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LOCUS
DEFINITION

ACCESSION
VERSION
KEYWORDS
SOURCE
ORGANISM

REFERENCE

AUTHORS

TITLE
JOURNAL

REFERENCE
AUTHORS

TITLE

JOURNAL

COMMENT

FEATURES
source

CDS

DDBJ&§% 7 7 4 )L DY

AB091058 2109 bp DNA linear BCT 02-SEP-2003 CDS
Gluconacetobacter xylinus cmcase, ccp genes for

endo-beta-1,4-glucanase, cellulose complementing protein, complete

cds.

AB091058

AB091058.1

Gluconacetobacter xylinus

Gluconacetobacter xylinus

Bacteria; Proteobacteria; Alphaproteobacteria; Rhodospirillales;
Acetobacteraceae; Gluconacetobacter.

1 (bases 1 to 2109)

Kawano,S., Tajima,K., Uemori,Y., Yamashita,H., Erata,T.,

Munekata,M. and Takai,M. BASE COUNT
Direct Submission ORIGIN

Submitted (28-AUG-2002) to the DDBJ/EMBL/GenBank databases. 1
Contact:Kenji Tajima 61
Hokkaido University, Graduate School of Engineering; N13W8, 121
Kita-ku, Sapporo, Hokkaido 060-8628, Japan 181
2 241
Kawano,S., Tajima,K., Uemori,Y., Yamashita,H., Erata,T., 301
Munekata,M. and Takai,M. 361
Cloning of Cellulose Synthesis Related Genes from Acetobacter 421
xylinum ATCC23769 and ATCC53582: Comparison of Cellulose Synthetic 481
Ability Between ATCC23769 and ATCC53582 541
Unpublished (2002) 601
661
Location/Qualifiers 721
1..2109 781
/db_xref="taxon:28448" 841
/mol_type="genomic DNA" 901
/note="synonym:Acetobacter xylinum" 961
/organism="Gluconacetobacter xylinus" 1021
/strain="ATCC 53582" 1081
10..1038 1141
/codon_start=1 1201
/gene="cmcase" 1261
/product="endo-beta-1,4-glucanase" 1321
/protein_id="BAC82540.1" 1381
/transl_table=11 1441
/translation="MSVMAAMGGAQVLSSTGAFADTAPDAVAQQWAIFRAKYLRPSGR 1501
VVDTGNGGESHSEGQGYGMLFAASAGDLASFQSMWMWARTNLQHTNDKLFSWRFLKGH 1561
QPPVPDKNNATDGDLLIALALGRAGKRFQRPDYIQDAMAIYGDVLNLMTMKAGPYVVL 1621
MPGAVGFTKKDSVILNLSYYVMPSLLQAFDLTADPRWRQVMEDGIRLVSAGRFGQWRL 1681
PPDWLAVNRATGALSIASGWPPRFSYDAIRVPLYFYWAHMLAPNVLADFTRFWNNFGA 1741
NALPGWVDLTTGARSPYNAPPGYLAVAECTGLDSAGELPTLDHAPDYYSAALTLLVYI 1801
ARAEETIK" 1861
1921
1981
2041
2101

//

cgttccttta
gcgttcgcag
tatcttcgtce
gggcagggct
atgtggatgt
ttcctcaagg
ctgatcgcge
gacgccatgg
gtcgtcctca
tcctattacg
cgtcaggtga
ctgcccecccg
tggccgeege
atgctggcge
gccctgecag
ggatatcttg
gatcatgcgce
gaggagacta
gaagtccgca
cctaccggece
ggcacttcga
aaatcgcggt
aaaccgcgcc
ccgcecgtgee
ccgcgectgt
tgccgtatge
cgccgcaggce
aggtccgcac
ctttccecceg
atgaatggag
atctgagctt
tggcgtccac
acacgaattc
ccacaatggc
gtccttcecget
ctatattca

1035..2096

/codon_start=1

/gene="ccp"

/product="cellulose complementing protein"

/protein id="BAC82541.1"

/transl_table=11
/translation="MSASGSDEVAGGGQAGSPQDFQRVLRSFGVEGGQYSYRPFVDRS
FDVTGVPEAVERHFDQAEHDTAVEEQVTPAPQIAVAPPPPPVVPDPPAIVTETAPPPP
VVVSAPVTYEPPAAAVPAEPPVQEAPVQAAPVPPAPVPPTIAEQAPPAAPDPASVPYAN
VAAAPVPPDPAPVTPAPQARVTGPNTRMVEPFSRPQVRTVQEGATPSRVPSRSMNAFP
RTSASSISERPVDRGVADEWSPVPKARLSPRERPRPGDLSFFFQGMRDTRDEKKFFPV
ASTRSVRSNVSRMTSMTKTDTNSSQASRPGSPVASPDGSPTMAEVFMTLGGRATELLS
PRPSLREALLRRRENEEES"
343 a 661 c 661 g 444 t

tgtcggtcat ggcggcgatg ggaggggcgc aggtgctttc atccaccggt
acaccgcccce cgatgcggtc gcgcagcaat gggccatctt ccgcgccaag
ccagcggacg tgtcgtggat acgggcaatg gtggcgaatc ccatagtgag
atggcatgct ctttgccgecg tcggecggggg accttgegte gttccagtceg
gggcgcgcac caacctgcag cataccaatg acaagctgtt ttcctggcgg
ggcatcagcc cccggtgccec gacaagaaca atgccacaga tggcgacctg
ttgcgecttgg tcgtgcggge aagegtttcc agcgccccga ttacattcag
ccatttatgg cgatgtgctg aacctgatga cgatgaaggc gggaccgtat
tgccecggtge tgtcggecttt accaagaagg acagcgtgat cctcaacctg
tcatgcccte gctgctgcag gcgttcgacc ttacggccga cccgcgectgg
tggaagacgg gattcgcctt gtttccgeccg gececgtttcgg gcagtggege
actggctggc ggtgaatcgc gccaccggtg cgctgtcgat cgcatcggga
gcttttccta tgatgcgatt cgggtgccge tttattttta ttgggcgcat
cgaacgtgtt ggctgatttc acccgattct ggaataattt cggggctaat
gatgggttga tctgacaaca ggggcgcgtt cgccgtacaa cgccccgect
ctgttgccga atgcacgggg cttgattctg ccggggaact cccgacactg
ccgattatta ttccgcagecg ttgacgctge tcgtttacat cgcgcgggceg
taaagtgagt gcttcagggt ctgatgaggt ggctggggga gggcaggctg
ggattttcag cgggtcctge gttcttttgg tgtcgaaggt gggcagtatt
gtttgttgac cgttcctttg atgtgacagg cgtgcccgag gctgttgaaa
tcaggcggag catgacacgg cggttgagga gcaggtcact cccgcgccac
cgcaccgcca ccgccgccag tcgttcctga cccgecccgee atcgtgacgg
cccgeccgect gtcgtggtca gcgctccggt cacgtatgaa cccccggctg
ggcagagcct cccgttcagg aagcccccgt gcaggcggceg ccggttcccee
gccecccgatt gcggagcagg ctcctcccge ggcgccggac ccggcatccg
gaacgtcgcg gcagcacccg ttccacctga tcccgcaccg gttacgectg
gcgcgtgacg gggccgaaca cccgtatggt ggagcccttt tcccgececcge
ggtgcaggag ggggcaaccc cgtcacgtgt accttcgcgt tcaatgaacg
cacatcagca tcgtccataa gtgagcgtcc ggtggacagg ggtgttgccg
tcctgttececg aaggcacgcc tcagcccgecg ggagcgtccg cgtcccggeg
tttctttcag gggatgcgcg acacccgtga tgaaaagaag ttctttcccg
gcgatcagtt cgttctaatg tttccaggat gaccagcatg accaagacag
ctctcaggct tctcgtcccg gcagcccecgt cgecctcgect gatgggtcge
cgaagtgttc atgacgctgg gtggtcgtgc gacggaactc ctcagccccc
gcgggaggcg ctgttgcgtc gtcgtgaaaa cgaagaagaa tcctaaggcc
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Accession Numbers

All appropriate datasets, images, and information should be deposited in public resources. Please provide the relevant accession numbers (and version

numbers, if appropriate). Accession numbers should be provided in parentheses after the entity on first use. Suggested databases include, but are not
limited to:
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DNA Data Bank of Japan [DDBJ]
DRYAD

EMBL Nucleotide Sequence Database
GenBank

Gene Expression Omnibus [GEOQO]

Protein Data Bank
UniProtKB/Swiss-Prot

ClinicalTrials.qov

©2012 PLoS Licensed Under CC Attribution 2.5



preld))

INSDCIZ% { DELFID G Sk S L ALYk

Images created by the Wordle.net web application are licensed under a Creative
Commons Attribution 3.0 United States License.

O

Drosophila melanogaster
SlJI'Ohgy'OCanI'ObUS purpuratus Xenopus S|Iurana
Pan troglodytes
Zea mays -~

~ 4 MUS | muscu us

|||||||||||||||| Givum
orgza sapve Japomca QL'OUP Sus scrOfa Mu«w:«me: Wﬁuﬁﬁ“jjﬁ’” . (s} Cams Iupus fam|||ar|s AI’GbIdOpSIS bhallana

Xenopus laevis sy"bhemm mmmmmmmmmm
Omo saplens gogz Ibpes
i __. —

9 i

Vitis vinifera

na inGestinalis

e P
SI mlgp

Gallus gaIIus

Aodos sogupt

Ratbus norvegicus

DDBJIZ &Sk I 11T\ 2 4E9ff Top 100D
T—=F2777F BHBEVIEERS VT

TFHR)



H ik

INSDCIg Zfmd 41| 57—

Y D

.

H

P
-

160,000,000,000
150,000,000,000
140,000,000,000
130,000,000,000
120,000,000,000
110,000,000,000
100,000,000,000
90,000,000,000
80,000,000,000
70,000,000,000
60,000,000,000
50,000,000,000
40,000,000,000
30,000,000,000
20,000,000,000
10,000,000,000
0

DDBJ/EMBL/GenBank database growth

21,5000

Sha: 1.615

o Nucleotides

—o—ENntries

»

)

»

»

=

»

-
- !
—
_—
_—
—

.42 (2000.07)
.45 (2001.04)

.48 (2002.01) =4

—_— =
- 1
— =

.51 (2002.09)
.54 (2003.06)

— —_
S .
. N

~

/U I
[ I R

.57 (2004.03)
.60 (2004.12)

.63 (2005.09)

.66 (2006.06) sl
.69 (2007.03)

/U SN SN S — .
/U S .

U S S S S .
/N N NN SN S N i .

.72 (2007.12)

JUURN SN R S S .
—

.75 (2008.09) -

.78 (2009.06)
.81 (2010.03) -

.84 (2010.12)

/NN I N N S S .
/U I S S R S S —.
N S N S S S S S S S S — A

.87 (2011.09)

A

.90 (2012.09)

Re

Re
Re
Re
Re
Re
Re

Re

Re

Re

Re

Re

Re

Re

Re

Re

Re

Re

Re

Re

Re

170,000,000
160,000,000
150,000,000
140,000,000
130,000,000
120,000,000
110,000,000
100,000,000
90,000,000
80,000,000
70,000,000
60,000,000
50,000,000
40,000,000
30,000,000
20,000,000
10,000,000
0



VD
[EEiiyeigts




R 22 B8 FITDIN A i 51 3k o 25 1

(/) Roche (454): GS FLX+ System

() illumina: Genome Analyzer IIx System

(#5) Life Technologies: 5500 x1 SOLiD System
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http://www.illuminakk.co.jp/systems/hiseq_systems.ilmn
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¥ 1)L 3 F DOl HiSeq2000
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BaiF Supercomputer (2012.3-)

" 2012.03.01

1 _ESIIECUN

fl - 165.1 TFlops
- 5 PB HDD

- Containing 10TB and 2TB shared
memory system.

Rmax of LINPACK: 82.90 TFLOPS
Rank:170% in Top500 (Nov. 2011)
(Rank 11t in Japan)

2014.03.01

IEYI/IECYN
- about 400 TFlops (total)
- 12.5 PB HDD (total)

(> pDBJ
DNA Data Bank of Japan
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(16 cores, 64GB mem) x il 2t

352 nodes Medium nodes
(80 cores, 2TB mem) x 2
nodes

Infiniband QDR
40Gbps

Inter- Fat node
connection (768 cores, I0TB mem) x |
network node
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160
181

183
190

270

2804 =

Site

RIKEN Advanced Institute for Computational
Science (AICS)

Japan

Intermational Fusion Energy Research
Centre (IFERC), EU(F4E) - Japan Broader
Approach collaboration

Japan

GSIC Center, Tokyo Institute of Technology
Japan

Information Technology Center, The
University of Tokyo
Japan

High Energy Accelerator Research
Organization /KEK
Japan

Center for Computational Sciences,
University of Tsukuba
Japan

Institute for Materials Research, Tohoku
University (IMR)
Japan

Kyoto University
Japan

Japan Atomic Energy Agency (JAEA)
Japan

Research Institute for Information
Technology, Kyushu University
Japan

University of Tokyo/Institute for Solid State
Physics
Japan

Kyoto University
Japan

Financial Institution
Japan

Japan Agency for Marine -Earth Science and
Technology
Japan

Information Initiative Center, Hokkaido
University
Japan

JAXA
Japan

Information Technology Center, The
University of Tokyo
Japan

University of Tokyo/Human Genome Center,
IMS

Japan

Institute of Physical and Chemical Res.
(RIKEN)

Japan

Numazu Complex, Fujitsu Limited
Japan

National Institute of Genetics
Japan

System

K computer, SPARCE4 Vllifx 2.0GHz, Tofu
interconnect
Fujitsu

Helios - Bulix B510, Xeon E5-2680 8C
2.700GHz, Infiniband QDR
Bull SA

TSUBAME 2.0 - HP ProLiant SL390s G7
Xeon 6C X5670, Nvidia GPU,
Linux/Windows

NEC/HP

Oakleaf-FX - PRIMEHPC FX10, SPARCE4
IXfx 16C 1.848GHz, Tofu interconnect
Fujitsu

BlueGene/Q, Power BQC 16C 1.60GHz,
Custom
IBM

HA-PACS - Xtream-X GreenBlade 8204,
Xeon E5-2670 8C 2.600GHz, Infiniband
QDR, NVIDIA 2090
Appro International

Hitachi SR16000 Model M1, POWER7? 8C
3.836GHz, Custom
Hitachi

Camphor - Cray XE6, Opteron 16C
2.50GHz, Cray Gemini interconnect
Cray Inc.

BX900 Xeon X5570 2.93GHz , Infiniband
QDR
Fujitsu

PRIMEHPC FX10, SPARCE4 IXfx 16C
1.848GHz, Tofu interconnect
Fujitsu

SGI Altix ICE 8400EX Xeon X5570 4-core
2.93 GHz, Infiniband
SaGl

Laurel - Xtreme-X , Xeon E5-2670 8C
2.600GHz, Infiniband FDR
Appro International

xSeries x3650M3, Xeon X56xx 2.66 GHz,
GigE
IBM

Earth Simulator - SX-9/E/1280M160
NEC

Hitachi SR16000 Model M1, POWER7? 8C
3.836GHz, Custom
Hitachi

Fujitsu FX1, Quadcore SPARCE4 VIl 2.52
GHz, Infiniband DDR
Fujitsu

T2K Open Supercomputer (Todal
Combined Cluster) - Hitachi opteron QC 2.3
GHz Myrinet 10G

Hitachi

HAB000-tc/HT225, Opteron 6276 16C
2.300GHz, Infiniband QDR
Hitachi

RIKEN Intergrated Cluster of Clusters, Xeon
X5570 2.93GHz, Infiniband DDR
Fujitsu

PRIMEHPC FX10, SPARCE4 IXfx 16C
1.848GHz, Tofu interconnect
Fujitsu

Cluster Platform SL230s/SL250s, Xeon ES5-
2670 8C 2.60GHz, Infiniband QDR
Hewlett-Packard

Cores

705024

70560

73278

76800

49152

20800

10240

30080

17072

12288

15360

9280

22272

1280

5632

12032

15104

16128

2048

6144

56186

Rmax
(TFlop/s)

10510.0

1237.0

1192.0

1043.0

517.6

421.8

243.9

239.4

191.4

166.7

161.8

135.4

125.5

122.4

1216

110.6

101.7

100.8

97.9

84.4

82.9

Rpeak
(TFlop/s)

112804

1524 .1

2287.6

1135.4

629.1

778.1

306.4

300.8

2001

181.7

180.0

193.0

237.0

1311

168.9

121.3

139.0

148.4

1086.0

20.8

116.8

Power

(kW)

12659.9

2200

1398.8

1176.8

24686

407.3

556.3

831

719

2104

690.4

354.6

1020

831

SUPERCOMPUTER SITES

2012.6

N21HE
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e http://www.ddbj.nig.ac.jp/system/supercom/supercom-

apl.html
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o DDBJ

DNA Data Bank of Japan

ENGLISH @ b\J

1 bARER

HOME  HiRSoTE  HHOFIE &ﬁ ﬁ-ﬁ’ FTP - WebAPI L F—F - #it &fjwiabe

HOME > DDBJingHX : DDBJEIHDFE| & > A—R—a v Ea—F ¥ AT LADOHAHA

» DDBJD#ifr

P QALK

O HAEALH O T

» SAKURA

» KIEEER 2 5 A (MSS)
»TF—F DIEIE - B

» DOBJ Sequence Read Archive
» DOBJ Trace Archive

o7v¥x2 FOGR

» DDBJ BioProject Database

O B#

I [ Qnpy Jilgily g
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Ny F2 a7 ASE qsub 2w F

# run a script on a login node.
bash your script.sh

g

# run a script on a calculation node.
gsub -cwd -S /bin/bash your script.sh

(> pDBJ
DNA Data Bank of Japan



AEVEZIEELTHEITT S5
# This job runs on 1 CPU core and 128GB

memory.
gsub —-cwd -1 month -1 medium
-1 s vmem=128G,mem reg=123G
-S /bin/bash your script.sh

# This job runs on 10 CPU core (in the
same node) and 1280GB memory.
gsub —-cwd -1 month -1 medium

-1 s vmem=128G,mem reqg=128G

-pe def slot=10

—-S /bin/bash your script.sh

aaaaaaaaaaaaaaa
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8060 DDB) Read Annotation Pipeline 8

L6 6 s 17550 sovmscipropesseruytoomeaimeagaoro=niws o atmsac ¢ J(a- D |
(> DDBJ  DDBJ Read Annotation Pipeline

'DNA Data Bask ofJapan

2>Japanese

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

LOGIN New account  Login as "guest”.

Pipeline Flow. User 10:

= r——

Click here to check current jobs.
by the guest account.

Data Transfer | File Format | Menu Ttem DDB J (e} ~ O

v e Z"—}\“_:l /t 0 Ao
2[F1P Uploaa | ASTQ/FASTA | TP Upload

3TTP Upload | FASTA TP Uplosa

1 Manual & tutorial

We changed the accessible letter
number of login passwords of DDB)
Pipeline from 9 to 16.

17 days ago- reply - retweet - favorite

« Japanese manal
« English manual
« ETP client Manual. (P}

« DBCLS toqotv Tutorial video 1 (JP) - Reference
1iiNoticelll] ‘de novo Assembly” is out
ice. (‘Reference Genome

ble.)
ly - retwet. favorite

Genome Mapping
« DBCLS toqoty Tutorial video 2 (OP) - De novo
Assembly.

1l System usage of DDBJ Read Annotation Pipeline
is now avalable

enance was finished
go. reply - retweat. favorite

« Display statistcs of monthly pipeline’s web access.
« Display fiqures of pipeline’s disc usaqe.

Display statstics of monthly pipeline’s job
1 00B) pipeline services will < oA
ot be avalable due to system 1 Account registration of "DRA'

Ewittery Join the conversation

DRA account registration information please see the
page.

DDB) Sequence Read Archive (DRA)
DDB) Read Annotation Pipeline, Development team; PIpeine_dev@ddb nig ac jp
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English

‘o DDBJ

DNA Data Bank of Japan

Japanese

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

LOGIN New account

Login as "guest"

Reads, _—
metadata U

metadata .

curation

e Pipeline
GJ pipeline_info

pipeline_info Reload bugs in 'HTTP upload' function
were fixed. Please reload the web page of your

uploaded data.

Pipeline Flow User ID: |
DRA gt — DDN Reod > < DOB Password: |
“' | metadats ||
metadats, Login
] annotation
e Manual

[ "::,., Check current jobs
-
Basic Analysis by the guest account.
Mappi de novo
l&l Sances
I |l Manual & tutorial
High-level Analysis
¢ Japanese manual &7
SNP/indel RNA-seq ’ Contig ¢ English manual &7
detection annotation e DBCLS togotv Tutorial video 1 (JP) - Reference Genome Mapping 7
Pipeline ¢ DBCLS togotv Tutorial video 2 (JP) - De novo Assembly 7

| Account registration of "DRA"

DRA account registration information please see the page.
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DDBJ pipeline: Software BIFAY IO 7%

®Oo Selecting Tools for Basic Analysis of DDBJ ANNOT\

l<|> (&)
Selecting Tools for Basic Analysis of DDBJ A4

5. VUV IFEIFT
R{THgE

+ |3 https://p.ddbj.nig.ac.jp/pipeline/SelectTool.do

(BACK ) ( NEXT)
® Reference Genome Mapping
Vlnput data 'Evaluation 'Anaiysls VOutput format |
Base Color Paired Error
Tool Help Version space space end Depth Coverage = SNP Indel .gff .bed SAM Comment
BLAT &7 @ 34 e v Single-end analysis
E— only
O |Mag@ € 071 v v v v vV |V |V V|V
O |bwar? € 059 v
O |soaP@ 4 2.21 v v v |V |V v
4
Bowtie
O | (SAMtools) 4 06112576 v v v v v v |V v
& @ (0.1.16)
| 1.0.11
= 7
() |TopHatz? | €@ BETA) |V v v v v v
O de novo Assembly
Total limit = 22 Gbp
' ‘ Base Color Paired-
Tool Help Version space | space end MSS(WGS) Comment
SOAPdenovo 7 € 105 v v
Q ABySS works slow in our pipeline-
ABySS s 125 v system.
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ACCOUNT

v Arabidopsis thaliana
Oryza sativa japonica
Oryza sativa indica
Zea mays B73
Sorghum bicolor

(smeu Query Ftles)-

(Running swu»)

login ID [guest] op o :

4t Logout Specifying I

Pan troglodytes -

ANALYSS Caenorhabditis elegans (RESET ) ( BACK ) ((NEXT)
step-1 Xenopus (Silurana) tropicalis

Mapping / Assembly @ Major genomr  Oryzias latipes
step-2 Solanum lycopersicum Heintz 1706

R — Organisms Saccharomyces cerevisiae

(SNP/Short indel)
conome : Genome sets I N LT

IRGSP Releases Build 5.0

(Large Indel)
RNA-seq (" all check )C IRGSP Releases Build 5.0 masked by RepeatMasker with MIPS repeat data
(Tag count) _ tigrversion5.0
ChiP-seq #chro1 fasta tigr version6.0 Organisms T — @
g —rm——— M chr02 fasta tigr versions. 1 Genome sets =
shep-(: St;":;s “ # chr03 fasta tigr mitochondrion v c 211("""0)
ul. mm
e g ch:::.fasm tigr chloroplast Mar.2006 (mm8)
chr05 fasta | Aug.2005 (mm?)
Help M chr06 fasta ot J NCBI build 36
MANUAL 3 Mchr07 fasta Fenriora | NCBI build 37 . ~
BENCHMARK gchrOO.fasta Mchri1.fa - Organisms | Arabidopsis thaliana )
# chr10 fasta Genome sets v TAIRS8
[ feedback ) @chri1.fasta 1::::?0
Nt M chr12 fasta (' allcheck )
O User original sets M chr1 fas
M chr2 fas
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(»DDBJ  DDBJ Read Annotation Pipeline

DNA Data Bank of lapan

zzJlopancse
DO08) Read Annotation Pipeline is a cloud-computing based analytical platform for next-generation sequencing
data,
LOGIN New account Login as "guest®.
Pipeline Flow User ID:
~ MAmue
e || = (R coas Password:
-~ H
'.’.Yau ~— osratotine Login
e Manad
L e
e ) -ap
1 WGS/ CON
T : Create o new accoyunt,
Basic Anabysds | —
atermbly Click here to check current jobs.
1 by the guest account.
— o ' Data Transfer  File Format  Menu Item
Fenoms — = | 1 DRA(see HP) FASTQ ORA Start
Pipeline 2 FTP Upload  FASTQ/FASTA  FTP Upload
3 MTTP Upload | FASTA MTTP Upload

I Manual & tutorial

We changed the accessible letter

Japanese manual
number of login passwords of DDB) : English manual
Pipeline from 9 to 16. o FTP client Manual, (IP)
17 days ago - reply - retweet - favorite « DBCLS togoty Tutorial video 1 (JP) - Reference
111INotice!!1! ‘de novo Assembly’ Is out Genome Mapping
of service. ('Reference Genome - =
Mapping' is available.) Assembly

19 days ago - reply - retweet . favorite l Syst of DDBJ Read A jon Pipeline
DOB) pipeline is now available :

system maintenance was finished. * Display statistics of monthly pipeline’s wed access.
27 days ago . reply - retweet . favorite : mmmmmmm

DRisplay statistics of monthly pipeling's Job.
111INotice!!!! DDB) pipeline services will &

not be avallable due to system v § Account registration of "DRA"
twitter ¥ Join the conversation DRA account registration information please see the
page.

DO8) Sequence Read Archive (DRA) )
DOB) Read Annotation Pipeline, Development team; Pipeine_dev@ddby nig ac jp
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ANNOTATION FOR DE NOVO
ASSEMBLED SEQ.

= FASTA File Length Filter

= Gene Prediction Choose
GENSCAN or GeneMark.hmm

= Gene Prediction to FASTA
Converts GENSCAN or
GeneMark.hmm output file to
FASTA format

= transcriptsToOrfs Trinity
Transcripts to Candidate
Peptides

= RepeatMasker

= BLASTP

= BLASTX

v Swiss-Prot-Bacteria
Swiss-Prot-Plants
Swiss-Prot-Invertebrates
Swiss-Prot-Mammals
Swiss-Prot-Vertebrates
Swiss-Prot
nr

Trinity([C&Dd 7PV T

FASTAZ 7 1)L

AR 20 ILY —

7= BRI

EULORFHAMD
HMMERICEK D EF—DOBRXR

UniProtKB/Swiss-Prot.
nricxy9 d2BLASTP
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ELASTP 2.2.25 [Fed-01-2011)

Feference: Altzobul, Stephen F., Thomas L. thadden, Alejandro A. Schaffer,
Jinghui Zhang, Zheng Zhang, Wedd Miller, ard David J. Lipman (1957),
"Gapped BLAST and PSI-BLAST. & new generation of protein database search
prograss”, Nucleic Acids Resx, 25:3369-3402

Feference for compositional score matrix adjustment: Altzobul, Stephen F
John €. Tootton, £ ickael Gertz, Ficha Agarmals, Aleksandr lforgulis,
Alejandro A Schaffer, and Ti-Xuo Yu (2005) "Frotein database sesrches

uxing compoxitionally sdjusted sudstitution matrices™, FEBS J. 272 5101-510%
Query= Qene_2|Geneliark. bew |51 _aa|+]|161|316 » 964l
(S5 letters)
Datadase uniprot_sprot. fasta
929,056 sequences, 187,423 367 total letters
Searching dore
Soore E
Sequences produvoing sigraficant aligmments (bits) Taloe
#p |COHGOZ | YIZF_BACSU Uncharacterized protein ykzP OS=Bacilluz su 107 2e-23

»sp | COEA02 | TEZY _BACSYU Uncharacterized protein ykzP OS«Bacillus sudtilis GNeykzP PEed
STwl
Length = 51

tlethod

Score = 107 bits (267), Expect = 2¢-23,
Pozitives « S51/51 (100%)

Compositional matrix adjust
Identitaies « S51/951 (100%),

Query: | IOREAETNEAIXNNNTFTESHDENSYXTQUHDDPNE FOGANRE SIQEQQGERL 51
IOREAEYNEATKNSNT FTE SHDPNSYETQVHDDPNF ROANRN SEQGQQ6GL!
$hict 1 MREAEVNEAIENNNTFTE SHDPNSYETQYHDDPNF RGANRN SEQOQOOGH S1

ELASTP 2.2.25 [Fed-01-2011]

Feference: Altzobul, Stephen F., Thowmas L. Uadden, Alejandro A. Schaffer,
Jinghui Zhang, Zheng Zhang, Wedd Miller, ard David J. Lipman (1997),
"Gapped BLAST and PSI-BLAST: & new generation of protein datadase search
prograss” Necleic Acids Fes. 25.3389-3402

Feference for compositional score matrix adjustment: Altszchul, Stephen F_,

John €. Tootton, £. Miobael Gertz, Fioha Agarmala, Aleksandr lforgulis,

Alejandro A. Schaffer, and Ti-Xuo Yu (2003) "Frotein databdase searches

uRing compoRitionally sdjusted sudstitution matrices”, FEBS J, 272 5101-510%

Query= gene_3|Geneliark. bows |49 _aa|+|346 495 » P41
(49 letters)

Datadase. wndprot sprot. fasts

529,056 sequences, 187,423,367 total letters

Searohing dooe

Score E
Sequences prodvoling sagraficant aligmments (bitz) Taloe

sp|031653 | YIZE_BACSU Uncharacterized protein ykzE OS=Bacillus su 7 Se-14

»sp | 031659 | TIZE_BACSY Uncharacterized protean ykzkl OSsBacillus sudbtilis GNaykzI PL=4
Ve
Length » 38

tiethod

Compogitioral matrix adjust
ositives = 36/36 (100%)

Score = 75 5 hitsx (184), Expect = Se-14,
Identitaes = 26/36 (100%), f

Query: 1| IQNEDEFHNEXYLEEEF SSELGDTNAGXIIETLEYT 36
HONE RPN YLEEEF SSELGDYNAGKIIETLEYT
Shict 10 MONEIEFHINEXYLEEEF SSELGDYNAGKITIETLEYT 45
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Butterfly:
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TrinitylC D WT &

Nat Biotechnol. 2011 May 15;29(7):644-52.
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http://d.hatena.ne.jp/hoxo_m/20100930/p1
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= ] k-1
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T space and
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7\ ~] k-1
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7\ -
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\ Compacting
G
AN
/T
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\T * Compact
AN -
i Finding paths

>al21:len = 5,845
>al22:len = 2,560
>a123:len = 4,443

>al124:len =48

>a126:len = 66

Linear sequences

Compact graph
with reads

l Extracting sequences

...CTTCGCAA. . .TGATCGGAT. .

.. .ATTCGCAA...TCATCGGAT. . . TranSCI‘IptS

Figure 1 Overview of Trinity. (@) Inchworm assembles the read data set (short black lines, top) by
greedily searching for paths in a k-mer graph (middle), resulting in a collection of linear contigs (color
lines, bottom), with each k-mer present only once in the contigs. (b) Chrysalis pools contigs (colored
lines) if they share at least one k— 1-mer and if reads span the junction between contigs, and then it
builds individual de Bruijn graphs from each pool. (c) Butterfly takes each de Bruijn graph from Chrysalis
(top), and trims spurious edges and compacts linear paths (middle). It then reconciles the graph with
reads (dashed colored arrows, bottom) and pairs (not shown), and outputs one linear sequence for each
splice form and/or paralogous transcript represented in the graph (bottom, colored sequences).
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DDBJ Read Annotation Pipeline: a cloud computing-based pipeline for high-throughput analysis
of next-generation sequencing data.
DNA Res. in press.
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Y FIVICAHWS, PipelinehM54 VYIR—KT 5D
ICIHMBRODT, 77y aryaXETLTHEL,

— 77 VY —Bh D

o/t

DRATIRERI DL 2L
DRA: http://trace.ddbj.nig.ac.jp/dra

DOR) Rmsowrces v  Contact

@) Sequence Read Archive

English  Logn & Submit Shemap Contact

Home Submission « Search Download « Pipeline About

D7V 3R LELE

DDB8J Sequence Read Archive (DRA) kX Roche 454 GS Systeme, lllumina Genome Anglyzers, Applied Biosystems SOLID» System X & DR~
DIV SDEHDT=SDEOHDT =5 R=2TY,. DRA I nternational Nucleotide Sequence Database Collaboration (INSDC) @ X/ /(=THD,
NCBI Sequence Read Archive (SRA) & EBI Sequence Read Archive (ERA) EDEMBADL L, BR2NTVEY, BEROF+EIUYRI~-2I 906
DN FT—%13 DDBJ Trace Archive KRB AW,

v
gova—K

: .
==

"

FRL=-2T00000% Xy P~ PENT~5%
VeTPT24 AT~ Z77IMELT YO
SERBY S D-K7d
(v DRASearch “Send Feedback » Search Home * DRA Home
Accession
L Organism Tetraodon migrovirids li(uﬁv" yoe o
. atform :
Keyword
Show 20 records Sort by  Seedy ) Search Choar
Search Results ( 4 studies ) << e 11 /1 Page > >>
LJ sTuoY SUBMISSION STUDY_TITLE STUDY_TYPE ORGANISM BASES SUBMITTED CENTER _NAME

Aps mellifera

Bomdyx maci
Chiorelld varabos
Ciora intealoads
Cosrinopsis cinered
Laccaria buoglor
Nematcsielld vectensis
Qeyza sativa
Physomyces 516G
akesiccans
Pryscomitrelly patens
Poala placeria
Stlagreia
meaeliengdartni
Tetraodon migrovirkas

Transcriptame

2010-07-21 G
Acaltysis #010-07-21 (a

1 SRP0 CNE24: Genome-wide evolutionary analysis of evkaryotic DNA
‘ - iation (ANA-Seq)

GSE19824: Genome-wide evolutionary analysis of eukaryotic DNA
methylation (Chir-Seq)

Uncinecarsus reesil
Yoivox cacter
SEPO02418 SRARI2VL Logenetics Tetrasdon pigcovickas LG 2010-07-21 GLO
Aps mellifera
BomSyx mac
Chiorella vacabis
Ciona intestrals
Cogrinopsis cinerea
Lrosoghia
melancoaster

Laccaria bicolor
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DDBJ | DNA Data Bank of Japan

(<[> (& O] L | hitp:/ fwww.ddb).nig.acjp/

o) http://www.ddbj.nig.ac.jp/

FHEOEIE ®MER-ME  FTP - WebAPI - ;

HOME SXEFoRR

L=k - Rt &SMLEDLE -

» DDBJOKN
DDBJ : DNA Data Bank of Japan i
» QSAR
OSEENORSE DDB) (BADNAT—4/42) REMEXNOHTAN
(EBIZS X UNCE) EEMICIBD L SA'S DOBVEMBL/GenBank
» SAKURA ARARENTF—IA—2AEMBLTULSI=XERD
' XN 2T LMSS)
' F-S0D%E - BlS i .
Hot Topics P RS . . .
» DOBJ Sequerce Reed Acthe | | N DDBJ, pipeline TIRERI DERL
» DOBJ Trace Achive e 20120808 3—-0D ¥ /INE /7574 (Lymnaea stagnalis) TSA 77— DM
» 2012.07.31 RESRBOWAY/ hium
. 1 7.1 P L] [ []
a7avzshonm 201207.42 http://p.ddbj.nig.ac.jp/
» DOB BioProjoct Database
‘Ma'nunm
2012 07 31 4 el L] -
e eaan sy W0 DDBY - DDBJ Read Annotation Pipeline
v QAN DNA Data Bank of Japan
» AR T)
‘lnfotmation English Japanese
owm S R——
P aniening DDBJ Read Annotation Pipeline is a cloud-computing based analytical platform for next-generation sequencing data.
4628 ABRIIORY - W
» IXSearch
VBLAST u SEENORE LOGIN New account  Login as "guest"
, HRENORRFMERNEALET |
— User ID:
> ClustalW = RBF—9 OB - B Pipeline Flow  koshu0l
?5231—9%;;&3?1675-:‘ 3 \1 m W Password: eessssssses
—V 7 \
BENTHETALEXT
» MiGap ) BXDNAF—% /(7 (DOY
» GIB (GB GIB-V-GTPS) Check current jobs
»QTOP ; . * by the guest account.
Basic Analysis Mepping de nove ‘ ytheg
e & - assembly
» PMD \ I Manual & tutorial
High-level Analysis
-~ = , - e Japanese manual
»DOBIX =T HIY ‘ ;v::::;:n ANA-seq ”i:::fm ] e English manual &
| . OBCLS ) togotv Tutorial video 1 (JP) - Reference Genome Mapping
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DRAD\SEHIT —F &A1 Vik—

DDBJ/N\A IS4 >O71 > %,

Mmport public DRA] Z27 U w7

'Input DRA/ERA/SRA Accession Number
"'SRA012701) &AN

'Add my DRA entry) =27 Uw7J

(o pDBJ

TN Date Banh of fupen

ACCOUNT

login 1D fguest]
=1 Logous Selecting Query Files
a2 |
AL IR (NexT)
Data setp
DRA Start FTP upload Private DRA entry ( Import public @Prcprocessing HTTP upload
FTP upload
HTTP upload Metadata of the DRA entry.
DRA Import
Preprocessing Stan Select a metadata : | DRAOODDO1 B‘
step-1 TYPE ACCESSION AUAS FILENAME DL VIEW
:"""“’“’7‘"9 Submission DRA0000OT DRAD000O1 submission.xmi ( DownLoad ) | (View )
apping
de novo Assembly Bacilius subtilis subsp. natio BEST195 without e !
preey Sample DRS000001 plasmig pBEST195L DRADDD0O 1. sample xmi ( DownLoad ) ( View
Workflow Swdy DRP000001  Natto BEST195 DRAD00001 study.xml (DownlLoad ) (View )
Genome (SNP/Short ~ | 7 -
lndzl ) ( Experiment DRX000001 NATTO BEST195_SEPO8 DRADO00O 1 experiment.xmi (Downt.oao ) ( View
RNA-seq (Tag count) - S | 7 .
ChiP-seq Run DRRO00001  2008-09-12 BEST195-Lane? DRAD000O 1 run.xmi { DownLoad ) ( View

( Select Query Files )= Select Tools mep( SetQuerySet mep SetGenomeSet jmep SetMap Opsons mep( Confirmation mep

( Running Status )

[C

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/ERA/SRA entries.
Please input DRAJERA/SRA accession number. Then the pipeline system import metadata and FASTQ files from DRA database.

Input DRAJERA/SRA Accession Number

CSRA012701 ) | AddmyDRAentry 7 1)w 5

Accession Number can find here.
DRA Search




DRAD\SEHIT —F &A1 Vik—

'confirmation; DY 77O HMREN5,

'Send a mail when completed importing; DF T v
ZHEFR. Fx v 7 ULTHEL Eimporti& TIRFICA—ILHEL

ok, Z7YUw7,

import DEITINTIE.
R CEEXT,

D% )O—RUTTADOAFY R b ZHET
EITHDDRAD 77ty 3 >h Tqueueds N5 Tdonel
ICIE> BT To

Tmport public DRA; ¥ 7N THE

webJ =

A —

72oY%00— kTR

FTP upload Private DRA entry

import public FASTQ flles from DRA database.

Here is do the section of automatc download of public DRAJERAISRA entres.

Click a OK bution %0 start import
This operation may take several minules 10 several hours

| Option
¥ Send a mail when completed importing.

| Show a accessions list.

Your re

To select y
When the ¢
When the ¢ 9 IJ \yo
queuvec
DRA

Status

w7 Anna

Import public DRA Preprocessing

Please Input DRA/JERA/SRA accesslion number. Then the pipeline sysiem import metadata and FA!

o Cancel
y

ryit

\ee
import public FASTQ files from DRA database. ];E ]:R

Here is do the section of automatic downioad of public DRAERAISRA entries.

Ut DRAERASRA Accession Number

Add my DRA entry

Accassion Number can find here
RRA Search

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

To select your downicaded entries. See Private DRA entry tab
Whan 1 status makes "done”, your requesied entry is added in “Private DRA entry™ labs
When he status makes “aled” or “prepanng”, please retry it

queuwed walting orduring downioad, done fleisreacy, falled pleasereYyil  preparing
DRA  unchecked :downioad is ok but mds was not check
Submission Request date
) queued DRALOO307 2012-08-22 13:40:80.392

FTP upload Private DRA cntQ Import public DRA Drcproccssing HTTP upload

Please Input DRAJERAISRA accession number. Then the pipeline sysiem import metadata and FASTQ fles rom ORA database.

fie is notyetin

N——
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Preprocessing %1795 0I U707 'l’)l/%:'f'_TR

Trinity ETOHIC. 1 YR—MULET—YDOFIIEE LT, oV ICXKB 70T ) VT %ITS

G).BBP,! Selecting Query Files

@E@X -:1'—75\5 rPreprocessingJ m NEXT

e Mpri login 1D koshu01
ZiEIRL. @ TPrivate DRA entry] = Logl::: ) - upload@te DRA ST @
4 THUw Y 9 5, @= Change password

Metadata of the DRA entry.

. Data setup Selecta metadata v DRA000307
\Y N ~ ~
NAOYTY OV IXND5S, ORA Stant TYPE ACCESSION  ALIAS FILENAME DL *
FTP upload | SRAOI2701 |
» . N Submission DRA000307 tomohiro-0005_Submission DRADDO307 .submission.xmi Dow:! : i
QEFEAVYR—NLETZIEY YTV HTTP upload ’ ,
r - DRA Import Sample DRS000412 tomohiro-0005_Sample_0001 DRADDD307 sample xml DownlLoad View
SRAA012701J 7& j:R-d_%)o Preprocessing Start
_ Study DRP000308 tomohiro-0005_Study_0001 DRADD0307 .study xml DownlLoad View
Preprocessing Experiment DRX000450 tomohiro-0005_Experiment_0001 DRADDD307 .experimentxml DownlLoad View
(rrP7y 7O—RUKT7 71 % DRROD0718  tomohiro-000
de novo Assembl 0 5_Run_0001
. mp’zn Y Run DRR000720 h niro-0005_Run_0002 DRADDO3OT .run.xmi DownlLoad View
N=1=)
TR?%)L&:E)—JH Workflow
Genome (SNP/Short STUDY TITLE Whole genome sequencing of Japonica rice cultivar Omachi
Indel) STUDY TYPE Whole Genome Sequencing
RNA-seq (Tag count)
ChiP-seq
Select your registered query files.
Diflerent instrument models can be salecied togeher.
single pared all clear
Experiment Sample Run Read Read Instrument
W kva —_— N —_— = No. STRAIN Mm um
T4 Y RIOTEICAYT—IRBELOC T 7AMI—EBENRREINDDT, ACCESSION| ACCESSION| ACCESSION 8| boagh] modi
1 SRX020112 SRS070561 SRR0O42523 stannia ILLUMINA  single
~ . . . . e N7/
CDHEMS, Tetraodon nigroviridis RNA-Seq ICEYMT B 2 SRX020113 SRS070862 SRRO42524 strain n/a LLUMINA  single
3 SRX020114 SRS070563 SRR042525 stannfa ILLUMINA  single
4 \
Experimental ACCESION20122 O HEDZF TV, 4 SRX020115 SRS070564 SRRO42526  strain Oksyama 7 LLUMINA  single
5 SRX020116 SRS070565 SRR0O42527 stvan ATCC #64925 LLUMINA  single
6 SRX020117 SRS070566 SRR042528 stannf ILLUMINA  single
strain japonica culivar
7 SRX020118 SRS070867 SRR042529 Nipponbare ILLUMINA  single
8 SRX020119 SRS070568 SRR042530 stain NRRL 1585 ILLUMINA  single
9 SRX020120 SRS0705689 SRR042531 stran ATCCW¥11538 ILLUMINA  single
10 SRX020121 SRS070570 SRR042532 stvannia LLUMINA  single
@ 11 SRX020122 SRS070571 SRR042533 stannfa ILLUMINA  single
12 SRX020123 SRS07T0872 SRRO42534 stran SUAMM 1704 ILLUMINA  single
= kv y - X
& M2l TNEXT, ZH U, XREEIOED, NEXT 13 SRX020124 SRSO70573 SRR042535 stain UTEX #LB 1885 ILLUMINA  single
14 SRX020125 SRS070574 SRR042536 stan ATCC #50258 LLUMINA  single
HIUMINA 2 single |




Preprocessing SE1THFREDIETE

Trinity E{TOHIC. 1 YIR—MUET—FDRIIEE UT, Qv K271 TV T %

/

TO

Your selected queries

Run ACCESSION Read length Quality Score Read Layout
SRR042533 -> bp single

Steps of preprocessing workflow

Step1: Set the type of the quality value.
OAVUTAEDEIR DRA HSAVIR—bkESNiz

o (* Phred+33 Phred+64 — T —%(3INT Phred+33 e (CiR>TULET,

If you don't know it, please see '2.2 Encoding' of this site (7.

Step2: BASE TRIMMING with low quality from 5'end and 3'end of each read.

Bases with low quality (QV <= THRESHOLD ) are timmed from 5'end and 3'end of each read. The first and last

bases of the timmed read indicate high quality (QV > THRESHOLD ).

If read length after base trimming is too short ( length <= 24 bp ), the read is removed. Thus the minimum read

length will be 25bp. U—ROmENS QV <=19 ERBEEE KU A,

19] = NULBDRESN 25 bp KBEBR1HEE. U— RSFEHIR,
(RPDIFEF. RPERBRDHS—ABREAEICHEIND)

Step3: READ REMOVING to discard trimmed reads including low quality bases with high percentage.

o QVTHRESHOLD:

Trimmed reads with high percentage (>= Low quality bases# / Total bases#) of the low quality bases ( QV <=
THRESHOLD ) are discarded.

NUAZBDU—RDPIC, QV<=14 DJ—KH 30 %
— BEEFENTULEIESE. U—R2EZzHIBR.
o Percentage THRESHOLD:| 30 (R7DFZEEF. R7 ERBRDHS—HBRABCHEIND)

o QVTHRESHOLD: 14

Step 4: In the case of paired-end read, the pair is discarded when one read of the pair is removed at ‘Step2’ or 'Step3'.

B Iafd 'TNEXT) Z#HU. REEIOED

o

BACK

NEXT




Preprocessing

EITE K

N S21TIRITT DAEERS

Trinity ETOHIC. 1 YR—MULET—YDOFIIEE LT, oV ICXKB 70T ) VT %ITS

X—=)LZASIULT TRuny MY > Z=HT,

AT —H9 AEHETY 3 7 DRTIRADHER.

Preprocessing T/« YUV T =Lk
J2IT)774)LZFALUTdenovo Assemblly
/ mapping Z{T2iBA. Y3 JIDMREICKS
DT, BATHLLZ &,

view) N 2 CTHMZESR,

Email notification

Confirmation of entries

Query sets

o SRR042533 - GSM497271_1

Send emall notification when the job s completed or aboried with error,

* Reguired

RUN

Status - Preprocessing

Order
Sortby: ID Descending =
Delete *
ID UseriD Files
shuO1 SRAD12701
GSM497271_1
5455 - -
FY23KIH080 pl
5452 - -—
FY22KIH033 pl

Show Only Your Own Job

P/S Status

S running

P  complete

P complete

Mapping Job
Reload

Read# Read Start time
length End time

= 2013-04-30
@ 17:42:30

- 2013-04-25
11:5545

Detail

2013-04-25

13:15:56
- 2013-04-25
11:16:44

2013-04-25

12:44:28

de novo Assembly Job

Preprocessing Job

pagel : NEXT>
Elapsed time

01:20:10

01:27:43




° :t —
Preprocessing #&RDHER
Trinity ETOHIC. 1 YIR—MULET—YOEIIEE LT, oV ICKBT70ILF Y VT %17
MIBEHD FASTQ 77 1ILDFHYO—R

Detail view

Job info
D
5509

Tool (Version)
(1.0)

RunAccession or Filename
SRR042533

SRR042533 fastq.bz2

Time

End time
2013-04-30 17:56:24

Wait time
0:0:59

Start time
2013-04-30 17:42:30

Command Start time End time Result MD5
perl avg_p.pl fglist.txt gscore 2013-04-30 2013-04-
17:42:30 17:50:28
perl pdel_p3_Lpl fqlist.txt gscore19 24 0 14 30 33 2013-04-30  2013-04-§ £
17:50:28 17:53:51 ]
perl user_fasiq_copy.pl preprocessing.xml koshu01 2013-04-30 2013-04-
17:53:51 17:56:24
BACK

—r)
=2
o

mEFA)

'BACK) MYV TY3aTREBEEICED

P,

40

0.0e+00 2.0e+07 4.0e+07 6.0e+07 8.0e+07 1.0e+08 1.2e+08

U—REIEEDHIIA YT 1B

Quality scores across all bases

Posisons in read (bp)

JAUTFaESEDEREE

Count of QS

T T T T T
20 30 40

Phred Quality Score
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Trinity D317




TrinityM3E1T 9T T 71 JLD3EIR

I & 7R BFASTQ/FASTARCS % EIRT 2 4H7%5E UTCDDBI/NA 754V Tld. TELD4BD DAEND B,

o FTPU A7V ENYT7hTFZy7O—RUKEY%ZER 2R
'FTP uploadi

e web7 oY TFFYvO—RUKES%=FEB FTP upload Private DRA entry Import public DRA TTP upload

'HTTP upload)

From Preprocessing output files.

e DRANMSA Vih— b U KBS jd?'fﬁﬁﬁ 95 Filename Layout File size

. 4927_DRR000719_1. dfasiq_4741.bz2 16 ired 65.8 MB
'Private DRA entry|] = Llarcasuizncs cistoca ok sl
4932 DRROQO719_1.unmappedfasiq 4746.b22 (more 1 fles) paired 65.8 MB
® Preprocessing T“M_EE L7c @375— ] 2 1%)55 4971_DRR000719_1.unmapped fasiy 4785522 (more 1 fles) paired 65.8 MB
pr eprocessing] C/}os_snamzsas_e.fam.bn single 239.7 MB
DELETE < NEXT>

RN

%[ollid Preprocessing THIELY T ZFEHT %o
BEELDAXAZ1—hm5., T"Preprocessing Start) %Z&ER,

Preprocessing CTHIEEINT 71 ILIE,
I (Preprocesing®>’371D) HEDT 7AI)L% _e.fastq.bz2) EWSERDT 7 ILRAICIE>TWBDT,
FKIFEERLTEWY 3 TIDTHESD D DZER,

& ald NEXT) 27 YUwvw 7,



TrinityMETT W—JLDEIR

fdenovo Assembly) -» 'Trinity) DIEICER

e novo Assembly

Total limit = 22 Gbp

Base Color Paired-

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

SOAPdenovo @ 1.05 &
K 4 : |
ABySS [ @ 132 v Maximum K-mer value is 64.
We severe recommend when performing Velvet, total
Velvet @ 1.2.03 v % length of those reads is up to 22G bp.Maximum K-mer
value is 64.
rinity (7 L% &%g’ v RNA-Seq De novo Assembly

B el ™NEXT) 27U w7,



TrinityD3E1T 2TV DLA 7D ~NEIR

E1T79 BAccessionDEDF v IRy I R%=ET )WY

LRID Tconfirmy MY VEI YT,

(RFZIVRDUITY DIHEE "Set as PairEnd; "% )

509__SRR042533_e.fastq.b22

Single analysis
Layout of single sequence.
5 3
Linker(1) Target Linker(2)
Run ACCESSION Read length Quality Score

bp

BE TICEELELA 7D RDRRSNESDT, R FED 'NEXT) 27 ) v T,

QUERY SET
Query set1

single

PairedOrientation RunAccession RunAlias

RowlLength QualityScore1

1819 SRR042533 by Preprocessing

QualityScore2

RESET BACK< NEXT 2]

SEEFEI7TVUT7 702 1 DUMBIRLTWOLWERWD T, HEDEBRIZZWLA,
BEOT7 7N ZERULTWEIGE., FNSZ2IXNTHEEULTEITI 50\
HBDWE, AILICGERUTETI SHZ DEE CEIRYT %,
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Trinity®@3E1T HRTAT I I VDISE

library type £ &K U RITRDOA TS 3V ZiETE,
SOEET 7 AL N DFETEITT 5.

trinity
Set optional parameters of the single-end analysis

Step1) Assembly

Specify the library type t Strand-Specific . Strand-Specific ( Forward ) . Strand-Specific ( Reverse )

Trinity.pl --seqType fq(or fa) --JM 100G --bfiyHeapSpaceMax 4G —-bflyGCThreads 1 -CPU 4

--single reads.fq —-output output_dil --min_contig_length 201 I

seqType is automatically selected. [fq : for fastq file, fa : for fasta file ]

Step2) 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

£#) PipelineTEALTW Trinity 87OV R

JI) T 7AILDIELE
FASTA or FASTQ (H&#I Tl EEEI N D) XEY. CPU BROIEE(EE)
Trinity.pl --seqType fq --IM 100G --bflyHeapSpaceMax 4G --bflyGCThreads 1 --CPU 4

--single <7 TV 7 7A)L%&> --output <HATr L7 ~U%> --min_contig_length 201

AT 74 - AT 71ILDIEE A—F—DEEI DA T3y
(BETIEEINS)
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TATY

A
=\

TrinityMEIT 5

A=)L7RLRAZABDLT, TRUN) Ry >Z#HT

Destination of mail
When the request is completed, the system sends an email to this address.
hnagasak€@lab.nig.ac.jp * Required

Result files will be deleted 60 days after submission.

rin
Query sets
Query set1
PairedOrientation RunAccession RunAlias RowlLength QualityScore1 QualityScore2
single 1819 SRR042533 by Preprocessing
Assembly commands
trinity

Set optional parameters of the single-end analysis

Step1) Assembly
Specify the library type : * not Strand-Specific  Strand-Specific ( Forward )  Strand-Specific ( Reverse )
Trinity.pl —-seqType fq(or fa) -JM 100G --bflyHeapSpaceMax 4G --bflyGCThreads 1 --CPU 4
—single reads.fq —output output_dir --min contig h 20! |
seqType is automatically selected. [fq : for fastq file, fa : for fasta file |

Step2) 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

BAC

RUN




TrinityD3E1T  EITIKRDOWER

Status — denovo Assembly i'5, EfTUY 3 T7DERZ TS

ID UserlD Submission P/S Status Tool Read# Read Assembly Mapping Start time Elapsed time
| accession | ‘longth detail | detail End time
5516  — - S running  Trinity 46,765342 - 2013-04-30
Whole transcrip 18:26:32
5515 koshu01 SRA012701 S complete Trinity 7468448  — | 2013-04-30 02:40:24
GSM497271_1 18:1521 |
N 2 e
2013-04-30 T W
| | | || | » | | | | 20:55:45
5514 koshu01 - S complete Trinity 7420316 - 2013-04-30 02:42:20
SRR042533 by 18:13:59 |
View  ——
2013-04-30 | p——
| | || | | | 4 | - 20:56:20
5508  — - S complete Trinity 18,524,700 - 2013-04-30
Drosophila RN#4 17:23:42
2013-04-30
| | | | 21:07:38
5507 - SRA009364 P complete Trinity 9,262,350 - 2013-04-30
42CRDAAXX 15:45:56
2013-04-30
21:07:35

Viewy MY &I Uy LT, FHEMES,



TrinityD3E1T  EITIKRDOWER

Status — denovo Assembly W5, EfTUEIY 3 TJOERZT S

Job info
ID
5514
Tool (Version)
Trinity (r2012-06-08)
RunAccession or Filename Download Read length Alias
1819 5509 SRR042533 e.fastq.bz2 NA.bp SRR042533 by Preprocessing
Download modified queries
. RR04 fastq.qz (Original size 1.3 GB
Download wgs file
o out WGS fasta.gz (Original size 1.0 MB)
Assembly statistics
Contig # 12,466
Total contig size :1,018,683
= Maximum contig size : 4,351
TR 7 71 ILDKEHE Minimum contig size : 202
NS0 contig size :450
Time
Wait time Start time End time
0:0:47 2013-04-30 18:13:59 2013-04-30 20:56:20
BR7 7O o>O—R
Command Start time End time Log1 Log2 Result MD5
Trinity.pl -seqType fq -JM 100G -bflyHeapSpaceMax 4G 2013-04-30 2013-04-30
-bflyGCThreads 1 -CPU 4 —single 18:13:59 20:55:45 : MDS
5509 _SRR042533_e.fastq -—-output output_dir - View Download(393.7 KB)
min_contig_length 201 <
BACK

'BACK; Ry > T, —EBHMEICRES
CNTEBIRIER T T,
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wmui
w

il

il
)

I T oA VEBEBDODEDAZ2a—hZLh5 Tstep-2/Workflow; %

g7,

=R EITER(GALAXY) DAL ED

Tips:
http://p-galaxy.ddbj.nig.ac.jp CURL
Eff5LTC. ™W—Ily XZa2—OD

"Work Flowy =7 ') w 7,
ERBEITER U /A T T A4 VEFRRFD
XA—=)L7 RLAENNRT—RZAAL
THEENREE,

‘ -_ Galaxy / P-GALA -

V=l

Data setup Order
DRA Start ) —~
FTP upload samach u
HTTP upload
DRA Import Delete *

Preprocessing Start D UseriD

4927 koshu01 (

step-1

Preprocessing

Mapping / 2
de novo Assembly

4407  koshu01 E

Workflow

Genome (SNP/Shont
Indel)

RNA-seq (Tag count)
ChiP-saq

JOB STATUS

4291  koshu01 E

step1. koshu01 [
Pfewx.!sm 4209 uo
slep1.
Mapping -
ann Calawy
. - LQJ&I\L:"N" Oy O NG 0 3 3 &

search tools

(x }

O

Get Data

Send Data

w

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

User ID:
Password.
Login

DDBJ Sequence Read Archive (DRA)
DDBJ Read Annotason Pipeline, Development team;
pipeline_devw@ddbj nig ac jp

Copyright®DNA Data Bank of Japan, All Rights Reserved
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RNA-SeqD 7YV TILiERE A Vik— ~

Trinitylc K 2RNA-SeqD 7V JILiER %
GALAXYIlC1 Vik— b9 3,

ARl ™—)Ly X=Za—® "Work Flow; #2YUw 2

Al ™ =)Ly X=Z2—®0 "TCOMMN PROCESS;
DT Timport contig form DDBJ Pipeline; %
gy o

ERITUEY 3 TDsamfiled U XA D55, SEF
'SRR042533 by Preprocessings @ Timporty %z
Uy

RR(CY —)LRITHIBOFRRHEN...

ERIOEAKNY —(CHRAAHLRDT 7 A JLH
RRSND(REBICESCHHRT)
EXANJ—DOBO7A A &7 )y I TBL
RRICTLE 21—,

=T

-_ Galaxy / P-GALA -

search tools

0 ‘

Qerk Flowd U v 7

,
:
:
f
:
f
:

= import pileupfile Import from
DOB) Pipeline

= import mpileupfile Import from
DDBJ Pipeline

5514 SRR042533 by Preo@ trinity|  ViewJob

'SRR042533) =M

Get Data
Send Data
V= Login ID [ koshu01)
search tools Q import Contig FASTA from basic analysis. By DDBJ Read Annotation Pip
Work Flow JOBID Submission Accession Too  Pipeline Import to
COMMON PROCESS T RunAlias Jobpage Galaxy
4 " _
« import samfile Import from 519 42CRDAAXX Wiy |\ =Sy | me——
DDB) Pipeline 12701
I pell 5515 SR T aro7e 1 tinity| ViewJob | Import

2Uw D

L: import contig fasta file

¢ ‘errod” i probiems were encountered

o The following Job has been successfully added to the quewe

You can check the status of quewed jobs and view the resuling data by refreshing the History pane.
When the Job has been run the status wal change from ‘running’ to ¥Yinshed' If completed successfully

EARY— o
VI1S! .
Unnamed history 0 bytes

3% 1: import contiqg fasta @ 7 %
file

EARY—

o=
Unnamed history

a 1: import contiqg fasta file

1.1 MB

® (7R



VT4 0 DRSHEN/ 7 = /BRI

ARl ™—)Ly X=Za2—® "Work Flow; ®TF.

& 5(C TANNOTATION FOR DE NOVO
ASSEMBLED SEQ.; O TICHES

"FASTA File Length Filter; Z%[g '500, T

ANNOTATION FOR DE NOVO
ASSEMBLED SEQ.

= FASTA File Length Filter

o2Uw D

THTrinity D--min_contig_length A 7> 3 > THEA

'Execute; Z27Uwv 7

S 5I[CFEDTD MranscriptsToOrfs (N.A.)
Trinity Transcripts to Candidate Peptides;
=7 )y Y

CPU: 16< 5L\ #EEE
'Execute; =7 ') wv 7

mRELTE

1) 7= /i

2) pfamD RXA v EDNY Yy F T
3) = DMORF{EH

k> TK %,

o2Uw D

FASTA File Length Filter (version 1.0.0)

Input FASTA File:
1: import contig fasta file &

Base length of data removing from input file:
500

The sequence data that length is the same as or lesy

B3 o)y
R

transcriptsToOrfs (N.A.) Trinity
Transcripts to Candidate
eptides

transcriptsToOrfs (version 0.0.1)

Transcripts sequences in fastA format
2: FASTA File Length..r on data 1 +&

Minimum peptide length (in amino acids):
100

Strand specificity type:
_ NOT strand specific, examine both strands ﬂ

Pfam database:
Pfam-A.hmm T‘

CPU: -
16 16< 5L\

Number of CPUs to use by hmmscan

[ execute ESRIRYEY)

>m.565 g.565 ORF g.565 m.565 type:internal len:207 (-)...
DLEMQIEGLKEELIFLKKNHEEELLAMRAQMSGQVHVEVEAAPAEDLTKVMADIREHYES
ITAKNQKELETWFNSKSEALNKEMMTQTVTLQTSRSEVTEVKRSLOALQIELESLLGMKA
SLEGTLQDTQONRYSMMLAGYQQQVTSLEQQLVQLRADLVROQGODYOMLLDIKTRLELEIA
EYRRLLEGEAAASSSTSSTSSTKTRRL

>m.566 g.566 ORF g.566 m.566 type:complete len:216 (+)...
MAQSVPVVMFKLVLVGDGGTGKTTFVKRHLTGEFEKKYVATLGVEVHPLFFNTNRGNVKF
NVWDTAGQEKFGGLRDGYYIQAQCAIIMFDVTSRVTYKNVPNWHRDLVRVCENIPIVLCG
NKVDIKDRKVKAKSIVFHRKKNLQYYDISAKSNYNFEKPFLWLARKLIGDPNLEFVEMPA
LAPPEVTMDPALAVQYEKELHVASQTALPDDEDDL *

>m.568 g.568 ORF g.568 m.568 type:internal len:227 (-)...
GDRFKEDRKAKRLPEKSIDMIILLTDGDPNSGESRIPVIQENVKAAIGGQOMSLFSLGFGN
DVKYPFLDVMSRENNGLARRIYEGSDAALQLQGFYDEVSSPLLLDVDLRYPDNAVDSLTT
NQFSQLFNGSEIVVAGRLKDNDIDNFPVEVFGQGLNDFSEQGQFSVLDWSGMYPDDDYIF
GDFTERLWAYLTIQQLLDKSKTGDAEEKANASAEALDMSLRYSFVTP

>m.571 g.571 ORF g.571 m.571 type:5prime partial len:394...
ASGGEGTHSSCGSWFNAGAKDFPSVPYSYLDFNDYKCKTSSGEIESYHDVHQVRDCRLVS
LLDLALEKDYVRGKVADYMNRLVDMGVAGFRVDACKHMWPGDLSAVYGRLNNLNTKWFPE
GSRPFIFQEVIDLGGEAISYTVYVHLGRVTEFKYGAKLGTVFRKWNNEKLMYTKNWGEGW
GFMPNGNAVVFIDNHDNQRGHGAGGAAIVTFWDSRLHKMAVAYMLAHPYGVTRVMSSFRW
NRHIVNGKDONDWMGPPSHPDGSTKSVPINPDETCGDGWVCEHRWRQIKNMVIFRNVVNG
QPHSNWWDNNSNQVAFGRGNRGFIIFNNDDWDLDVTLNTGLPAGTYCDVISGQKEAGRCT
GKQIHVGSDGRAHFRISNRDEDPFVAIHVESKL*

>m.573 g.573 ORF g.573 m.573 type:5prime partial len:224...
WEPSWPWQVSLOEYTGFHFCGGSLINENWVVTAAHCNVRTSHRVILGEHDRSSNNENIQV
MQOVGQVFKHPNYNSYTINNDITLIKLASPAQLNIRVSPVCVAETSDVFPGGMKCVTSGWG
LTRYNAPDTPPRLOQQVALPLLTNEECRKHWGSKITDLMVCAGASGASSCMGDSGGPLVCE
KAGAWTLVGIVSWGSGFCSVSSPGVYARVTMLRAWMDQITAAN*

:%:é[:%Z # —--- full sequence ---- --- best 1 domain ---- —--- domain number estimation ----
# target name accession query name accession E-value score bias E-value score exp reg clu ov env dom rep inc description of target
e e e e e e e e e e e e e
Actin PF00022.14 m.1 - 2.8e-162 539.5 0.0 3.2e-162 539.3 1.0 1 0 0 1 1 1 1 Actin
Apolipoprotein PF01442.13 m.3 - 1.1e-38 132.6 10.6 1.1e-38 132.6 1.8 2 0 0 2 2 2 2 Apolipoprotein Al/A4/E
domain

+

T‘f‘n%g comp1002_c0_seql 0 621 ID=m.565;Name=0ORF_g.565_m.565_type:internal_len:207_(-)_(g.565,_m.565); 0 0 621 1 621 0
comp1006_c0_seql 37 685 ID=m.566;Name=0ORF_g.566_m.566_type:complete_len:216_(+)_(g.566,_ m.566); O 37 685 1 648 0
comp1010_c0_seql 2 683 ID=m.568;Name=0RF_g.568 _m.568_type:internal_len:227_(-)_(g9.568,_m.568); 0 2 683 1 681 0




RNA-SeqB3KkD 77 = / BEECZBLASTPICHMT B

Al ™W—)Ly X=Za2—®0 "Work Flow; DT, BLASTP (version 1.0.0)
FTANNOTATION FOR DE NOVO ASSEMBLED - : Swiss-Prot-Bacteri
Coase D —paene
SEQJ OD—F\ 2 transcrpts S8 2% Swiss-Prot-Invertebrates
I w 1) w Select database: Swiss-Prot-Mammals
BLASTPJ 7537 U / 7 9 J g 9 . Swiss-Prot-Vertebrates ?}
Swiss-Prot
Expectation value: or
'Select database:; (¥%E "Swiss-Prot- -20
VertebrateSJ ;EE&ETR ex.) 0.00001 or -20 (as e-20)
"Expectation Value:; (%51 -20& A [ Execute [SRRID
"Execute; 27U v
'BLASTP error/warning reports; ([EBLASTO IS —FKRRE € el
| 6: BLASTP on data 4 @ [ R
4,939 lines Q PRV, 9
0 N TA—= T, T—IN=A?
'BLASTP on data...] 7wy 95&E70vE—DF71 \/75\;:'21'—( #8#8: Jusr/local/bin/blastall -a 10 -
X - N | + NN . Ls p blastp -i /home/w3galaxy/galaxy-
< % @T%@J ’I’ ] /75_’_ 7 J v 7 3_% t BLASTP%;:%@& '7 ~H— I\ 7'.7\ refs/database/files/002 /dataset_28
&Ai % 70.dat -0 /home/w3galaxy/galaxy-
A o

refs/database/files/002 /dataset_28
72.dat -d /home/w3galaxy/galaxy-
refs/data/blastxdb/uniprot_swisspro
t_vertebrates.fasta -e

L Uy

BLASTP 2.2.26 [Sep-21-2011)

Reference: Altschul, Stephen F., The
Jinghui Zhang, Zheng Zhang, Webb Mil
“"Gapped BLAST and PSI-BLAST: a new ¢

—— <




. N>
0 —20 J70—0DRFH 0JEE

(GALAXYD A =)L RLZAZRAWTED T 2D T/INA 754 > D1—F—F7 U > NEEE)

2% https://main.g2.bx.psu.edu/u/aunl/p/galaxy101 M4, Converting histories into workflows” 7 &

Galaxy

+ | =7 mtps://p-galaxy.ddbj.nig.ac.jp/root#

Galaxy / P-GALAXY Analyze Data

¢ Q- Google

J= The following list contains each tool that was run to create the datasets in your current history. Please select EARY— o
" those that you wish to include in the workflow, | = HISTORY LISTS H
vefutils ol varfilter -
- Tools which cannot be run interactively and thus cannot be incorporated into a workflow will be shown in gray. Q= Saved Historles

. Unnamed histo  Histories Shared with Me
Workflow name |
CURRENT MISTORY
= Eilter pileup on coverage and Workflow constructed from history Drosophila paired | 7. BLASTP errot
SNPs , 8 . reports Create New
ANNOTATION FOR DE NOVO ( Create Workflow ) ( Check all ) (Uncheck all ) - . Clone
ASSEMBLED SEQ. Tool History items created G:BLASTPONd (op Datasets

« FASTA File Length Filter
* Gene Prediction Choose

1: import contig fasta file

import contig fasta file ,

94,939 lines

Share or Publish

Extract Workflow

GENSCAN or GeneMark.hmm This - blastp -i fhome  paracet Securi
This tool cannot be used in workflows s"“( as Input dataset refs/database/fi se urity
« Cene Prediction to FASTA Show Deleted Datasets
-0 /home/w3ga
mxfamgz‘ e A refs/database/fi Show Hidden Datasets
GeneMark. -~ AST. e Len er -d /home
FASTA format 9 > 2: FASTA File Length Filter on data 1 :ﬁ’ s ,’;"::: Purge Deleted Datasets
. # include “FASTA File Length Filter” in workflow ebrates.fasta -¢  Show Structure
HOO Export to File
* RepeatMasker 3: transcriptsToOrfs on data 2: Pfam matches BT 2
. BLASTX to Candidate Peptide Sequences BLASTP 2.2.26 | (e permanently
* transcriptsToOrfs (N.A) Trinity transcriptsToOrfs p 4 transcriptsToOrfs on data 2: Candidate Reference: ALS  ormer ACTIONS
Transcripts to Candidate Peptide Jinghui Zhang,
hpt””w L ™ Include “transcriptsToOrfs” in workflow e *c.aao:o st 4 Import from File
N R WMRIRET Y W e & aade )
S: transcriptsToOrfs on data 2 Candidate )
PHYLOGENETIC ANALYSIS e ] L4 >
Peptide Coordinates
= sam 1o fasta for get mapping |
fasta data S:transcriptsToOrfs ondata2 @ ( 32
BLASTP Candidate Peptide Coordinates
HOSOMICHI HLA ANALYSIS P> 15: BLASTP on data 4 |
TOOLS ARE UNDER # Include "BLASTP" in workflow o .
CONSTRUCTION! 4: transcriptsToOrfs on data 2: @ { 38
Candidate Peptide Sequences
» Picks Up Fine Pairs From Paired |
Read Set, 3: transcriptsToOrfs on data 2;: @ J 32
Pfam matches to Candidate Peptide
Get Data sequences
Send Data
ENCODE Tools ) 2: FASTA File Length Filteron @ ( 8
Lift-Over : gl :
>

<


https://main.g2.bx.psu.edu/u/aun1/p/galaxy101
https://main.g2.bx.psu.edu/u/aun1/p/galaxy101
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DDBJ/XA T 51 V (EREER) [CFhREx

http://p.ddbj.nig.ac.jp/

DDBJ/\O’]/ 7’5 /r S ( http! / /p . ddbj . nlg .ac. Jp/ ) L:A%)o | DOBJ Rusg Arnomaton Pipeine I8 8 ciaud-computng bissed analytcsl patiorm K nexiGaneraton sequenceg dat
LOGIN SNew account  Login as “guest”
Pipeline Flow User D:
'New account) Z7 U v ¥ ) —
=4 = L ‘ - Loan
::1;‘ - - Check current jobs
Basic Anstysn — — * by e guest account.
| | 2 | |
I I Marsal & tutorial
e | | [ ]| ¢ e s
Smeree e * DBCLS wgotv Tunoral video 1 (JP) - Refarence Genome Magping
Qeine . SQCLSnoohr Tutnral video 2 (071 - De novo Assembiv
(¢ pDB)

DOSA Dats Bank of lapen

Registration form for pipeline user accounts

Note that this account is NOT registered as a NIG supercomputer account.
As DDBJ Pipeline is a webservice of NIG supercomputer, user information was publicly opened to the internet from

UserIDZ RO THEIBFHRZ AL e {Rermetts Voo Pty

After registration, you will receive a confirmation emall with your user ID and initial password. Please input your
emall address correctly.

| )

Use 6 10 16 charactors

* for confirmation.

ex. Cenler for Information Biology, National Institule of Genetics.

—

'Registrationy Z27Jw¥
INAT—RPReX =)L TERLDTZED/NAT—RKTOJ1 >

Registration
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@3 DDB] Query filel8E A A
DNA Data Bank of Japan F P Up Oadl_l : /\%%

Gv DDB] (saea Query Flles\ﬁ> ( SelectTools wep| SetQuerySet wmep( SetGenomeSet mep SetMap Options jmmp( Confirmation mep

DONA Data Rank of fapan
ACCOUNT

login ID jguest] - .
md Logout Selecting Query Files

(QHTTP upload

:Runmng Slalus‘:j

Bk

4

[T

Metadata of the DRA entry.

ANT 74 ILDIETFETT I EAE

DRA Stant te DRA Mrt public DRA
p— Select a metadata : | DRAOCDOOOL 3

DL VIEW
step-2 Submission DRA000001 DRA0D00001.submission.xml ( DownlLoad ) ( View )
Workflow
, ; Bacillus subtilis subsp. natto BEST195 without \ | e
I(:zr;%me (SNP/Short Sample DRS000001 plasmid pBEST195L DRAD0OOD01 . sample xml Download ) ( View )
gr;:lg-seq (Tag count) Study DRPOD0001  Natto BEST195 DRA000001 study.xml (Download ) (View)
-5€Q
—— Experiment DRX000001 NATTO_BEST195_SEP08 DRA000001.experimentxml ( DownLoad ) ( View )
(Large Indel) S | 7
Run DRRO00001 2008-09-12 BEST195-Lane7 DRADOODO1.run.xml . DownLoad | ( View )
Job Confirmation
1. . . .
SIe;reProcess status STUDY TITLE Whole genome sequencing of Baillus subtilis subsp. natto BEST195
step1. STUDY TYPE Whole Genome Sequencing
Mapping status
step1.
Assembly status Select your registered query files.
step2-All status
Different instrument models can't be selected together.
ey (single ) (paired ) (all clear )
HELEe Experiment ~ Sample R Read  Instrument
. xperime m un ea me
MANUAL G NO. ACCESSION ACCESSION ACCESSION SIRAIN Run_date Read#  ,..oth model Layout
BENCHMARK .
&3 Contact Us U 1 DRX000001 DRSO000001 DRROOO0DO1 strain BEST195 2008-09-12 9,977,388 36 ILLUMINA  paired
gf;‘i’fn‘i’-‘“ Annotation :from metadata : Counted from FASTQ (Sequence length is calculated from the first entry.)
Dv-v:'.-L'."r:'ll Team - ~
(DELETE ) ( NEXT )




(o DDBJ

DNA Data Bank of Japan

Query filelg E A&
FTP clientlc & % Upload

Upload FASTA/FASTQ files Select a FASTA/FASTQ file  Input a specification

Please upload the file to be used.

To use your fasta or fastq files, needs to upload to our server using ftp system.

FTP settings.

Registration of fastqg/fasta files

For security this ftp server is using FTP over SSL protocol. Therefore, please use FTP client that supports the file transfer protocol
FTPS.

Server : Port p.ddbj.nig.ac.jp:21

User ID/password Your Pipeline login ID/password

FTP client software.

Windows WinSCP, FileZilla

RAR— | EER

security . 1.FTPclientzO—AJLPCICA A =)L L.
DDBJD U —/\—AFTPEr X %Z 9 %,
TNea YDy

MacOSX FileZilla, Cyberduck etc...

The upload directory is not open to the other users.
FTP transfer is secured by ssl.

Go to the next page after you upload a file.

o e

T — 5 ER

Irrll

xR,

IR\

Gext STEﬁ
\ P




@3 DDB]J Query filelsEAE

DNA Data Bank of Japan

FTP client (Cyberduck)-1 > X ~—JL

FTP client CyberduckDi5&

1.http://cyberduck.ch/\7 27 £ X

k‘ Cyberduck

AT ) —A DFTP, SFTP, WebDAV, Cloud Files,
Google Docs. Amazon S3F 7 2 74, Mac& WindowsIC 5.

. 1,515,353+ Business Users Trust Our Award-Winning Solution. Free Trial! Unimaes Shamwrie co
MacOS X Snow Leopard 8 = SICH{E SOMBL Lo eEHRIC BRTRLRANZOS, ST A soreaps
ads by Google
365'4’6*1’—/(‘?.&%9
EWPTWA Y F—7 2 —AT, EIP (File Transfer Protocol). . SETP (SSH Secure File
Transfer), WebDAV (Web-based Distributed Authoring and Versioning). Amazon 53. Google Storage. Google Docs.
Windows Azure. Rackspace Cloud Files/C###E. Eucalyptus ¥ OpenStack® A~V RBM 7 77KV 7 b T2 7 LHBETE
E 3
eNno Amazon S3 (HTTPS) )
@ R Q e > | &
Open Connection Quick Connect Edit Refresh Disconnect
fea] [ « » )] jcyberduck.ch M alla
PIEEEED O wistoy 7 Bonjour

Amazon S3 (HTTPS)

$3.AMazonaws.com
https:/ JOEZZWKSCIYEB3 3ARIY02 @53 amazonaws.com/cyberduck.ch

CyberduckiC2WT | Za—X | WiHlE | R | ANL7 | #62

Hovn—K
=3 323.8.1
20105E12 5685

Cyberduck-3.8.1.zip
2 =/C=I/Cr Y, Mec OS
X 105K DE

=T a 4.0\ T )y IR~%
201082128138
Cyberduck-Installer-4.0b8 oxe
Windows XP., Windows Vista & /= (&
Windows 7075 &

Dowrloads hosted by Cacheboy CON Open
Seurce Content Delvery

o\,
4

2. v O—

s

L. 201
B v 020




@3 DDB) Query filelgE AL

DNA Data Bank of Japan L-1|:| SIE-Ij_ / \\\ |\HE i% Exf_'

P 1.Cyberduck %z &)
Cybe:d—l:k.app 7 A Cyberduck Get a donation key!
< & )emmemzes )y s |
SR —— - B ERAR
(@] [ <« »] '
CEEEZD) © BE O bonjour 3.E1_75/£€LT_TR "FTP-SSL(Explicit AUTH TLS)”

-
4. —)\—(133.39.116.60). || (3 Fre-ssL Explicit AUTH TLS) |

m— b (21 )%Ajj #—JT: 133.39.116.60 - A= 21

URL : ftps://user-demo@133.39.116.60:21/

5P|pellne@1_-|jﬁ‘é: 2—1f4% . user-demo

4>
e/

JCAT—FE | sesssccsss |
/VXU— R%Ajj () Anonymous O+ >
| M Ex—Fr—vicBmT3
guest1—HTlE, EHRTES XA ““l @) (Frven) @
= iE
6. %5t

0 7y IR—7 y
7
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DNA Data Bank of Japan

Query fileig

—
AN

27271

®no ©133.39.116.60 - FTP-SSL | Get a donation key! e
> =9 & 7 LlFzhF—%
FREr VERTL Fovay  EHF i ]
p— — = — submission DRA000001
225 S e T y— sample  Bacillus subtilis subsp. natto BEST195
77 1IL% 1 E%HB@@TQUGF}/7 AT &5 T without plasmid pBEST195L
» (] galaxy I
G| 7y 7 Read%\ : 9,977,388
Read length : 36
®n0o ©133.39.116.60 - FTP-SSL ( Get a donation key!7—p=
= SN Yry Sv7ar
: § = |,\ — » L W N XY ”
— 59, e |[2UploadL7eWZ 7 I)LZ2" R T v &R0 A P
(@) (< > ) (Efavery W ()@
7744 A HAX £EH
®no £1133:39:116:60 = ETP=SSIl Get a donation key!l SNy
& D8 Q
FPEs VERYE 7ov3y @ EBF Sk SRR
() [ <« » | [@&@/query W[ a]a
7745 A A4 X TEH
testl_1.fastq 4.3 GB $H 8:16
testl_2.fastq 4.3CB $H 8:14

3.Upload5E T =Pipeline D & E "\




(O DDBJ  QueryfiletsE i
UploadL 77 7

DNA Data Bank of Japan

AILDERD T 1

1.PipelineDEH ICRE %

Upload U 72 7

2 Select a FASTA/FASTQ file& &R

7 1 )LH'Single-endDIF &

Upload U 7= 7 7 1 )L A Paired-end D5 &

2 Select a FASTA/FASTQ fileZ #EiR

Registration of fastg/fasta files

Upload FASTAFASTQ A Select a FASTAFASTQ fle  Inpuly specification

Please specify read layon pondent files.

e > |3 Single-end % 321

Select a FASTAFASTQ fie:

filename type size timestamp

J Not select

() testl 1fastq fasig 32 3MB 2011.01.04 05:23.00
besl'l 2 1as1q fastq 3923MB 2011-01-04 05:24:.05

3923 MB 2011-01-04 05:33:20

‘4 read’é’:

Next STEP

Registration of fastq/fasta files

Upload FASTAFASTQ ff Selact 3 FASTA/FASTQ fle  In)ut a specification

Please specify read layout and correspondent files.

ool e [3 Paired-end’ BiR

Select a FASTAIFASTQ file:

filename type size timestamp
L Nol select
@wu 1.fastq fastq 392 3MB 2011-01-04 05:23:00

=B 2011-01-04 05:24:05

14 read1 file% 2 TR

i you want a paired-end query, please select a "Reverse” query file.

Select a reverse FASTQ file:

filename type size timestamp
() Not select
) test1 1. fastq fasiq 392 3IMB 2011.01.04 05:23.00
test1_2.fastq fastq 3923 MB 2011-01-04 05:24:05

5.read1 file & XJC 7% D read? filex 88

EiR

Go 10 the next page after you select a file

6.8\

Next STEP




@3 DDB]J Query fileigsEAE
DNA Data Bank of Japan Upload Ji_: /r)ljd)\\ %R L_j_ 2

Registration of fastqg/fasta files

Upload FASTA/FASTQ files Select a FASTA/FASTQ file Input a specification

Please specify instrument model.

SelectedFile 1 test1_1.fastq
SelectedFile 2 test1_2fastq ) —

S ) — S =5
Read layout Paired- 1.~ 7 I -lj- @% = 7& ;L;_EEI:R
Instrument model (| ILLUMINA 3|
(Required) Study 2.Study titleZz A 73
title est data \ ]

/
NOTICE: After confirming your entries, push the SUBMIT button to register uploaded files.
( SUBMIT >

3. &% \

Registration complete.

Press "Mapping / Assembly” button, to goto job input pages.

4.Assembly/Mapping D E1TEE




@3 DDB]J Queryfilels €A%
DNA Data Bank of Japan Upload Lt > /]’}[/@ﬁﬁaﬂ

UploadU 77 7 1 )L Z{ER U TEMTHA]
WS,

ICiE> T

Selecting Query Files

1.Upload FASTA/FASTQ(FTP client) % &R

</I-_I'P uploDrivate DRA entry Import public DRA HTTP upload

D —

List of your uploaded files by FTP client. [Add new files]

) GSM727564 dOFoxh1.bed.gz Foxh1 single ILLUMINA

@st1_1 fastg (more 1 files) test data paired ILLUMINA

2ERITICERLIEWT 714 IL%&EIR

Filename Description Layout Instrument model

. NEXT )

\ J
Se—

File size
124 4 KB

3.4 GB

(DELETE

3.8\




