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SRA growth (NCBI)

Size, terabases

http://trace ncbi.nlm.nih.gov/Traces/sra

SRA database growth
4,382,276,230,186,898 total bases

2,435,773,387,353,187 open access bases

1000
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Total bases
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@= Chanrge password

Data setup
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FTP upload

HTTP upload

DRA Import

Preprocessing Start
step-1

Preprocessing

Mapping /

00 NOVO ASSOmbdly

step-2

Workflow
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Indel)

RNA-seq (Tag count)
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slep
Preprocessing
stept
Mapping

stept
de novo Assembly

siop2-All status

HELP
HELP
TUTORIAL

[ Contact Us
008J Read Annotaton
Ppeine
Development Team.

+« Reference Genome Mapping

Input data Evaluation
Base Color Paired Error
Tool  Help Version Lo 00 oace end DoPth Coverage o
BLAT @ (34 v v
Mg € (079 v v v
bwa 9 059 v v v
.SQA&‘. ; 221 v v v
:m‘. . z 0.12.7 v v v v
%95’—‘1‘- ® 1011 | v v v
va_?. @ 200 v v v v
de novo Assembly
Total limit = 22 Gbp
Base Color Paired-
Tool Help Version oo space ond  MSS(WGS)
[SQA-mgﬂzm @ 108 >
ARSSe @@ 132 v
Valve: 7 e 1120 v v

MINI0N9.
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| Seloct Query Files == Seloct Tooks ) Set QuerySet b Set

F<HWSNS
BTAY7h0 7%

BE, 7YYy JFEIFT
K17l gE

BACK | | NEXT
Analysis  Output format
SNP Indel .gff .bed SAM Comment
Single-end analysis only

For reads longer than
about 50 by, Bowtie2 s
generally faster, more
sonsitive, and uses loss
memory than Bowtie1.

Maximum K-mer valuo s 64

We severe recommend when performing Velvet, total
longth of Mose reads s up 0 226 bp Maximum K-mer
vale & 84,
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T‘Z , DDB] ( Select Query Files jmmp( Select Tools mep( Set QuerySet )
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login ID [yaskaz) _
] Logout Specifying Database of Ref ® Major genome sets
@» Change password

Organisms Oryza sativa jJaponica
ANALYSIS Genome sels v IRGSP Releases Build 4.0

Data setup . ¢ IRGSP Releases Build 5.0
DRA Start @ Major genome -t IRCSP Releases Bulld 5.0 masked by RepeatMasker witl

-

E£TD cntnadt all checx ! tigr version5.0
¥ Arabidopsis thaliana | Arabidopsis thaliana | tigr version6.0
Oryza sativa japonica Genome sets ™ allfa tigr version6.1
Oryza sativa indica chr01fa tigr mitochondrion
Zea mays B73 A tigr chloroplast
. . TARI10 _ehr02fa G ER
Sorghum bicolor all check al I ]
Homo sapiens S -
Mus musculus U allfa @ Malor genome sets
Pan troglodytes ' |
Caenorhabditis elegans chr01.fa | Crganisms Homo sapiens :
Xenopus (Silurana) tropicalis cho2fa ‘ Genom < Homo sapiens Feb. 2009 (hg19)
A ' ome sets
Oryzias latipes ch03 fa ‘ Mar.2006 (hg18)
Solanum lycopersicum Heintz 1706 che04 fa May.2004 (hgl?)
Saccharomyces cerevisiae 05 fa all check al  NCBIbuild 36.1_CRA
cheC fa | | NCBI build 36.1_Celera
TR ‘ o anfa NCBI build 36.1_ref
- 4 T NCBI build 36.2_CRA
JOB STATUS i NCBI bulld 36.2_Celera
step1. User original sets chri0f NCBI build 36.2_ref
Preprocessing chritfa NCBI build 36.3_CRA
Mapping chridfa NCBI bulld 36.3_ref
step1. chridfa NCBI build 36.3_HuRef
de novo Assembly NCBI build 37.1_CRA
chriSfa .
step2-All status NCBI build 37.1 _Celera
chriéfa NCBI bulld 37.1_CRCh
_ chri7fa NCBI build 37.1_HuRef

et T ranth nantes T
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DDBJ Read Annotation Pipeline

English Japanese

[ DDBJ Read Annotation Pipeline is a cloud-computing based analytical platform for next-generation sequencing data.

|

LOGIN
Pipeline Flow
T beASs 0B Resd |/
B R
- J ~etstats.
m Seeds anngtation |
metadata Masust
Readh : Cl’ﬂm;
Tataiaa : 5
‘Basic Analysis :
Mapping de novo
E— assemb
1
High<devel Analysis
SNP/indel Contig
‘ detection ‘ e ‘ annotation
Tweets ¥ Follow

ninalina

119 L

Check curren
* by the guest account.

Newaccoun  Login as "guest”

JARELT N
7414
/

| Manual & tutorial

Japanese Tytorial

« English manual &

DBCLS togotv Tutorial video 1 (JP) - Reference Genome Mapping
E\

« DBCLS togoty Tutorial video 2 (JP) - De novo Assembly &

FAQ : How to upload and register query files to DDBJ Pipeline
P &

Tutorial : How 1o run HGAP for PacBio sequence read on DDBJ
Pipeline (JP) &2
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i Logout

Data setup
DRA Sman
FTP uploas
HTTP upload
DRA irport
Preprocessing Start
stop-1
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Mapping /
de novo Assembly
siep-2
Werkfiow
Ganome (SNP/Shen
Indel)

ANA-soq (Tag count)
ChiP-seq

JOB STATUS

stopt.
Preprocessing
stop1
Wapping
ap1
de movo Assembly
unnl-All status

HELP O
TUTORIAL

(= Contact Us
OORU Resd Arsclataon

Orvetergers Y oars

VWhole gerome sequencing of Balius subths subsp. natio BEST 154

Maetadata of the DRA entry.

TYPE ACCESSION ALAS
Submission DRAL00001 DRADOOOOY
Semple ORSL00001 DRS000001
Study DORPO000O! DRA000001
Experiment DRX000001 DRX0D0000Y
Run ORROW0001 DRADOCOO1

STUDY TITLE

STUDY TYPE Weoie Ganome Sequencing

Select your registered query Ses

FILENAME
DRACO0CO1 submission xmi

DRACOOCOT sampie xmi
ORALO0COT study. xmi
DRAL00CO1 experment xmi
CRALONCOT Aun. xmi

Cueres with dfferent Insyument models can’t e selected gether.
$nge  pared @l Cear

No. Experiment
ACCESSION
1 DRX000001

: from metadata

Sample
ACCESSION

DRS000001  DRROOCOO1

Run
AcCEssion STRAN
svain BEST196 20080013 9,977,388

Run_date Read #

Selecting Query Files
NEXT

FTP upload Private DRA entry Import public DRA Preprocessing HTTP upload

SeH0ct & MISSHA - DRADIO0!

Download

Download
Download

fifiig

Read  Instrument
length  model Layout

35 ILLUMINA paired

DELETE  NEXT
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vy 7O—R

SN TWBEES
/




LRI {9 NGSD LS 7 7 4 VD F

2. DDB

EETE (Sewooss)

FTP TEITMS N o
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i Logout JYJ D] Be
Data setup NEXT
FD:‘: St FTP upload Private DRA entry Import public DRA Preprocessing HTTP upload
HTTP upload
DRA import List of your uploaded fles by FTP client. [Agd new files]
Preprocessing Start
mstrument File
stop-1 Filoname Descrigtion Layoet model et
Preprocassng 2809
" ' demo fasiq demo study sngle  ILLUMINA X8
de novo Assembly 1389
step-2 col_alemands_Sruns fasy colAd single LS&M4 ™
Weehtion 3042
S6-RD1_SS6_LOO1_R1_001 0 (more 1 ties. 150220 Rb1 md  RLUMINA
== S5 L001_R1_001 fastqgz 0 | ) pai ™3
Indel
Rt ane (Tag cousd S6-Rb1_S6_LO01_R1_001 fastq gz.0 (mare 1 Ses) 150220 A1 paired | ILLUMINA o
Sl 3409
demo.fasiq 6 DEMO single | ILLUMINA e
JOB STATUS
mM— - - e T T
Preprocessing 1fas RNR single  ILLUMINA Obyw
s0pt
A RARRR Ma RNR-LAB single  ABI_SOUD 123M8
a1 ‘ Assambdly of Honey Bee 1882
! AC_R1.fa833 (mone 1 fhes) Miogenone paired  ILUMINA V8
#onZ-All status CEBBMACXX_PGOS14_SBADS01 M1 LDOT R1- 3376
0bp_CV10.fasta tost.1 Shgls |RLLAEA ™
wor | 409
f .
HELP & Semo. fasiy Oy ppeine cemo single ILLUMINA Ka
TUTORIAL Samo fanig S0 Do e Cemo single | ILLUMINA 3‘°Kg
(=) Contact Us
2&4 Rawl Arr<lataon
Doviapmnent Toam DELETE  NEXT
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ogn 1 [guest)
N Logout

Data setup

DRA Sman

FTP uploeas

HTTP upload

DRA irpont
Preprocessing Stan
stop-1

Ganome (SNP/Shen
Indel)

ANA-soq (Tag count)
ChiP-seq

stopi.
Preprocessing
stop1
Wapping
ap1
de novo Assembly
unnZ-All status

( Renaing Staes )

NHET—F %
4 > iN— NAJEE

Selecting Query Files

FTP upload Private DRA entry Import public DRA Preprocessing

Import public FASTQ files from DRA database.

Hare is 00 the SACS0n of AUNOMASC JoWNioad of pubic DRAERA/SRA entries
Pisase input DRAERAJSRA accession number, Than 8 Dipelng System impon matacats and FASTQ fles fom DRA catabase

npt DRAERASRA Accassion Number

Add my DRA entry

Accession Number can find hem
DRA Search

Your request. (Here is display only. can not select.)

To select your dcownicaded entries. See Private DRA entry tab.
When the stalus makes “done”, your requesied entry is added In “Privale DRA enty” tabs
WWhen I slades makes Taled™ of “prapaning”, please ety L

queued wRIngOorduIngCownioad, done (fleismady, faled please ety L preparing (Ml S notyetin

DRA  unchecked : downicad is ok, but mad5 was not check.
Sutus Submissicn Roquest cate
' cone SRADAEST 201519418 16:85:10.7%
] SRAZ21059 2015-10-26 17:33:00 055
< cone SRADTIBA6 201510-22 15:34:32.954
o cone ERACO0MS 2015-10-21 16:43:31.228
X prepatng SRA176628 2015-10-18 23:11:12.59
& done SRA02T0Y 201500-28 12:37:52.009
X prepang SRA245648 201507-20 1452:11.178
' cone SRADY0042 20150724 11:29:14.19
o one ERAZDGE0S 201507-24 10:56:30 546
v cone SRAL09815 201507-20 2054:21. 762
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j Logost Selecting Query Files

Data setup NEXT
FD?': St FTP uploa@ Private DRA entry [Wport public DRA  Preprocessing HTTP upload
upoad
HTTP upioad
DRA irpont Maetadata of the DRA entry,
PYSprocsung Short Select & mesacata - orRAococos [
step-1 TYPE ACCESSION ALAS FILENAME DL VIEW
- g Submission DRAL00001 DRADOOOOY DRAL00C01 submission xmi Download View
de novo Assembly Sample ORSL00001 DRSO00001 ORALOOCO T sampin xrmi Download View
siep-2 —_—
S ORPO00001! DRP000001 ORAL00CO1 xni Download View
== sy sy NI ED
Ganoma |SNP/Shen Experiment ORXC00C01 DRX000001 ORALOOCO 1 experment xmi Download View
indel) — O
RNAesq (Tag count) Run DRROCO0OT DRAOOCOOT  DRACOOCO! Aun.iomé Downl.oad View I\ E:F » 9 7:-)\
ChiP-seq
STUDY TITLE Whole gerome sequencing of Ballus subths subsp. natio BEST154 N o ~
TR o e A4 VIR—NE&
Preprocessing
stop1
Mapping Select your registered query Ses
g1
de Dy Cueres with dfferent Insyument models can’t e selected gether.
sap2-All status SN | peired | i Clewr
Experiment  Sample Run Read  Instrument
NO. LCCESSION ACCESSION ACCESSION STRAIN Run_dste Read® it model Layout
HELP O DRX000001 DRS000001 DRROOCOOT  syain BEST19S 2008-00-13 9977388 35 ILLUMINA paires
TUTORIAL

motacata : Counted from gquery fie (Read length is calcdaned fom ™e frst enty.)

(=) Contact Us
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M Logout Selecting Tools for Basic Analysis of DDBJ ANNOTATION PIPELINE

BACK NEXT
Data setup
ORA Stant Reference Genome Mappi
FTP upload PPne
HTTP upioad npat data Evaluation Analysis  Output format
DRA impont Base Color Paired Error
—— Tool mmmm“‘ Mcw_ SNP Indel gff bed SAM Comment
step-1 AT €@ 3 v v Single-end ansysis only
Preprocessing warr @ o8 v v v v v v
Mapging / Py
S m. 0127 v v v v v v v v
step-2 ¢ e
Workfiow
TogHs 4
p— 2 e 011 v v v v v v
Indel) For reads longer than
RNA-seq (Tag court) Aoyt 50 Bp, Bowte2 &
ChiP-5eq Bml @ 200 v v v v v v v v generally faster, more

sAnsitive. and uses ess

e i B

oo I‘Kﬂlﬂ @ 200 v v v v v v
Preprocessing G
sopt
Mapping © denovo Assembly
Hep® Total imit = 22 Gbp
de nowvo Assembly —
st002-All status Toel Help Version DSase Color | PMMeS: ysswos) Comment
N ovece g oo v v
HELP @ -
TUTORIAL ABYSS e 132 v v Maxirmum Kamar valoe is 64
3 Contact Us. ©
e W 50vr (COM™anT wran Cafarmeny Vet 1
Owverce-! Toam 127 v v ¥ length of those reads s up % 22G bp Madmum K-mer
_ , _ vake s 64
= Tridy ® ;25013-02- v v RNA-Seq De novo Assembly
Pamous” @ 122 v v
HGAP ) Protocotd HOAP Pigaien for PacBio Sequance based on SNRT
' (v220) Analysis v2.2 0. For bachs Sie only. (Beta version)

Mapping Contigs by de novo Assemble to Reference Sequences.
The contigs will be aligned 10 reference genome.

Tool Comment
BLAY Snge-end snayss ony
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RESET BACK NEXT

Paired end analysis
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Preprocassing @l’iu 3bp Read!  Read2
Mapping / ) S
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Workflow
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HELP 7
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HTTP upload 5 yy .
ORA Impont fLinkee(1)] Target [Unkeri2){Uinkert3)] Target Tirkeni4)]
Preprocessing Start
step-1 Run ACCESSION Read length Quality Score
Preprocassng
Mapping / Set as Mato-Pair  Set as Pair-End
& NOvO Assambly
sep-2
QUERY SET
Workfow Query sott
Genome (SNP/Short PairedOrientation RunAccession RunAlias  Rowlength QualityScore! QualityScore2
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-
sep1
Preprocessing
stop.
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de movo Assembly
Sop2-All status
HELP 7
TUTORIAL
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sept
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step
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Setting for De Novo Assembly

BACK  NEXT
velvet

Set optional parameters of the paired-end analysis

Step1) Convert sequences

porl SPMaSequences_Ia9is O quary_ 116553 Quary_2.169g shufle_guery oo fasiy
Bunning veiveth,

Vehveth cutput_directonyl 23 -fastq SPONPares shutte_Quiry_pe sy

Step2) Assembly
Veivelg cutput_drectory’ -ins_length 39 -exp_cov outo

= Thal Ay & g =4

Stepd) Set paramaters of the CONFIG mapping tool

ZDEXREXXRN

Stepd) Create assembdled sequences in FASTA file from plleupped reads o submit WGS division of DD8J.

St fered wogh for Contes
per lengthfiter pf pleupFile 100

out_WGS. tat
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Mapping
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de novo Assembly Bunaing veiveth
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HELP 7
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(3 Comat Us
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Tool
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0 AovO Assemdly Job

Preprocessing Job

page 1 BNEXT’

Read Assembly Mapping Start ime Elapsed time
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End time
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DRA Start
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DRA Import
Preprocessing Start
stop-1
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de novo Assembly
step-2
Workflow
Genome (SNP/Short
Inded)
RNA-seq (Tag count)
ChiP-seq

JOB STATUS

step1
Preprocessing
step1
Mapping

step1.
de novo Assembly

step2-All status
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TUTORIAL &7

=3 Contact Us
COBJ Road Arnctaton
Ppolre
Develcpment Team

Detail view
BACK
Job info
1D
4914
Tool (Version)
SOAPdenovo (1.05)
RunAccession or Filename Download Read length Alias
DRROO0C0O1 DRR000001 fastq.g2 36 bp DRRO00001
1 1.f
DRRO00001_2 fastq.bz2
Download modified queries
o DRRN0O0O1_1.fastq.gz (Original size 1.7 GB) W
‘ : - N +
* DRROOON01.2 fasia a¢ (Ongnal sze 17 G8) rerI7I)ILExRD
Download wgs file E ZI: 'IEE -:I:Ii
o B¥
o out WGS fasta.gz (Orginal size 3.9 MB)
Assembly statistics
Contig # : 5,300
Tolal contig size - 4,138,179
Maximum contig size : 49,938
Minimum contig size - 24
NSO contig size 13,256
Time
Wait time Start ime End time
0 122 20130111 22.06:40 2013-01-11 22.13.40
Command Start time Endtime Log1 Log2 Result MDS
SOAPdenovo127mer all -5 soapdenovo.conf -0 output 2013.01-11 201301-11
22.06-40 221228 View View DQownload(1747MB) MOS
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2 DRASearch

Accession: YOA4XFXF

Organism :

Comtariionns alternative splicing

wiSend Feedback © Search Home © DRA Home

Keyword : alternative splicing Arabidopsis

Show 20 [Jrecords Sortby suey - Soazh Gear

Search Results ( 3656 records ) <« < 1 /183 Page > >

Filtered by
document type:study(1890) sample(1020) experiment{(600) submission(103) run(41) analysis(2)
organism:Arabidopsis thaliana(1704) Homo sapiens(523) Mus musculus(462) Drosophila melanogaster(55) Saccharomyces cerevisiae(31)
Arabidopsis lyrata(30)

#* META_FILE ACCESSION STUDY STUDY_TITLE STUDY_TYPE ORGANISM BASES SUBMITTED CENTER_NAME
SRARS0132 study xm)
wzoox/xmsam?“u:a'» <STUDY Arabidopsis thallana strain:Columbia (Col-0) Immgnm Arabigopsis
1 center_mame="NCSU* aliasw An“::cd; - SRPO10938 SRM10938 Transcriptome or Gene expression thallana 85.2G 2012-02-15 NCSU
AC0esSOn = "SRP
SRADOSO3] study xml
</SUBMITTER_ID> </IDENTIFIERS > Transcriptome-wide map of alternative Transcriptome  Arabidopsis
- . - - . -07-07 .
oY TMb Traecriptomewide map o hLRNA3  SREOOONZ ypiicing in Arabidopsis Aaiysis  thaliana 12.56  2009-07-07 QSU-CGRR
alternative splicing in Arabidopsis
SRADS0132. submission. xml
<Pumi versions®1,0" enceding="UTF-8"7> Arabidopsis thaliana strain:Columbia (Col-0) Transcriptome Arabidopsis .02
3 SUBMISSION skas~"Arabidepsis aiternative 2100132 SAPII09IE v 00 rintome or Gene expression Analysis thaliana 85.2G  2012-02-15 NCSU
splicing project
SRAL98305 submission xm) ; ‘
= : Transcriptome survey of alternative splicing-
Splicing conlnbred pettecme drveruly In ; rere] « lmoscriptome  Arabicopsis :
4 Arabidopais thalans® conter_name="lastRute SRA198305 SRP049534 fmzlw proteome diversity in Arabidopsis Analysis thallana 84.3G BioProject
of Ganetics
SRAD44§92 study. xml Instiute of Plang
Arg/2001/XMLSchema-instance”> <STUDY Genome-wide detection of context-sensitive Arabidopsis and Microbial
5 center_name="Institute of Plant and Microbial 52007781 alternative splicing in Arabidopsis roots Qther thallana 3.66 Blology.
Bology, Academa” dlias="Alternative Splic e
DRRO18422
DRAQ02223 run xmi QRAA1422
LRRO18425
6 101:00409:00" > <TITLE>Phwtochrome controls W m M 202.4G 2014-04-15
alternative splicing Lo medate responses
in Arabidopals o DRRO18428 thaliana

DRANIRAYG
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2DRASearch

“Send Feedback

¥ Search Home

v DRA Home

SRP007763

Title Genome-wide detection of context-sensitive alternative splicing In Arabidopsis roots

Study Type Other
To analyze context-sensitive changes in pre-mRNA splicing pattemn and gene expression, we mapped

Abstract the transcriptome of Iron-deficient and iron-sufficient Arabldopsis roots using the RNA-seq technology.
RNA-seq data were analyzed with a newly developed software package, RACK) (Read Analysis &
Comparils .. [more)

Description

Center Name Institute of Plant and Microbial Biology, Academia

Website policy | © DNA Data Bark of Japan




SRA @ Metadata bttps:/itrace.ddbj.nig.ac.jp/dra/submission.html

BioPr oject (Former DRA Study)

BioProject

* Project description

* Grants
¢ Publications

00)
J

Sequence Read Archive

l

BioSample (Former DRA Sample)

BioSample SAMD]

s

N

Y

[ Experiment

!

[L Run DRR

e Library layout

» Sequencing platform

-
DRX

(BioSample SAMD)
BioSample SAMD

.| = Sample description

e Taxonomy ID

J

Prefix of accession number

N
LN

= Sequence data files (fastq, BAM)
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Submission
BioProject
BioSample
Experiment (24 h)
Experiment (12 h)

Experiment (Oh)

Rﬁr |
Run
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24 h — = PEFEAHTEET




p.ddbj.nig.ac.jp ZpE. I >ZDIDZ AN

UDDB] (Sonc iy fios ) Svac oo Jm (S onyia o Sk Garomass o S0 Gpions b Comimation
hcconr — IICEETERY

ogn 1O [guess)

i} Logout Selecting Query Files

| Aaves NExT

Data setup
Lotk FTP upload Private DRA entrfl Import public DRA JPreprocessing HTTP upload

: DRA Irpont ’ Import pubiic FASTQ files from DRA database.
Hare is 00 the SACS0n of AUNOMASC JowWnioad of pubic DRAERA/SRA entries

stop-1 Please input DRAERA/SRA accession number. Than a Dipelng systam impon matacats and FASTO fles fom DRA catatase
Preprocessing
Mapging /

de novo Assembly
siep-2

Weektiom

Ganome (SNP/Shon
Indel)
ANA-soq (Tag count)

THSIE
I WT |

L
wmcaoaedn‘mvauwmm
de novo Assembly wwnuaumuu'mn‘o'wmg Py vy L

unnZ-All status
wRING Of AUAng Cownload, done fia is ady, failed ! please oty & preparing 9 8 not yet in

queued
_ DRA  unchecked - downioad is ok, but md5 was not check

HELP & Status Submission Roquest cate
TUTORIAL « cone SRADAGEST 201519418 15:56:10.738
(&) Contact Us
A e X prepeng SRAZ21099 2015-10-28 17:33:00 955
Povice & cone SRAOTIBA6 2015.10-22 15:34:33.954
Orvdrgwrs ¥ oars
« done ERACOOMS 2015-10-21 16:43:31.228
X erepanng SRA176628 2015-10-18 23:1412.59
« cone SRA012701 201500-28 12:37:52.009
X PepaTng SRA245648 201507-20 1452:11.178
" done SRAD10042 201507.24 11:39:14.19
& @one ERAZ0GH04 2015-07-24 10:56:30.548
& cone SRAQ09815 2015.07-20 20:59:21.762



SRA044892 #zu—FLTCEEIE L &

% DDB ((Saiect Quary Fils )| Seict Tooks mep| Sat QuearySet mep Set GaromeSet mep 56t Map Optons mep Confiemation mep
U (Reosms)

ogn 1 [guest)

j Logost Selecting Query Files

| Aaves NExT

Data setup
50:: St FTP uploa@’ Private DRA entry  Ifiiport public DRA  Preprocessing HTTP upload
HTTP upload
DRA Ierpont Maetadata of the DRA entry,
Preprocessng Stan Select a mesacalils  SRADM B
shep-1 TYPE ACCESSION ALIAS FILENAME DL
’ g Suomisson SRADS4292 AnEsFeP SRADS4592 sunmsson xmi Downloas View
de novo Assombly SRS256250 Comral
siep-2 Sample SRE256251 ron SRADS4292 sampie xmi Dowrd oss View
SRsa2st282 Phosphate
Genome (SNPIShan Sy SRPOOTTES Ammatve Spicieg SRADSEO2 0y xmil Dowrdoss View
Indel)
RNA-s0q (Tag count) Expeniment SRX092046 cortrol SRADSLAG2 experiment xmi Downloas View
Chifen Run SRRII g e SRAD44892 run xm Cowri, 08 View

STUDY TITLE Ganome-wide CoNcIon of CONRXI-SANENVE FMr=alive SOICNg In AZRRICOpSH fO0ts

stop?.

Preprocessing STUDY TYPE Cther
s0p1
Mapping
sap1
de Assembly Select your registered query Sles.
so02-All status Cueres wih dfferent Instrument models can't be selected together.
N o o o
o RS, | 3iuon itssson STRAN  Rucw Ruas S | huert e,
TUTORIAL
G Contact Us 1 SRXDI246  SRS25E250  SRR11219 ILLUMINA  single
Foerianiasm 2 SRX0G2046  SRS2942%0  SRRINIZ24 ILLUMINA  single

Owrvetrprwrs ¥
- T om matadats : Counned fom Quary fie (Read length is calculaned Som T frst anty )



Bowtie2 %3 A T NEXT

UDDB]  (suctovmyries e suc oo 5o Gurysr et Qoras b St Gpion i Citiraion m

EXUE (Someces)

iogin 1O [guest)
# Logout Selecting Tools for Basic Analysis of DDBJ ANNOTATION PIPELINE
Data setup
UNA St © Reference Genome Mapping
FTP uploas
MTTP upload Input cata Evaluation Analysis  Outpet format
DRA lmpon Base Color Paired Error
Sunt Tool mvmmw._ Mm_ SNP Indel giY bed SAM Comment

stop-1 BMAT @ M v v Single-end analysis only
Preprocessing s @ 061 v v v v v v
Mapping /

E— : m ’ 0127 v v v v v v v v
o2 c <

I.wtm @ 1019 v v v v v v

Mapping de novo Assembly
stopi. Total Bmit = 22 Gbp
— Base Color Paired
-All status q
sanZ-All ¢ Tool Melp Version spece spece  end MSS(WGS) Comment
2.0“' MO0 @ |1.08 v v
HELP
TUTORIAL ABYSS * | 32 v v Macmom K-mer vake is 64
(3 Comact Us <
e P Pt WO S0vIrD FRcommend when periomeing Veives, 181
Do Y Vevat ® 1210 v v v longth of those reads is up to 22G bp Madmum K.mer
value is 64,
Tonky & < ;2:13-02- v v RNA-S0q Do nove Assamdly
Patays? @ 122 v v
MGAP =2 3 Protocod HGAP Pipsine for PacBio Sequence based on SMRT
v220) Analyss v2 2.0, For bax hS file only. (Beta version)
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2. DDBJ

iogin 10 [guest]
M Logout

Data setup

DRA Stant

FTP uploas

HTTP upload

DRA lvpont
Preprocessing Start

stop1.
Mapping
stop1.
de novo Assembly
snp2-All stacus

HELP @7
TUTORIAL

(3 Conmtact Us
OO0U Read Arrclaton
Poeire
Oevelopmert Team

[ Sect Quary Fies e Sevect Tools mep( Sat QuerySat s Set GonomeSes mep St Map Optons mep Confirmation mep

(_Running suu)

Generating Query Sets from Query Read Files

Layout of snge sequence

RESET BACK NEXT
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2. DDBJ

iogin 10 [guest]
M Logout

Data setup

DRA Start

FTP uploas

HTTP upload

DRA lpont
Preprocessing Start
siep-1

Pregrocassing
Mapping /

& NOvO Assambly

o2

Workflow

Genome (SNP/Shont

indel)
RNA-36q (Tag count)
ChiP-seq

sap1

Preprocessing
step1.

Mapping
step1.

de novo Assembly
sapZ-All status

HELP 7

TUTORIAL

(3 Contact Us
OO0U Read Arrclaton
Poeire
Qevelopmert Tear

[ St Quary Fins e Seect Toots mmp| Sat QuarySat mep( 54t GanomeSes =+ Set Map Optons mep Confiemation mep

(_Running suu)

Specifying Database of Reference Genome

RESET  BACK  NEXT
© Major genome sets

Qrpganams
Genome sots

Aratidopsis ®alana -
TARI0 B

al check ol Cear

Qe
chr01.fa
2 fa
chr(d fa
o4 fa
chr0S fa
chwC
chiM fa

User original sets

Download or upload reference
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UDDB]  (sonc vy res jm S T o 5ot uysot b 50 Gosomeses om0t Opions ) Corirsion o

- —

[accowr — EMGECVIERY

ogn 10 [guess)
Hj Logout Setting for Reference Genome Mapping
Data setup
OFA St bowtie2
FTP upioas
e Set optional parameters of the single-end analysis
ORA lerpon Step1) Convert reference secuence
Preprocessing Start
stop-1 Dowla2-2uld - IDANOME a5t D2
Preprocassing Step2)
Mapping / = ,
de novo Assombly bowle2 qp4 «X bt2+dx -U query fasiay fasta) -S out sam ~u out.unmapped
siop-2
Workfiow Step)) Convert the read alignment to . BAM format
Ganom™e (SNPShon samiools view -0S -0 out bam out sam
Indel)
RNA-seq (Tag count) Stepd) Detoct ONA polymorphism
ChiP-seq
Ploase choose one of the following.
JOB STATUS
T —— P ———————re—Te———
Preprocessing samicols mpleup -u -C50 -5QD - 10000000 |4 refgenome.fasta outbam | BCRDOIS View -Dvcg =3
’”’:;w O outvarrawbe!
ng
0p1 DCNools view Out var raw bof | volutis pl varFiter - D1200@ > outvar it vef
de movo Assembly -
sopZ-All status StepS) Analysis for Depth, Coverage
samiools sor -0 cul.bam oul_sorted tam
1] SATEO0IS PIUD < -f TMNINCH 13 OUL_SONd bam > Ut pleuD
. porl ploup_for_ CoverageDepth i out pileup reference. fa
TUTORIAL * This command doos nof appoar in the st
(= Contact Us
0OR) Reas Arvataton Stepé) Create assembled sequences In FASTA file from plleupped reads to submit WGS division of DD
-—e

peori getConsGono_4pipeine. pl pleupFiie  Not 1o inciude Feetion of pleupped feads.  © out WGSba
* Treeatold of inserton of Dlaurped Mads: The Qually Teshold for indels <« 50 and alele conatiutes BU% of pleusped Mads,

BACK  NEXT
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?2 D_]?BI [ Seiect Query Fros mep Sect Toots mmp| Sat QuerySet mep Set GaromeSer mep St Map Optons mep( Confimation )
EEU (fomsme)
ogn 1O [guest)
M Logout Run Confirmation
Data setup
DRA Stant Destination of mall
FIP whoed row completed, the system sends an emall 10 this address.
HTTP upload .
DRA l”“’”‘ R“:I‘I'“:
Preprocessing Start e 60 days afer submission
stop-1
Preprocessing Reference Genome Map [bowtie2)]
Mapping /
&9 NOvO ASsambly Query sets
sep-2 Query sat1
Workflow PairedOrientation RumAccession RumAlias Rowlength QualityScore! QualityScore2
Genome (SNP/Shont snge SRRX1219 control j:
geno uest |
T srgle SRRI}NZ24  wron 8
ChiP-seq —
”m|. E A\
« alfa
sep1
Preprocessing Command Options
m’:; bowtie2
pping
stop! Set optional parameters of the single-end analysis
de movo Assembly
stop2-All status Step1) Convert reference seguence
Dowte2-tuld -+ refgenome st bID-idx
HELP @ Step2) Map
TUTORIAL
3 Comac Us bowte2 Qo4 « Dt24cx U query!.fasigl fasta) -S out.sam «u out.unmagped
EO‘J Read Arrctaton
cere

Stopd) Convert the read alignment to . BAM format
samtools view -0S -0 Out bam out sam

Step4) Detect DNA polymorphism
Please choose one of the fodowing
Samiools plleup ~C «C 4 refgenome.fasta out bam | BCRools view
samiools mplewp -u -C50 -BQ2 -d10000000 4 refgenome.fasta out bam | bohools view -oveg o>
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'RUN Z2# L7z LB -oTLEI W

U DDB] (ot oy Fros 1 St Too St Gutyio St Garomes o541 Goions b Gt e
T (Renosus)
ogn 1O [guest)

= Status - Mapping

Data Mapping Jod de movo Assembly Job Preprocessing Job
DRA Stan
FTP upioad Order
HTTP upioad Sotby: 1 B Descorang [l 8 Show Orty Your Own Job  Reload
DRA irport
Preprocessing Start Delete * page 1 B NEXT >
step-1 Submission Read Genome Start time
Pregrocessing nmommm Tool M'mm“"wm Clapsed time
Mapping / 5499 guest DRACOONO! P compiete SOAP 9977388 3% 121M 20130426 00:18:45
de novo Assembly DRROO0OOO1 153854
siop-2 13-04-26
Werkfiow I 15.57.40
Ganoma (SNP/Shon $267 guest DRAQOO0OY P complete Bowte2 997738 ¥ v 2013-04-08 013024
noel) DRRO000O1 - 1030:52
RNA Tag count e —
cmvm( ag ) 2013-0408
1201:17
—| 37 =
N Ve -
9977 388 ¥ 3w 20130314 00:31:26
[0 13011
Virm
2013-03-14
120237
9977 3588 ¥ 253M 20130305 004630
09:53:55  EEE—
Viow
20130308
10:40:25
5825048 = 121M 20130215 00:47:03
24 eeseeese—
View
2013-02-1%
131317
3,543,020 % (1Y) 2013-0207 0O-26:48
22137 .
Vs
2013-02407
2248:25
5055 guest ERADOOOSS P complats bwa 35430 » 17N 20130207 Q04T 42
1049_020708_2 203331
Virw
20130207
212114

5050 guest ERADON0GS P compiete bwa 3543021 3%  6M 20130207 00:39:30 | Top of
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Preprocessing Start
step-1
Proprocessing
Mapping /
de novo Assembly
step-2
Workflow
Genome (SNP/Short
Inded)

RNA-seq (Tag count)
ChiP-seq

JOB STATUS

step?.
Preprocessing
stept
Mapping

stepi.
de novo Assembly

stop2-All status

—

ES

e ——

TG R

Deovolbpment Toam

Tool (Version)
Bowtie2 (2.0.0)

RunAccession or Filename Download
SRR331219 SRR3I31219 fastq bz2

Genome set
TAIR10

Chromosome
al.fa
Download modified queries

. 1219.f winal size 1

Download merged pileup file

Download wgs file
. { 7.7

Position errors Map ratio

POF cownload total query # : 5,925,048

mapped query # : 5,037,458
map ratio  : 85.020 %
Time
Wait time Start time
0 1:12 2013.01-11 23:23.03
all.fa

Command
bowtie2-buid -f all. fa refgenome

bowtie2 -p 4 -q -x refgenome U SRR331219 fastq -S out.map -un
out.unmapped

samtools view -bS -0 out.bam out. map

samtools sort out bam out2

Depth, Coverage

Read length Alias
N.A. bp control

coverage : 29886366 / 119482012 * 100 = 25.013
. 384468141 / 20886366 = 12.864

depth

End time

2013-01-12 00:19:10

Start time End time Log1 Log2

201301 2013.01-
1" "
23:23.03 232526
201301  2013-01-
1 "
23.26.07 23.38.02
2013-01-  2013-01-
1" 1"
23.40:56 234228
2013-01-  2013-01-
1" 1"
234250 23.44.52

View

Result

|

|

|
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