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~Termination of DDBJ-XML output format.
“Here is the announcement.
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-A new directory, “patent”, was made under “ddbj_database”.
-Now. all of patent amino acid sequence data for JPO and KIPO are
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-For details, please read the README.TXT in this directory.
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Accession : [DRA000001 |

OR
Organism : |abiotrophia defectiva ATCC 49176 StudyType :  |Epigenetics
CenterName :  [KEIO Platform : [1LLumIng

Show |20 v |records Sort by StudyVI Search

Clear

e
Statistics K WrsastE ) 2 |
NN X
Released Entries Show |20 | records  Sort by | Study v Search Clear Z
Type Count
Submission 23770 Search Resullts ( 358 studies ) <</ <[t ]/18
Study 3423 # STUDY SUBMISSION STUDY_TITLE STUDY_TYPE ORGANISM CENTER_NAME
Experiment 29624 | omoseesy omseongy GTECTeSedenferonand | Jowowione fom yrygs
Sample 111241 Hen af the nu ansysh saplens
Comprehensive identification and Transcriptome  Homo
Run 71620 2 DRPOODOD4  DRAODDOD4  characterization of the transcripts, their L onsCriploms nomsd | UT-MGS
expression lev
QOrganism Comprehensiv
# Organism Name Study # 3 DRPOOOOOS — DRAOODOOS characterizati
X expression lev f iqati
1 Homo sapiens 203 1 Wh Comprehensiv Study Detail Navigation
2 metagenome sequence 169 2 Trar 4 DRPOOODDG  DRAOD0O0DE characterizatid Title Corr;prehensive identification and characterization of the SubmissionDRADOODO3 —FTP
ion lev nucleosome structure c imentDRX0000035 [*]
3 Mus musculus 163 3 Met Sxpression #perimentDRX000003 i
- ] Comprehensiyv Comprehensive identification and characterization of the | EASTQ SRaLite
4  Drosophila melanogaster 121 4 Epid 5 DRPOOOOOT DRADODOD? characterizati nucleosome structure in mammalian genes were attempted. Sample DRS000003
S marine metaqenome 70 5 Oth polymerase II | Abstract wWe used Nucleosome-Seq method, in which next gene —
. Comprehensiv sequencing technology and micrococcus nuclease digestion N < >
& Caenorhabditis elegans 39 6 Resl ¢ pppoooons  DRADDODDS  characterizati assay were combined. & T7 v a— ]‘
7 Arabidopsis thaliana 38 7 RNiAoeg TOF } H Although recent studies have revealed that the majority of
8 synthetic construct 37 8 Population Genomics 31 human genes are subjected to regulation of alternative
o - Description promoters (4Ps), the biological relevance of this phenomenon
9 Saccharomyces cerevisiae 35 9 Gene Regulation Study 24 remains unclear. In order to understand biclogical significance
10 Panicum virgatum 21 10 Cancer Genomics 14 of the presence of diverg .. [more]
Project ID 34559
Center Name UT-MGS (University of ical Genome Sci
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v Search Home " DRA Home

Accession :

Organism : StudyType : Transcriptome Analysis

CenterName m: B

Keyword : X Arabidopsis arenosa

Show ' 20 ; Arabidopsis thaliana x Arabidopsis halleri

Arabidopsis thaliana x Arabidopsis lyrata
Statistics Data Last Update 2017-08-23
Released Entries
Type Count

Submission 731969

Study 112803

Experiment 3187852

Sample 2855310

Run 3593768

Organism Study Type Center Name

# Organism Name Study # Study Type Study # Center Name Study
1 Homo sapiens 10517 1 Whole Genome Sequencing 45282 1 BioProject 61272
2 Mus musculus 8290 2 Other 36478 2 GEO 18494
3 soil metagenome 2886 3 Transcriptome Analysis 15382 3 UMIGS 2557
4 Oryza sativa 1341 4 Metagenomics 13570 4 DOE - JOINT GENOME INSTITUTE 2485
5 Drosophila melanogaster 1333 5 Population Genomics 787 5 JGI 2365
6 Arabidopsis thaliana 1312 6 Epigenetics 703 6 WUGSC 1394
7 marine metagenome 1294 7 Exome Sequencing 231 7 JCVI 1148
8 Populus trichocarpa 1088 8 Transcriptome Sequencing 169 8 BI 962

9 Neurospora crassa 984 9 Cancer Genomics 115 9 SC 904

10 Saccharomyces cerevisiae 950

Website policy | © DNA Data Bank of Japan

10 Pooled Clone Sequencing 35

10 The Wellcome Trust Sanger Institute 689

Last modified: Oct. 13, 2016 (V3.1)
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Accession :
Organism : Arabidopsis thaliana StudyType : | v
CenterName : Platform : | 16S pyroseguencing
amplicon analysis
Keyword : Amplicon sequencing
Cancer Genomics
Show 20 records Sort by Study ChiP-seq
CLIP-seq
Search Results ( 1312 studies ) Epigenetics
Exome Sequencin
# STUDY SUBMISSION STUDY_TITLEl B q - - I_TYPE
genome partial sequencing
1 DRP000209 DRA000208 Arabidopsis Transcriptome genome-wide SNP discovery ne
| MAP L
2 DReonoas7 DRAGDDRs [SenURCEen of MSriuces Cavee Mutatons) Metagenomice -
4 a | Metatranscriptomics
multi-isolate
; f ime
3 DRP000422 DRA000414 Whole genome bisulfite sequencng analysis on t Other Fencin
pooled clone
Pooled Clone Sequencing ;me
4 DRP000428 DRA000420 Re-sequencing of A. thaliana ddm1 genome 18A Population Genomics '—
) ) .~ RAD-seq dme
5 DRP000429 DRA000421 Re-sequencing of A. thaliana ddm1 genome 18C Random Shotgun Sequencing '—
) _ RRBS yme
6 DRP000430 DRA000422 Re-sequencing of A. thaliana ddm1 genome 18H |
| small RNA |
_ i Synthetic Genomics yme
7 DRP000431 DRAO000423 Re-sequencing of A. thaliana ddm1 genome 18] . |
. Target sequencing
8 DRP000432 DRAO00424 Re-sequencing of A. thaliana ddm1 genomg bl
9 DRP000899 DRAO0OS65 FE, a phloem-_specnﬂc Myb protein, regulates the 3 i y "
mobile floral signal FT | vector insertion site analysis |
10 DRP001015 DRAQO00976 Mechanism for full-length RNA processing overi  '/nole chromosome sequencing ne
{ Whole genome bisulfite sequencing
11 DRP001104 DRA001060 Wholte gen;)me bisulfite sequencing of A. thalian Whole Genome Sequencing
empty vector. | Whole Genome Sequencing
Whole genome bisulfite sequencing of A. thaliana; rr=zoo; vensrormea witn—— oo
12 DRP001105 DRA001061 full length VANDAL21, Hiun. Epigenetics
13 DRPO01134 DRAO01087 Who[e genome sequencing of a backcrossed F2 plant of EMS-mutagenized Whole ngome
Arabidopsis thaliana Sequencing
14 DRP001245 DRA001183 S.maII.RNA sequences in transgenlc'Ar‘abldopsu.; plénts expressiong a viral RNA small RNA
silencing suppressor of plantago asiatica mosaic virus. e
15 DRP001756 DRA001683 mRNA-seq analysis for Arabidopsis max1-1 mutant Transcriptome

P

[ ————

NP ANANY OO

Sequencing
Transcriptome

PORIA ot ol et o™ e ™ bt le i el timadme ATOVA motad o e ld o s o oo oo o o &

ORGANISM

Arabidopsis
thaliana

Arabidopsis
thaliana
Arabidopsis
thaliana
Neurospora
crassa OR74A
Arabidopsis
thaliana
Arabidopsis
thaliana
Arabidopsis
thaliana
Arabidopsis
thaliana
Arabidopsis
thaliana

Arabidopsis
thaliana

Arabidopsis
thaliana

Arabidopsis
thaliana

Arabidopsis
thaliana

Arabidopsis
thaliana

Arabidopsis
thaliana

Arabidopsis
thaliana

Arabidopsis

v Search Home © DRA Home

<< <

1 / 66 Page > @>>

BASES SUBMITTED CENTER_NAME

11.2G

11.6G

15.1G

19.2G

19.4G

21.2G

17G

17.6G

5.9G

41.5G

44.3G

4.5G

703.4M

143.7G

A AP

2010-08-02 NIG

2011-02-18 NAIST_BS

2011-07-05 UT_SCI

2011-07-13 NIG
2011-07-13 NIG
2011-07-13 NIG
2011-07-13 NIG
2011-07-13 NIG
2012-12-10 NAIST_BS
2013-04-19 OIST
2013-06-27 NI

2013-06-28 NIG
2013-07-18 IBRC
2013-10-17 UT-GALS

2014-02-04 TUAGRI
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Accession :
Organism : Arabidopsis thaliana StudyType : Transcriptome Analysis
CenterName : Platform :
Keyword :
Show | 20 records Sort by Study Search Clear
Search Results ( 548 studies )
# STUDY SUBMISSION STUDY_TITLE STUDY_TYPE ORGANISM
1 DRP000209 DRA000208 Arabidopsis Transcriptome Transcriptome  Arabidopsis
Analysis thaliana
2 DRP001800 DRA001727 Transcriptomic analysis of Arabidopsos rfl2 mutant Mmme M
Analysis thaliana
3 ERP001018 ERA070277 Stugy of genome-wide alternative polyadenylation in A. Transcnjlptome Arat_ndopsns
thaliana Analysis thaliana
4 ERP001616 ERA146059 CPL phosphatases as plant miRNA-processing Transcnflptome Arat_ndopsns
regulators - mRNA reads Analysis thaliana
5 ERP001622 ERA146132 CPL phosphatases as plant miRNA-processing Transcnflptome Arat_ndopsns
regulators - sRNA reads Analysis thaliana
6 ERP002233 ERA194802 Slngl_e-cel! RNA-§eq for pGL2 and QC cells from the Transcnflptome Arat_ndopsns
Arabidopsis thaliana root Analysis thaliana
7 ERP002617 ERA212631 Salt priming A. thaliana RNA-Seq Transcriptome  Arabidopsis
Analysis thaliana
8 ERP004034 ERA256782 arabidopsis_thaliana_floral_meristem_atlas Transcriptome  Arabidopsis
Analysis thaliana
9 ERP005391 ERA295485 Transcrlptome profiling of Arabidopsis embryogenesis Transcnrlptome Arat_)ldogms
in vitro Analysis thaliana
Transcriptomic profiling of Arabidopsis DNA Transcriptome  Arabidopsis
10 ERP0OS5565 ERA300733 POLYMERASE EPSILON CATALYTIC SUBUNIT A mp_ mL
(AtPOL2a) and B (AtPOL2b) mutants Analysis E—
Arabidopsis thaliana RNase H2 deficiency counteracts Transcriptome  Arabidopsis
11 ERP006258 ERA326935 the needs for the WEE1 checkpoint kinase but triggers -ranscriplome = Araoclopsls
X - Analysis thaliana
genome instability
Arabidopsis
thaliana
Caenorhabditis
. o ] elegans
12 ERP006353 ERA330074 Extensive small RNAs sequestration in diverse Transcriptome Drosophila

melanogaster
Mus musculus
Nicotiana

BASES SUBMITTED

11.2G

6.5G

326.9M

18.2G

7.7G

89G

10G

15.8G

21.3G

45.4G

11.7G

11.9G

" Search Home " DRA Home
<< < 1 / 28 Page > >>
CENTER_NAME

2010-08-02 NIG

2014-02-21 NUGSS

DUNDEE

MPI-TUEBINGEN

MPI-TUEBINGEN

EMBL-EBI

University of Glasgow

University of Milan. Dept. of Biosciences

SCHOOL OF AGRICULTURE, POLICY AND
DEVELOPMENT, THE UNIVERSITY OF READING,
UK

SCHOOL OF AGRICULTURE, POLICY AND
DEVELOPMENT, THE UNIVERSITY OF READING,
UK

European Bioinformatics Institute
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Accession :

Organism : StudyType :
CenterName : Platform :
Keyword Irﬁ'?f:»idopsis thaliana altanative splicing D
Show 20 [ records Sortby study ¢ | search Clear

Search Results ( 6367 records )

Filtered by

" Search Home " DRA Home

¢

document type:study(2812) sample(1858) experiment(1393) submission(177) run(122) analysis(5)
organism:Arabidopsis thaliana(4150) Homo sapiens(460) Mus musculus(289) rhizosphere metagenome(151) Brassica rapa(110)

Drosophila melanogaster(70)

# META_FILE ACCESSION STUDY
SRA050132.study.xml

1 splicing in Arabidopsis thaliana defense against the SRP010938 SRP010938
bacterial pathogen Pseudomonas syringae pv tomato
(Pst
SRA009031.study.xml
</SUBMITTER_ID> </IDENTIFIERS> <DESCRIPTOR>

2 <STUDY_TITLE>Transcriptome-wide map of alternative RP000935 SRP000935

plicing in Arabidopsi.

SRA200829.submission.xml

3 in Arabidopsis thaliana" |ab_name="Bioinformatics SRA200829 SRP049707
core" center_name="IPMB" accession="SRA200829
SRA198305.submission.xml
splicing-contributed proteome diversity in

4 Arabidopsis thaliana" center_name="Institute of SRA198305 SRP049534
Genetics
SRA198305.study.xml

5 splicing-contributed proteome diversity in SRP049534 SRP049534
Arabidopsis thaliana</STUDY_TITLE> <STUDY_TYPE
existing
SRA200829.study.xml
, that influences pre-mRNA splicing and is essential for

6 embryonic development in Arabidopsis thaliana. A T SLlate o7
genome
SRA496773.study.xml

7 </EXTERNAL_ID> </IDENTIFIERS> <DESCRIPTOR> SRP093582 SRP093582

<STUDY_TITLE>Arabidopsis thaliana strain:Col-0
SRA291694.study.xml

. R —

P

P

STUDY_TITLE

Arabidopsis thaliana strain:Columbia
(Col-0) Transcriptome or Gene
expression

Transcriptome-wide map of alternative
splicing in Arabidopsis

Arabidopsis thaliana Transcriptome or
Gene expression

Transcriptome survey of alternative
splicing-contributed proteome diversity
in Arabidopsis thaliana

Transcriptome survey of alternative
splicing-contributed proteome diversity
in Arabidopsis thaliana

Arabidopsis thaliana Transcriptome or
Gene expression

Arabidopsis thaliana strain:Col-0
Transcriptome or Gene expression

Arabidopsis thaliana strain:Columbia

/319 Page > >>

STUDY_TYPE ORGANISM BASES SUBMITTED CENTER_NAME

Transcriptome

Arabidopsis

Analysis thallana 85.2G  2012-02-15 NCSU
I@ﬂS_C{j.m A_ra_IMD_sig 12.5G 2009-07-07 OSU-CGRB
Analysis thaliana

Anaiyeis T thalana 671G BioProject
Ansiveis T thalana . 8436 BioProject
Ansivais T thalana 8436 BioProject
Anavsis - thaana T 6716 BioProject
Agiysis . thaliana 0 Bioproject

~ab .

Arabidopsis

e @ P
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SRP000935
Study Detail
Title Transcriptome-wide map of alternative splicing in Arabidopsis
Study Type Transcriptome Analysis
Abstract placeholder

Alternative splicing was profiled in Arabidopsis thaliana using Illumina-based RNA-seq. Five abiotic
stress treatments and untreated controls were analyzed. All samples represented Col-0 wildtype plants.

Center Name OSU-CGRB

Description

Website policy | © DNA Data Bank of Japan

Navigation

() Sample

» Search Home

SRX006193
SRX006681
SRX006682
SRX006688
SRX006690
SRX006692
SRX006704
SRX179490
SRX179491
SRX179492
SRX179493
SRX179494
SRX179495
SRS004095
SRS004097
SRS004098
SRS004099
SRS004100
SRS004101
SRS004102
SRS004103
SRS004104
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SRX006191 ©

Experiment Detail
Title

Design Description

Organism

B Th e st B e e el AT o

5’
8

FC14

Total RNA was extracted using “The Plant RNA Reagent” (Invitrogen). RNA was treated for 10 min at
65C with RNAsecure reagent (Ambion). To eliminate genomic DNA amplification, all RNA preparations
were treated for 15 min at 37C with RNase-free “"Turbo DNase” (Ambion). Next, total RNA was further
purified using the "RNAeasy Mini RNA kit” (Qiagen) according to the manufacturer’s RNA clean up
protocol. Isolation of mMRNA essentially free of ribosomal and other non-polyadenylated RNAs was
critical for generation of non-biased randomly primed (RP) libraries. For the RP libraries the poly(A)
mRNA was isolated by two consecutive cycles of purification on oligo d(T) cellulose using the “Micro-
PolyA-Purist” kit (Ambion). Concentration, integrity and extent of contamination by ribosomal RNA were
monitored using a ND-1000 spectrophotometer (Thermo Fisher Scientific) and Bioanalyzer 2100
(Agilent Technologies). Full-length enriched (FL) cDNA libraries were generated using the SMART
method (Zhu et al., 2001). cDNA (5-7 ug in @ 50 pyL volume) was mixed with 750 uL of Illumina
nebulization buffer and fragmented for 7 min in a nebulizer (Invitrogen) using compressed nitrogen at
35 psi. The sheared cDNA was purified using “QIAquick PCR Purification Kit” (Qiagen) and eluted into 32
uL of water. For the randomly primed (RP) cDNA libraries the first cDNA strand was synthesized using 1
ug of poly(A) mRNA essentially free of rRNA, random hexamer primers (300 ng per each ug of RNA),
and Superscript III reverse transcriptase (RT) (Invitrogen). The second strand of cDNA was synthesized
using DNA polymerase I (Klenow fragment) by combining 20 uL of the 1st strand reaction, 8 uL of 10x
Klenow Buffer (NEB), 1 unit of RNAse H (Invitrogen), 68.8 uL of water and 30 units of DNA Polymerase
I (NEB). The reaction was incubated for 90 min at 15C and cDNA was purified using “Qiaquick PCR
clean up” kit. To prepare cDNAs for sequencing on the Illumina Genome Analyzer, FL or RP cDNA (30
uL) was combined with 10 uL of 10 mM ATP in 5X T4 DNA ligase buffer (Invitrogen), 4 uL of 10 mM
dNTPs mix, 2.5 uL of T4 DNA polymerase (3 U/uL), 1 uL of Klenow DNA Pol (5 U/uL) and 2.5 uL of T4
polynucleotide kinase (10 U/uL, NEB). After incubation for 30 min at 20C the DNA was purified using
"“QIAquick PCR Purification kit"”. To add dA to the termini, 32 uL DNA from the prior step was mixed with
5 uL of 10X Klenow buffer, 10 uL of 1 mM dATP, and 3 ul of Klenow exo-polymerase (3’ to 5’ exo minus,
5 U/uL, NEB) and incubated for 30 min at 37C. DNA was purified using a "QIAquick MinElute Reaction
Clean-up” (Qiagen) kit and eluted into 12 uL of water. To ligate Illumina adapters, 10 uL of cDNA from
the prior step was mixed with 5 uL of 5X T4 DNA ligase buffer, 6 uL of adapter oligo mix, 4 uL of T4
DNA ligase (NEB) and incubated for 15 min at 25C. DNA was purified using a “"QIAquick MinElute PCR
Purification Kit”. cDNA was size-fractionated (typically with average fragment length of 170 base pairs)
on 3.5% (w/v) “NuSieve GTG"” agarose. The fractionated libraries were PCR amplified using “Phusion
Hot Start High-Fidelity” DNA polymerase (NEB) and the following PCR protocol: 30 sec at 98C, then 10
sec at 98C, 30 sec. at 65C, and 30 sec. at 72C for 18 cycles, followed by a 10-min extension step at
72C. Prior to cluster generation, DNA was diluted to a final concentration of 5 to 10 pM to generate
25,000 to 40,000 clusters per tile of the flow cell.

Arabidopsis thaliana

Navigation

' Submission
' Study

L) Sample

L’ Run

" Search Home " DRA Home

SRA009031
SRP000935
SRS004095
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Determinants of Exon-Level Evolutionary Rates in Ar
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2012/07/04 - We retrieved a series of raw data submitted by Filic
and Schimidt's lab (SRP007763). These RNA-seq data cover se\
conditions, including abiotic stresses (cold, drought, heat, highlig

Estimation of Gene Expression at Isoform Level from

www.ncbi.nim.nih.gov » ... » Front Genet» v.3; 2012 v Z ®-
M Bhattacharjee # - 2012 - Pzl 5%

2012/11/27 - The dataset was downloaded from NCBI GEO webs
SRP000935). Pooled data contains ..... [PubMed]; Bhattacharjet
Nelson P. S., Arjas E. (2004). Bayesian integrated functional an:

7075 - DNAnexus - SRA

sra.dnanexus.com/?page=7075&result_type... ¥ ZTDX—3
SRR019209, Oregon St Univ - Center for Genome Research & B
SRX006688 - Arabidopsis thaliana - SRP000935, SRA009031. 1
Oregon St Univ ... pubmed(21393572)» - SRR099327, Stanford
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[ account I

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
Contact Us.
DDBJ Read Annotation

Pipeline.
Development Team.

( Select Query Files mmp/_ Select Tools )= Set QuerySet mmp Set GenomeSet jmup( Set Ma{

Tool Help Version
BLATZ € (34
bwa? |€ |06.1
Bowtie Q 0.12.7
I e °
TooHlal 1@ |1.0.11
Bowtie2 Q 226

TooHatZ @ 1210

de novo Assembly
Total limit = 22 Gbp

Tool

© Reference Genome Mapping

Input data
Base Color Paired

space space end
v
v Vv
v v Vv
v v
v v Vv
v v

Base Color
space space

Help Version

SOAPdenovo
- B € 2041240 | v
ABYSS 7 g 1.3.2 v
Velvet (7 € [1210 v
Trinity &7 ¢ 211
Platanus? (€  [1.2.2

Protocol3
HGAPE | @ (/520

Selecting Tools for Basic Analysis of DDBJ ANNOTAZ

Evaluation

Depth Coverage Evor

rate
v
v % v
v v v
v % v
v v v
v v v
Paired-
end MSS(WGS)
v
v
v v

Analysis  Output format

SNP Indel .gff .bed SAM

v
v v
v
v v
v

Comment

J:(FE\,\S*L%\

BITAY 7h0 7%
BE, Uy 7T
R{TAIgE

_—

Comment

Single-end analysis only

For reads longer than
about 50 bp, Bowtie2 is
generally faster, more
senstitive, and uses less
memory than Bowtie1.

Maximum K-mer value is 64.

We severe recommend when performing Velvet, total
length of those reads is up to 22G bp.Maximum K-mer
value is 64.

RNA-Seq De novo Assembly

HGAP Pipeline for PacBio Sequence based on SMRT
Analysis v2.2.0. For bax.h5 file only. (Beta version)
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(Select Query Files)—;(Select Tools)—p(Set QuerySet

= DINA Dats Bask of lipas

login ID [yaskaz]
[F[] Logout
@= Change password

ANALYSIS

Data setup
DRA Start

CTD iinland

Running Status

@® Major genome sets

Specifying Database of Ref

® Major genome sets

v Arabidopsis thaliana | Arabidopsis thaliana

Oryza sativa japonica

P
Oryza sativa indica v
Zea mays B73 TARLO
Sorghum bicolor |—a" check | I—al.

Homo sapiens

rustmuslc:l:ts @all.fa
an troglodytes =
Caenorhabditis elegans |7| chro1.5
Xenopus (Silurana) tropicalis |_Ichr02fa
Oryzias latipes [ Jchr03.fa
Solanum lycopersicum Heintz 1706 [ |chr04.fa
Saccharomyces cerevisiae [ chr05.fa
[ JchrCfa
[ JchrM.fa

JOB STATUS

step1.
Preprocessing

step1.
Mapping

() User original sets

() Download or upload reference

step1.
de novo Assembly

step2-All status

Organisms | Oryza sativa japonica s |
Genome sets ¥ IRGSP Releases Build 4.0
IRGSP Releases Build 5.0

- IRGSP Releases Build 5.0 masked by RepeatMasker witt
|_alicheck || al tigrversions.0
; . tigr version6.0

™ all.fa tigr version6.1

(1 chr01.fa tigr mitochondrion

(| chr02.fa tigr chloroplast
| 1 Alena fa |

® Major genome sets

Organisms | Homo sapiens ™
Genome sets
Mar.2006 (hgl8)
| May.2004 (hgl7)
| alicheck || al  NCBIbuild 36.1_CRA
~ NCBI build 36.1_Celera
# allfa NCBI build 36.1_ref
St NCBI build 36.2_CRA
= NCBI build 36.2_Celera
Dt NCBI build 36.2_ref
|_Jchr11fa NCBI build 36.3_CRA
[ Jchr12.fa NCBI build 36.3_Celera
| chri3fa NCBI build 36.3_ref
Donrtase Nl 47
et ul .
e NCBI build 37.1_Celera
|_chri6fa NCBI build 37.1_GRCh
(chr17 fa . NCBI build 37.1_HuRef
T ahre17 At han1ds T
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Mapping® | (DRAsearch+pipeline)

2LDRASearch . \4Send Feedback " Search Home  DRA Home
"\

Accession : :/ I:l /r y ’ 2 ’

Organism : s

CenterName : alternative splicing

Keyword : alternative splicing Arabidopsis

Show 20 [Jrecords Sortby studgy 2 Search Clear

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
SRAQ50132.study.xml
.org/2001/XMLSchema-instance"> <STUDY H H H in: P - : : *
center_name="NCSU" aliaso-Arabidopsis -  SRP010938  SRP010938 ﬁrab‘“.pst's “‘a"aga strain:Columbia (Col~0) ranecriphome fﬁ%‘mm 852G 2012-02-15 NCSU
Pseudomonas alternative splicing study"” ranscriptome or Gene expression nalysis allana
accession="SRP
SRA009031.study.xml
</SUBMITTER_ID> </IDENTIFIERS> . Wi I . T . . .
2 <DESCRIPTOR> SRP0O00935  SRP000935 :;rc‘is:g”f’fﬂ:bm‘gss;:ap of aiternative enscriptome tome i::l—’i’::“;m 12.56  2009-07-07 OSU-CGRB

<STUDY_TITLE>Transcriptome-wide map of
alternative splicing in Arabidopsis
SRA050132.submission.xml

3 <?xml version="1.0" encoding="UTF-8"?> SRA050132 SRP010938 Arabidopsis thaliana strain:Columbia (Col-0) Transcriptome Arabidopsis
<SUBMISSION alias="Arabidopsis alternative =~ = Transcriptome or Gene expression Analysis thaliana
splicing project

SRA198305.submission.xml

85.2G  2012-02-15 NCSU

Transcriptome survey of alternative splicing-

splicing-contributed proteome diversity in . : i . .. Iranscriptome Arabidopsis . .
4 Arabidopsis thaliana® center_name="Institute SRA198305 SRP045534 cgnﬁnbuted proteome diversity in Arabidopsis Analysis thaliana 84.3G BioProject
of Genetics thaliana Analysis
SRA044892.study.xml Institute of Plant
5 -0rg/2001/XMLSchema-instance"> <STUDY SRP007763 SRPO07763 Cenome-wide detection of context-sensitive ., Arabidopsis 3.6G and Microbial
center_name="Institute of Plant and Microbial alternative splicing in Arabidopsis roots thaliana ' Biology,
Biology, Academia" alias="Alternative Splicing Academia
DRR018422
DRA002223.run.xml DRRima
g :01:00+09:00"> <TITLE>Phytochrome controls Hpr018424 DRP002301 mm 202.4G  2014-04-15
alternative splicing to mediate light responses - % o, ~0o —— thaliana
in Arabidopsis DRR018428
DRR018427

DRRNI1RAYA
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2L DRASearch \4Send Feedback " Search Home " DRA Home
SRP007763
Study Detail Navigation
Title Genome-wide detection of context-sensitive alternative splicing in Arabidopsis roots ' Submission SRA044892 CIFTP
Study Type Other SRA045009 IETP
To analyze context-sensitive changes in pre-mRNA splicing pattern and gene expression, we mapped . Experiment “FAST ““SRA
Abstract the transcriptome of iron-deficient and iron-sufficient Arabidopsis roots using the RNA-seq technology. SRX092048 LIFASTQ LISRA
RNA-seq data were analyzed with a newly developed software package, RACKJ (Read Analysis & SRX092049 LI FASTQ LISRA
Comparis .. [more] SRX092050 LIFASTQ LISRA
Description () Sample SRS256250
Center Name Institute of Plant and Microbial Biology, Academia SRS257585
SRS257586
SRS257587

Website policy | © DNA Data Bank of Japan
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SRA @ Metadata

BioProject (Former DRA study) BioSample (Former DRA sample)
] BioSample SAM D]

BioSample SAM D]
BioSample SAMD

e Sample description
e Taxonomy ID

BioProject PRID
¢ Project description

e Grants
¢ Publications

~

Y

Sequence Read Archive ~
[ Experiment DRX

l N e Library layout
Run DRR] e Sequencing platform J
= ||[Run DRR]
= ||[Run DRR
¢ Data files

= Sequence data files (fastq, BAM)

Prefix of accession humber
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_LDDBJ DDBJ Read Annotation Pipeline

- DNA Deta Baak of lapen

English Japanese

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

LOGIN New accoun  Login as "guest”

TAMELT

Pipeline Flow

SEASEt T/ pDBIRead [/
UsER ,i'(:: o \ Archive / L
— i H \) s
2]
F-Ieu ad s | :::’mlt:n D 7 - I /
o s ‘ met a.:i’-l. r:-":l::- ] /
= - Check curren
Basic Analysis —— * by the guest account.
Mappi de novo
‘ﬂ’ nmmbly
[ | Manual & tutorial
High-level Analysis
« Japanese Tutorial
‘ SNP/indel ‘ ANA-seq ‘ Contig « English manual &7
detection annotation « DBCLS togotv Tutorial video 1 (JP) - Reference Genome Mapping
Pipeline H
o DBCLS togotv Tutorial video 2 (JP) - De novo Assembly
« FAQ:How to upload and reqister query files to DDBJ Pipeline
wee W Follow WPy
T ts o Tutorial : How to run HGAP for PacBio sequence read on DDBJ
Pipeline (JP) &

 nimaline FEEE ™
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. DDBJ

( Select Query Fnes)—»(smem Tools

Set QuerySeD—)@et GenomeSet)—)@Map Oplions)—b(Conﬁrmation)-'

login ID [guest]
[f[] Logout

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

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

Selecting Query Files
NEXT
FTP upload Private DRA entry Import public DRA Preprocessing HTTP upload
Metadata of the DRA entry.
Select a metadata : DRAQC00001
TYPE ACCESSION ALIAS FILENAME DL VIEW
Submission DRA000001 DRA000001 DRA000001.submission.xml DownLoad View
Sample DRS000001 DRS000001 DRAQ00001.sample.xml! DownlLoad View
Study DRP000001 DRP000001 DRAQ00001.study.xml DownLoad View
Experiment DRX000001 DRX000001 DRA000001.experiment.xml DownLoad View
Run DRR000001 DRR000001 DRAQ000001.run.xml DownLoad View
STUDY TITLE Whole genome sequencing of Baillus 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
’ No.  ACCESSION ‘ ACCESSION ‘ ACCEssion STRAIN ‘ A length model S

] - | 1 DRx000001 ‘DRSOOOOO1 ‘DRR000001 strain BEST195 ‘2008-09-13 ‘ 9.977.388‘

F from metadata

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

36 | ILLUMINA paired

DELETE = NEXT

7y JO—

——
N

én'( WSS

/
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22) QRB] FTP —6‘ % jTE msm Map Oplions)—b(Conﬁrmation)—}
[ accomt |

login ID [guest]

i Logout Selecting \
ANALYSIS
Data setup NEXT
DRA Start c . .
e FTP upload Private DRA entry Import public DRA  Preprocessing HTTP upload
u —
HTTP upload
[Add new files]
DRA Import List of your uploaded files by FTP client. [Add new files
Preprocessing Start T
Instrument File
step-1 Filename Description Layout el size
Preprocessing = ' 340.9
Mapping / demo.fastq demo study single | ILLUMINA KB
de novo Assembly B i i [ | 1399
step-2 coli_allemands_5runs.fastqg coliAll single |LS454 MB
Workfl .
orkilow 56-Rb1_S6_L001 _R1_001.fastq.gz.0 (more 1 files) 150220 Rb1 paired | ILLUMINA 30:’1.;
Genome (SNP/Short | | |
Indel) - i ) 304.2
RNA-seq (Tag count) 56-Rb1_S6_L001_R1_001.fastq.gz.0 (more 1 files) 150220 Rb1 paired | ILLUMINA MB
ChIP-seq
— | demo fasta.6 DEMO single | ILLUMINA 3“?('3
JOB STATUS — | |
EILT . o i oo
step1.

Preprocessing | |1fas RNR single | ILLUMINA 0 byte
s‘ﬂ;bpln - ~) |RRRRR.fna RNR-LAB single | ABI_SOLID 12.3 MB
step1. 1 |AC_R1 fastq (more 1 files Aasambly of Honey Boo aired | ILLUMINA 162

de novo Assembly - A vee) Mitogenome _ P ‘ MB|
step2-All status — | CB6BHACXX_PG0614_98A0501_H1_L007_R1- ) 337.6

500p. QV10.fastq test_1 single | ILLUMINA MB

—| |demo.fastq ddbj pipeline demo single | ILLUMINA .

HELP &7 | | KB|
TUTORIAL | demo.fastq dabj pipeline demo single | ILLUMINA 34&3
££3 Contact Us. | ]

DDBJ Read Annotation

Pipeline.

B e DELETE  NEXT

7w 7O— KaJge




FTP (file transfer protocol) 7 5 A 7+ ¢ DDBJ

) ITVNG) Tyo3-0E) A72324Q) ATE)
[ ¢ 2 X% ¢ ‘ E- T WUl SYEJ. W W(E v o HE R
EYIE o o
&n a H1X & B
[~ 2012/02/2316...  <DIR> Cabench 2011/01/14 <DIR> ..
(= 2011/11/2413..  <DIR> (2 Desktop. 2010/12/03 <DIR> rvoxr-... |®)
3 0penoffice.0org 3.3 (J... 2012/01/1317... <DIR> 3... gl|| 3 dev 2011/09/20 0:... <DIR> ...
Qtmp 2012/02/2016...  <DIR> Dfac121 2010111/30 <OIR> 1w
[=E=d 2011/11/2115...  <DIR> D iccxe_part2 2010/11/29 <DIR> ...
D badge_webarena.png  2012/02/2115.. 12,294 pg || Cintel 200001117 <DIR> .
D contract.png 2012/02/2115... 20,485 png 8 intel_paralie! 2010/11/05 <DIR> ..
D desktopini 1412 | @so 011109 0:... <DIR> ..
D ovD Flick.url 2011/11/02 urd Gmd 2010/12/02 <DIR> ...
D fox10.png. 2012/02/01 prg D memcached-1.4.5. 2010/11/30 <OR> 5 ..
Dffodo_thumbzpng  2012/02/01 14.. 23854 prg | Camemcached-145c  2010/12/02 <OR> S .
D index.png 2012/02/21 15... 18,167 png £ 00ensst-1.0.0e AUNN2 <nRs De e T
pusT X X
150 Here comes the directory listing.
226 Directory send OK.
774 —HORHIERIET LE L. (2652 Bytes)

- | EE T ) O—7))LE 415879.11M Bytes ERE577 (L0

Cyberduck FFFTP

® 0 O N yn — bash — 117x12.... . . 2

iMac:~ yn$ sftp yanakamuégw.ddbj.nig.ac.ijp
yanakamuégw.ddbj.nig.ac.jp's password:

Cyberduck @ &k 9 ZEH 7 74 7 P2l Z1X
NZv 7&Fay 77 7A )NVIREAGE, a<v
FCOREZEOTZWLTHLIDHD FEAD,
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2. DDB]J

DA Dt Busk of lupus

login ID [guest]
[f[] Logout

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

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

CSelect Query Files)—»CSelem Tools)—b@et QuerySet)—)@GenomeSel)—)@Map Options
Running Status

NET—5 %
4 > R— NAJEE

Selecting Query Files

FTP upload Private DRA entry Import public DRA Preprocessing

Import public FASTQ files from DRA database.

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

Add my DRA entry

Accession Number can find here.
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 :fileis ready, failed :please retryit, preparing  :fileis not yetin
DRA  unchecked :download is ok, but md5 was not check.

Status Submission Request date

<7 done SRA045657 2015-11-18 15:55:10.735
¥ preparing SRA221099 2015-10-28 17:33:00.955
<7 done SRA073646 2015-10-22 15:34:33.954
<7 done ERAO000035 2015-10-21 16:43:31.226
¥ preparing SRA176628 2015-10-18 23:11:12.59
<7 done SRA012701 2015-09-28 12:37:52.009
¥ preparing SRA245648 2015-07-29 14:52:11.178
<7 done SRA010042 2015-07-24 11:39:14.19
<7 done ERA209804 2015-07-24 10:56:30.546
<7 done SRA009815 2015-07-20 20:51:21.762
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DA Dt Busk of lupus

login ID [guest]

[ Logout s°|ecting Query Files

Data setup

DRA Start FTP upload Private DRA ent
FTP upload

DRA Import Import public FASTQ files from DRA database.

Here is do the section of automatic download of public DRA/ERA/SRA entries.
step-1 Please input DRA/ERA/SRA accession number. Then the pipeline system import metadata and FASTQ files from DRA database.
Preprocessing
Mapping /
de novo Assembly
step-2
Workflow

Genome (SNP/Short
Indel)

RNA-seq (Tag count)
ChIP-seq

[ SRA044892 ‘ Add my DRA entry

THDIE

oo HHERNT |

Mappin:
step? g le DRA entry tab.
: e Tequested entry is added in "Private DRA entry" tabs.
de novo Assembly When the status makes “failed” or "preparing", please retry it.
step2-All status

queued :waiting or during download, done :fileis ready, failed :please retryit, preparing  :fileis not yetin

_ DRA  unchecked :download is ok, but md5 was not check.

HELP & Status Submission Request date
TUTORIAL <7 done SRA045657 2015-11-18 15:56:10.735
£ Contact Us. - oy a3
DR R ¥ preparing SRA221099 2015-10-28 17:33:00.955
Pipeline. <7 done SRAQ73646 2015-10-22 15:34:33.954
Development Team.
<7 done ERA000035 2015-10-21 16:43:31.226
¥ preparing SRA176628 2015-10-18 23:11:12.59
<7 done SRA012701 2015-09-28 12:37:52.009
¥ preparing SRA245648 2015-07-29 14:52:11.178
<7 done SRA010042 2015-07-24 11:39:14.19
<7 done ERA209804 2015-07-24 10:56:30.546
<7 done SRA009815 2015-07-20 20:51:21.762
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DA Dt Busk of lupus

login ID [guest]

[ Logout s°|ecting Query Files

ANALYSIS

Data setup NEXT
DRA Start . . .
e p— FTP uploa@ Private DRA entry port public DRA  Preprocessing HTTP upload
u
HTTP upload
DRA Import Metadata of the DRA entry.
Preprocessing Start Select a metadalll:  SRA044892
step-1 TYPE | ACCESSION ALIAS FILENAME DL
Preprocessing o o 5 1
Mapping / Submission SRA044892 AraEsFeP SRA044892.submission.xml DownLoad View
de novo Assembly SRS256250 Control
step-2 Sample SRS256251 Iron SRA044892.sample.xm| DownLoad View
SRS256252 Phosphate
Workflow 1 1 - — -
Genome (SNP/Short Study ' SRPO07763 . Alternative Splicing SRA044892.study.xml DownlLoad View
Indel) ; i i
ey ) Experiment SRX092046 control SRA044892 experiment.xml DownLoad View
ChiP-seq Run RS coptrol SRA044892.run xm| DownLoad View
JOB STATUS
step1. STUDY TITLE Genome-wide detection of context-sensitive alternative splicing in Arabidopsis roots
Preprocsssing STUDY TYPE Other
step1.
Mapping
step1.

Select your registered query files.

de novo Assembly

step2-All status Queries with different Instrument models can't be selected together.

HELP & Experiment = Sample Run Read | Instrument

e No. pPoTISION | ACCESSION  ACCESsioy | STRAIN | Run date | Read# o2 ISt e

£3 Contact Us. 1/SRX092046  |SRS256250 | SRR331219 ILLUMINA  single
tecedi 2|SRX092046 | SRS256250 | SRR331224 ILLUMINA  single

Development Team. N
: from metadata j : Counted from query file (Read length is calculated from the first entry.)

= D
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DA Dt Busk of lupus

[ account [

login 1D [guest]
m Logout Selecting Tools for Basic Analysis of DDBJ ANNOTATION PIPELINE
e ™ &
Data setup
L © Reference Genome Mapping
FTP upload
HTTP upload Input data Evaluation Analysis  Output format
DRA Import Base Color Paired Error
Tool Help Version Depth Coverage SNP Indel .gff .bed SAM Comment
Preprocessing Start P space space end d 9 rate v
step-1 | |BLAT® Q 34 v v Single-end analysis only
L] ) bwa? | €@ |06 v v | v v v v
Mapping /
de novo Assembl i
y ~ |Bowte (@ |00 vV v ]|y v v | v v
step-2 & £~
Workflow — | TopHat
Genome (SNP/Short 2 9 1011 & -4 & o & &
Indel) or reads longer tha
RNA-seq (Tag count) about 50 bp, Bowtie2 is
ChiP-seq generally faster, more
senstitive, and uses less
JOB STATUS memory than Bowtie1.

step1.

Preprocessing
step1. )
Mapping de novo Assembly
step1. Total limit = 22 Gbp
de novo Assembly
y Base | Color | Paired-
step2-All status Tool Help = Version space  space end MSS(WGS) Comment
HELP &
TUTORIAL ABYSS 7 0 13.2 v v Maximum K-mer value is 64.
£ Contact Us. L4
E,Dpf,".fn':f’“ Annotation We severe recommend when performing Velvet, total
Development Team. Velvet i7 L4 1.2.10 v v v length of those reads is up to 22G bp.Maximum K-mer
value is 64.
Trinity &7 £ ;25013'02' v v RNA-Seq De novo Assembly
Platanus®? (€  [1.2.2 v v
HGAP 7 0 Protocol3 HGARP Pipeline for PacBio Sequence based on SMRT
(v2.2.0) Analysis v2.2.0. For bax.h5 file only. (Beta version)

Marnminm Cantiae v da nmavus Acceambla ¢4 Dad, Sarm
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DINA Dt Bunk of lapun
[ account [
login ID [guest]

i Logout Generating Query Sets from Query Read Files
RESET | BACK = NEXT

Data setup
DRA Start

Single analysis
FTP upload Layout of single sequence.
HTTP upload 5 3
DRA Import [Cinker(1)] Target [Linker(2)]
Preprocessing Start
step-1
Preprocessing SRR331219 ->

Mapping /
de novo Assembly SRR331224 ->

step-2

o

Genome (SNP/Short
L] QUERY SET

RNA-seq (Tag count)
ChiP-seq RESET BACKE NEXT

JOB STATUS

step1.
Preprocessing

step1.
Mapping

step1.
de novo Assembly

step2-All status

y)

HELP &
TUTORIAL

£ Contact Us.
DDBJ Read Annotation
Pipeline.

Development Team.
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2 DDBJ

DA Dt Busk of lupus

[ 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 &
TUTORIAL

£ Contact Us.
DDBJ Read Annotation
Pipeline.

Development Team.

CSeIect Query Files)—bCSelect Tools)—bCSet QuerySet)—b(Set GenomeSe()—}(Sel Map Options)—DCConﬁrmation}}

Specifying Database of Reference Genome

RESET BACK  NEXT

© Major genome sets

Organisms

Genome sets

all check

Arabidopsis thaliana
TAIR10

all clear

all.fa

~chr01.fa
~Ichr02.fa
~Ichr03.fa
“Ichr04.fa
~ chr05.fa
“IchrC.fa
~IchrM.fa

User original sets

Download or upload reference

RESET = BACHN NEXT
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DA Dt Busk of lupus

login ID [guest]
[ Logout Setting for Reference Genome Mapping

ANALYSIS T -
Data setup st ‘

DRA Start bowtie2
FTP upload . . .
Set optional parameters of the single-end analysis
HTTP upload P P 9 4
DRA Import Step1) Convert reference sequence
Preprocessing Start
step-1 bowtie2-build | | -f refgenome.fasta bt2-idx
Prepr9oess:ng Step2) Map
Mapping /
de novo Assembly bowtie2 - -p 4 | | -x bt2-idx -U query.fastq(.fasta) -S out.sam —u out.unmapped
step-2
Workflow Step3) Convert the read alignment to .BAM format
Genome (SNP/Short samtools view -bS -0 out.bam out.sam
Indel)
RNA-seq (Tag count) Step4) Detect DNA polymorphism
ChiP-seq
Please choose one of the following.
JOB STATUS I~ - )
step samtools pileup |-c ] -c -f refgenome.fasta out.bam | beftools view
Preprocessing samtools mpileup -u -C50 -BQO -d10000000 |-f refgenome.fasta out.bam | beftools view ->
step1.
Mapping © out.var.raw.bcf
step1. beftools view out.var.raw.bef | vefutils.pl varFilter -D10020 > out.var.fit.vef
de novo Assembly
step2-All status Step5) Analysis for Depth, Coverage
samtools sort -0 out.bam out_sorted.bam
samtools pileup -¢ -f reference.fa out_sorted.bam > out.pileup
HELP &2 . .
perl pileup_for_CoverageDepth.pl out.pileup reference.fa
TUTORIAL * This command does not appear in the list.
£ Contact Us.
EDB.I Read Annotation Step6) Create assembled sequences in FASTA file from pileupped reads to submit WGS division of DDBJ.
ipeline.
D::elo;ment Team. . - ) )
[ perl getConsGeno_4pipeline.pl pileupFile Not to include insertion of pileupped reads. < out_WGS.txt
* Threshold of insertion of pileupped reads: the quality threshold for indels <= 50 and allele constitutes 80% of pileupped reads.

BACK = NEXT
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login D [guest]
[F[] Logout

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

£ Contact Us.
DDBJ Read Annotation
Pipeline.

Development Team.

yn@nig.ac.jp

( Select Query Files)—»(Selem Tools

Set QuerySeD—)@et GenomeSet)—)@Map Oplions)—b(Conﬁrmation)—b

Running Status

Run Confirmation

Destination of malil

ompleted, the system sends an email to this address.

* Required

Beted 60 days after submission.

Reference Genome Map [bowtie2]

Query sets
Query set1
PairedOrientation

single

RunAccession RunAlias
SRR331219 control

RowLength' QualityScore1 QualityScore2

‘single ‘SRR331224 \iron [ A [ \

BACK

guest (&

genome sets

TAIR10
« alfa

Command Options

run CEZ XA

bowtie2

|

Set optional parameters of the single-end analysis

Step1) Convert reference sequence

bowtie2-build | |-f refgenome fasta bt2-idx
Step2) Map
bowtie2 -q -p 4 | -x bt2-idx -U query1 fastq( fasta) -S out.san

Step3) Convert the read alignment to .BAM format
samtools view -bS -0 out.bam out.sam
Step4) Detect DNA polymorphism

Please choose one of the following.

samtools pileup |—c |-c -f refgenome.fasta out.bam | beftools view

samtools mpileup |—u -C50 -BQO -d10000000 ]-f refgenome.fasta out.bam | beftools view -bvc

. 0t var raw hef

pipeline_team@g.nig.ac.jp
Job finished : DDBJ Read Annotation Pipeline
RE: PHE— <yn@nig.ac.jp>, CC: pipeline_report@g.nig.ac.jp

Message-1d:<599d0417.4507630a.708a1.2bbS@mx.google.com>
Dear yaskaz,

Your request to DDBJ pipeline service has finished.

Please visit the web site to obtain analytical results.

Request 1D: 27833

URL: https://p.ddbj.nig.ac.jp/

1f vl have trannthlac in thic corvrices nlaoace write tn
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DA Dt Busk of lupus

login ID [guest]

[ Logout Status - Mapping

Mapping Job de novo Assembly Job Preprocessing Job

Data setup
DRA Start
FTP upload Order
HTTP upload Sortby: ID B Descending Show Only Your Own Job Reload
DRA Import
Preprocessing Start Delete * page 1 [BJ NEXT >
step-1 Submission Read Genome Start time
Preprocessing ID UserlD S P/S Status Tool Read # length  size Detail End time Elapsed time
Mapping / 5499 ' guest A DRA000001 P | complete A SOAP 9,977,388 36| 121M 2013-04-26  00:18:45
de novo Assembly DRR000001 . 16:38:54 |
lew
step-2 b 13-04-26
Workflow 15:57:40
Genome (SNP/Short 5267 | guest DRA000001 P | complete Bowtie2 9,977,388 36| 121 M 2013-04-08  01:30:24
Indel) DRR000001 : 10:30:52
RNA-seq (Tag count) View || — | ——
ChIP-seq 2013-04-08
12:01:17
5235 | guest | — S | error BLAT — 3,197 : —_
JOB STATUS g M| View _
5167 | guest DRA000001 P | complete  Mag 9,977,388 36| 3,197 2013-03-14  00:31:26
DRR000001 M 1:31:11 |
View | —
2013-03-14
12:02:37
DRA000001 P | complete  TopHat 9,977,388 36| 253M 2013-03-05  00:46:30
o 09:53:55
View
2013-03-05
) 10:40:25
HELP & S | complete = Bowtie 5,925,048 — 121M 2013-02-15 | 00:47:03
12:26:14
TUTORIAL View || ——
£ Contact Us. 2013-02-15
DDBJ Read Annotation 13:13:17
Rpsne P | complete  bwa 3,543,021 36 6M 2013-02-07  00:26:48
Development Team. ID49_020708_2 22:21:37 | .
View | —
2013-02-07
22:48:25
5055  guest | ERAO00095 P | complete  bwa 3,543,021 36 12M 2013-02-07  00:47:42 -
ID48_020708_2 20:33:31
View
2013-02-07
| 21:21:14
5050 | guest ERAO000095 P | complete | bwa 3,543,021 36 6M 2013-02-07 | 00:39:30

Top of

NS
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login ID [yaskaz)
@ Logout Detail view
@ Change password
Data setup
ORA ST Job info
FTP upload \ D \
HTTP upload | 27833 |
DRA Import Tool (Version)
Preprocessing Start TopHat2 (2.1.0)
step-1 _ RunA orF D Read length | Alias |
;’eprfmfs'”g SRR331219 SRR331219.fastq.bz2 N.A. bp | control
lappin 1
el SRR331224 SRR331224 fasta.bz2 N.A. bp | iron
step-2 set |
Workflow | TAIR10 |
Genome (SNP/Short ‘ Cl ‘
Indel) [allfa
RNA-seq (Tag count) =
ChiP-seq Download modified queries ‘
Al
“ « mergedout.fastq.gz (Original size 4.6 GB)
JOB STATUS
provry Download merged pileup file |
Preprocessing Uniq.sam files have been merged if you specified "uniq’ option.
s‘e,j,’;bp,ng o merged.var fitvcf.gz (Original size 923.6 KB)
o1 o merged.sam.gz (Original size 4.3 GB)
stept.
de novo A

3} wgs file |

2-All status
o out WGS.fasta.gz (Original size 138.4 KB)

Position errors Map ratio Depth, Coverage |
PDF download total query # : 17,352,005 coverage : 53774974 / 119482012 * 100 = 45.007
O u a I I l mapped query # : 15,596,984 depth :2452979062 / 53774974 =45.616
hd map ratio  : 89.886 %
out2.bam.bai "
* . [ Wait time Start time End time
|0:3:35 2017-08-23 11:28:12 | 2017-08-23 13:30:44
all.fa |
C Starttime | Endtime | Logl | Log2 Result MD5 |
Create Bowtie Index File 2017-08-23 | 2017-08-23
bowtie2-build -f all.fa 11:28:13 11:30:58
Map reads with TopHat 2017-08-23 | 2017-08-23
tophat2 -p 4 -o result_directory refgenome 11:30:58 12:30:26 Download(992.0 MB) | |MDS
it fastq o
Conver BAM to SAM 2017-08-23 | 2017-08-23
samtools view -h accepted_hits.bam > out.sam | 12:31:18 12:32:00
Sort BAM File 2017-08-23 | 2017-08-23
samtools sort accepted_hits.bam out2 | 12:35:16 12:39:24
Create BAM Index File 2017-08-23 | 2017-08-23
index out2.bam 12:40:05 12:40:26
Mpileup and Create BCF File 2017-08-23 | 2017-08-23
samtools mpileup -u -C50 -BQO -d10000000 -f all.fa 12:40:37 12:59:42
out2.bam | beftools view -bveg - > non-uniq.var.bef
Filter BCF and Convert to VCF File 2017-08-23 | 2017-08-23
beftools view non-uniq.var.bef | perl vefutils.pl varFilter - 12:59:42 12:59:53 Download(187.2 KB) | | /MDS
D10000 > out.var fit.vef o
PileUp from Sorted BAM File For DepthCoverage 2017-08-23 | 2017-08-23
samtools pileup -¢ -f all.fa out2.bam > out.pileup 13:00:04 13:14:50
Sort BAM File For MapRatio 2017-08-23 | 2017-08-23 View.
samtools sort -n accepted_hits.bam out_sorted_by_name | 13:14:51 13:21:54 —_
Convert BAM to SAMX For MapRatio 2017-08-23 | 2017-08-23
samtools view -hX out_sorted_by_name.bam > 13:21:54 13:22:46
out_sorted_by_name.samX
Convert BAM to SAMX For ErrorRate 2017-08-23 | 2017-08-23
samtools view -hX accepted_hits.bam > out.samX | 13:22:46 13:23:27
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IGV (http://www.broadinstitute.org/igv/)

[T7| Integrative
gv Genomics

Viewer

4t Home

¥ Downloads

[E] Documents
Hosted Genomes
FAQ

IGV User Guide
File Formats

Release Notes
Credits

Search website

| search |
Broad Home
Cancer Program

EZBROAD

INSTITUTE
© 2012 Broad Institute

Home

Integrative :

Genomics B
Viewer o]

What's New

NEWS December 18, 2012.

ne Lpeemin Data

m-% April 20, 2012. IGV 2.1 has been released.
See the release notes for more details.

See the release notes for more details.

April 19, 2012. See our new |GV paper in Briefings in
Bioinformatics.

Overview

The Integrative Genomics Viewer (IGV) is a
el high-performance visualization tool for

. 1. m» interactive exploration of large, integrated

©  genomic datasets. It supports a wide variety of

data types, including array-based and next-generation

sequence data, and genomic annotations.

IGV 2.2 has been released.

L -y -

Citing IGV
To cite your use of IGV in your publication:

Helga Thorvaldsdéttir, James T. Robinson, Jill P.
Mesirov. Integrative Genomics Viewer (IGV): high-
performance genomics data visualization and
exploration. Briefings in Bioinformatics 2012.

James T. Robinson, Helga Thorvaldsdéttir, Wendy Winckler,
Mitchell Guttman, Eric S. Lander, Gad Getz, Jill P. Mesirov.

Integrative Genomics Viewer. Nature Biotechnology 29
24-26 (2011)

Funding

Development of IGV is made possible by funding from the
National Cancer Institute, the National Institute of General
Medical Sciences of the National Institutes of Health, and

-V T Y
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2. Assembly
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AccouNT

login ID [guest]

H Logout Selecting Query Files

Data setup NEXT
DRA Start =) " .
= p:)ad FTP uploa Private DRA entry  [@port public DRA  Preprocessing HTTP upload
u
HTTP upload
DRA Import Metadata of the DRA entry.
Preprocessing Start Select a metadata : DRAQC00001 a
step-1 TYPE ACCESSION ALIAS FILENAME DL VIEW
Preprocessin
Ma:ping/ g Submission DRA000001 DRA000001 DRA000001.submission.xml DownLoad View
de novo Assembly Sample DRS000001 DRS000001 DRA000001.sample.xml DownLoad View
tep-2 —_—
£op Study DRP000001 DRP000001 DRAG00001.study.xm! DownLoad View — 0)
Workflow 1\ LW
Genome (SNP/Short Experiment DRX000001 DRX000001 DRA000001.experiment.xm DownLoad View
Indel) 5 —\\ »
RNA.seq (Tag count) Run DRR000001 DRR000001 DRA000001.run.xml DownLoad | View //\ Fﬂa T 9 75\
ChiP-seq A
‘ STUDY TITLE Whole genome sequencing of Baillus subtilis subsp. natto BEST195 N o] ~
—I— —_— N
JOBSTATUS STUDY TYPE Whole Genome Sequencing /]/ / J1I\ |\ /ﬁ
step1. :
Preprocessing
miﬁ;bplng Select your registered query files.
stept. Queries with different Instrument models can't be selected together.
de novo Assembly ) ]
step2-All status single  paired all cleavr ‘ ‘ ‘ v
Experiment = Sample Run Read | Instrument
No.  ACCESSION ACCESSION ACCESsioN STRAIN Run_date ' Read# 1o/ oth model ——

HELP &

TUTORIAL m metadata | | : Counted from query file (Read length is calculated from the first entry.)
££3 Contact Us.

DDBJ Read Annotation
Pipeline. DELE’ NEXT
Development Team.

check LT

DRX000001 | DRS000001 | DRRO000001  strain BEST195 2008-09-13 @ 9,977,388 36 ILLUMINA | paired
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DA Dt Busk of Japus

[accowr —— IGEEED

login ID [guest]

B Logout Selecting Tools for Basic Analysis of DDBJ ANNOTATION PIPELINE

ANALYSIS

BACK = NEXT
Data setup
L Reference Genome Mapping
FTP upload
HTTP upload Input data Evaluation Analysis  Output format
DRA Import Base Color Paired Error
Tool Help Version Depth Coverage SNP Indel .gff .bed SAM Comment
Preprocessing Start e space space end  oP 9 rate 9
step-1 BLAT & Q 34 v v Single-end analysis only
Preprocessing bwa? |€ |06.1 v v v v v v
Mapping / | | | | | |
de novo Assembly Bowte | 9 0127 | V | v | Vv | Vv v VR v
step-2 & e -
Workflow
TopHat. 1011 | v v |V v v v
Genome (SNP/Short & 4 -
Indel) For reads longer than
RNA-seq (Tag count) Bowtle? about 50 bp, Bowtie2 is
ChiP-seq 7 € (200 v v v v v v |V v | generally faster, more
senstitive, and uses less
JOB STATUS memory than Bowtie1.
step1. TopHatz | @ 1209 v v | v v v v
Preprocessing &
step1.
Mapping
step1.
de novo Assembly
step2-All status Tool Help = Version S:::e g:;‘(’:'e Palted- msswGs) Comment
_ | soapd [ [
EEE | soreecw g oo v @
HELP & !
TUTORIAL 7 | ABySS & 9 |2 v v Maximum K-mer value is 64.
£=3 Contact Us. ©

Eleg;ijn':.ead Annetaton We severe recommend when performing Velvet, total
Development Team. 1.2.10 Vv v v length of those reads is |up z gG bp.Maximum K-mer
value s
| Thnityer | @ 52501 302- |, v RNA-Seq De novo Assembly
) |Platanus? | €@ 1.2.2 v v
HGAP & P Protocol3 HGAP Pipeline for PacBio Sequence based on SMRT
(v2.2.0) Analysis v2.2.0. For bax.h5 file only. (Beta version)

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

Tool Comment \

« | BLAT |Single-end analysis only

BACE  NEXT
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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)
ChlP-seq

JOB STATUS

step1.
Preprocessing

step1.
Mapping

step1.
de novo Assembly

step2-All status

HELP &
TUTORIAL

£ Contact Us.
DDBJ Read Annotation
Pipeline.

Development Team.

(Select Query Files)—bCSelect Tools)—b(Set QuerySet)—b(Sel Ass. Options)—DCConﬁnnation)—DCRunning Status)

Generating Query Sets from Query Read Files

Paired-end analysis

Layout of paired sequence. 5'-3' 3™-5'

RESET BACK  NEXT

5 33 5
[Linker(1)] Target [Linker(2)[Linker(3)] Target [Linker(4)]
Read length.  Quality Score
36bp Read1 | Read2 |

Setas Mate-P@ | Setas Pair-End | |

QUERY SET

RESET = BACK = NEXT
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login ID [guest]
[F[] Logout

ANALYSIS

Data setup

DRA Start

FTP upload

HTTP upload

DRA Import

Preprocessing Start
step-1
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ChlP-seq

JOB STATUS

step1.
Preprocessing

step1.
Mapping

step1.
de novo Assembly
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(Select Query Files)—bCSelect Tools)—b(Set QuerySet)—b(Sel Ass. Options)—DCConﬁnnation)—DCRunning Status)

Generating Query Sets from Query Read Files

RESET

RESET BACK = NEXT
Paired-end analysis
Layout of paired sequence. 5'-3' 3™-5'
5 3’3’ 5
[Linker(1)] Target [Linker(2)[Linker(3)] Target [Linker(4)]
| Run ACCESSION Read length Quality Score |
Set as Mate-Pair = Set as Pair-End
QUERY SET
Query set1
PairedOrientation RunAccession RunAlias RowlLength QualityScore1 QualityScore2
paired DRR000001 DRR000001 36
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ANALYSIS
BACK  NEXT
Data setup
DRA Start velvet
e Set optional parameters of the paired-end analysis
HTTP upload
DRA Import Step1) Convert sequences
Preprocessing Start Shuffle the sequence
ql .
step-1 perl shuffleSequences_fastq.pl query 1.fastq query_2.fastq shuffle_query_pe.fastq
Preprocessing Running velveth.
Mapping / Velveth output_directory/ [23 -fastq | -shortPaired shuffle_guery_pe.fastq
de novo Assembly
step-2 Step2) Assembly CF# L— 7—\ Lj— n Li\
N
Workflow Velvetg output_directory/ |—ins_1ength 300 -exp_cov auto ] (-' d
Genome (SNP/Short N
Indel) Step3) Set ters of the CONFIG ing tool
RNA-seq (Tag count) ep3) parameters of e Mmapping f00 /A /\
ChiP-
seq Step4) Create assembled sequences in FASTA file from pileupped reads to submit WGS division of DDBJ.
JOB STATUS Set filtered length for contigs
step1 | perl lengthfilter.pl pileupFile | 100 ]out_WGS.txt
Preprocessing =
step1. BAC| NEXT
Mapping
step1.
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step2-All status
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BACK
Data setup
DRA Start Destination of mail
e Mbon tho rocuoctic completed, the system sends an email to this address.
HTTP upload = = )
DRA Import ynénig.ac. jp Required
Preprocessing Start - oS pEeTtted 60 days after submission.
step-1
Preprocessing
Mapping / Assembly [velvet]
de novo Assembly
step-2 Query sets
Workflow Query set1
Genome (SNP/Short PairedOrientation RunAccession RunAlias | Rowlength QualityScore1 QualityScore2 ‘ ci
Indel) paired DRR000001 DRR000001 36 } g U e St
RNA-seq (Tag count) :
Chibseq Assembly commands -
TESXTA
JOB STATUS I N X N r u n
step1. Set optional parameters of the paired-end analysis
Preprocessing
step1. Step1) Convert sequences
Mapping Shuffle the sequence.
step1. perl shuffleSequences_fastq.pl query_1.fastq query_2.fastq shuffle_query_pe.fastq
de novo Assembly Running velveth.
step2-All status Velveth output_directory/ |23 -fastq ] -shortPaired shuffle_query_pe.fastq
Step2) Assembly
7
s Velvetg output_directory/ [-ins_length 300 -exp_cov auto |
TUTORIAL
£3 Contact Us. Step3) Set parameters of the CONFIG mapping tool
DDBJ Read Annotation
Pipeline.
Dovelopment Team. Stepd) Create assembled sequences in FASTA file from pileupped reads to submit WGS division of DDBJ.
Set filtered length for contigs
perl lengthfilter.pl pileupFile | 100 ]out_WGS.txt

BACK
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(Select Query Files)—b( Select Tools)—b(Set QuerySet)—b( Set Ass. Options)—)(Conﬁrmation)—b(Running Status)

login 1D [guest]
L t
i Logou Status - de novo Assembly
ANALYSIS
Data setup Mapping Job de novo Assembly Job Preprocessing Job
DRA Start
FTP upload Order
HTTP upload Sortby: ID B Descending "1 Show Only Your Own Job Reload
DRA Import
Preprocessing Start Delete * page 1 NEXT >
step-1 ID |UserlD| Submission |PIS| Status Tool Read # | Read Assembly/Mapping Start time Elapsed time
Preprocessing accession length  detail detail End time
Mapping / 20023 | — SRA020075 S | complete H SOAPdenovo 866,837 —_ 2015-11-18 | 00:10:14
de novo Assembly CGAla 18:49:44
step-2 2015-11-18
Workflow 18:59:58
Genome (SNP/Short 20014 | — - P | complete | SOAPdenovo 3,744,114 - 2015-11-18 | 01:18:34
Indel) SK1_R1 by Preg 10:36:14
RNA-seq (Tag count; IO
C“'P'Se?la o 2015-11-18
11:54:48
20010 | — - P | complete | Velvet 3,744,114 - 2015-11-18 | 00:36:06
JOB STATUS SK1_R1 by Preg 08:39:52
step1. ISR
Preprocessing 2015-11-18
step? 09:15:58
S 20008  — - P | running | Trinity 100,829,136 — 2015-11-17
step Aster-s1 23:18:12
de ;wvo Assembly Asters2 —
20007 — P | running | Trinity 91,276,607 - 2015-11-17
Aster-r1 23:09:00
ter-r2 —
HELP & }'IJ | AR _
G f / P | complete | Trinity 46,700,225 — 2015-11-17 | 20:39:07
TUTORIAL 21:07:32
3 Conac A
DB e o = \ = 2015-11-18
Pipeline. ( 17:46:39 -
Development Team.
Faviv s e E— P | complete | Trinity 28,101,597 - 2015-11-17 | 10:42:47
2015-11-18
20003 | — - P | complete | Trinity 18,598,628 - 2015-11-17 | 06:57:37
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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

step1.

Preprocessing
step1.

Mapping
step1.

de novo Assembly

step2-All status
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TUTORIAL &

=3 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.qz 36 bp DRRO00001
DRR000001_1.fastg.qz
DRR000001_2.fastq.bz2
Download modified queries
* DRRO000001_1.fastq.gz (Original size 1.7 GB) \
DRR000001_2 fastq.gz (Original size 1.7 GB) 7 N 7}1/%:':%
. astq.gz (Original size J t / O 0)
Download wgs file E zl: 'IEE $I§
e out WGS fasta.gz (Original size 3.9 MB) ﬁ
Assembly statistics
Contig # : 5,300
Total contig size : 4,138,179
Maximum contig size : 49,938
Minimum contig size : 24
N50 contig size  : 13,255
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 - output 2013-01-11 2013-01-11 " "
22:06:40 22:12:28 View View  Download(174.7 MB)  MDS
BACK
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