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e Linux!¥, e TIILinuxh — 32 V2B L | A5
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http://ja.wikipedia.org/wiki/Linux
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Linux 571 — %)L 2 DDBJ

)—FR - RXF4 2~ - h—/VJLX (Linus Benedict Torvalds; 1969-)

TAVIYR ALYYFHEBD IOV SV, LinuxA—RILERBEFKEL. 1991FIC—BRICAB UK

bh)

¢ 19914FE, ~NLT VX REDFELETH > —F K -
F = NVREF RV =T 4 VI AT LA L%
0 Z Intel 80386 CPU z#5# L 7= PC 12 UNIX
HEPLOMBE DA — % NV 2T L 72, &Iz Z
DSHIAED Linux 1 —F% IV ERE L 72,

http://ja.wikipedia.org/wiki/Linux




H2T2DI3%E1Z Linux <% ¢ T GNU 2 DDBJ

e GNU's Not Unix

e GNU [FHAIIZ1Z Linux &FEIZN A H—% )L L
EbiIfHbnEd, ZoOfAGHED GNU/Linux
ARV —F4 7 « AT L5TT, GNU/Linux &
MEDADDANIHEONTVWET, [AE-ST
“Linux” EFE N T E TN E D,

http://www.gnu.org/home.ja.html
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DNA Data Bank of Japan

http://trace.ddbj.nig.ac.jp/dra/

T\Zz D D BI Login & Submit Databases ~ | English = Contact

OMA D Band of bepen

Sequence Read Archive /kw“,m%ﬁ — Q|
NS T4 v

Home Submission ¥ Search Download « Pipeline Abouf

DDBJ Sequence Read Archive (DRA) i& Roche 454 GS Systems, lllumina Genome Analyzer®, Applied Biosystems SOLID® System
BREDRERS—ITIVHNSODEAT—IDIHDT—FX—XTT, DRA IZ International Nucleotide Sequence Database
Collaboration (INSDC) @ X > /X{—7T#% D, NCBI Sequence Read Archive (SRA) & EBI Sequence Read Archive (ERA) & DEEEH D
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DRA pipeline: V7 + o =7

2. DDB]J

= DN D Bk of Jagen

EE (Rurriosas)
Selecting Tools for Basic Analysis of DDBJ ANNOTATION PIPELINE

login ID [yaskaz]
] Logout
@= Change password

Cavaves |

Data setup
DRA Start

FTP upload

HTTP upload

DRA Import
Preprocessing Start

step-1
Preprocessing
Mapping /
de novo Assembly
step-2
Workflow
Genome (SNP/Short
Indel)

RNA-seq (Tag count)
ChIP-seq

JOB STATUS

step1.
Preprocessing

step1.
Mapping

step1.
de novo Assembly

step2-All status

HELP &
TUTORIAL

=1 Contact Us.
DDBJ Read Annotation
Pipeline.
Development Team.

( Select Query Files j==b{ Select Tools ) Set QuerySet j==b( Set Geno

F<HWSNh?
BITEY 7k 7%
BAE. 27Uy 7T

SRI{TAIEE

| BACK | | NEXT |
» Reference Genome Mapping
Input data Evaluation Analysis | Output format }
Base Color Paired Error
Tool Help Version space space lend Depth Coverage = SNP Indel .gff .bed SAM Comment
BLAT @ Q 34 % Single-end analysis only
Mag? € |0.7.4 v v V|V |V |V
bwa? €@ 059 v v
gOAP g 221 v Vv v v v v
Sowtle. z 0127 | v | v | v vV | v %
Z‘;M € 1011 v v v v
For reads longer than
. about 50 bp, Bowtie2 is
% € 200 v v v v | v v |generally faster, more
senstitive, and uses less
memory than Bowtie1.
de novo Assembly
Total limit =22 Gbp
Base | Color Paired-
Tool Help Version space space end MSS(WGS) Comment
LS?OAPdenovo Q 1.05 >
ABySS (7 € € 132 v Maximum K-mer value is 64.
We severe recommend when performing Velvet, total
Velvet 7 Q 1.2.03 Vv v length of those reads is up 10 22G bp.Maximum K-mer
— value is 64.
o B - 0107,




DRA pipeline: Ffig x5

Select Tools

2. DDB]J

(Select Query Files

Set QuerySet

= DINA Data Bank of lapes

login ID [yaskaz]

F] Logout
@= Change password

Running Status

Specifying Database of Ref

1R, YIORGE
BRITLEBN R E 8B
foylz S8R

@® Major genome sets

| Oryza sativa japonica sl

¥ IRGSP Releases Build 4.0
IRGSP Releases Build 5.0
IRGSP Releases Build 5.0 masked by RepeatMasker witk
tigr version5.0
tigr version6.0

tigr version6.1
tigr mitochondrion
tigr chloroplast

| Homo sapiens s |

¥ Homo sapiens Feb. 2009 (hg19)

Mar.2006 (hgl8)
May.2004 (hgl7)

NCBI build 36.1_CRA
NCBI build 36.1_Celera

NCBI build 36.1_ref
NCBI build 36.2_CRA
NCBI build 36.2_Celera
NCBI build 36.2_ref
NCBI build 36.3_CRA
NCBI build 36.3_Celera
NCBI build 36.3_ref
NCBI build 36.3_HuRef
NCBI build 37.1_CRA

Organisms
ANALYSIS Genome sets
Data setup
SRA Start ® Major genome sets B
ETD ccnland | all check ll_a!
v Arabidopsis thaliana | Arabidopsis thaliana
gryza sativa _?apf)nica Genome sets "7 TAIRS @all.fa
ryza sativa indica _ " chr01.fa
Zea mays B73 TAIRS e
. - ——  TAIR10 | Ichr02.fa
Sorghum bicolor | allcheck || ah_____ [ e a
Homo sapiens 1
Mus musculus @all fa @ ajor genome sets
Pan troglodytes T .
Caenorhabditis elegans - it Organisms
Xenopus (Silurana) tropicalis |_Ichr02fa Genome sets
Oryzias latipes | Ichr03.fa
Solanum lycopersicum Heintz 1706 [ chr04 fa
Saccharomyces cerevisiae " chr05.fa IWI |1
| IchrC.fa
JchrM.fa M allfa
JOB STATUS I_I chri.fa
step1. O User original sets =l chri0a
Preprocessing [ Jchr11.fa
step1. () Download or upload reference Ecnri2fa
Mapping [ Ichr13.fa
step1. [ Jchr1d fa
de novo Assembly =

step2-All status

o
>
=
-—
o
oy

o
>
=
—
~
o

NCBI build 37.1_Celera
NCBI build 37.1_GRCh
NCBI build 37.1_HuRef

U I ashre17 AtnBE a1 s 1



DDBJ 34 79 4 ¥ DN DL

http://p.ddbj.nig.ac.jp
_LDDB] DDBJ Read Annotation Pipeline

- DNA Data Baak of lapan

English Japanese

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

LOGIN New accoun  Login as "guest”

Pipeline Flow
*»¥
DEASET S/ ppBJRead |\ / 9 Z I\ t b z

:u ? ‘ r-:-:::au Archive I.\'\ o8

— o g \ ) s
F-leU ad ‘_n;,. ] :n::::‘f? - D 5 I /
[ Raads, ’ ',“,e ’:’f"l ‘ custion /
N'T — e e Check currée
Basic Analysis I * by the guest account.

Mapping de novo
assembly
[ | Manual & tutorial
High-level Analysis
o Japanese Tutorial

‘ SNP/indel RNA-seq ‘ Contig « English manual &7

detection annotation « DBCLS togotv Tutorial video 1 (JP) - Reference Genome Ma

Pipeline o
Zlpeine « DBCLS togotv Tutorial video 2 (JP) - De novo Assembly &
« FAQ:How to upload and register query files to DDBJ Pipeline
W Follow WP
Tweets o Tutorial : How to run HGAP for PacBio sequence read on DDBJ
e o Pipeline (JP) &
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(¢ pDBJ

DNA Dats Baok of Jagas

ACCOUNT
login 1D [guest)
1] Logout

ANALYSIS

Data setup

DRA Start

FTP upload

HTTP upload

DRA Import

Preprocessing Start
step-1

Preprocessing

Mapping /

de novo Assembly

step-2

Workflow

Genome (SNP/Short
Indel)

RNA-seq (Tag count)
ChiP-seq

JOB STATUS

step1.
Preprocessing

step1.
Mapping

step1.
de novo Assembly

step2-All status

HELP
HELP &
TUTORIAL &

=1 Contact Us.
DDBJ Read Annotation
Pipeline.
Development Team.

( Select Query Files )~ Select Tools

{ Running Status )

7w 7a—k
SN TWBES

Selecting Query Files
| NEXT/
FTP upload Private DRA entry Import public DRA Preprocessing HTTP upload
Metadata of the DRA entry.
Select a metadata : | DRAOOO0O1 %
TYPE  ACCESSION ALIAS | FILENAME oL VIEW |
Submission  DRA0C0CC001 DRA000001.submission.xml| | DownlLoad || View
Sample DRS000001 Bacillus subtilis subsp. natto BEST195 without plasmid DRA000001.sample.xml (Downtoad | ([ View
' PBEST195L 7
Study DRP000001  Natto BEST195 DRAO000001.study.xml | DownlLoad || View
Experiment | DRX000001 NATTO _BEST195 _SEP08 DRA000001.experiment.xml || DownLoad || View
Run DRR000001  2008-09-12.BEST195-Lane7 DRA000001.run.xml |_Download || View
STUDY TITLE Whole genome sequencing of Bacillus subtilis subsp. natto BEST195
STUDY TYPE Whole Genome Sequencing
Select your registered query files.
Queries with different Instrument models can't be selected together.
| single! | paired | all clear
' Experiment [ Sample " Run . [ [ [ Read [ Instrument V
’ No- | ACCESSION ACCESSION Accession STRAN Run_date ' Read® ongth ~model sayout|

“_‘ 1| DRX000001 DRS000001 DRR000001 strain BEST195 | 2008-09-12 | 9,977,388

36 ILLUMINA paired
| :from metadata | |: Counted from query file (Read length is calculated from the first entry.)

| DELETE | NEXT/



IR ) NGSOEEH 7 7 A VO HE

(9 DDBJ L, 2
Mdorbrid = FTP CFIThH 'S5

t GenomeSet 1—)\\ Set Map Options )—)\\ Confirmation -)

ACCOUNT
—7 R\ L
login ID [guest] J \\/ ; D - |\ D I Hb
3 Logout
ANALYSIS NEXT
Data setup
DRA Start FTP upload Private DRA entry Import public DRA Preprocessing HTTP upload
FTP upload
HTTP upload List of your uploaded files by FTP client. [Add new files]
DRA Import
Preprocessing Start Filename Description Layout Instrument model File size
step-1 _ GSM727564_d0Foxh1.bed.gz Foxh1 single ILLUMINA 0 byte
Preprocessing e unknow1.fastq (more 1 files) preprocessing paired ILLUMINA 48.2 MB
Mapping /
de novo Assembly unknow? fastq VvV single LS454 27.2 MB
step-2 blob (more 1 files) vivek paired ILLUMINA 866.1 MB
R blob.1 (more 1 files) vivek paired ILLUMINA 15GB

Genome (SNP/Short

Indel) DRR000985.fastq 123 single ILLUMINA 3.6GB

RNA-s ag count .

Sl kil ) blob (more 1 files) test paired ILLUMINA 866.1 MB
JOB STATUS | DELETE NEXT]
step1.

Preprocessing
step1.

Mapping
step1.

de novo Assembly

step2-All status

HELP @
TUTORIAL &

=3 Contact Us.
DDBJ Read Annotation
Ppeline.
Develooment Team.
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(9 DDBJ

ONA Dats Baok of [apas

ACCOUNT
login ID [guest]
F Logout

ANALYSIS

Data setup
DRA Start
FTP upload
HTTP upload
DRA Import
Preprocessing Start
step-1
Preprocessing

Mapping /
de novo Assembly

step-2
Workflow

Genome (SNP/Short
Indel)

RNA-seq (Tag count)
ChiP-seq

JOB STATUS

step1.
Preprocessing

step1.
Mapping

step1.
de novo Assembly

step2-All status

HELP

HELP @
TUTORIAL &

[Z3 Contact Us.
DDBJ Read Annotation
Ppeline.

Develooment Team.

( Select Query Files )—0(\ Select Tools \H(\ Set QuerySet

\\ Running Status |

NET—5 %=
4 > ih— N FJgE

Selecting Query Files

NEXT/

FTP upload Private DRA entry

Import public DRA Preprocessing HTTP upload

Import public FASTQ files from DRA database.

Here is do the section of automatic download of public DRA/JERA/SRA entries.
Please input DRA/ERA/SRA accession number. Then the pipeline system import metadata and FASTQ files from DRA database.

Input DRA/ERA/SRA Accession Number

Accession Number can find here.

Add my DRA entry DRA Search

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

To select your downloaded entries. See Private DRA entry tab.
When the status makes "done", your requested entry is added in "Private DRA entry" tabs.
When the status makes "failed" or "preparing", please retry it.

queued : waiting or during download, done ' file is ready, failed : please retry it, preparing : file is not yet in
DRA unchecked : download is ok, but md5 was not check.
Status Submission Request date
<’ done DRA000001 2013-01-11 18:13:25.174
¥ preparing SRA060574 2013-01-07 23:49:33.51
¥ preparing SRA058628 2013-01-07 22:52:08.369
X preparing SRA050143 2012-11-15 19:17:57.271
X preparing SRA046010 2012-10-29 21:50:21.933
<7 done SRA040340 2012-10-29 15:04:16.249
<7 done DRA000303 2012-08-27 07:49:30.698
& DRA000086

done 2012-08-24 13:51:17.364



SallZuploadiFdo v F U5

G’D DDB I (Sdect Query Files )—m:;‘Select Tools ﬂ\Set QuerySet:jﬁ(\‘Set GenomeSet Kfﬂ{'\‘Set Map Options i;‘,‘:;»-Conﬁrmation ﬂ

DONA Dats Baak of [apas

e Selecting Query Files

Data setup
DRA Start FTP uploamport public DRA Preprocessing HTTP upload
FTP upload

w’,’\_ﬁRunning Status \,',I

NEXT

HTTP upload Metadata of the DRA entry.
DRA Import
Preprocessing Start
step-1 TYPE ACCESSION ALIAS FILENAME —_—
Preprocessin \ \D O)
P! 9 Submission DRA000001 DRA000001 DRA000001.submission.xml iz
Mapping /
de novo Assembly Sample DRS000001 DRS000001 DRA000001.sample.xml /'\ Fﬁ — 9 7'3§‘
step-2 A 9:F j
Study DRP000001 DRP000001 DRA000001.study.xml
Workflow N o N
Gzn?)me (SNP/Short Experiment DRX000001 DRX000001 DRA00001.experiment.xml /]/ /7 | \— I\ ;ﬁ
Indel
RNA-seq (Tag count) Run DRR000001 DRR000001 DRA000001.run.xml
ChiP-seq
JOB STATUS STUDY TITLE Whole genome sequencing of Baillus subtilis subsp. natto BEST195
step1. STUDY TYPE Whole Genome Sequencing
Preprocessing
step1.
Mapping Select your registered query files.
step1.
de novo Assembly Queries with different Instrument models can't be selected together.
step2-All status | single! | paired | all clear
HELP Experiment = Sample Run Read  Instrument
F NO.  ACCESSION ACCESSION ACCESSION S RAIN Run_dats | Read# | o oth | model S
TUTORIAL & DRX000001 DRS000001 DRR000001 strain BEST195 2008-09-13 9,977,388 36 ILLUMINA  paired
Z3 Contact Us. : from metadata : Counted from query file (Read length is calculated from the first entry.)

DDBJ Read Annotation
Pipeline. (|
Development Team. | DELETH NEXT



login ID [guest) - - -

S Selecting Tools for Basic Analysis of DDBJ ANNOTATION PIPELINE
Data setup

DRA Start ~ Reference Genome Mapping

FTP d

HTTF: ‘::Iaoa d Input data Evaluation Analysis  Output format

DRA Import Tool Help Version Base  Color S:LM Depth Coverage f:{:’ SNP Indel .gff .bed SAM Comment

Preprocessing Start ) .
- BLATZ € 34 v v Single-end analysis only
Preprocessing Maq? € 0.7 v v vV V|V |v VvV
Mapping / bwa? € 059 v v
de novo Assembly 9
step-2 goi © 2.21 v v v v |V v
Workflow
Genome (SNP/Short Bowtie Q
Indel) 2 G 0.12.7 v v v v v v
RNA-seq (Tag count)
ChiP-seq Totlel @ 1011 v v v v
JOB STATUS
stipt ' gfL'ez € 200 v v v v |V
reprocessing I »
stepf. velvet C
Mapping
step1. ® de novo Assembly
de novo Assembly otal limit = bp

step2-All status
Base Color Paired-

Tool Help Version MSS(WGS) Comment
HELP space space end

HELP @ ( S_‘QAEQQQQ_Y_Q 0 1.05 v
TUTORIAL & - o
Z3 Contact Us. 2

DDBJ Read Annotation = |ARySS @ ¢ 152 -

Pipeline.

Development Team. We severe recommend when performing Velvet, total length

™ Velvet ? O 1.2.03 v \'4 of those reads is up to 22G bp.Maximum K-mer value is
64.
Trinity 7 @ {)28012-06- v RNA-Seq De novo Assembly

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

Tool Comment

BLAT Single-end analysis only
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G) DDBJ ( Select Query Files mmp{ Select Tools wmp( Set QuerySet )=( Set Ass. Options wep( Confirmation e Running Status )

ONA Dats Baak of [apan

login ID [guest]
P Logout

Generating Query Sets from Query Read Files
| RESET | BACK | NEXT

Data setup
DRA Start Paired-end analysis
FTP upload Layout of paired sequence. 5'-3' 3'-5'
HTTP upload 5 33 5
DRA Import [Linker(1)] Target |Linker(2)|Linker(3)| Target [Linker()]
Preprocessing Start ,
step-1 Run ACCESSION Read length Quality Score'
Preprocessing
Mapping / _Set as Mate-Pair | Set as Pair-End
de novo Assembly
step-2 QUERY SET
Workflow Query set1
Genome (SNP/Short PairedOrientation RunAccession RunAlias RowlLength QualityScore! QualityScore2
Indel) paired DRR000001  DRR0000O1 36

RNA-seq (Tag count)
ChiP-seq | RESET | BACK|
JOB STATUS

step1.
Preprocessing
step1.
Mapping

step1.
de novo Assembly

step2-All status

HELP

HELP &
TUTORIAL &

£Z3 Contact Us.
DDBJ Read Annotation
Pipeline.

Development Team.
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(9 DDBJ

ONA Dats Baak of [apan

login 1D [guest]
3 Logout

ANALYSIS

Data setup
DRA Start
FTP upload
HTTP upload
DRA Import
Preprocessing Start
step-1

Preprocessing
Mapping /
de novo Assembly
step-2
Workflow

Genome (SNP/Short
Indel)

RNA-seq (Tag count)
ChiP-seq

JOB STATUS

step1.
Preprocessing

step1.
Mapping

step1.
de novo Assembly

step2-All status

HELP &
TUTORIAL &

Z3 Contact Us.
DDBJ Read Annotation
Pipeline.

Development Team.

(Select Query Fileerselect Tools)-)(Set QuerySet hb( Set Ass. Options )—o(rconfim\ation A"H(\rRunning Status )

Setting for De Novo Assembly

| BACK

NEXT
velvet
Set optional parameters of the paired-end analysis

Step1) Convert sequences

perl shuffleSequences_fastq.pl query_1.fastq query_2.fastq shuffle_query_pe.fastq
Running velveth.

Velveth output_directory/ ’23 -fastq | _shortPaired shuffle_query_pe.fastq

Step2) Assembly
Velvetg output_directory/ f-ins_length 300 -exp_cov auto
Step3) Set parameters of the CONFIG mapping tool

Step4) Create assembled sequences in FASTA file from pileupped reads to submit WGS division of DDBJ.

Set filtered length for contigs
L per lengthfilter.pl pileupFile |100

| out_WGS.txt

= Thal Ay g 7= 4
FDEFXRN
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Go DDB] ( Select Query Files mmp( Select Tools mep( Set QuerySet mep( Sy Eﬁﬁ% 5'6 LY ;h/ 7": 5 \

A Dats Baak of [apan I_l_l / — Ab
e — 1T AIRE

login 1D [guest] -
oo Run Confirmation
ANALYSIS BACK' | RUN
Data setup
DRA Start Destination of mail
FTP upload Whe e request is completed, the system sends an email to this = /_\ Lj:
HTTP upload [lyn@nig.ac.jp C E) 7
DRA Import e —
Preprocessing Start j:$ é fd: \I \ = E\\ '
step-1 b
Preprocessing Assembly [velvet]
Mapping /
de novo Assembly Query sets
step-2 Query set1
Workflow PairedOrientation RunAccession RunAlias Rowlength QualityScorel QualityScore2
Genome (SNP/Short paired DRR000001 DRR000001 36
Indel)
RNA-seq (Tag count) Assembly commands
ChiP-seq velvet
Set optional parameters of the paired-end analysis
JOB STATUS
step1. ) Step1) Convert sequences
Preprocessing
step1 Shuffle the sequence.
Mabping perl shuffleSequences_fastq.pl query_1.fastq query_2.fastq shuffle_query_pe.fastq
ten1 Running velveth.
step1.
d‘; novo Assembly Velveth output_directory/ |23 -fastq -shortPaired shuffle_query_pe.fastq
step2-All status Step2) bl
ep2) Assembly

HELP

Velvetg output_directory/ -ins_length 300 -exp_cov auto

HELP &
TUTORIAL & Step3) Set parameters of the CONFIG mapping tool
Z3 Contact Us.
e /notaton Step4) Create assembled sequences in FASTA file from pileupped reads to submit WGS division of DDBJ.

Development Team.

Set filtered length for contigs

T S |- 2 AARIRIN A A



'RUN Z# L7, BT EZ W

G) DDB]J [ Select Query Files jmmp( Select Tools mep( Set QuerySet mmp Set Ass. Options mmp| Confirmation wep( Running Status )

ONA Dats Baak of [apan

ACCOUNT

kjj i:;::m] Status - de novo Assembly

ANALYSIS Mapping Job de novo Assembly Job Preprocessing Job

Data setup
DRA Start praree
FTP upload :
HTTP upload Sort by : [ ID % ) [ Descending Only Your Own Job | Reload
DRA Import
Preprocessing Start Delete * NEXT >
step-1 ID UserlD Submission P/IS Status Tool Read# Read Assembly Mapping Start time Elapsed time
i accession length detail detail End time
4914 guest DRAO000001 P | complete SOAPdenovo 9,977,388 36 2013-01-11  00:06:59
DRR000001 — 22:06:40 |
@ 2013-01-11
22:13:40
4912 guest — S complete SOAPdenovo 1 - 2013-01-11  00:00:42
test.txt 18:01:34
| View S
2013-01-11
18:02:16
4911 guest — S | error SOAPdenovo = [ view -
JOB STATUS preprocessing o =
step1. 4909 - — P | complete ABySS 5,754,246 - 2013-01-11  01:37:47
Preprocessing HPS1 121434 me—
step1 ——
el 2013-01-11
' 13:52:21
step1. 4908 guest DRAO000001 P | complete Velvet 9,977,388 36 2013-01-11  03:56:08
de novo Assembly 2008-09-12.BES 12:13:53 | [
—— | View o e——
2013-01-11
HELP 16:10:01 =
HELP & 4907 - - P  complete ABySS 5,754,246 - 2013-01-11  01:20:45
HPS1 12:03:54 | [
TUTORIAL & ——
=3 Contact Us. 2013-01-11
DDBJ Read Annotation 13:24:40
Pipeline. 4900 | - - S complete ABySS 148,666 - 2013-01-10 00:16:28

Oovelopment Team. lon_mt20mergec 15:32:13 |



login ID [guest]
] Logout

ANALYSIS

Data setup
DRA Start
FTP upload
HTTP upload
DRA Import
Preprocessing Start
step-1
Preprocessing
Mapping /
de novo Assembly
step-2
Workflow
Genome (SNP/Short
Indel)

RNA-seq (Tag count)
ChiP-seq

JOB STATUS

step1.

Preprocessing
step1.

Mapping
step1.

de novo Assembly

step2-All status

HELP &
TUTORIAL &

£Z3 Contact Us.
DDBJ Read Annotation
Pipeline.
Development Team.

Detail view
BACK
Job info
ID
4914
Tool (Version)
SOAPdenovo (1.05)
RunAccession or Filename Download Read length Alias
DRR000001 DRR000001.fastq.gz 36 bp DRR000001
DRR000001_1.fastq.gz
DRR000001_2.fastq.bz2
Download modified queries
e DRRO000001_1.fastq.gz (Original size 1.7 GB) “
e DRRO0O00001_ 2. fastq.gz (Original size 1.7 GB) 7 t S } l/%:l:%
Download wgs file g ZIK ,IEE = =l
o B¥
o out WGS fasta.gz (Original size 3.9 MB)
Assembly statistics
Contig # : 5,300
Total contig size : 4,138,179
Maximum contig size : 49,938
Minimum contig size : 24
NS0 contig size  : 13,2565
Time
Wait time Start time End time
0: 1:22 2013-01-11 22:06:40 2013-01-11 22:13:40
Command Start time Endtime Log1 Log2 Result MD5
SOAPdenovo127mer all -s soapdenovo.conf -0 output 2013-01-11 2013-01-11 - -
22:06:40  22:12:28 View View Download(174.7 MB} MDS

BACK

HEERT71)



ing® | (DRAsearch+pipeline)

\\/ I:l /]/ 52 j_x\‘j_ »4Send Feedback + Search Home ~ DRA Home
alternative splicing

StudyType : H
\ Platform : H
Keyword : alternative splicing Arabidopsis
Show | 20 : | records Sort by Study : Search Clear
Search Results ( 2263 records ) <<||l<||1 / 114 | Page > || >>
Filtered by

document type:study(1161) sample(631) experiment(369) submission(75) run(26) analysis(1)
organism:Arabidopsis thaliana(1000) Mus musculus(339) Homo sapiens(335) Drosophila melanogaster(40)
Saccharomyces cerevisiae(22) Arabidopsis lyrata(19)

# META_FILE ACCESSION STUDY STUDY_TITLE STUDY_TYPE ORGANISM BASES SUBMITTED CENTER_NAME
SRA050132.study.xml Arat?idopsis
.0rg/2001/XMLSchema-instance"> thah’ar)g T , p—

1 <STUDY center_name="NCSU"  cppn10938  SRP010938 v 2/n:Columbia  Transcriptome Arabidopsis 85.2G  2012-02-15 NCSU
alias="Arabidopsis - (Col-0) Analysis thaliana
Pseudomonas alternative Transcriptome or

splicing study" accession="SRP Gene expression

SRA009031.study.xml Transcriptome-
e L wide map of Transcriptome Arabidopsis
2 </IDENTIFIERS> <DESCRIPTOR> 5pp0p00935  SRP000935 alternative : . 12.5G  2009-07-07 OSU-CGRB
<STUDY_TITLE>Transcriptome- lici : Analysis thaliana
wide map of alternative splicing splicing in
in Arabidopsis Arabidopsis
SRA050132.submission.xml Arabidopsis
<?xml version="1.0" thallang : . . P
encoding="UTF-8"?> strain:Columbia ranscriptome rabidopsis o
3 L SUBMISSION SRA050132 SRP010938 (Col-0) Analvsis thaliana 85.2G  2012-02-15 NCSU
alias="Arabidopsis alternative Transcriptome or
Spciog poiecs Gene expression
Genome-wide
SRA044892.study.xml detection of Institute of Plant
of context-sensitive altemative context-sensitive Arabidopsis and Microbial
4  splicing in Arabidopsis SRP007763 SRP007763 ) Other - 1.3G  2011-08-11_- " —
roots</STUDY_TITLE> alternative thaliana Biology,
<STUDY_TYPE existing splicing in Academia

Arabidopsis roots
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2DRASearch »4Send Feedback ! Search Home ! DRA Home
SRP007763
Study Detail Navigation

Title Genome-wide detection of context-sensitive alternative splicing in W Submissi FTP
Arabidopsis roots . Experiment 'EASTQ SRA
Study Type Other L+ Sample SRS256250

To analyze context-sensitive changes in pre-mRNA splicing pattern and
gene expression, we mapped the transcriptome of iron-deficient and iron-
Abstract sufficient Arabidopsis roots using the RNA-seq technology. RNA-seq data
were analyzed with a newly developed software package, RACKJ (Read
Analysis & Comparis .. [more]
Description

Center Name Institute of Plant and Microbial Biology, Academia

Copyright©DNA Data Bank of Japan. All Rights Reserved.



SRA @ Metadata

Study DRP Sample DRS
R o - &4
« Project ID « Strain
- XERTERR ol « Taxonomy ID
*
1 1~N K
Experiment  DRX|, _\ ;‘7;/3'
rE - KRR
- JOka—)L 1
I —IT Y ]
$F1T5U— FE
- )—RDERK |
10~N e R—Z3—)L 1~-N
Analysis DRZ Run DRR
- BBHTT—4 =S
- (FHETE R - J7AILIEE

T—3771)L
T AU ete

‘Submission  DRA!

- BHREER
AR, BEFREDT I
ATOIINDIETE

T—3774)
sff, srf, qseq etc




T — % T DA

iy V%ﬁlﬂﬂ’ﬂ ﬁgﬁwﬁﬁ 0,12, 24 h f‘ﬁ@ﬁx57 a7 7 A IVIEHT

Submission
Study
Sample
Experiment (24 h)
Experiment (12 h)
Experiment (Oh)
Rur |
Run
Run e
mt e Git, A7 27 FEBIMTEET |
= |= *3o Submission TEFADA 7Y = 7
“#ho— :j - FEFRIHTERT




p.ddbj.nig.ac.jp Zf &, I > ZDIDZ AN

G’) DDB] ( Select Query Files )==( Select Tools mmp( Set QuerySet mmp| Set GenomeSet mmp( Set Map Options mmp( Confirmation mesp

ONA Dats Baak of [apan

S Selecting Query Files

ANALYSIS NEXT

Data setup
DRA Start FTP upload Private DRA entry
FTP upload

Import public FASTQ files from DRA database.

Here is do the section of automatic download of public DRA/ERA/SRA entries.

\ .Running Status )

| Import public DRA BPreprocessing HTTP upload

step-1 - Please input DRA/ERA/SRA accession number. Then the pipeline system import metadata and FASTQ files from DRA database.
Preprocessing
Mapping / r Input DRAJERA/SRA Accession Number
A

% novo Assemly Accession Number can find here.
step-2 ' SRA044892 Add my DRA entry DRA Search
Workflow

Genome (SNP/Short

Indel) not select.)

DRA entry tab.
entry is added in "Private DRA entry" tabs.

j:qaéfd: \I\—C\‘\ I please retry it.

done : file is ready, failed : please retry it, preparing : file is not yet in

Preprocessin '
P g is ok, but md5 was not check.

step1.
Mapping Status Submission Request date

step1. queued SRA044892 2013-01-11 23:19:32.978
de novo Assembly

done DRA000001 2013-01-11 18:13:25.174
preparing SRA060574 2013-01-07 23:49:33.51

preparing SRA058628 2013-01-07 22:52:08.369
preparing SRA050143 2012-11-15 19:17:57.271
SRA046010 2012-10-29 21:50:21.933
done SRA040340 2012-10-29 15:04:16.249
done DRA000303 2012-08-27 07:49:30.698
done DRA000086 2012-08-24 13:51:17.364

ddama MM ANNNEAONY AT N0 Y AAMA. A0 NO

step2-All status

HELP

HELP &
TUTORIAL &

=3 Contact Us.
DDBJ Read Annotation
Pipeline.
Development Team.

444 X |X X X |40
7
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G’) DDBJ ( Select Query Files )=={ Select Tools mmp( Set QuerySet mmp| Set GenomeSet mmp( Set Map Options mmp( Confirmation mesp

ONA Dats Baak of [apan

A Selecting Query Files

next
Data setup
DRA Start FTP uploadd Private DRA entry port public DRA Preprocessing HTTP upload

.\ .Running Status )
————————————

FTP upload
HTTP upload Metadata of the DRA entry.
DRA Import
Preprocessing Start Select a metadat SRA044892 ¢
step-1 TYPE ACCESSION ALIAS FILENAME DL
;’e"“’cess'”g Submission  SRA044892 AraEsFeP SRA044892. submission.xm! DownlLoad | View
apping /
de novo Assembly SRS256250 Control
step-2 Sample SRS256251 Iron SRA044892 sample.xml DownLoad | View
SRS256252 Phosphate
Workflow . - :
Genome (SNP/Short Study SRP007763 Alternative Splicing SRA044892 study.xml Download . View
Indel) . . .
RNA-seq (Tag count) Experiment SRX092046 control SRA044892 experiment.xml| DownLoad | View
ChiP-seq SRR331219 control .
Run SRR331224 iron SRA044892.run.xml DownlLoad | View
JOB STATUS
step1. ' STUDY TITLE ' Genome-wide detection of context-sensitive altemative splicing in Arabidopsis roots
Preprocessing STUDY TYPE RNASeq
stepi.
Mapping
tep1.
N e:z, novo Assembly Select your registered query files.

step2-All status

Queries with different Instrument models can't be selected together.
| single | paired | all clear

HELP @ Experiment Sample Run Read  Instrument
SUTORALD No. ' ACCESSION  ACCESSION ~ ACCESSION SIRAIN  Run date  Read# . .4 model i
{Z3 Contact Us. 1 SRX092046 SRS256250 SRR331219 ILLUMINA single
DDBJ Read Annotation
Pipeline. 2| SRX092046 SRS256250 SRR331224 ILLUMINA single

Development Team.
| : from metadata ' : Counted from query file (Read length is calculated from the first entry.)
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A
X Selecting Query Files

ANALYSIS | NEXT
Data setup
DRA Start FTP upload Private DRA entry Import public DRA Preprocessing HTTP upload
FTP upload
HTTP upload Metadata of the DRA entry.
DRA Import
Preprocessing Start Select a metadata : | SRA044892 §
step-1 TYPE ACCESSION ALIAS FILENAME DL VIEW
;reprocessing Submission SRA044892 AraEsFeP SRA044892.submission.xm! |_DownLoad | View!
apping /
de novo Assembly SRS256250 Control
step-2 Sample SRS256251 Iron SRA044892 sample.xml |_DownLoad | View!
P SRS256252 Phosphate
Workflow ) o | T
Genome (SNP/Short Study SRP007763 Alternative Splicing SRA044892 study.xml DownlLoad View
Indel) . . .
RNA-seq (Tag count) Experiment SRX092046 control SRA044892. experiment.xml | DownlLoad | View
ChiP-seq SRR331219 control
\ | View!
Run SRR331224 iron SRA044892.run.xml DownLoad View
JOB STATUS
step1. STUDY TITLE Genome-wide detection of context-sensitive alternative splicing in Arabidopsis roots
Preprocessing STUDY TYPE RNASeq
step1.
Mapping
stept. Sel istered fil
de novo Assembly elect your registered query files.

e Queries with different Instrument models can't be selected together.

HELP __single/ | paired | all clear

HELP & v Experiment ' Sample " Run Read Instrument
TUTORIAL S No-  ACCESSION  ACCESSION ACCEssioN ~S'RAIN  Run_date  Read# . v model e
(53 Contact Us. @ 1 SRX092046  SRS256250  SRR331219 ILLUMINA  single
DDBJ Read Annotation
Pipoine. 2 SRX092046  SRS256250 | SRR331224 ILLUMINA  single

Development Team.
| : from metadata =~ : Counted from query file (Read length is calculated from the first entry.)



Bowtie2 Z3#A T NEXT

G’) DDB] [ Select Query Files mmp( Select Tools )==( Set QuerySet wmp| Set GenomeSet b/ Set Map Options mep| Confirmation mep

ONA Dats Baak of [apan

('Running Status )

login 1D [guest] - - -
- Selecting Tools for Basic Analysis of DDBJ ANNOTATION PIPELINE
Data setup
DRA Start © Reference Genome Mapping
FTP d
HTTI: Zl::)a d Input data Evaluation Analysis  Output format
DRA Import Tool Help Version Base  Color ::‘l’red Depth Coverage f;g’r SNP Indel .gff .bed SAM Comment
P ing Start
Ster:;:rocessmg = BIAT? € 34 v v Single-end analysis only
Preprocessing Maq? € 0.7. v viviviIiviv
Mapping / pwa? € 059 v v v
de novo Assembly
step-2 - §TOAP g 2.21 v v v v v v
Workflow
G SNP/Short i
lnzr:)me( S,M'e z 0.12.7 v v v v Vv v

RNA-seq (Tag count)
ChiP-seq

1.0.11

JOB STATUS For reads longer than
about 50 bp, Bowtie2 is
step1. ) generally faster, more
Preprocessing senstitive, and uses less
step1_ eamon '‘han Mo ars
Mapping
step1. _ de novo Assembly
de novo Assembly Total limit = 22 Gbp

step2-All status
Base Color Paired-

Tool Help Version MSS(WGS) Comment

HELP space space end
HELP &7 SOAPdenove @ 1,05 v
TUTORIAL & 0
Z3 Contact Us. . ) ; )

0B Read Annotetion ABySS @ 0 1.3.2 Vv Maximum K-mer value is 64.

Pipeline.

Development Team. We severe recommend when performing Velvet, total

Velvet Q 1.2.03 v v length of those reads is up to 22G bp.Maximum K-mer



fid%l % 2 A ¢ confirm, NEXT

G’) DDB]J ( Select Query Files wmp( Select Tools wmp( Set QuerySet )==( Set GenomeSet mmp( Set Map Options mmp( Confirmation wep

ONA Dats Baak of [apan

( Running Status )

ACCOUNT

e Generating Query Sets from Query Read Files

3 Logout

ANALYSIS | RESET/ | BACK | NEXT

Data setup
DRA Start Single analysis
FTP upload Layout of single sequence.
HTTP upload 5' 3
DRA Import |Linker(1)] Target [inker(2)]
Preprocessing Start
step-1
Preprocessing
Mapping /

de novo Assembly \
step-2 !

Workfl
ordiow QUERY SET

Genome (SNP/Short
Indel) | RESET | BACK @
RNA-seq (Tag count)

ChiP-seq

step1.
Preprocessing

step1.
Mapping

step1.
de novo Assembly

step2-All status

HELP

HELP &
TUTORIAL &

Z3 Contact Us.
DDBJ Read Annotation
Pipeline.

Development Team.




TAIR10 (&x#r) Z1EA TNEXT

GD DDB]J ( Select Query Files jmmp( Select Tools jmmp( Set QuerySet wep( Set GenomeSet ) ( Set Map Options mmp( Confirmation b

ONA Dats Baek of [apas

ACCOUNT
login ID [guest)
i Logout
ANALYSIS RESET | BACK | NEXT/

Specifying Database of Reference Genome

Data setup
DRA Start @ Major genome sets

FTP upload _
HTTP upload Organisms Arabidopsis thaliana

DRA Import Genome sets v TAIRS
Preprocessing Start TAIRS
step-1 TAIR10

Preprocessing

Mapping /
de novo Assembly g C::;.:a
chr02.fa

tep-2
o0 ™ chr03.fa

Workflow ™ chrod.fa
Genome (SNP/Short ™ chr05.fa

Indel)
RNA-seq (Tag count) ™ chrC fa
ChiP-seq ™ chrM.fa

all check |

JOB STATUS O User original sets
step1.

Preprocessin ~
stemp 9 C Download or upload reference

M in (—)
PP9 RESET | BACKW NEXT

step1.
de novo Assembly

step2-All status

HELP

HELP &
TUTORIAL &

=3 Contact Us.
DDBJ Read Annotation
Pipeine.
Development Team.



option ZH 72 171X Z D ¥ FNEXT

G’) DDBJ [ Select Query Files mmp( Select Tools mmp( Set QuerySet mmp( Set GenomeSet wmmp( Set Map Options )= Confirmation mep

ONA Dats Baak of [apan

( Running Status )

ACCOUNT
login 1D [guest] = =
i Logout Setting for Reference Genome Mapping
ANALYSIS | BACK @
Data setup
—1
DRA Start bowtie2
FTP upload Set optional parameters of the single-end analysis
HTTP upload
DRA Import Step1) Convert reference sequence
e L bowtie2-buiild | | £ refgenome fasta bt2-idx
step-1
Preprocessing Step2) Map
Mapping /
de novo Assembly bowtie2 -q -p4 | -X bt2-idx -U query1.fastq(.fasta) -S out.sam -—u
step-2 out.unmapped
Workflow Step3) Convert the read alignment to .BAM format
Genome (SNP/Short P3) ¢ '
Indel) samtools view -bS -0 out.bam out.sam
RNA-seq (Tag count)
ChIP-seq Stepd) Detect DNA polymorphism
JOB STATUS Please choose one of the following.
step1.
%pmprmng (+) samtools pileup -c ‘ -c -f refgenome.fasta out.bam | beftools view
Stelz;bping samtools mpileup {-u -C50 -BQO -d10000000 - refgenome.fasta out.bam | beftools view ->
step1. ' out.var.raw.bef
de novo Assembly beftools view out.var.raw.bef | vefutils.pl varFilter |-D10000 > out.var.fit.vef

step2-All status
Step5) Analysis for Depth, Coverage

HELP
HELP & samtools sort -0 out.bam out_sorted.bam
TUTORIAL & samtools pileup -c f reference.fa out_sorted.bam > out.pileup
=3 Contact Us. perl pileup_for_CoverageDepth.pl out.pileup reference.fa
DDBJ Read Annotation * This command does not appear in the list.
Pipeline.

Development Team. Step6) Create assembled sequences in FASTA file from pileupped reads to submit WGS division of DDBJ.




BT LI XA RET

G’) DDB]J ( Select Query Files mep( Select Tools mmp( Set QuerySet mep( Sp Eﬁ{}% 5'6 \, \ h 7': 15

ONA Dats Baak of [apan —
| Running Status |

Caccount [ 1T A BE

login ID [guest] .
a0 Logout Run Confirmation
i BACKE | RUN

Data setup

DRA Start Destination of mail

FTP upload When the request is completed, the system sends an email to this 3 /_\ Lj:

HTTP upload yn @nig.ac.jp —( :E 7

DRA Import

sl::z_;:rocessing Start j:$ é fd: \J \—C\\ !

Reference Genome Map [bowtie2]
Preprocessing

Mapping / Query sets

de novo Assembly Query set1
step-2 PairedOrientation RunAccession RunAlias RowlLength QualityScore1 QualityScore2
Workflow single SRR331219 control

Genome (SNP/Short genome sets

Indel) TAIR10

RNA-seq (Tag count) =L

ChiP-seq o all.fa

Command Options
JOB STATUS
EXSTEE ...

step1.

Preprocessing Set optional parameters of the single-end analysis
step1.

Mapping Step1) Convert reference sequence
step1. ‘

de novo Assembly bowtie2-build | -f refgenome.fasta bt2-idx
step2-All status

Step2) Map
_HELP @ bowtie2 -q -p 4 -x bt2-idx -U query1.fastq(.fasta) -S out.sam -—-u

TUTORIAL & out.unmapped
3 Contact Us. Step3) Convert the read alignment to .BAM format

DADB:J Read Annotation

Pipeline. samtools view -bS -0 out.bam out.sam

Development Team.
Stand! Detect DNA polvmornhiem



'RUN Z# L7, BT EZ W

G’) DDB] ( Select Query Files jmmp| Select Tools mmp( Set QuerySet mmp| Set GenomeSet mmp( Set Map Options mmp( Confirmation e

ONA Dats Baak of [apan
Running Status

bjj B;f;”n Status - Mapping

ANALYSIS Mapping Job de novo Assembly Job Preprocessing Job

Data setup
DRA Start T
FTP upload -
HTTP upload Sort by : [ ID %) ( Descending Only Your Own Job | Reload
DRA Import
Preprocessing Start Delete * page1 5| NEXT>
step-1 Submission Read Genome . Starttime .
ID UserlD - P/S Status Tool Read # length size Detail End time Elapsed time
4915 guest SRA044892 S running | Bowtie2 5,925,048 - 121 2013-01-11
control @ 23:23:03
4913 guest SRA049447 S complete Bowtie2 14,278,727 - 4aM 2013-01-11  01:04:44
9870 18:21:55
| View | — | &
2013-01-11
19:26:40
4910 — ERA000092 P | running  Bowtie2 375,421,197 — 1,379 2013-01-11
1_dpf_assay1_1 M 16:19:14
1_dpf_assay1_2 e
1_dpf_assay1_3 -
Dreprocessing 1_dpf_assay2_1
ten1 and more...
™ Mappin 4906  — | — P wnning bwa 110,759,316  — 299M 2013-01-10
9 A1_Unshu_Paire 16:24:05
de 'novo Assembly -
step2-All status 4905 -— - S complete Bowtie2 148,666 — 16,520 2013-01-10 00:05:36
lon_mt20mergec 15:58:39 B
HELP 2013-01-10
HELP & 16:04:15
TUTORIAL & 4904  — - S complete Bowtie2 148,666 — 16,831 2013-01-10 00:06:24
=3 Contact Us. lon_mt20mergec 15:54:22 W
DDBJ Read Annotation o
Pipeiine. 2013-01-10
Development Team. 16:00:46

4903 | - - S complete Bowtie2 148,668 - 16,589 2013-01-10  00:05:36
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Preprocessing Start
step-1

Preprocessing

Mapping /

de novo Assembly

step-2

Workflow

Genome (SNP/Short
Indel)

RNA-seq (Tag count)
ChlP-seq

JOB STATUS

step1.
Preprocessing

step1.
Mapping

step1.
de novo Assembly

step2-All status

/

eS|

—

Tt o

Development Team.

Tool (Version)
Bowtie2 (2.0.0)

RunAccession or Filename Download
SRR331219 SRR331219.fastq.bz2
Genome set

TAIR10

Chromosome

all.fa

Download modified queries

o SRR331219.fastg.gz (Original size 1.5 GB)

Download merged pileup file

¢ merged.pileup.gz (Original size 1.6 GB)
* merged.sam.gz (Original size 1.4 GB)

Download wgs file

e out WGS fasta.gz (Original size 67.7 MB)

Position errors Map ratio
_PDF download total query # : 5,925,048
mapped query # : 5,037,456
map ratio  : 85.020 %
Time
Wait time Start time
0: 1:12 2013-01-11 23:23:03
all.fa
Command

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

samtools view -bS -o 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

2013-01-12 00:19:10

Start time End time Log1

2013-01-
11
23:23:03
2013-01-
1
23:26:07
2013-01-
1
23:40:56
2013-01-
1
23:42:59

2013-01-
11
23:25:26
2013-01-
11
23:38:02
2013-01-
11
23:42:28
2013-01-
11
23:44:52

View

End time
Log2 Result
 Download(194.4 MB)
View | |  Download(463.0 MB)
Vi;.w‘ Download(488.9 MB)
View  Download(357.5 MB)

=

MD5
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=
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