sequencing data NCBI Trace Archive

NCBI Sequence Read Archive (SRA)
Genetic polymorphisms dbSNP

dbVar

European Variation Archive (EVA)
Linked genotype and phenotype data dbGAP
The European Genome-phenome Archive

(EGA)

Macromolecular structure Worldwide Protein Data Bank (wwPDB)
Biological Magnetic Resonance Data Bank

(BMRB)
Electron Microscopy Data Bank (EMDB)

Gene Expression Omnibus (GEO)

Microarray data (must be MIAME
compliant)

ArrayExpress

Crystallographic data for small
molecules

Cambridge Structural Database




Funding Agencyh'5 DE3K
X NIH

To facilitate data sharing, investigators submitting a research application requesting
$500,000 or more of direct costs in any single year to NIH on or after October 1, 2003
are expected to include a plan for sharing final research data for research purposes, or
state why data sharing is not possible.

Z% . NIH Data Sharing Policy: https://grants.nih.gov/grants/policy/data_sharing/
HZEXTH
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® © ® 2 SRP038104 - DRA Search X

C O trace.ddbj.nig.ac.jp/DRASearch/study?acc=SRP038104 o A .8
2 DRASearch “4Send Feedback " Search Home " DRA Home
SRP038104
Study Detail Navigation
Title Mus musculus 1)Transcriptome or Gene expression; 2)Histone Modification W Submission SRA110029 CIFTP
H3K4me3, H3K27me3 (J Experiment SRX472627 CIFASTQ EISRA
Study Type Transcriptome Analysis SRX472628 LIFASTQ LISRA
Abstract Global Expression Profile and Epigenetic profile of STAP and other types of ES SRX472629 LIFASTQ SISRA
cells. SRX472630 LIFASTQ LISRA
o SRX472631 LIFASTQ SISRA
= Mus musculus strain:C578L/¢ X SRX472632 EIFASTQ EISRA
C & hups://www.ncbi.nim.nih.gov/bioproject/238286 SRX472633 CIFASTQ “9SRA
= NCBI Resources ™ How To [¥) RX472634 IFASTQ ©ISRA
SRX472635 CIFASTQ “9SRA
BioProject BioProject o SRX472636 LIFASTQ CISRA
Advanced SRX472637 CIFASTQ SISRA
SRX472638 CIFASTQ CISRA
Display Settings: ~ Send to: ~ SRX472639 LIFASTQ “ISRA
Mus musculus strain:C57BL/6, C57BL/6x129sv (house mouse) Accession: PRINA238286  10: 238286 RX472640 IFASTO ©ISRA
Mus musculus 1)Transcriptome or Gene expression; 2)Histone Modification H3K4dme3, HIK27Tme3 RX472041 ©IFASTO ©ISRA
| | . SRX472642 IFASTQ “ISRA
Global Expression Profile and Epigenetic profile of STAP and other types of ES cells, See Genome
Information for Mus SRX472643 EIFASTQ EISRA
musculus SRX472644 LIFASTQ CISRA
Accession  PRINA238286 ' SRX472645 LIFASTQ LISRA
Data Type  Transcriptome or Gene expression NavGATF ACROSS SRX472646 LIFASTQ CISRA
Soone Multiisolate 18745 additional SRX472647 LIFASTQ LISRA
projects are refated
- SRX472648 LIFASTO LISRA
Organism Mus musculus [Taxonomy 1D: 10090) by organism. AR R

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi Mammala; Eutheria; Euarchontogiires; Glires;
Rodentia; Scurognathi, Murcidesa; Murdae, Murinas, Mus, Mus, Mus musculus iiii i iii“ I i.i " | I ii' 4

Publications 1. Published online: title: Nature | Letter Print Email Share/bookmark BB 8 ¥ Bidirectional
developmental potential in reprogrammed cells with acquired pluripotency; journal: Nature; year: 2014;

volume: 505; issue: 7485; pages_from: 676; pages_to: 680; multiple_authors: True; author:
Haruko Obokata

Siibmicgainn Raniatrabon data 12.Fabh. 2014
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