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By study types
Zoom | [6m [yTD| 1y JAII] From Nov 15,2010 To Feb 15,2018
February 2018
125k Whole Cenome Seq: 47,895 ¥
Transcriptome Analysis: 17,971 /
Metagenomics: 17,798 )
Epigenetics: 705 — Whole Genome Seq
100k Reseq: 0 = Transcriptome Analysis
Other: 44,762 ~= Metagenomics
RNASeq: 0 — Epigenetics
75k Population Genomics: 788 — Reseq
Gene Reg Study: 0 - gther
Cancer Genomjes: 120 — P::usl:?ion Genomics
S0k Exome Seq: 244 — Gene Reg Study
Synthetlc Genomics: 9 ~ Cancer Genomics
Forensic or Paleo-genomics: 0 ;6 - Exome Seq
Pooled Clone Seq: 35 = Synthetic Genomics
25k TOTAL: 130,498 ~ Forensic or Paleo-genomics
s | Pooled Clone Seqg
== TOTAL
Ok "
PR A S - R - A L S U S R 1
SIS TS IS IS T By sequencing platforms
zoom | . | 2= [6m [yTD[ 1y AN From Nov 15,2010 To Feb 15,2018
600k .
= lllumina HiSeqg 4000
== lllumina HiSeq 3000
=~ |llumina HiSeq 2500
= lllumina HiSeqg 2000
400K == lllumina H§Seq 1500
DBCLS SRA — III.umlna HiSeqg 1000
~— HiSeq X Ten
-~ HiSeq X Five
— NextSeq 550
~= NextSeq 500
DBCLS SRA 200k = lllumina NextSeqg 500
= lllumina MiSeq
. == lllumina MiniSeq
http://sra.dbcls.jp/trends.html — lllumina HiScansQ
== lllumina Genome Analyzer |Ix
ok = lllumina Genome Analyzer Il
== lllumina Genome Analyzer
U N S U N U N S RN S U S U 137
N N .
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EMBL-EBI Services R
DBCLS SRA metadata search (beta) Home Blog ® ¥ T
N\ [/ N\ [/ N\ [/ Examples: BNO0O0BS, histone
DBCLS SRA Metadata Search project: soyiatte . _ , : :
Home Search & Browse Submit & Update Software About ENA Support
Setting search filter Fulltext search " Advenced [ Upload accession
Sample Organism Oryza sativa Japonica Group search without filtering k seareh query / NAIVAIVA L I’_\ ' 1 IA
s LPS.//WWW.€Dl.aC.uK/€ENna
Study Type Genome a
rch Clear
oo B ° data/warehouse/search
submit condition Assembly
I Sequence
. Config set
http://sra.dbcls.jp/search o
i = > “Read
") Analysis
POWERED BY DBCLS , PROJECT LICENSED UNDER CC-BY 2.1 JR. / FONT AWESOME BY DAVE GANDY - HTTP://FORTAWESOME.GITHUB.COM/FONT-AWESOME - Study
~)Sample
2DRASearch » Search Home " DRA Home
Accession :
Organism : StudyType : ¢
CenterName : Platform : $
Keyword :
Show 20 ¢ records Sortby Study s Search Clear
Data Last Update 2018-03-05
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+ Reference Genome Mapping

Input data Evaluation Analysis  Output format
Base Color Paired Error
Tool Help Version space |space |end Depth Coverage = SNP Indel .gff .bed SAM Comment
BLAT @ Q 4 v Vv Single-end analysis only
bwa? |@ 061 v v v v v v
Bowtie Q
2 Q 0.12.7 v v v v v v v v
. %M @ 101 v v v v v v
For reads longer than
) about 50 bp, Bowtie2 is
SM € 228 v v v v v v | v v | generally faster, more
senstitive, and uses less
memory than Bowtie1.
%M Q 210 v v v v v v

+ de novo Assembly

Base Color Paired-
Tool Help @ Version space | space | end MSS(WGS) Comment
- |SPARdenove @ 204200 | v v
~ |ABySS (7 z 132 \' v Maximum K-mer value is 64.
3
We severe recommend when performing Velvet, total % =] Li H GAP % 1§}Eﬁ
— | Velvet @ O 1.2.10 v v v length of those reads is up to 22G bp.Maximum K-mer
value is 64. L/ i 3—0

= | Trinity € 211 v v RNA-Seq De novo Assembly

~ | Platanus (& 0 122 v \'

~ |HGAP @ O Protocol3 HGAP Pipeline for PacBio Sequence based on SMRT

— (v2.2.0) Analysis v2.2.0. For bax.h5 file only. (Beta version)
~ |Canu (@ Q 16 Nanopore only (Beta version)

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

Tool Comment
BLAT | Single-end analysis only




HGAP QIR Diih

i e —
Long reads — =f \ ~
Longest Sy = oH . preassembied
‘seed’ reads reads
Preassembled ____ e N pen—
- X I I 1 K1 4 4 & X 1 1 K to finished
Genome " genome

Chin C. S. et al., Nature Methods, 10, 563-569, 2013

(1) Preassembly

—EULFDODREDY—RK (¥—R)lc. BW—KR%EZIYY UL, IT7—@EZTS,
(2) Assembly

Preassemble reads = 7 z> 7))L 9 %,

(3) Consensus Polishing
VT4 DBEMIEZIT D,



HGAP version 2.2.0 =E1TAh%

ABDT7 71
bax.h5 FE2 7 7 - JL (DDBJ SRA TIEABE T WAL
1EILICDE 3 DD bax.hs 771l
INTX—%
GenomeSize: #ET ./ LA X
Minimun Seed length: 7 #JL k 6000 & 0" Automatic Estimation

HINL—Y x5 U EHZDTHNIE, 25x D U—RKR T©IY—RU—K HB@FHESHh
LZ&E5CBETCR/IND Y—RU—K RZHELT< D, BL. ANL=I H
x25 KD H/NMSThiFEELEEZR/NDO ¥—RKRYU—K RICT %,

HAT7 71
7Y TIAERT 7 )L (fasta / fastq)
MESnhzOYJ7YU—K7710)
O 7741

mERET—%

AL, BE2H® Lactobacillus hokkaidonensis LOOC260T
PacBio RS || &%
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Google

DDBJ pipeline Q
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#) 54,300 ¥+ (0.45 &

DDBJ Read Annotation Pipeline

https://p.ddbj.nig.ac.jp/ v TDR—IZRT

DDBJ Read Annotation Pipelineld, RERI—o v HEIDI SO RBF—FBIT ISV N7+ —A
T,

DDBJ Read Annotation Pipeline D3/ & RE@5530[E] DDBJing # % ...

www.ddbj.nig.ac.jp/movie/44643.html v

DDBJ Read Annotation Pipeline QiR & EE@25530[2] DDBJing F#E R in IBR. 201451285 18H(K)
ICfTH N 7-5E30E] DDBJing B R in KR TO., R X8 RS (BiLREPHTAA ABREGHERET
RE) IE&3 "DDBJ Read Annotation Pipeline DIRN & EE) ICDVWTOEETY, (KM - 15
i) .2015-01-04 ...

Pineline AJL = - DDR.
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% DDBJ

DDBJ Read Annotation Pipeline

English Japanese

DDBJ Read Annotation Pipeline is 3

-computing based analytical platform for next-generation sequencing data.

1. 2—FID&/X
R % RTE

Pipeline Flow

Reacs, |
metacats
{1

L£EHDEE ID TOYT Y
PEe S

TAIY

New account  Login as “guest”

Check current jobs
* by the guest account. |

] Manual & tutorial

Japanese Tutoria
English manual g
DBCLS togotv
Mapping &
DBCLS togotv
Tutorial : How
Pipeline (JP).c
Tutorial :

al video 1 (JP) - Reference Genome

al video 2 (JP) - De novo Assembly
oad and register query files to DDBJ

HGAP for PacBio sequence read on
&

2.Login =z Jw Y

Registration form for pipeline user accounts

Note that this is NOT regl as a NIG sup:

As DDBJ Pipeline is a webservice of NIG supercomputer, user information was publicly opened to the internet from
here. ( Supercomuter User Policy )

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

[ )
m Use 6 to 16 charactors.
|+ el socrose: | 1

| address:
* Retype emall J )
* for confirmation.

ex. Center for ion Biology, Institute of

| AFGHANISTAN 3|

l

ex. 1111 Yata, Mishima, Shizuoka

* Postal/Zip
5 ex.411-8540
* Telephone [ff
UL ex +B1559816859

* Purpose
l ]
utilization:

* All contents are required.

Registration
<< Back to login page




FTP 7 7AIL7 vy 7A—k Step 1

Cyberduck [Unregistered |

(%] . O 7
it X 2. FTP DIBWEKET %o
KX ETP (File Transfer Protocol) < _/(\ ’1/% /—ﬁ)_ I\%%\ l_ﬂID\ /\OZ

. 3 RN
Server | pdata.nig.ac.jp v Port: |21 | | |7 — l\
URL ftp://koshu40@pdata.nig.ac.jp:21/

Username: 'koshu40

Cyberduck

[ Anonymous Login
[ Add to Keychain

1. Cyberduck &0 ?) | Cancel | | Comnect EEClR1 el —% &R,

¥ More Options : =
77') 7_:/3 \/%E path: | ' Z@Z?‘yjtiﬁﬁ?ﬁé’%'@?o

Ej_] Connect Mode: = Default

ool

y | Encoding: | Default

Use Public Key Authentication
No private key selected

& koshu40@pdata.nig.ac.jp - FTP Unregistered

) C t Quick Connect = Action Refresh Edit ~  Discon nect
(M« » (B CJL‘H Q }
Filename ~ Size Modified
> [0 galaxy -- 2014/03/31 0:00
v [ 7] query -- 2014/03/31 0:00

m130821.065825.4 30821.065825.4 (30821 065825 4
2195_¢10...2.0ax.h5 95_¢10....3.baxh5 95 ¢10..1.bax.h5 .query ZAWFICT7AI)LZE R

v & KOv 9 5,




FTP 7 7AIL7 vy 7A—k Step 2

P

% DDBI ( Select Query Files )= Select Tools msb( Set QuerySet mmp( Set GenomeSet jmmp( Set Map Options msp( Confirmation mep

DINA Diats Back of pas

T (Frrosess)

login ID [koshu40]

Data setup

FTP upload
HTTP upload
DRA Import
Preprocessing Start
step-1
Preprocessing
Mapping /
de novo Assembly Select Al Clear All
step-2 l l Filename l Description [ Layout Instrument model File size
Workflow

Genome (SNP/Short DELETE NEXT
Indel)

RNA-seq (Tag count)

ChiP-seq

&

FTP upload Private DRAentry Import pub

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




FTP 7 7Ly 70—k

Step 3

Registration of fastq/fasta files

1. Upload FASTA/FASTQ files 2. Select FASTA/FASTQ files 3. Registration

Please upload query files.

To use your fasta or fastq files as pipeline query, you need to upload files to our server via FTP or HTTP.
FTP uploading works faster than HTTP ding. Therefore we d using FTP rather than HTTP

By FTP (Recommended)

l FTP Configuration.

User ID/password

Server : Port pdata.nig.ac.jp:21
Security SSL Explicit encryption

Your Pipeline login ID/password
If you can't login via FTP, retry after changing password.

FTP setting manual (English)

FTP setting manual (Japanese)

ded FTP client

Windows FFFTP (7 WinSCP (7
Mac OS X Cyberduck (7
LinuxOS FileZilla

For security our FTP server utilizes FTP over SSL protocol (FTPS).
Other FTP client softwares can be used if they support FTPS.

NOTICE

* Uploaded files cannot be seen from other Pipeline users.
* when you connected to FTP server, there are two directories, "query” and "galaxy”.
Please upload into "query" directory. If you uploaded to same level as the "query” directory, the file cannot be use{
Pipeline.
* The uploaded files will be displayed in the list below after a few minutes. (It takes 2-5 min per 1GB)
‘When uploading is d, files are fered to Pipeline data directory from FTP server.
So files seem to be removed, but it is normal operation.
* Please ensure that uploading files have appropriate file extensions.
eg. In the case of Bzip?2 files, please add the ".bz2" extension.

EERADT—9H37 71ILH 5D ZHE:

Feageniny

Extension

fasta, .fq
fastq, faetc...

Gzip gz
Bzip2 .bz2
Bzip2 is recommended, because save disk space usage and transfer.

Filetype

Plain text

By HTTP (slower)

If you can't use FTP uploading, click "Browse and Upload” button and select FASTA/FASTAQ files to be uploaded.

© Browse and Upload @ Delete Files

filename N type { size timestamp
~) | m130821_065825_42195_c100539522550000001823089611241356_s1_p0.1.bax.hs | invalid 784.3 Mg | 20180305
- . |2018-03-08
m130821_066625_42195_c100539522550000001823089611241356_s1_p0.2.bax.ns | invalid 803.9 M 201808
- . 2018-03-08
m130821_066825_42195_c100539522550000001823089611241356_51_p0.3.bax.hs | invalid o455 M8 | 201808
#
Go to the next page after uploading files.
Next STEP >




FTP 7 71IL7 vy 7O—K Step 4

1. Upload FASTA/FASTQ files 2. Select FASTA/FASTQ files 3. Registration

Please specify read layout to uploaded files.

1. Select a read layout

1. Salact & read layout: : Single-end % iEE?TR Are you sure you want to submit ?
( Read layout : (_Single-end %) )

" 2. Select a FASTA/FASTAQ file:

Frotl
If you are select Paired-end, please specify

filename I type [ size [ timestamp
Not select
o 130821_065825_42195_c100539522550000001823089611241356_s1_p0.1.bax.h5 invalid 7843 MB mm

130821_065825_42195_c100539522550000001823089611241356_s1_p0.2.bax.h5 Linuali

m 1_065825_42195_c100539522550000001823089611241356_s 3 . N eXt ST E P % 7
SRV

Registration complete.

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

= | Assembly / Mapping |
N ——————

7.5tep2-4 %377

AILB1T S0

Registration of fastqg/fasta files

1. Upload FASTA/FASTQ files 2. Select FASTA/FASTQ files 3. Registration 4. Instrument model:

PacBio % &3R

Please specify instrument model.

m130821_065825_42195_c100539522550000001823089611241356_s1_p0.1.bax.h5

5.Study title &= A7

NOTICE: After confirming your entries, push the SUBMIT button to register uploaded files. N 6 . S U B M IT % 7 U ‘\/ 7




2TV DEIR

R 1. FTP upload %= 7
login ID [koshu40] Uy
[F[] Logout
@2 Change password
Data setup
DRA Start
FTP upload
~HTTP upioad ' Selecting Query Files
DRA Import
P ing Start
o OEEETS @ Missing FASTQ file. ERR005143(forward)
P _ @ Missing FASTQ file. ERR005143(reverse)
Preprocessing
Mapping /
de novo Assembly NEXT
step-2
Workflow FTP upload Private DRAentry Import public DRA Preprocessing HTTP upload
Genome (SNP/Short
Indel) List of your uploaded files by FTP client. [Add new files]
RNA-seq (Tag count)
@Ch'P’seq Select All  Clear All
Filename Description Layout Im"::::""“ f::
Lactobacillus 0455
v |m130821_065825_42195_c100539522550000001822089611241356_s1_p0.3.bax.h5 hokkaidonensis  single  PacBio MB
LOOC280T 3
Lactobacillus 803.0
v |m130821_065825_42195_c10053952255000000 182208961124 1356_s1_p0.2.bax.h5 holdddonal;b single  PacBio MB
Lactobacillus 784.3
v Im130821_065825_42195_c10053952255000000 182308961124 1356_s1_p0.1.bax.h5 PacBio MB

DELETE @



Y=L DR

1.de novo
Assenbly % 3R

2.HGAP %z :EiR

Selecting Tools for Basic Analysis of DDBJ ANNOTATION PIPELINE

~ Reference Genome Mapping

BACK  NEXT

Input data Evaluation Analysis  Output format
Tool  Help Version f"’ f:‘; :"“""" Depth Coverage E".“ SNP Indel .gff .bed SAM Comment
BLAT @ 0 34 v v Single-end analysis only
bwa? (@ 061 v v v v v v
g,“'"“ 3 0127 | Vv v v v v v | v v
TopHel 1@ |1011 | v v | v v v v
For reads longer than
Bowt about 50 bp, Bowtie2 is
@—2 Q 228 v v v v v v v Vv | generally faster, more
senstitive, and uses less
memory than Bowtie1.
TopHat2 | @ |2.1.0 v v | v v v v
de novo ASsembly
Base Color Paired-
Tool Help @ Version space | end MSS(WGS) Comment
M ES_TOAP denovo| @ 204240 | V v
[~ |ABySS 7 g 132 v v Maximum K-mer value is 64.
We severe recommend when performing Velvet, total
M | Velvet & 0 1.2.10 v v v length of those reads is up to 22G bp.Maximum K-mer
value is 64.
| Trinity € 211 v v RNA-Seq De novo Assembly
|Platanus @ | €@ 122 v v
GAP 0 Protocol3 HGAP Pipeline for PacBio Sequence based on SMRT
{(v2.2.0) Analysis v2.2.0. For bax.h5 file only. (Beta version)
[ |Canu (& Q 16 Nanopore only (Beta version)




7Tty bDIERK

Generating Query Sets from Query Read Files

RESET BACK NEXT

Single analysis

Layout of single sequence.

5 3’

[Linker(1)] Target [Linker(2)|

Run ACCESSION Read length Quality Score
m130821_065825_42195_c100539522550000001823089611241356_s1_p0.3.bax.h5 bp
m130821_065825_42195_c100539522550000001823089611241356_s1_p0.2.bax.h5 bp
m130821_065825_42195_c100539522550000001823089611241356_s1_p0.1.bax.h5 bp
QUERY SET

RESET BACK NE

Generating Query Sets from Query Read Files
RESET BACK NEXT
Single analysis
Layout of single sequence.
5 2%
[Linker(1)] Target |Linker(2)]
1] w
' | Run ACCESSION | Read length Quality Score 3.NEXT=ZV Vv
QUERY SET
Query set1
PairedOrientation RunAccession RunAlias RowlLength QualityScore1
single 30838 Lactobacillus hokkaidonensis LOOC260T 3
single 30837 Lactobacillus hokkaidonensis LOOC280T 2
single 30836 Lactobacillus hokkaidonensis LOOC260T 1
RESET BACK




INTGA—=F DERFE

Setting for De Novo Assembly

BACK NEXT

__hgap
Set optional parameters for HGAP pipeline

Select UGE-node to run :
- month_fat (32 CPUs and 320GB memory)
+ month_medium (32 CPUs and 256GB memory)

Same results will be generated with either option.
You can check the CPU and memory usage at NIG-SC Website.

1 : The approximate genome size, in base pairs.(Must be a value between 1 and 150000000) E%zél ¥ LEt ?rl.:@ﬁ% ) _EQE/‘J 78:
GenomeSize = [2500000 | 7 LA REIEE

2 : The minimum length of reads (in base pairs) to use as seeds for pre-assembly.

Minimum Seed Length : 6000

+ Automatic Estimation

If the coverage exceeds 25X, the Minimum Seed Read Length that results in at least 25X coverage by the longest subreads will be
calculated automatically. If the coverage is less than 25X, the user-specified value will be used.

- Use Manually Specified Value (regardless of the coverage)

2.NEXTODE% S




KITDHERR

Run Confirmation

BACK  RUN
Destination of malil
When the req is pleted, the sy sends an emall to this address.
|xxxx#.nig.ac.ip ) | * Required
after submission.

Assembly [hgap)

Query sets
Query set1

PairedOrientation| RunAccession RunAlias Rowlength | QualityScorei
single 30838 L bacillus hokkaid is LOOC260T 3

single 30837 L bacillus h d is LOOC260T 2
single 30836 Lactobacillus hokkaid is LOOC260T 1

Assembly commands

hgap

Set optional parameters for HGAP pipeline

Select UGE-node to run :

month_fat {32 CPUs and 320G8 memory)
. month_medium {32 CPUs and 256G8 memory)

Same results will be generated with either option.
You can check the CPU and memory usage at NIG-SC Website.

1 : The approximate genome size, In base pairs.(Must be a value between 1 and 150000000)
GenomeSize =

2 : The minimum length of reads (in base pairs) to use as seeds for pre-assembly.
Minimum Seed Length :

. Automatic Estimation
If the Q ds 25X, the Mini Seed Read Length that results in at least 25X ge by the long
be calculated ically. If the ge is less than 26X, the user-specified value will be used.
Use Manually Specified Value (reg of the

=l

&R

3RUNZZV U v Y

Do you really want to execute pipeline programs?

vl

——

P—

STATUS ) NEXT JOB

The reservation was completed.

v




DDBJ Pipeline EiLIELR EITODHER

Rl Sane
login ID [koshu4o] 2.Show Only Your Own
M Logout Status - de novo Assembly JobzxzFxv 7
@ Change password
Data setup
DRA Start Order |
FTP upload Sortby: ID £ Descending 3Re|Oad % 7 J \\/ 7
HTTP upload
DRA Import
Preprocessing Start L3
step-1 ID UserlD Submission P/S Status Tool Read # Read Assembly Mapping Start time
- accession length  detail detail End time
Preprocessing 30562 - - S | complete  Canu 1,933 - 2018-03-20 | 00:09:49
Mapping / SAMPLE 2 09:57:53 |
de novo Assembly _—
2018-03-20
step-2 10:07:42
Workflow 30561 | — _
Genome (SNP/Short
indel) Status - de novo Assembly
RNA-seq (Tag count)
ChiP-seq 30560 | - -
e Mapping Job de novo Assembly Job Preprocessing Job
step1. Order
Preprocessing 30657 | — i —
stop1. Sortby: ID C  Descending < [v] Show Only Your Own Job Reload
step1.
de novo Assembly 30556 | --- - Delete
iaad-dil-ated Submission  P/S| Status Tool Read# Read Assembly Mapping Starttime Elapsed time
--- 2018-03-19
1.JOB - Lactobacillus ho 19:32:28
- Lactobacillus ho View E—
STATUS O step1. de P — 20160519
novo Assembly =7 ') v 7 30508 KOSTA0—=== S—ToMpTEE—HGAP e
Lactobacillus ho R:02:33
M Lactobacillus ho
- Lactobacillus ho
30430 | koshud0 | - S | complete | HGAP
Lactobacillus ho
M Lactobacillus ho
- | actobacillus ho




DDBJ Pipeline ERELIELR fE SR B

Detail view

BACK

Job Info

1D

30527

Tool (Version)

HGAP {Protocol3{v 2.2.0))

RunAccession or Filename Download Read length Alias

m130821_065825_42195_c100539522550000001823089611241356_s1_p0.3.bax.nb |\m130821_065825_42195_c1005395225500000016230689611241356_s1_p0.3.bax.h5 N.A_bp  Lactobacillus
hokkaidonensis
LOOC260T 3

m130821_065825_42195_c100539522550000001823089611241356_s1_p0.2.pax.nb |\m130821_065825_42195_c1005395225500000016230689611241356_s1_p0.2.bax-hS N.A.bp | Lactobacillus
hokkaidonensis
LOOC260T 2

m130821_065825_42195_c100539522550000001823089611241356_s1_p0.1.0ax.nb |\ m130821_065825_42195_c1005395225500000016230689611241356_s1_p0.1.bax-hS N.A_bp | Lactobacillus
hokkaidonensis
LOOC260T 1

Download modified queries

o The file is expired. (about 1 months)
e Job is waiting for execution queue.
e Errorin query file.

The modified query file does not exist, because of the following reasons. DDBJ %ﬁi }Eﬁ

71

Download wgs file
e out WGS.fasta.gz (Original size 2.4 MB) S 7
ey TJVUREHE
Assembly statistics
Contig # 14
Total contig size : 2,433,614
Maximum contig size : 2,289,497 e

Minimum contig size : 11,372 3@ '/f‘_]' H% F'Eﬁ

NS5O contig size  : 2,285,497
Time

Walt time Start time End time EiTIER
3days 1: 38:48 2018-03-18 19:32:28 2018-03-19 22:59:11
Command ‘Start time End time Log1
run HGAP through smrtpipe.py : 2018-03- | 2018- 1.Download %
GenomeSize=2500000,minSeedLength=56000 | 19 03-19 View 13.1 MB
19:32:28 | 22:58:07

] w
AN




wmERI7 71

v [ result

@1 polished_assembly.fasta
polished_assembly.fastq

corrected.fastq
smrtpipe.log

TEVIIVERT 71

SEShiE EHgY —F

O 774)b
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