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NA Data Bank of Japan

1. FvESYRX—HTo SO HE AT —4
(B2%l. MEFHR. KT —32)DI=bDT7—hA4T

2. IXMLEER D AR T—21EMT—2 ZTOHLD 1IEHBESNTINS

3. 8T —RIZH LT TI(Trace Identifier) BB % H1T
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Trace Archive Z % (> DpDB)
"

A5 Z009/05/19 of MCEI Trace Archive contains £,082,928,978 fraces

2,048 563,231
1,996 930,531 ——

2001 %~ PO
Trace Archive (NCBI) & 1813,803,637_—
= < b 1,717 960,608 /
Ensembl Trace Server (EBI) T&r20{& Trace &8 /

1,505,211,788

1,365,833,959 /
d,

1,21 4,395,895/
1,060,1 93,805/
893,?0?,038‘/

740,913,075 /
27,459 034 /
. f

931,584,243

423,767,008 7

340,339,353
273,860,035 -
226,192,295

samaebeat.51 __L,f*“’
25,58%%?@}_&%’%#}-—-—-%*—-—

-

30 A 100 302 A2 1102 303 703 11003 304 704 1104 305 A5 1105 306 708 1106 307 A07 1107 308 703 1108 309

KRR —DVIFADITMNEH BB OBV HIE



NCBI Trace Archive 2ABi< X T L. ( DDB]J
AT '3"

ti: 4TSITE

trnce_nams: MDY _f_GCIM_70_D01, abl
ol af_ e fl|'"

species code: CIOMA INTESTIMALIE
51 ral ey L

trace_fvee_cods

submiss jon,_

source_yoe:

Enter a guery string (hide Query Builder) or 77 rcrnber b
I Submit ||0ENTER_NP.ME = "NIG" and SPEGIES GODE = "HAEMOPHILUS SOMNUS 129PT" chem |1 r_type: TEReINTR D
[ Add Jand | sPEGIES GODE v |= v |HAEMOPHILUS SOMNUS 129PT elioomilly leta: P
clio_amlity_right: 568
Search result: found 395,470,466 items '-': Ie_vect '_"-'::l: o
. | i v _right a0
Your request is: CENTER_MAME = “WLGEC cweclor_accession:  LOSTSY
. P . cvector_code: FLCTE
Save result of search as [trace ltar [ .gz file. Only 40,000 traces will be saved (see Searching Tips if you wish to sav. p,J‘__: g ,m.l 0
] 7] i i eor g GTARMMCGACEOTAGT
O all FASTA O Quality O [cor ] O Mate Pair & D
Retrieve runy_dafel Sem & Z0O00 UZ:00AM

machire_fype: g

as[FasTa M incolor by [5 v|item(s) per Page 79,094,006 i ate_ids  H01_GLiN_T0_00}

Vrace_ard: FORMARD)

=gnl b S0 0, | name: jeal Za09.b1 Mate pair: 5739315 Send to BLAST trace_fomat: M)
Quality score Info vailsble | »=0- <20  >=20- <40  >=40- <60  »=60- <80  »=80 - <100 o s

0 R
Eceeeeeal e GTTTTGGTGCCTCTTATTAGCTGCT CGHACGGCCGCCAGTGTGATGGATTCCCAG @E |J bessca| |_leath: a7
ACTGAGAGATTAGTCT CACAACGT CAGCTAGATAGCTCTAATACTTGCATTTCAAGGAAGGCAGCAGAGG load_date:  New 10 2000 S:27AM
CTCAAAAAGAACCTGCCGGCTTCCATGTGCTGTCCTTGCATTGGCCTTGTCCTTCCCTGAGAGGTGAGAG state: active

AGCCACTGTGGTTTGCTGGCCTCCCCCCT TG TATTGGAGTTAGCCTTAAAGCCCAGTTATTCTCTCTGG
AGATTTCACAGCCTAGATTCACTTTTGTGTTGTCTAGATCACGTCTAGTTAGATATTGCCTCTAAGAAAA

A =5 =k _\\
AT G GA GG GATAT G T T G CAGC TAAAATAGAAGTC TGAAAACCACTGTTCCGTGTGTGCGCTCAGCACTC nn ﬁ & / 9

ACAGATCTCAAGCTGETATGCACGTAGGACTGGCTGTCCTGTTCAGCCTACTGACCCGGAGCTCAGCATAG
AACCTGGTCCTGGAAGGAGCTCGGGETGTGCAT TCTGTGGTGCTCTGATCTAACTTTCCATAGCCAGGC AR

AGGTCAGGCTCGGACCAGACAGTCTCTTAACTAACCCTGAGACTCACCGATCTGGCTACCTCCCA™ o
GAATCTAAGGCTGGGGTGTCCCOCAGTGCCTGAATGTCATTTTCCTTGATTHTCCAAAGACT CACGC MMMIMWHHM u'-d-lndl-h Bis b pides lu'-h- R T Y

]
rFﬂcl'Il]tllI:'lﬂthﬂﬂ'l I'_ﬂﬁE1 I’.:'IAGH].I.'.A'I Etl:l'_AﬂLrL"---{.l..'l-'-lf. "I:Ll--l'l'l' BECCTAAaCTTT G4

|yl
I VM"' |!|~" Iﬁ'ﬂ' |"! 'l'"ﬂ\ﬂ"'m

bl Basar s
Tix ana7537re FUI SCOMW Darsity w i
- (o] O

RFE, A O—FHATHE :

|

BRETEOEE.
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DDBJ TA &S ATL (P DDB)
'_

DDBJ Trace Archive

Search Condition

TI |Spau:e ar comma =eparated format |
CENTER_MAME © | NIG v |

SPECIES_CODE : |ORYZIAS LATIPES v|

STRATEGY : |ENY SAMPLE - HOST v |

TRACE_TYPE_CODE : [was v |

eevy-nn-00 | <= LOADDATE < |vvvv-um-o0 |

Format View Count

Advanced Search

Registered Data

EEE_
Oryzias latipes MG 2095022886-2005385675,

20535861 /562006435708,
2086858496-2086533 /38

2 Hurman Metagenoms LTCOE 2057546841 2002007078

http://trace.ddbj.nig.ac.jp/Trace/search

) DDBIZ{+T—RIZxH LT, BREH—E RZiR 7



DDBJ TA AR XF L (9 DDBJ

'_
DDBJ Trace Archive

Search result: found 1481368 items
T

CENTER_MAME : NIG

SPECIES CODE :

STRATEGY :

TRACE_TYPE_CODE :

LOAD_DATE -

{Max 40,000 items)
@FASTA OOuality Olnfo OSCF

Format : |[FASTA v

Wiew Count : [8 v | Page : |1 |/ 206314 3> ]

Trace

Yen 112095022956 rame: 401 £ GOLW 10 mate pa r: 2095023008 @E 5”
TTGCT A0 TGCAGGTOGACTCT AGAGBRTCCCCA TCATT TCARC TAT T GTARACEECTCTTTAMTTAT
GATTCTGTCGTT] TTAGUCAAAACCAAARAAAACGTATCGT TTGTTAGAACATAGTT TCTAGGAGCGED
ATAATCAGAGCAAT CCACCTGT ACAGCTT AGATCCAGA TROCABACGACCAARCCAT GACA TO T A

TGTAGTCAGATGCAAATAGATGCABACTCTGCGAATTTTCTACTTTATARATGCGTTTTTICTTITTTAT E 'I‘ﬁ *&

CTGCTTCTGATTCACARCARTTTGAAAAAAGAAATACTCAGAAATGCACATTTTTCTTTCTATATGTCCT A
CCAACATGAAACACCARALACACAATTTTCATCGGAGTGGGTCTTTAATALAAALAACTCARTTTTTART
ATTTTCAAAGCCTCATATGAAACACAAAAATAGGTTT TAGCACCARACTCTTTCTTTTAACCTGATAACT
AARTTCAGTTTCAAACCATCACAGCTGCTTCT TCACTGCAGCT TCAGCTCCATATCTCTACTCTAAGTCA
GGRTTTTCTGACAATGATGGGTCTCCATGCTCTCAATTCACTGTGTTTCTGACAAAALGGTTAALAALART
AGATTCACACTGACCTGGATGT TGACAAAGACGCCATGGTAGGTCTCATACAGAACTTTGTTGCCTTTTG Zoom
TGAGCAAAGGGAACTCALAGGEGATCTCAGT TTTACCTCCGGGGACT T TTCCAGCCT TGGCAACCTCGAT ~
GTTGCTGCTGATCANCTGGATGGGC TGCHAGACAT TACAGCATAGT TACTACGAGCACTGGAGCCAATAT
TTATAATGTGGTCTTNTAGAAAAAAAAATACAGTCTGATTALCCGCAMACCGGAMAGGGT GG

DNA Data Bank of Japan

[ 9 —™ 9
ti: 2095022956

trace_name: A07_f_GOLW 10
center_name: WIG
species_code:  ORYZIAS LATIPES
stratesy: WG4

trace_twpe_code: WGES

submission_type:

source_tvpe: GEMOMIC

taxid:

center_project: MEDAKA WGS

chemist ry: BIGOYEV3.0

chemist ry_twee: TERMINATOR

irsert _flank_left: TTGTAAMACGACGGCCAGTGCCAAGCTTGCATGCCTGCAGGTCGACTCTAGAGGATCCCE

insert _flark_right: GEGTACCGAGCTCGAATTCGTAATCATGGTCATAGCTGTTTCCTGTGTGAAATTGTTATC
insert_size: 2250

insert_stdev: 900

plate_id: GOLW_10

primer: GTTTTCCCG[]}'SFEACGACGTT

primer_code:

program_id: ABI-3.8

run_date: Jul 19 2002 12:004M
run_machine_id: NO27¢

rur_mach i ne_t vpe: ABIAT00
seq_| ib_id: GOLW_LOTT

strain: HO-RR

svector_accession! L08Th2

svector_code: UC
template_id: ADT_GOLW_10

trace_end: FORMARD

trace format:  SCF

well_id: A01

rep | aced_by: 0

basecal | _length: 302
load_date: Jul 2 2008 T1:382M

state: active

N / —
BT —43
v iQglity Score; Goto Base# |

20 40 &0

T T © T& C C T @ ©A ¢ T C & AC T C TA ¢ A ¢ ¢ AT C CC CA T CA T T T CA A C TaA T T & T
10108 13 ATA7 43 15 17 AT 427 77 06 1218 213 22 9% 118 B 13 8 10 A7 20 29 22 2020 20 2020 27 49 16 00 45 19 2033 30 30 40 40

DDBIZ {7 —420D . FFEHROBE. X O—KHAA[EE
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DDBJ O DDBIZEZA{tT—R% N
Trace Archive

Trace Archive‘ 'Ensembl Trace Server

NCBI & EBI [Z Trace Archive D &54 3R F I1X1TH AR VERE
DDBJ [F &8 T —3%&1E0G LT T—HA(TEEICERT S o
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Short Read Archive <, ' DDB]
"

1. RS —H T2 Y (454, Solexa, SOLID etc) D
“4"H AT—A (Instrumentation Data) DF-HDT7—hAT

RKEDET—ITHHERT—2(Image Data) [TH A X
MEXTE, 7—hA4TLTLVELY

2. MTAB(7FTR2—ERIDFRE etc) LTLVEWNT—2% 2 8%

3. IXMLERD AR T—2 1T —2FDED 1T 5 EESNTNS

4. BT —RRLTT IOy aAVEEERT

11



“HE"F—~R (Data) (© pDBJ
" A

Rt —HToHMisD "H 1T —24 (Instrumentation Data)”

DNA Data Bank of Japan

454

Data Series Description

Sff Flowgram (base call, phred quality score, flow value)
Solexa

_int.txt uncalibrated signal intensity values

_nse.txt uncalibrated noise profiles

_seq.txt Base calls per read

_prb.txt Per channel log odds quality scores

_sig2.txt Phase-corrected signal intensity values

HLL<IE,

fastq 774 JL (Sequence + Qualities)

BL3 T —32 D [ E Fx

fastq

\|:|J

http://www.ncbi.nlm.nih.gov/Traces/sra/static/SRA _Submission_Guidelines.pdf

@SRR001654.1 9460:7:1:830:763 length=36
GTCAATATTAATCATACCAATATACTCAAAAAATAA
+SRR001654.1 9460:7:1:830:763 length=36
+-&*4)%+5'HY%/) &SYSHYo"#EY6' Yo" $YHY6 %! ™"
@SRR001654.2 9460:7:1:402:781 length=36
GGTCTAAAAAGCAAAATTCAGTCTTCAAAATAATTC
+SRR001654.2 9460:7:1:402:781 length=36
[1+(%$+%'&+*-0+H*("Yo8+"*&" (*$ " #%0% &S

12




BHRT 394X
" I

Bases Archived
Datathrough 31 Jan 2009. Includes depositsin European Read Archive mirrored to NCBI.
6
g
-
S
4
3
2
1
U L] L] L] L] L]
D
< ,Lé"% 1@% np“% -::F' é}{b ‘“‘b m@% m"’# w@% m@% ,b-::."f:
S ,,-:. o 5& ¢ o & & AR
N -\,'—"b '\:‘& » id «;"Q xﬁé} W \5@ k.gé‘ N

10 AFEETORIBEE(ITETHRIA
T—4YA4X ~100 TB (5/1)

http://www.ncbi.nim.nih.gov/Traces/sra/static/AGBT_2009_Poster_Final.pdf

(‘o DDBJ

DNA Data Bank of Japan

13



BT —H2DHR (> DDBJ
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Total Bases by Sequencing Study Type

Datathrough 31 Jan 2009, Includes deposits in European Read Archive mirrored to NCBIL

RENET >Whole Genome Sequencing

Sequencing

™ fesequencing > /
v ANy
B Transeri peoene Analyiis

= b

= Metagenomics

= Gene Riegulation Study

B Cancer Genomics

Bases (species) by Taxonomic Division

Datathrough 31 Jan 2008, Includes deposits in European Read Archive mirrored to NCBI.
W Diptera {Drosophila)

o » Human AXE %

= fiiptera [Drosophila) [4)

. [1000AS /L DE

= Eukaryoies - Other Vertebrates
(15)

= Fungi {3}

\\

\

W Eukaryotes Other Inverebeates
[15)

B Metagenomes [10)
= Protists (6]
H Capnarhabdsti

14
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AITCTHMZ&BT—L2EH (PDDB)

DNA Data Bank of Japan

"
SRS

SRP
Study Sample
R - £YiE
* Project ID * strain / isolate
* T —BER—ZAD) 7 has - taxonomy ID

1 In SRX
Experiment
has - EE§
EE
« SALTF51—
s ARy ATk has
N TR T — L In SRR
: - F—AnE
Analysis Run
. A T—4 s SUOB
- {FhETER c TVRE Reads

SRRxxxxxx.1

. - L _ SRA F—ETFAIL SRRXXXXXX.2
= 5 ; - l
754 Ak - Submission Sf. srf. GECIT  SRRXOXXXXX.3
- N BELGEDT Iy
AT HROIEE

« F—BTTANOIEE

Submission, Study, Experiment, Sample, Run @
BATOONMIT OV IVESHREITIND

16



Sample RN Br
List of Studies
& Accession

1 ERPOOOCOL
2 ERPOOOO0OZ

3 ERPOOO003

4 SRPO00001L
5 ERPOOCOGZ
& SRPOO0003
7 SRPOODD04
8 SRPOOO00S

7 SRPO0000E
10 SRPOOOCOT
11 SRPOOOOOB

12 SRPOOOCOZ
13 SRPOOOD1D
14 SRPOOOO1L
15 SRPOOOD1Z

(‘o DDBJ

DNA Data Bank of Japan

N AT L1 (SRA)

Entrez Pubmed Enfrez GEO DataSets

Entrez SRA Experiments

ProjectID Study Name Center Center Project

Saccharomyces Genome Resequencing Project SC SGRP

30943 Complete Genome of a Clinical Isolate of Salmonella enterica SC Salmonella enterica serovar Paratyphi A strain AU
serovar Paratyphi &
Sequencing flow-sorted X chromosomes from a human TLLUMTRA, ® chromosome sequencing project
female sample {CELMACT340) using the llumina Genome
Analyzer

335627 Faired-end mapping reveals extensive structural variaionin - 454MSC HUMAR_SY
the human genome

19655 Alistipes putredinis ©SM 17218 Whole Genome Sequencing  WILGSC 1970209096
Project

19659 Anaerotruncus colominis OSM 17241 Whole Genome WYUGSC 1975478781
Sequencing Project

19859 P acrtar~idas otarcsric AT A 2182 A hela Caremna WA TS 1o0E Q2 Cn 2T

Short Read Archive

156550

19663
15155 - = H
=== SRP000005 Biomphalaria glabrata Transcriptome Study
- Shudy Type: Transcriptome Analysis Download fastg for entire study
@ Submission; SRAD001 358 by WUGSC on 2007-06-20T00;00:017 Experiments
Abstract; ided
19923 ® ?C . rone prov! e Show RUMNs for each experiment
Description: none provided SACCEsSION Spots  Bases
Properties:
o Total: 3 704,022 184.6M
INSDC Project id: 12879 |='% L/—C L) é | 2 spxooooii | 378572 99.3M
l B oo 88,278 21.8M
- =
( \ Fanl’lm 1- = JO1380 237,172 63.5M
IStUdy }9 _\\ 9' —I\Pvl T T TreoTTe J 17



YA AT L2 (SRA)

Run Browser

\Y
Experimentl] SRX000011 |=' L -—C L R 0) )( —‘
454 Sequealarla glabrata EST Library E \ u n

 Run - Other:
Accession: Shudy: Biomphalaria glabrata Transcriptome Study

Alias: ERBRDOFOL DCesign: 454 Sequencing of Biomphalaria glabrata EST Library
Instrument model: 454 GS FLX Flatform: L5454
Date of run: 2007-06-26T15:16:287 Sarnple: Biormphalaria glabrata
Run center: WIUGSC Library Mame: 2010920094
Statistics: Library Strategy: FL-cDINA
MNurmnber of spots: 164772 Shiow Plate image I[!l;rary golurcttle: NOBJN(?QENOMIC
Mumber of reads: 329544 Ibrary olection
) Library Lavout: SINGLE

Library Construction Protocal: none provided

Findspots:| X[ |v:i[ | View: [Mreads (customize) Osignals  Fintensity graph

@ What can the filter be applied to? Run':’é‘ihé I) _ I:O),l‘ﬁ #&

L EE

Reads (joined)

1. SRRDDOD?2 1

aral =gnl |SRA | SRRO00072.1 ERBRDOFOIEGRIL I
plate-ERBRDCF, region:1, x:1713, y:2572 tcagTARTGTGCTTTTCT ATAGACAGTCCATTT TCAGGGAT ATTTTCCARRCTGTCTGGR
2. SRRODOOT2.2 CTGTCT AT AGACTGAGRCACECARCAGEGGAT AGGCARGGCACACAGGGGATAGEH

narme: ERBRDOFO1ERSKS
plate :ERBRDOF, region: 1, x:1839, y:3259

3. SRRO0D072.3 R
Fiatne: ERBRDQFOIDTONE Inten5|ty gra ph

plate :ERBRDOF, region: 1, x:1510, y:2910 o o o
2626 23z 2? 277 27 22T B2 |7 IET

4, SRRO00072.4 ‘ ‘ ‘

R
5}
™

name: ERBRDQFD1DY09H
plate:ERBRDOF, region: 1, x:1474, y:531

5. SRRO000Y 2.5

marne; ERBRDQFOIEVAME
plate:ERBROGF, region: 1, %1689, y:213
6. SRRO00072.6

name: ERBRDQFO1EOUM
plate:ERBRDQF, region: 1, x:1806, y:538

—

— )
—— ]

pror fLoe L1 Lzo 130 140 a5 pE=e)
g e 272?27 ik 2?26 SFFRPRE ZFRTATRT 220k TAT 22F7 |24 227 27332 2273126 2231 2F CBn 227

FoSRRO00072.7
namme: ERBROOFIICWDRA | | | | | | | | | | |
' allolyoln Bullyl a0 ully 1 aaliohelenly 1l SaolloBodlolenluls Il
05 C 2@

plate :ERBRDOF, region: 1, x:1470, y:1932 |

TE ACEAT O G CATET TAGEL ACTEE o 4TC £300 To 4T2E3CT GTCT BT GTCTA TH BT CAGML o
8. SREO00072.8 AC AL TG TA S TAC CTAC AL T AL G THCS TACE THCE A CTRCE TACGT A TACE TACE TR TAC CTECoTH T ACCTALGTA CETACC TR GTACETACCT G TR TACGTHOSTRCET
name: ERBROQFOID7IK] i \

plate :ERBRDOF, region: 1, x:1609, y:65

A4GA TR2G C 2ARG CAC AC Q4GQ TQEG
FCCTACCTACCTRCCTACCTRCC TRCCTACET ALGTACT

(‘o DDBJ

DNA Data Bank of Japan

Quality Score

Intensity

18



2% AT L 1(SRA)
'__

ilw Short Read Archive

Main Cocumentaton 2 | Trace BLAST

S Prefer
Search Options

From date |zo0s-04-09 o0:)  To date |2009-04-16 oo

Include processed files O

File name filter |:|

Quick Settings

Look for today week month

e

363
-

& Center Filename Date
287423 SRA_ Submission_CARP/EZCR25G12.5ff S?Qc%ggi 19570
287422 ABI CLARA_20080711_2_1000G_7.0077.1901_1925 srf 2069—64&5

01:42:52.590
287421 5 : S e A
287420 R E EJ 9:1“/7 ]
27
e ¥ O XML schema [Z& % Validation 7
287418 R ;
287417 A O U 771/>XF;§1'$‘0)9‘_I“J7 ?7
287416 ABI ol O Run Data & Metadata @ %é'ﬁ?‘l‘y7 -13
O =7
(1) —F#10D—% etc) 7

W BEant=F LIz Aspera (&R 774 JLEE)

TYy70—F
“Metadata + Run Data“

&»

Il‘

Size (Kb)

6,804

+

4,088,559
.

7,794

3,845

1,056

5,472

3,845

+

+

+

o

+

4,502,635
+

(‘o DDBJ

DNA Data Bank of Japan

Logged in as Yuichi Kodama | NIHMSZ | Log off

O0pba X

processing

processing
processing
processing
processing
processing
processing

processing

=V I)

19



BERATL2 (9 DDBJ

DNA Data Bank of Japan

o BEFvoZzEBLI-T—42IL Submission BEIEICENS

iln. Short Read Archive Logged in as Yuichi Kodama | NIHMSZ | Log off

SRA submission DRl Fmn Wanimlaf IF m el mpnn

-_ 7,
I[ Create new submission ]I Cu rator ' S— * é E_ E
=z = ~ a8 ]
(EKH., BENMETERZLVF VY etc)
Complet
Accession & Submission # Submitter Updated State Status Comments
SRAQ08162.3  DDBI: UT-MG5_29 & DOBJ 2009-03-13 10:41 | error e SRRO13727.1 @ data-load: run file problems failed, error code

35584, message: /sra/staging/loading/SRRO13727 frun.sh: line 3:
21172 Segmentation fault /sra/bin/sradb -q -rc /sra/ .sradbre -run
SRRO13727 -platform ILLUMINA -rps 1 -batch batch.cfg -log
run.log

SRPO00612.1  MCFI0A_TSS
SRS002122.1  MCFI0A_TSS
SRX002786,1 0 MCFI0A_TSS
23runs

SRADDS166.3  DDBI : UT-MG5_33 & DDBJ 2009-03-05 03:02 | error e SRRO13851.1 1 data-load: run file problems failed, error code
35584, message: /sra/staging/loading/SRR0O13851 frun.sh: line 3:
3601 Segmentation fault fsra/bin/sradb -g -re fara/ sradbre -run
SRRO13851 -platform ILLUMINA —rps 1 -batch batch.cfg -log
run.log

SRADOS164.3 DOBI : UT-MG5_31 ® DDEJ 2009-03-05 03:07 | error e SRRO13813.1 1 data-load: run file problems failed, error code
35584, message: /sra/staging/loading/SRR0O13813/run.sh: line 3:
20572 Segmentation fault /sra/bin/sradb -q -rc /sra/ .sradbre -run
SRRO13813 -platform ILLUMINA -rps 1 -batch batch.cfg -log
run.log

) BEOBNA TS IMIRHLTT 7y ar BEEMNIBICEIVIRESNS

SRAQO8167.3 DDBI: UT-MGE5_34 & DOBJ 2000-03-05 05:57  wait  [HESEA

20



fth NCBIDB LDiEfs  (>pDBJ
'_

Entrez

[ Pubmed, GEO, Genome Project, Taxonomy J

N
~
i Short Read Archive
Project ID M ‘ ‘ Sequence count #
fhak. @1k ET—%5 EET—H

R S —
f ,'I:"I T € %I RN : \ T g A v
ZENSDC International Nucleotide Sequence Q_alab.a&gllabgiggtmﬂf

- : S e |

Gene Expression Omnib. —_
* MIT—4

21


http://www.ncbi.nlm.nih.gov/projects/geo/
http://www.insdc.org/

aaaaaaaaaaaaaaaaa

DDBJ Read Archive
(DRA)
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'_

Ty avBSDEA HEBED

W BWLEHhtE
X f \ _; T—R2DFTVY
HARZIA R L= A3 T—REEAH i

DI ILIT7AILE &S »

7/7‘ ’5‘]
THOEILH G
XML % {E Bk 7‘

Schema T
e e A deaca sz aa) _— VaI | d ate
DDBJ

NCBI IS |NCBI SRA




"
2008%

DDBJ Read Archive Z4$3£#& (© pDBJ

DNA Data Bank of Japan

-~ DDBJ Read Archive

e
B HBSZ LEYITE e g (Eeﬁﬁs%) SRA%AT VYELEEARS R
v | BB
1 | REASHEE | Seien | Sokxa 1Bt 327 GB 2008/ %28 =T
=27 - ST oiE 9/14
. 38 MB 2008/ " -
2 IBH FRISHR ek Solexa | 205t 8B 2008 P L=LT =7
3 eI B[N Solexa | 2005 23GB %(2)9182/ 42 5 =T
4 eI B[N Solexa | 400075# | 454GB 220/2%/ €2 B =T
5 eI B[N 454 88 752 MB 210/%%/ 491 7 B =T
6 eI B[N Solexa 88 604 GB 22%9/ 491 7 B =T
7 JE/\E JE/\R Solexa R %SSSS 2293/ 91 5 B% NCBI 7w J0— R
8 JE/\E JEABS | Solexa R 167 GB KT R=T S
e IE/\E JEABS | Solexa RO %SSSS 250/?3/ %178 NCBI v 70— 3
10 JE/\ES JE/\RS 454 R 39GB F=T R=T S
11 JE/\R JEABS | Solexa RO RO k5T R=T St
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Trace Archive |38 1BECRAEZ O/ 2 O I ZHFE T S DNA sequence chromatagram trace), 1EEH)
F (hase call), BB (quality estimatexD 77—« FTF . Trace Archive (NCED 547 Ersarmbl
Trace Sarver & &0 IF —8~ — A FHEREE_L T FT,

DDBJ | ZHLv T8 Trace Archive T —2DEHES FHITTLET . B+ HFEOES,
trace®ddbj nigac jp 72 EEGESL,

DOBJ T2 T 77 —RI200B Trace Archive T — S8R 1| T8, BIE. 4 2 O0—F4io]Re
.

Fro. FTP BT o+ F TF — 8D —gii8H ol gE T .,

¥ DOBJ Trace Archive 1351 20/ T AMEST — 8 —2 70V 20 O HE—EF+TEESN
TLET,

D Short Read Archive (SRA)

SRA I AR — AT (454, Solexa, SOLID A &) O EHT —507F —h4ZFTF, Short Reads
Archive (NGED c'bctO‘ European Muckeatide Archive — Reads (EED & &6 CF —&- — 2w H[EHESEL T
LET, DOBJICEBLTH SRA F—S0ERFFZH T Ed, B /E0ESE,
trace@ddbjnigac jp 7 EEIE .

SRA DT —2EFICIE. TR AT A —ER|DEES T LA A EN T R T —
BT fastg RO T —WAETT ., B3R LB T AL REL T NOBLSRA Subrrission
Guidelires F B2 3,
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Instrumentation Data
‘DRA submitted to DRA

Metadata + fastq

snfﬁ m) ERA

Metadata + fastq EMBLEBI |
+ Instrumentation Data
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