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DDBJ

Mashima J, Kodama Y, Kosuge T, Fujisawa T, Katayama T, Nagasaki H, Okuda Y, Kaminuma E, Ogasawara O,
Okubo K, Nakamura Y, Takagi T. (2016) DNA data bank of Japan (DDBJ) progress report.
Nucleic Acids Res., 44(D1): D51-57.
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Please send us your feedback to our new website.

DDBJ Center provides sharing and analysis services for data from life science researches and
advances science.

Search & Submissions Downloads SuperComputer
Analysis ‘ E“]
Statistics Activities Training About Us

al O =



DDBJ (https://www.ddbj.nig.ac.jp)
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INSDC

Cochrane G, Karsch-Mizrachi I, Takagi T, International Nucleotide Sequence Database Collaboration. (2016)
The International Nucleotide Sequence Database Collaboration. Nucleic Acids Res., 44(D1): D48-50.

\ & \
Sm International Nucleotlde Sequ gDatabas ollabora_
' agmational Nuleotide Seduggs Databars, Colaborstis

POLICY ADVISORS DOCUMENTS

International Nucleotide Sequence Database Collaboration

-
f: NCBI « The International Nucleotide Sequence Database Collaboration (INSDC) is a long-standing foundational initiative that
operates between DDBJ, EMBL-EBI and NCBI. INSDC covers the spectrum of data raw reads, though alignments and
assemblies to functional annotation, enriched with cor 1al infi ion relating to ples and experimental
configurations.
ENA=~~
k2 Data type DDBJ EMBL-EBI NCBI
2-‘ DDB I Next generation reads | Sequence Read Archive Sequence Read Archive
Capillary reads Trace Archive European Nucleotide | Trace Archive
Annotated sequences | DDBJ Archive (ENA) GenBank
Samples BioSample BioSample
Studies BioProject BioProject

* The INSDC advisory board, the International Advisory Committee, is made up of members of each of the databases'
advisory bodies. At their most recent meeting, members of this committee unanimously endorsed and reaffirmed the
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DRA: DDBJ Sequence Read Archive

INSDC: z-_jo>70tz (3F$“ I}E;tﬁ) JGA: Japanese Genotype-phenotype Archive
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The ecosystem of sequence data
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LOCUS
DEFINITION

ACCESSION
VERSION
KEYWORDS
SOURCE
ORGANISM

REFERENCE

AUTHORS

TITLE
JOURNAL

REFERENCE
AUTHORS

TITLE

JOURNAL

COMMENT

FEATURES
source

CDS

Trad DDBJ%Ex 7 7 A )LV D W

AB091058 2109 bp DNA linear BCT 02-SEP-2003
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.,
Munekata,M. and Takai,M.

Direct Submission

Submitted (28-AUG-2002) to the DDBJ/EMBL/GenBank databases.
Contact:Kenji Tajima

Hokkaido University, Graduate School of Engineering; N13W8,
Kita-ku, Sapporo, Hokkaido 060-8628, Japan

2

Kawano,S., Tajima,K., Uemori,Y., Yamashita,H., Erata,T.,
Munekata,M. and Takai,M.

Cloning of Cellulose Synthesis Related Genes from Acetobacter
xylinum ATCC23769 and ATCC53582: Comparison of Cellulose Synthetic
Ability Between ATCC23769 and ATCC53582

Unpublished (2002)

Erata,T.,

Location/Qualifiers

1..2109

/db_xref="taxon:28448"

/mol_ type="genomic DNA"
/note="synonym:Acetobacter xylinum"
/organism="Gluconacetobacter xylinus'
/strain="ATCC 53582"

10..1038

/codon_start=1

/gene="cmcase"
/product="endo-beta-1,4-glucanase"
/protein_id="BAC82540.1"
/transl_table=11
/translation="MSVMAAMGGAQVLSSTGAFADTAPDAVAQQWAIFRAKYLRPSGR
VVDTGNGGESHSEGQGYGMLFAASAGDLASFQSMWMWARTNLQHTNDKLFSWRFLKGH
QPPVPDKNNATDGDLLIALALGRAGKRFQRPDYIQDAMAIYGDVLNLMTMKAGPYVVL
MPGAVGFTKKDSVILNLSYYVMPSLLOAFDLTADPRWRQVMEDGIRLVSAGRFGQWRL
PPDWLAVNRATGALSIASGWPPRFSYDAIRVPLYFYWAHMLAPNVLADFTRFWNNFGA
NALPGWVDLTTGARSPYNAPPGYLAVAECTGLDSAGELPTLDHAPDYYSAALTLLVYI
ARAEETIK"

BASE COUNT

CDS

ORIGIN

//

61
121
181
241
301
361
421
481
541
601
661
721
781
841
901
961

1021
1081
1141
1201
1261
1321
1381
1441
1501
1561
1621
1681
1741
1801
1861
1921
1981
2041
2101

cgttccttta
gcgttcgcag
tatcttegtce
gggcagggct
atgtggatgt
ttcctcaagg
ctgatcgcgce
gacgccatgg
gtcgtcctca
tcctattacg
cgtcaggtga
ctgccecceccg
tggccgecgce
atgctggcge
gccctgeccag
ggatatcttg
gatcatgcgce
gaggagacta
gaagtccgca
cctaccggcc
ggcacttcga
aaatcgcggt
aaaccgcgcc
ccgccgtgec
ccgcgectgt
tgccgtatge
cgccgcaggce
aggtccgcac
ctttceceecg
atgaatggag
atctgagctt
tggcgtccac
acacgaattc
ccacaatggc
gtccttecget
ctatattca

1035..2096

/codon_start=1

/gene="ccp"

/product="cellulose complementing protein"
/protein_id="BAC82541.1"

/transl_table=11
/translation="MSASGSDEVAGGGQAGSPQDFQRVLRSFGVEGGQYSYRPFVDRS
FDVTGVPEAVERHFDQAEHDTAVEEQVTPAPQIAVAPPPPPVVPDPPAIVTETAPPPP
VVVSAPVTYEPPAAAVPAEPPVQEAPVQAAPVPPAPVPPIAEQAPPAAPDPASVPYAN
VAAAPVPPDPAPVTPAPQARVTGPNTRMVEPFSRPQVRTVQEGATPSRVPSRSMNAFP
RTSASSISERPVDRGVADEWSPVPKARLSPRERPRPGDLSFFFQGMRDTRDEKKFFPV
ASTRSVRSNVSRMTSMTKTDTNSSQASRPGSPVASPDGSPTMAEVFMTLGGRATELLS

PRPSLREALLRRRENEEES"

343 a

tgtcggtcat
acaccgcccce
ccagcggacg
atggcatgct
gggcgcgceac
ggcatcagcc
ttgcgecttgg
ccatttatgg
tgccecggtge
tcatgccctce
tggaagacgg
actggctggce
gcttttecta
cgaacgtgtt
gatgggttga
ctgttgeccga
ccgattatta
taaagtgagt
ggattttcag
gtttgttgac
tcaggcggag
cgcaccgcca
cccgecgect
ggcagagcct
gcccccgatt
gaacgtcgcg
gcgcgtgacg
ggtgcaggag
cacatcagca
tcctgttecg
tttctttcag
gcgatcagtt
ctctcaggcect
cgaagtgttc
gcgggaggcyg

661 c

ggcggcgatg
cgatgcggtc
tgtcgtggat
ctttgececgeg
caacctgcag
cccggtgecce
tcgtgeggge
cgatgtgctg
tgtcggettt
gctgctgcag
gattcgccectt
ggtgaatcgc
tgatgcgatt
ggctgatttc
tctgacaaca
atgcacgggg
ttccgecageg
gcttcagggt
cgggtcctgce
cgttcectttg
catgacacgg
ccgccgcecag
gtcgtggtca
cccgttcagg
gcggagcagg
gcagcacccg
gggccgaaca
ggggcaaccc
tcgtccataa
aaggcacgcc
gggatgcgcg
cgttctaatg
tctcgteecg
atgacgctgg
ctgttgecgtc

661

ggaggggcgce
gcgcagcaat
acgggcaatg
tcggcggggg
cataccaatg
gacaagaaca
aagcgtttcc
aacctgatga
accaagaagg
gcgttcgacc
gtttccgecg
gccaccggtg
cgggtgeccgce
acccgattct
ggggcgegtt
cttgattctg
ttgacgctgce
ctgatgaggt
gttcttttgg
atgtgacagg
cggttgagga
tcgttcectga
gcgctceggt
aagcccccgt
ctcctececge
ttccacctga
cccgtatggt
cgtcacgtgt
gtgagcgtcc
tcagccecgceg
acacccgtga
tttccaggat
gcagccccgt
gtggtcgtge
gtcgtgaaaa

g

aggtgctttce
gggccatctt
gtggcgaatc
accttgcgtce
acaagctgtt
atgccacaga
agcgccccga
cgatgaaggc
acagcgtgat
ttacggccga
gccgtttegg
cgctgtcgat
tttattttta
ggaataattt
cgccgtacaa
ccggggaact
tcgtttacat
ggctggggga
tgtcgaaggt
cgtgcccgag
gcaggtcact
cccgececcgcece
cacgtatgaa
gcaggcggcg
ggcgccggac
tccecgecaccg
ggagcccttt
accttcgegt
ggtggacagg
ggagcgtceceg
tgaaaagaag
gaccagcatg
cgcctegect
gacggaactc
cgaagaagaa

444 t

atccaccggt
ccgcgccaag
ccatagtgag
gttccagtcg
ttcctggegg
tggcgacctg
ttacattcag
gggaccgtat
cctcaacctg
cccgecgetgg
gcagtggege
cgcatcggga
ttgggcgcat
cggggctaat
cgccccgect
cccgacactg
cgcgcegggcyg
gggcaggctg
gggcagtatt
gctgttgaaa
cccgcgcecac
atcgtgacgg
cccccggetg
ccggtteccce
ccggcatccg
gttacgcctg
tccecgeecge
tcaatgaacg
ggtgttgccg
cgtccecggeg
ttctttececg
accaagacag
gatgggtcgce
ctcagccccce
tcctaaggcece


http://getentry.ddbj.nig.ac.jp/getentry/na/AB091058
http://txsearch.ddbj.nig.ac.jp/txsearch/txsearch.TXSearch?tx_Rank=All&tx_Rmax=10&tx_Dcls=yes&tx_Mode=ROUGH&tx_Lang=en&tx_Clas=All&tx_Name=Gluconacetobacter+xylinus
http://txsearch.ddbj.nig.ac.jp/txsearch/txsearch.TXSearch?tx_Clas=scientific+name&tx_Name=28448&makeWild=taxon_id&tx_Rank=All&tx_Rmax=10&tx_Dcls=yes&tx_Mode=ROUGH
http://txsearch.ddbj.nig.ac.jp/txsearch/txsearch.TXSearch?tx_Rank=All&tx_Rmax=10&tx_Dcls=yes&tx_Mode=ROUGH&tx_Lang=en&tx_Clas=All&tx_Name=Gluconacetobacter+xylinus
http://getentry.ddbj.nig.ac.jp/getentry/aa/BAC82540.1
http://getentry.ddbj.nig.ac.jp/getentry/aa/BAC82541.1
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DDBJ Sequence Read Archive
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Sequence Read Archive

Home Handbook FAQ Search

Downloads v

https://www.ddbj.nig.ac.jp/dra

Login & Submit Contact Japanese

DDBJ Center Web Sites

About DRA }

Please send us your feedbaMwebsite_ \

DDBJ Sequence Read Archive (DRA) is

~ )

7——_

5 Rk

1amnd

7 — & HUS

next-generation sequencing machines ir

Analyzers, Applied Biosystems SOLID® System, and others. DRA is a member of the

International Nucleotide Sequence Database Collaboration (INSDC) and archiving the data in

a close collaboration with NCBI Sequence Read Archive (SRA) and EBI Sequence Read

Archive (ERA).

Search

Q M

How to submit

=

Login and submit

Latest News

1 March 2018 | Maintenance
(March 9-15) Announcement of NIG
Supercomputer maintenance

NIG Supercomputer will be unavailable due to
scheduled maintenance.The schedule is as

follows.March .....

22 February 2018 | Announcement

New websites released

We have been provided the web pages of DDBJ
Center and annotated sequence database DDBJ at

www.ddbj. .....

22 February 2018 | Announcement
Please send us your feedback to our new

Please send us your feedback to our new website.
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BT —4 1% EBI SRA / NCBI SRA ¢ HEINTWE T

G> DRASearch Send Feedback P Search Home P DR& Home
I A N D
e | LW ete TORD A A
Qrganism ! |abiotrophia defectiva ATCC 49176 StudyType :  |Epigenetics
CenterName :  |[KEIO Platform : [ ILLUMINA
Show |20 v|records Sort by | Study "] [ Search ][ Clear ]
L —
- - (
statistics C BERRY A
Released Entries Show records Sort by [Studyv| [ Search || Clear | \ 4 2 e
Type Count
Submission 23770 Search Results ( 358 studies ) << | < [t |/18(Page] [ > J[>>]
Study 3423 # STUDY SUBMISSION STUDY_TITLE STUDY_TYPE ORGANISM CENTER_NAME
Experiment 29624 T — Comprehensive identification and Transcriptome  Homo UT-HES
Sample 111241 characterization of the nucleosome structure Analysis sapiens ——
Comprehensive identification and .
Run 71620 2 DRPODDO04  DRAOOOOD4  characterization of the transcripts, their Transcriptome  Homo UT-MGS
expression lewv(,
O_rgamsm Comprehensivg \ 4
# Organism Name Study # 3 DRPOOOOOS  DRADDOOOS  characterizatig
; expression lev i Ao
1 Homo sapiens 203 1 Wh Cofnpmhensm Study Detail Navigation
2 metagenome sequence 169 2 Tran 4 DRPODDODE  DRADOOODE — characterizatid Title C°";pr9h9”5“’:’ id‘:”“ﬁcatm” Anel EhSrScterization o the WSubmissionDRAGDD00IZEFTP
; nucleosome structure '
3 Mus musculus 163 3 Met Sxprassion ley o o ExpenimentDRX00000357 o1 SRaLite
i Comprehensive identification and characterization of the _—
- Comprehensive Sample  DRSO00003
4 Drosophila melanogaster 121 4 Epig 5 DRPOOOOOT DRADODODT? characterizatid nucleosome structure in mammalian genes were attempted. =
5 marine metagenome 79 5 Oth polymerase 1I | Abstract We used Nucleosome-Seq method, in which next gene
: i hnology and micrococcus nuclease digestion
B, Comprehensive seguencing technclogy g - N \\
6 Caenorhabditis elegans 39 6 Res| . ppooooos  pracoooos characterizatic assay were combined. 57 ‘7 v H—
7 Arabidopsis thaliana 38 7 RNAoey roer—aajumara St 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
_— i Description promoters {4Ps), the biological relevance of this phenomenon
9 Saccharomyces cerevisiae 35 9 Gene Regulation Study 24 remains unclear. In order to understand biological significance
10 Panicum virgatum 21 10 Cancer Genomics 14 of the presence of diverg .. [more]
Project ID 34559
Center Name UT-MGS (University of %Medical Genome Sciences)
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BioProject (Former DRA study)

L BioProject  PRIDP

e Project description

[

e Grants
e Publications

Sequence Read Archive

Biosamp|e (Former DRA Sample)

BioSample SAMD )

BioSample SAM D]
e rBioSampIe SAMD1

e Sample description
e Taxonomy ID

e Library layout
e Sequencing platform

ESUNES

\ XML 7 74 )L

6 OD
A /A

Prefix of accession number
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— Sequence data files (fastq, BAM)
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Submission
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terabases

Size,

SRA growth NCBI SRA growth -2 DDBI

“  DNA Data Bank of Japan

SRA database growth
12000
16,842,357,475,420,910 total bases
6,509,285,914,096,500 open access bases

16,842 TB total
6,509 TB open
100 4_,,/////
https://www.ncbi.nim.nih.gov/sra/docs/sragrowth

2009 2010 2011 2012 2013 2014 2015 2016 2017 2018

Total bases
Open access bnses
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JGA & 1% 2 DDBJ

¢ Japanese Genotype-phenotype Archive (JGA)
¥ EANDBIREN T — 7 L RBBIERZ R L, it
FEVLINT OB RY T =5 DAZZITNT
¢ Informed Consent |2 X ) JGA 7 —% OHHIZRE DHFZEH

IZHIRZ 31T\ 5
¢ F— DG E A IIZENTIZ NBDC IcHIS L, EnfX3nTns
BB DH B

$ X5 T —YDIRZRIE SRA ZHRL72HD

$ NGS 75— %2/ Z 7 L A % variation 7—% 2 &8 TE 3%
$ 7 = 7% A b http://trace.ddbj.nig.ac.jp/jga/

§ XA —)L7” F L A: jga@ddbj.nig.ac.jp


http://trace.ddbj.nig.ac.jp/jga/index.html
mailto:jga@ddbj.nig.ac.jp

Japanese Genotype-phenotype Archive (JGA) ¢ DDB]

DNA Data Bank of Japan

123 Study. 203,345H5>7)L, 835F73S/)\414 bDF—5%ET7—HAITULTHED. A 72 Study ZFIBLAEL TS, /N1
AN INO520FBH > )LD genotyping F—a1H201 7598 (CHIFBAR SN,

JGA Samples and Filesize (cumulative)
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£ NGS B4 (20104EEHD R 7 1 F)

¢ DDBJ

(/£) Roche (454): GS FLX+ System

(F) illumina: Genome Analyzer IIx System

(/) Life Technologies: 5500 xI SOLiD System
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3k Rice Genomes Project

DDB]

DNA Data Bank of Japan

JOBS NEWS EVENTS RICE TODAY BLOGS RESOURCES NEXT IRRI DIRECTOR GENERAL NAMED

IRRI ABOUT US OUR WORK OUR IMPACT GET INVOLVED SEARCH IRRI

The 3,000 Rice Genomes Project PR i oﬁfa}ew a3
. , S riceimprovément

A single genome cannot reveal the large stockpile of genetic diversity in rice and hence many "7 I W

potentially important genes are not present in the handful of lines that have been sequenced ,w,’,‘jgf;;;__' ‘y‘

over the last decade. So, to drastically change this dynamic, IRRI—in collaboration with BGI in 4

Shenzhen, China, and the Chinese Academy of Agricultural Sciences (CAAS)—has completed the ‘{

sequencing of 3,000 rice genomes of varieties and lines representing 89 countries (see figure)

now housed in the IRGC (82%) and CAAS's genebank (18%). “This is an unparalleled View the full issue

development in plant science for a major food crop,” says Ken McNally, senior scientist in the
TTC GRC and a project team member.

Unknown
Oceania (4) 1.713 E, Asia (3)
0.53 3.23 Europe (16)

397 Americas (22)
5.53

Africa (26)

P S.E. Asia (9) 8.40

3387

hica distribution of 3

Geographic distribution of 3,000 representative rice accessions whose genomes have been
sequenced. Numbers in parentheses indicate the number of countries in each region.
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Rare Genetic Variants in Health and Disease

What is UK10K? | wowe |

GOALS

The UK10K project will enable researchers in the UK and beyond to better understand the link between

low-frequency and rare genetic changes, and human disease caused by harmful changes to the proteins FUNDING

the body makes. INVESTIGATORS

Although many hundreds of genes that are involved in causing disease have already | CONSORTIUM MEMBEARSHIP

been identified, it is believed that many more remain to be discovered. The UK10K 2 STUDY SAMPLES

project aims to help uncover them by studying the genetic code of 10,000 people in »

much finer detail than ever before. L
Wellogonnzg\brary. DATA ACCESS

Prolect D 'gn DATA & METHODS

: . L . DALLIANCE GENOME BROWSER
Not all genetic changes are harmful or lead to disease, so the project is taking a two-  @sasson

(A s ‘..:L"‘::\
pronged approach to identify rare variants and their effects: SRt s Eeili

, . _ 62.5‘“,;::;'.‘.-"! PUBLICATIONS
» by studying and comparing the DNA of 4,000 people whose physical el oot

characteristics are well documented, the project aims to identify those changes CONTACT US
that have no discernible effect and those that may be linked to a particular disease;
« by studying the changes within protein-coding areas of DNA that tell the body how to make proteins
of 6,000 people with extreme health problems and comparing them with the first group, it is hoped
to find only those changes in DNA that are responsible for the particular health problems observed.

The project received a £10.5 million funding award from Wellcome in March 2010 and sequencing started
in late 2010. For more information, please use the links on the right hand side.

Last edited: 10 March 2014 © 2010 Wellcome Sanger Institute

This site is hosted by the Wellcome Sanger Institute. Cookies policy | Terms & Conditions


http://www.uk10k.org
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'K:GGBN:;Global Genome Biodiversity Network o=

Samples
GGBN-GGI Awards Program DNA 148243
Tissues 287333

~ X -] Enviros 18
- epositorie:

Cultures 24628
eVouchers 2

J}G G B N :"I Specimens 134457

Unknown 6065
Collections 16

laxa

Famiies 2819
Genera 14051
Species 38816

Total
600746

Feedback!

News

21 June 2017 - University of Kansas Blodiversity Institute joins GGBN
16 June 2017 - GGBN North Regional V Report now

06 June 2017 - GGBN-GGI Awards Program, 2017 Awardees

22 May 2017 - GGBN ABS Fact Sheet and FAQ now available

02 May 2017 - GGBN Asian Regional Workshop (July 21-22), updates and RSVP deadline extended to May 31

26. April 2017 - Job Openings at Natural History Museum, United Kingdom
05. April 2017 - GGBN March 2017 newsletter now available

03. April 2017 - Bil i and C ions at Texas A&M University joins GGBN
27. March 2017 - Bishop Museum joins GGBN

02. March 2017- GGBN/CETAF/SPNHC ABS Survey: Please participate by 23 March 2017

01. March 2017- Denver Botanic Gardens joins GGBN

02. February 2017 - GGBN ABS Guidance now on Access and Benefit-Sharing Clearing-House

Explore GGBN

Repositories Search Documents About

SSSSSSSSSSSSSSS

Q
Div Seek

MISSION GOALS

The mission of DivSeek is to enable breeders DivSeek is a community driven effort

and researchers to mobilize a vast range of consisting of 2 diverse set of partner

plant genetic variation to accelerate the rate organizations that have voluntarily come

of crop improvement and furnish food and together to unlock the potential of crop
agricultural products to the growing human diversity so that it can be utilized to enhance
population. the productivity, sustainability and resilience

of crops and agricultural systems.

DIk . ) .

GGBN
WWW.ggbn.org

GGBN provides a platform for biodiversity
biobanks from across the world to:
» Collaborate to ensure consistent quality
standards for DNA and tissue collections,
* Improve best practices for the
preservation and use of such collections
and
« Harmonize exchange and use of material
iIn accordance with national and
international legislation and conventions.

DivSeek
www.dlvseek.org

The mission of DivSeek is to enable
breeders and researchers to mobilize a
vast range of plant genetic variation to
accelerate the rate of crop improvement
and furnish food and agricultural products
to the growing human population.


http://www.divseek.org
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GENOMES ONLINE DATABASE

Home Search Distribution Graphs Biogeographical Metadata Statistics GOLD Usage Policy Team Help News

Studies 32,276 Welcome to the Genomes OnLine Database GOLD Release v.6
2 GOLD:Genomes Online Database, is a World Wide Web resource for comprehensive access to information regarding genome
and metagenome sequencing projects, and their associated metadata, around the world.
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Publish your genome or metagenome in
Register your project information and Annotate your microbial genome or open access standards-supportive
Metadata in the Genomes Online metagenome with IMG/ER or IMG/MER journal.
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http://gold.jgi.doe.gov
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SR A gr ()Wth (_? il:%) NCBI SRA growth ~2- DDBJ

SRA database growth

12000
16,842,357,475,420,910 total bases
6,509,285,914,096,500 open access bases

16,842 TB total
6,509 TB open
100 4_,,/////
https://www.ncbi.nim.nih.gov/sra/docs/sragrowth

Open access bnses



Cost per Raw Megabase of DNA Sequence
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BInft A N3 v ¢ DDB]J

& DDBJ Services ¥ Login & Submit Contact Japanese

D D BJ Ce n‘te r DDBJ Center Web Sites v Custom Search ﬁ

Please send us your feedback to our new website.

DDBJ Center provides sharing and analysis services for data from life science researches and
advances science.

Search & Submissions Downloads SuperComputer
Analysis ‘ E|I]
Statistics Activities Training About Us

111 =

News from DDBJ Center

1 March 2018 | Maintenance | DDBJ BioProject BioSample DRA JGA AGD DDBJ Center

1 March 2018 | Announcement | DDBJ
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| 0Gbps Ethernet
e 56Gbps 4xFDR
40Gbps 4xQDR

288 nodes

HP Proliant SL230s Gen8

CPU: Xeon ES 2670x2/node-l’

Memory: 64GB/node
SSD: 400GB SSDx76node
C SR 64 nodes
HP Proliant SL250s Gen8
GPGPU: Tesla M2090x1/node

Memory: 64GB/node
SSD: 400GB SSDx64node

HP Proliant DL980 G7

Memory: 2TB/node

-I’ x1/node

CPU: Xeon E7-4870x8/node l;-—
x1 /node

Fortigate 3040B
10GhET i
=

-

x1 /node

“ Mellanox
GD 4700 x1
GD 4036 x9
GD 4036Ex6

Mellanox

SX6536x1
SX6036x1

106 nodes Thin
HP Proliant SL230s Gen8

CPU: Xeon E5 2680v2x2/node
x1 /node

Memory: 64GB/node
SSD: 400GB SSDx32node

Thin (GPU)

HP Proliant SL250s Gen8

— CPU: Xeon E5 2680v2x2/node
— — GPGPU: Tesla K20x1/node
e Memory: 64GB/node

m Thin (Xeon Phi)
HP Proliant SL250s Gen8

Co-processor:
Xeon Phi5110Px1/node

CPU: Xeon E5 2680v2x2/node
x1 /node

Memory: 64GB/node

Medium

_ HP Proliant DL980 G7
] CPU: Xeon E7-4870x8/node

CPU: Xeon E7 8837x96/node

SGI Altix UV1000 '
Memory: 10TB/node 1 |

- x6 /node

x1 /node Memory: 2TB/node

DDN SFA10000+S57000

CEEN #maan

C : Hitachi HUS150

= x12 x16 :) .
- I mxas
= r~ — — |
£ T T DDN SFA12000+557000
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> 300 TFlops
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X 554 nodes
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2TB memory
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Bell if® Ken Thompson,
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Life with UNIX (7 2 % — {ifidl; 1990) & b 51/, /s
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DHfGIE L ¥ Berkeley
Software Distribution (BSD)
UNIX DRGEIZH T D £ 7,

319 2 I AA A% D UNIX
(POSIX #EH#L) CTHIE,

MacOS X & 775w UNIX,
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o JE{ntf A %2 =Red Hat Enterprise Linux 6

HPC & MACHI

500 | UO% CONFERENCE

The List P JUNE 24-28, 2C

Top 500 C

FEhhTW3
Linux DAV~

HOME NEWS ~ LISTS ~ STATISTICS ~ RESOURCES ~ ABOUT ~ MEDIA KIT GREENS00

Home Lists Statistics Operating system Family / Linux

OPERATING SYSTEM FAMILY / LINUX

System Count

600 — Count

450

300

150

0
2000 2005 2010 2015

List Count System Share (%) Rmax (GFlops) Rpeak (GFlops) Cores
118 2017 500 100 845,120,505  1,339,337,622 69,004,640
68 2017 498 99.6 747,830,702  1,133,580,060 48,082,382
118 2016 498 99.6 671,242,777  1,014,225,024 43,957,506

Operating systems used on top 500 supercomputers
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Plgase .2 Medium/—F CPUdZ EEXTYDODWIThIMEREDODKZEWVWAT
(2TB memory) 1CPUa 7 ET=1Z25GBAE) ZF 1B &L,

A A xR 1819 %1=Y0.25mH

F?;'/_F CPUdZ EEAXATVDODWINIMEHEDOKZEWVWAT
(10TB memory) 1CPUA T ET=IZ13GBAEZ 1B &L,

ARG EE 1Bii149H-Yo0.138

TRBHRAMEHR T,
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_LDDB] DDBJ Read Annotation Pipeline

DNA Duta Baak of Japan

English Japanese

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

LOGIN New account  Login as “"guest”

User ID: | guest |

Password: ‘:oooooooo l

Pipeline Flow

_-'\ M— "," DDBJ Read ‘l‘". '/' "-‘I“ Logln
o B N ™ N
e u;ig'aa £ ‘_“fh 1 e Check current jobs
’ Y Manual -
[ hesds, ‘ " curation I by the guest account.
'nc'.):la'ta_.. E map
I E positions WGS
. i i ]| Manual & tutorial
Basic Analysis Mapping de novo
assembly e Japanese Tutorial (FAQ)
I e English manual &
High-evel Analysis e DBCLS togotv Tutorial video 1 (JP) - Reference Genome
Mapping &
‘ SNP/indel ‘ RNA-seq ‘ Contig e DBCLS togotv Tutorial video 2 (JP) - De novo Assembly
detection annotation e Tutorial : How to upload and register query files to DDBJ
— Pipeline (JP).2
Eipeline e Tutorial : How to run HGAP for PacBio sequence read on

DDBJ Pipeline (JP) &

Tweets hv @ninaline infa e B Data submission for analyzed results and sequenced
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DDBJ pipeline: ¥ 7 +F v =7

2 (
2 ) DDBI (Select Query FiI%)-}(Select Tools)—}(Set QuerySet)—b(Set GenomeSet)—b(Set Ma‘

DINA Data Bank of Jpess

| accont [

login ID [guest]
P[] Logout

ANALYSIS

Data setup
DRA Start
FTP upload
HTTP upload | ' Input data 'Evaluation 'Analysls ' Output format '
DRA Import Base Color Paired

RS, VUvJFIT
K1TAHE

_—

Selecting Tools for Basic Analysis of DDBJ ANNOTA4

© Reference Genome Mapping

Error

e Tool  Help Version el el e Depth Coverage —. " SNP Indel .gff .bed SAM Comment
step-1 BLATZ € 34 v v Single-end analysis only
Preprocessing ~ waz | @ |01
Mapp|ng[ bwar .D. v v v 14 14 v
de novo Assembly o @
— | Bowtie
step-2 @ 0.12.7 v v v v v v |V v
Workflow | TopHat
Genome (SNP/Short a2 @ 1o | v v | Vv v v v
Indel)
! For reads longer than
Sl Boutie2 about 50 bp, Bowtie2 is
TS @ (226 v v v v v v |V v | generally faster, more
@ (£

senstitive, and uses less
memory than Bowtie1.

JOB STATUS
— | TopHat2
step1. 2 € 210 v v v v v v
Preprocessing
5“:‘;1 - " de novo Assembly
apping Total limit = 22 Gbp
step1. v
de novo Assembly Base Color Paired-
step2-All status Tool Help Version space space end MSS(WGS) = Comment
e B e B ‘
HELP & ¢
TUTORIAL ABySS & O 132 Vv Vv Maximum K-mer value is 64.
£=3 Contact Us.
DDBJ Read Annotation We severe recommend when performing Velvet, total
Pipeline. Velvet &7 Q 1.2.10 Vv v Vv length of those reads is up to 22G bp.Maximum K-mer
Development Team. value is 64.
Trinity 7 € (211 v v RNA-Seq De novo Assembly
Platanus O 1.2.2 Vv
HGAP 7 © Protocol3 HGAP Pipeline for PacBio Sequence based on SMRT

(v2.2.0) Analysis v2.2.0. For bax.h5 file only. (Beta version)



DDBJ pipeline: w5

'f*\ NIRRE
FITLEBRR &85

2. DDB]J

= [ONA Dats Bask of lipas

oyl S#EAS

(Select Query Files)—)@elect Tools)—)CSet QuerySet

cBunion i)

login ID [yaskaz]

M Logout
@= Change password

ANALYSIS

Data setup
DRA Start

CTD iimland
v Arabidopsis thaliana
Oryza sativa japonica
Oryza sativa indica
Zea mays B73
Sorghum bicolor
Homo sapiens
Mus musculus
Pan troglodytes
Caenorhabditis elegans
Xenopus (Silurana) tropicalis
Oryzias latipes
Solanum lycopersicum Heintz 1706
Saccharomyces cerevisiae

JOB STATUS

step1.
Preprocessing

step1.
Mapping

step1.
de novo Assembly

step2-All status

(» Major genome sets

Oraanism [Arabidopsis thaliana

Genome sets
TAIRS
TAIR10

| allcheck || al )

™ allfa

|_Ichr01.fa

|_lchr02.fa

|_Ichr03.fa

|_Ichr04 fa

|_Ichr05.fa

|_|chrCfa

|_IchrM.fa

() User original sets

() Download or upload reference

D e e Aoty © Major genome sets

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

IRGSP Releases Build 5.0

IRGSP Releases Build 5.0 masked by RepeatMasker witk
. allcheck || al

tigr version5.0
tigr version6.0
™ allfa ~ tigr version6.1

| | chr01.fa tigr mitochondrion
I chr02.fa tigr chloroplast
(1 ~heNQ fa |

® Major genome sets

Organisms ' Homo sapiens =™
Genome sets v Homo sapiens Feb. 2009 (hg19)
Mar.2006 (hgl8)
May.2004 (hgl7)
| allcheck || al NCBI build 36.1_CRA

NCBI build 36.1_Celera
@a“ fa NCBI build 36.1_ref
' NCBI build 36.2_CRA
NCBI build 36.2_Celera
NCBI build 36.2_ref
NCBI build 36.3_CRA

:0:0:0:0:0
O O 0 O O
=V H == P
s He s S|
- e e e e
HIWIN O
g o o o o

o
4
3
-—
o
o

o o
=
- i
-h i b
NS
o o

P I TP LS S—

NCBI build 36.3_Celera
NCBI build 36.3_ref
NCBI build 36.3_HuRef
NCBI build 37.1_CRA
NCBI build 37.1_Celera
NCBI build 37.1_GRCh
NCBI build 37.1_HuRef
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o= DINA Data Baak of lapen

English Japanese

DDBJ Read Annotation Pipelineld, R —o U HRFINDOI SO REF—9BR TSy b7 42—ALTT,

FRTho M SYABELTRIAY

Pipeline7 0—Fv—h UserID: | , o .
~—— .Q‘ RA Stan I TnV; Password: ’ / Z l \ : / w
2 ¥ .Rcl-‘aes . Archive ' 2iot l
metagata || " ‘ J \ - =E P 4 —
— — FIFBEERIC
Fie Upl " Reads ‘ annotation l:l
o metacats || Manual
Reads P curation
metadata | |- i map
[ : positions | WGS/CON B{ERJOBDO W EE
' '
BRaEs E de novo Pipeline®DID% H155 TS,
pping
assembly TEFET, ‘ '\
1 5 z » -a- '
kel Bl | cca7aseura—ruzh 1V .

4 J LN || RNA-seq \ ChIP-seq

. Eimggil—tUZﬂI
Pipeline . EET—aZA0 ™

e DBCLSE®ETVFa—bUZI1 -SBH5IEL&HSHDDBJ Read
Annotation Pipeline

Tweets W Follow @pipeline_info o DBCLS#E&TVFa—pUF7J2 - DDBJ Read Annotation
Pipeline [Z X Hde novo Assemblyig4 7

B mamass 2 A s. 1 S0 AW

~ pipeline 29 Jul
(‘¢ = -
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,,DDBJ Services ¥ Login & Submit Contact English
D D BJ ‘tz _‘/ 57 —_ DDBJ Center Web Sites v DAY LR n

FLWO x99 hADZ - b ABCCBAESEVWWELET

DDBJ V¥ —3&EGREFENSEHHENEIT—IOHE - BT —EREZRBUT LT CLATFREHEY
R—KMLUTWET

B3R - BT SR ova—Kk AJCaAYV
= 8 4

§st = Yof VI —EDOWT

il 9 = M

DDBJ €29 - 5DHEHSE

2018%3818 | X577+ >X | DDBJ BioProject BioSample DRA JGA AGD DDBJCenter
(3/9-15) ZJIRAVERAA VT FH U AICHES DDB) 29— —EXAEILDOHHESE

201838 1H | 15t | poBJ
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DDBJ/ AN Vg

(L DDB] Services ¥ Login & Submit Contact English
DDBJ ‘tZ \/ /)7 - DDBJ Center Web Sites v DAY LR

R—A RBRE-BfF BR Fovo—k /N3y fisgt ZFH B tUIF—kKOWT

HOME > EEF<
AR
DDBJ EDWTOHETS 87 —97FVAMEBRIOT S A
_ ~ A7O0774L1, ROSEBEBERRIOV L (F—9Y1ZUVAEEA
DDBJing SiE¥% HERIOY5L) A\OMOBEHO—EE LT, CvIF—5 ORI, *
DDBJEEMZERALTWEEL -HDRDS, ELTRERY /LY=o A (NGS)RBRFTRELHGTZZAMEEA
TERISIEEZENELTWET,
- 1 -~ A -
on-demand DDBJing &% D-STEP B4

b AN e e U : o . o .
#BTEROTRAIDU THET SH8= DDBJ-Supercomputer Training & Educational Program.

NGS 7—4 DAL BEHRITFEPEY /77— 8BiFr (IBHFEE.
AlZE) EDWTN\ XAV EZELEEES,

NBDC, DBCLS, PDBj, DDBJ i L2 R#EES

T — 3w = O
KA AYAIVRF—9R—At V5 — (NBDC) . 54 THA IV REK DDBJ) F—4 i F v LY IF v I A THBEL

BF—HR—-Atzv4— (DBCLS) . HARAMME T —4/(v ) DDBJ) F—4@fF+ Ly IDEMEBITDREES,
(PDBj) . B4& DNA 7—#/(> % (DDBJ) Q48EANERTHTSHRET

A

=0

All-in-one &E#HES

EHRNRPHARDIHDT—IR—AP, FNOEEE - B1H - BE
FTAHABWAICOVWTOERRD, FHUTWELLHDOEESR,
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