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SRA012701

Accassion Number can find hera,
DRA Search

NEXT

Import public DRA  Preprocessing  HTTP upload

of automatic download of public DRAERA/SRA eniries.

| AddmyDRAentry 7] 1) w5

DRANSERHN T —H Z A Vik—

~

lconfirmation; OF 7O HIEND,

'Send a mail when completed importing; DF v ¥

%EEWL:\O 9:1 v 7 LJT?D\ < tlmportfﬁgTﬁ(/CX—)bb‘\E < )

Tor, Z27Yv 7,

import DHETTIRIT I
BTEXY,

MImport public DRA; ¥ JATHE

web7 7Y ZUO—-RULTTFADAFY X N ZHER
EITHDDRAD 7V v ¥ 3 h Tqueueds 1S Tdone
L:EDTC ’55‘7-‘5?0

735O0 0— R THER

FTPupload Private DRA entry  Import public DRA  Preprocessing

import public FASTG files from DRA database.

Here s do the section of automatic download of public DRAERASRA eniries.
Pioase Input DRAERAISRA accession number. Thien the pipeding system impon matadata and FA!

Click i OK bution ko start import.
This cperstion may take several minuies io several hours.

| Option
asom & mail when completed imporing.

| Show s accassions st

Your re

Ta selecty
When the =
When the £

2UwP

Import public DRA.  Breprocessing HTTP upload

quauat it
DRA

£ dnng

FTP uplcad = Private DRA enl

a2
impeort putsiic FASTA files froe DRA dutbase, == R

Hem s of putilic enfes.

Pinase input DRAERASHA

and FASTO fles from DRA datmbase.

Fipul DRAERASRA Acteision Number

Ay DRA anilry

Acceasion Numbar can fied hare
DAASaarch

“Yiour request. (Hers is display only, can not selest)

To ssfect your downlcaded ontries. Soa Privats DRA sntry b,

W T SLALIE Malkas “0na”, yoUr requesied entry 18 Mﬂn in "Privits DIRA eniry” bs.
When Fhe stalus makes Taled” of “pee

pariag", pledse foly
quaued -waiting or duing downicad,  done  Cfileismacy, falled pleass rerylL  proparing - fie s not yetin
DRA I ok, bt mal
| Bubmissicon | Requast duia
o_gqueued | DRADODINT 2012:08:22 13:40:00.362

1"



Preprocessing
V—RDIOAVTFTAEBICEKDT71ILHYVUYT

Preprocessing E179 30T U7 7 1IL%ER

Trinity E{TORIIC. 1 VR—

DEDAZ21—H5 TPreprocessingi
#INL. @ "private DRA entryj
Y720V vI9 B,

ROV FT IV YR RDSE,
QEFEAVYR—=NLIEFZIEYY I3y
TSRAA0127011 Z#EIRT D,

(FTP7 Yy 7A—KUET 7
BIRT B2 &EHEHEE

Tz

DAY RITHICAIT—I B LT 7MIL—BENRRINBDT,
ZDHH 5, Tetraodon nigroviridis RNA-Seq ICEZEH T 3

NUIeT—5ORILIBE LT, v IELB 705 VYT %TS

@ ppBJ

TN Tt M of g

Iogin ID [koshu@1]
M Logout
@= Change password

ANALYSIS

Data setup
DIRA Stan
FTP upload
HTTP upbisad
DRA Impart
Presprocessing Start

o

da novo Assembly
sap-2
Workfiow
Ganoma (SNP/Shord
Inded)

RNA-saq (Tag count)
ChiP-sag

Selecting Query Files
NEXT
s G >

Metadata of the DRA entry.
Seloct a metadata v DRADOO3IOF ®
TYPE ACCESSION  ALIAS | FILENAME .
Submission | DRADDD30T mohing-0005_Submission DRADDDZOT submissionom
Sample DRES000412 fomohire-0005_Sample_D001 DRADDOIOT samplexml
Study DRPOOO308 | tomoni-0005_Study_0001 DRADOD307 study.xmi
Experiment  DRX000450 tamohirg-0005_Experimant_0001 DRADODIOT experimentxmi
| |DRRO0OT1S | lomohiro-0005_Run_0001 |
Run DRROGOT20 fomahira-0005_ R\m 002 DRADODIOT runxmi DownlLoad Wiew
STUDY TITLE -Moﬂegom sequancing of Japonica rice cultvar Omachi
STUDY TYPE ‘Whole Ganome Sequencing

Experimental ACCESION20122 DEDEF T YV,

RO TNexT) Z# L. REEICED,

NEXT

Select your regisiered query fies.

Diflerent madels "ar,
mingle | paired | all clear

Experiment = Sampla Run Read Rend  instrument
Ne. accession Accession accession STRAMN WA g Jongth model ;
1/ SRX0Z0112 | SRSOT0SS6Y | SRROAZSZ3 | stmin nin WLUMINA | single
2|BRXD20113 | GRSOT0SS2 | SRRO4Z524  wimin nia LUMIMNA, | singio

3 SRXD20114  BRSOT0SE3
4 BRXDZ0115 SRE0T0584
5 BRXDIV116  SRS0TOSES
6| 5RX020117 | SRE0T0566
SRE0TONET

SRAOA2625  strain nin LLUMINA | single
LLUMINA | single
LLUMINA | single

ILLUMINA, | gingle

SRRO42528 .wm&mm?
SRRQ4ZSIT  sirein ATCC #64025
SRAD4ZEZE  stan nin
[P— ekl gratm
B SRX020118 SRS0T0S8 | SRAD4Z510 | simén NRAL 1585
B SRN0Z0120 'sasnmwu :SRRDIZEM
10 SRXDZ0AZY IBRWWS'NI SRRADMZ532  wimén nia
@u'mn |SRSOT0STY  SRADAZSIY  mimennm
12‘5&“&!33 'sn.snmm 'snwéﬁaa 'mwmmm
| 13.5R.Nﬂ20124 .ERWNS?S

7 BRX0Z0118 LLUMINA | mingle

[LLUMMA | singie
.l.LUIﬂM M*
LLUMINA | single
[LLUMINA  singls
|LLUMMA. | single

sirain ATCC #11538

SRROMZ535  strain UTEX LB 1885

ILLUMINA, | single
14 BRXDZ0125 SRSOTOS74  SRROAZ53S  stmen ATCC R50258 q@lﬂ.ﬂ single
16 SEYNP 2R SEBN4PE98  simin ol BIISMING single




Preprocessing E{TRMGDIETE

Trinity ETOHNIC. A1 YR—hULETF—YDRIIEE LT, oV £&B 707UV T%iTS

Your selected queries

'RunACCESSION Read length Quality Score Read Layout
SRR042533 - bp single

Steps of preprocessing workflow

Step1: Set the type of the quality value.
DAVFABOEIR DRA NSA VR—~Ehic
o (%) Phred+33 Phred+64 — T —%(EINT Phred+33 ERICE>TWET,

Ifyou don'tknow il, please see '2.2 Encoding’ of this site (7.

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

Bases with low quality ( QY <= THRESHOLD ) are trimmed from 5'end and 3'end of each read. The firstand last
bases of the trimmed read indicate high quality ( QY = THRESHOLD ).

Ifread length after base trimming is too short ( length <= 24 bp ), the read is removed. Thus the minimum read
tergvwil be 25bp. U— RO S QV <=19 EBBEEERU A,

T 19] & NULABORSA 25 bp REEBOLBEIE. U— REEEHIR

d (RPDHBER. X7 EBDHS—HBREICHRNIND)

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

s QVTHRESHOLD:

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

~ULABDY—ROPIC, QV<=14 DU—KH 30 %
— HESFENTVEEE, U—R2EFZEEIRR.
(N7 DZER, X7 EBBHS—HOLREFICHRAIND)

L] vaRESHOLD:’ 14;
o Percentage THRESHOLD:| 30|

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'".

BRTED 'Wexr) Z#HU. XRE@EICED,

Preprocessing 1786 K URITINLDHESD

Trinity ETORNC. A YIR—MULET—IORIMBE LT, v L&Z2T71ILT VYT %EITS

Email notification
Send emall notification when the job is completed or aboried with eror,

A—=)LEAALT TRun; MY VZHT,
Confirmation of entries

Quory sets
* SRRO42533 - GSM497271_1

BACK  RUN

AT —% AEETY 3 7 OERTIRTDOHER.

Preprocessing C7«INF UV T% U
2T)774I)L%ZFAL Tdenovo Assemblly
/ mapping Z{T5%H&. YaJIDIREILKED
DT, BATHLZ &,

Wiews % ¥ THHMlZHER.

Status - Preprocessing

Mapping Job | de novoAssembly Job | Preprocessing Job

Ordar
Sortby: | ID Descending  # Show Only Your Own Job | Reload
page 1 & MEXT>
[ I Files PIS  Status Read# Read Detal  Starttime Elapsed time
L Nl 1 ISR length | | _Endtime
sm.m SRAD12701 'S running = 2013-04-30
GEM4ET2T1 1 @ 17:42:30
| 5455 | — - P complete | = | 2013-04-25 01:20:110
FY23KIHO80_pl 11:55:45
2013-04-25
I ! | | | | 131556
5452 | — - P | complete = 2013-04-25 | 01:27:43
FY22KIH033_pl 11:16:44
2013-04-25
12:44:28




Preprocessing #5R DR

Trinity RTORIC, 1 YR—KULIETF—FORMLEE LT, oV I&B 74T UV T%EITS

U—REBESEDFIIA T 1B

Quality scones across all bases

IBEHD FASTQ 77 1ILOFDVO—R 2 4
T1I 11 T T
s
Detail view s B T | -
8
Job info
]
5509 #
Tool (Version)
(1.0
RunAccession or Filename 2 :
SRRO42533 ] 5 w 15 2 = a0 =
File Posisons in sead (bp)
SRRO42533 fastq.bz2
~—_ IAYT BT £ DIEER
Time \ Count of QS
Walt time [ Start time | End time | 2 |
0:0:59 2013-04-30 17:42:30 | 2013-04-30 17:56:24 d
g
Command | Starttime | Endtime/’ g2 Resuit | MD5 | N
perl avq_p.pl fglistix gscore 2013-04-30 | 2013-D4 E 4
174230 1rs028f | 3
ped pdel_p3_tpl folistixt gscore19 24 0 14 30 33 2013-04-30 | 2013-04-8 E 5
) 175028 | 175351 8 &1
per user_fasin_copy.pl preprocessing oml koshu01 2013-04-30 | 2013-04 ©
175351 | 175624 5 |
BACK .
) ‘ 3 Lk ‘ ‘ ‘ ‘
'BACK) MYV TY3T7EEEBICRS 0 1 » %0 o

Phred Quality Score

denovo Assembly
Trinity D317

14



Trinity®E1T 2IVI7

1 IJLDEIR

J T ') & 73 %FASTQ/FASTARLSZ3EIRT %2 575& LTDDBI/NA 754 >V Tldk. TP 4:ED DHENH D,

FTPY 24 7Y KNV 7 hTFP vy 70— R UIcEEI%ER
TFTP upload)

web7 S VYT v 7O—RUKESZFIA

THTTP upload

DRANS 1 VIR— b LB ZFERT 3

TPrivate DRA entry,

Preprocessing CHIBU 5z FEHH

TPreprocessing]

SEIE Preprocessing THUEULI T ZERT %,
BEALDXAZ1—Hh5,

Preprocessing THUBESI N7 71 ILIL,

a2
EIR
FTP upload Private DRA entry | Import public DRA ( Preprocessing TTP upload
From Preprocessing output files.

Filename Layout File size
4927_DRR000719_1.unmapped fasiq_4741.b22 (more 1 files) paired 65.8 MB
4932_DRR000719_1.unmapped fastq_4746.622 (more 1 files) paired 658 MB
4971_DRR000719_1.unmapped.fasiq_4785.bz2 (more 1 fles) paired 65.8 MB

_smmm_..mm single 239.7MB
DELETE < NEXT >
RN

rPreprocessing Start) ZEIR,

T (Preprocesing®¥371D) HEDT7AIE _e.fastq.bz2) EVWSHERD T 7AILEICHKR>TWVWEDT,

FRFREEBLTE WY 3 TIDTRE S DZRER,

BTED ™NEXT) 2V v,

TrinityDELT

Y —)LDEIR

Tdenovo Assembly) - [Trinity; ODIEIC:ER

novo Assembly

Total limit = 22 Gbp

Base Color Paired-
Tool Help Version space | space | end MSS(WGS) Comment
SOAPdenovo 1.05 v
. @ ; .

ABySS [ @ 13.2 v Maximum K-mer value is 64.

[ ' We severe recommend when performing Velvet, total
Velvet O 1.2.03 v v length of those reads is up to 22G bp.Maximum K-mer

| value is 64.

@M@ ¢ 2 y RNA-Seq De novo Assembly

BTED ™NEXT) 2V Uv Y,

15




TrinityDET 2TUDLA P RER

E1T9T DAccessionDIEDF v IRy I R%ET vy

ARID Tconfirmy MIVEI UV Y, (RFIVRDIITYDIHE "Set as PairEndy R V)

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

@5509_8RR042533_e.fam.b22 ' bp

BETICEELLATZIRDIRRENEZDT, RO NEXT) 27UV T,

QUERY SET
Query set1
PairedOrientation RunAccession RunAlias RowlLength QualityScore1 QualityScore2
single 1819 SRR042533 by Preprocessing
RESET BACK( NEXT )

O —

SEFTVTVT7AIL%E 1 DUMEBIRLTWAWD T, HEDEBKIZRWLDN,
BEOT77AINEERLTWESE, TNSEITRNTHEELTETITSH.
H2WE, BILICEFGELUTETY 0% 2 OEE CRIRY %,

Trinity@ET EITATVIVOIEE

library type & & RTROA 7Y 3 v Zi5E,
SEFET7 AL N DOERGETETT 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 --bflyHeapSpaceMax 4G —-bflyGCThreads 1 -CPU 4

-single reads.fq —output output_dil i——minjdrii:ig_iéhcjiix 201 | I 50 -] (: g 2_? a} i L/ ;

Ji

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 iioo | out WGS.txt

£%) Pipeline¢ERALTWS Trinity £fTAY VR

JITYUTFAILDIELE
FASTA or FASTQ (B#1 CiEES 1 3) *EY. CPU BIROIEE (EIE)
Trinity.pl --seqType fq --IM 100G --bflyHeapSpaceMax 4G --bflyGCThreads 1 --CPU 4

--single <7 T 774 I)L%&> --output <EATr Lo ~kU%> --min_contig_length 201

AAT77A) - HAT7 7 ILDIEE 1—HY—DIEEITZ2A Ty
(BEITiEESND) 16



Trinity®E1T ATV 3V OHR

A=) RLRAZAALT, TRUN) My =#HT

When the request is completed, the system sends an email to this address.

Destination of mail

|hnn.gnsn.)c!1uh. nig.ae.jp | * Required

Result files will be deleted 60 days afler submission.

Query setl ) i - E i =
| PairedOrientation RunAccession RunAlias | Rwl..num &nllg_r&ord; M&cﬂn
'single 1819 | SRR042533 by Preprocessing

 Assembly commands
trinity

Assembly [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 —-bfiyGCThreads 1 —CPU 4
~single reads.fq ~outputoutput dir |--min contig length 201 ]

seqType s automatically selected. [fq :forfaslq file, fa : for fasta file |

Step2) Create assembled sequences in FASTA file from pileupped reads to submit WGS division of DDB.J.
Set filtered length for contigs
perl lengthfilter.pl pileupFile [100 | out WGS.txt
Back | [ RUN | )
. . =/ [ I A | ﬁ: EEE;J
TrinityD3E1T  EITINR DM
Status — denovo Assembly 5, EfTLLY 3 JORERET S
| ID | UserD Submission P/S| Status = Tool = Read# Read Assembly Mapping Starttime Elapsed time
| | accession | | [ llength detail | detail Endtime |
5516 | — == S | running | Trinity 46,765,342 - 2013-04-30
Whole transcrip 18:26:32
5515  koshu01 SRA012701 'S | complete  Trinity | 7468448 — | 2013-04-30 | 02:40:24
GSM497271_1 18:15:21
s | View | ) _
o 2013-04-30
20:5545
5514 | koshu01 = S | complete  Trinity 7420316 — 2013-04-30
SRR042533 by . 18:13:59
| View | _—
o 2013-04-30
| 5508 | — n— S | complete | Trinity 18524700 | — 2013-04-30 0
Drosophila RN/ 172342
2013-04-30
1 | — | 210738 |
5507 | — SRA009364 P | complete | Trinity 9262350 — 2013-04-30 | 05:21:38
42CRDAAXX 15:45:56
2013-04-30
21:07:35

Wiew, Ry V&I YUY o LT, FHMEEDR

17



TrinityDETT  FEITIRTDIES

Status — denovo Assembly 15, EfTLY 3 TORERET S

Job info

1]
5514

Teol (Version)

Trinity (r2012-06-08)

RunAccession or Filename Download

1819 5508 SRR042533 e.fasigbz?

Download modified queries

. RRO4253. " az iginal size 1.
Download wgs file
« put WGS fasta.gz (Orginal size 1.0 MB)

Assembly statistics

BR7 7

Time

Wait time Start time
0: 047 2013-04-30 18:13:59

Command . Starttime
Trinity.pl —=seqType fg —JM 100G ~bflyHeapSpaceMax 4G  2013-04-30
~bflyGCThreads 1 -CPU 4 —single 18:13:58
5500_SRR042533_e fastg —output output_dir —
min_contig_length 201

Read length  Alias
N.A. bp SRR042533 by Preprocessing

Contig # 12,466

Tolal contig size :1,018,683
Maximum contig size : 4,351
Minimum contig size : 202
IN50 contig size :450

1 L DfFEEHE

[ End time
2013-04-30 20:56:20

BRI77AILOTI>O—KF

Endtime | Logl | Log2 | Result | MDS
2013-04-30

205545 | [y T

(

BACK

'BACK) Mm% v T, —EH
INTERIEHKT T,

HICRE3

DOBJINAM TSV
RNA-Seq 7 tzV

Y SREENTERIC KD
> T ISR DEEMT

18



SR EREE) S [—
S AN TObRCE)) i o
HTTP upload

DRA bmport Delete *
Preprocessing Start
slap-1

ID | UseriD
| 4927 | koshuOt | [

Preprocissing _
Mapping / =
de nove Assembly

| 4407 | koshuD1 | E

Warkflow

AT oA VERBOEDA Z2—AFLH5S Tstep-2/Workflow; % < i (Ot
7 U \y 70 Indal}

RMA-seq (Tag count)
ChiP-seq

JOB STATUS

ey - .
e mre 4289 | koshuo

sept.
Mapping =

| 4291 | koshuD1 |

=R EEATEB(GALAXY) HSEEED

Tps: 7772~ s
== = A Data

http://p-galaxy.ddbj.nig.ac joTURL - Galaxy / P-GALA I
IE?TE L/_C\ r\\/_}[/_j )( ) —D V=i analytical platform for next-gensration sequencing data.

"Work Flows, 22U v 7, V" oot onts o) User
ERRITER L/ A T4V BRED passvers

@ o2Uw D =
A—JLF RLRENRZRT—REAAL & A = ,
< BE@JE_{}%&, Send Data DDNRE&:;:Z:%E&«zi:::M) team:
Copyrigh®®ONA Data Bank of Japan. All Rights Reserved.

RNA-SeqD PV IILiER%E 1 Vik— bk
Trinitylc & 5RNA-SeqD 7 > JILiER %

GALAXYIc A Y iR— KT %, 2k
( h tools (<)
FER =)Ly X=2—D "Work Flow; £5Jv 4 | —m
T
Get Data
Send Data
w—JL Login ID [ koshud1]
ER "=y A=2—® 'TCOMMN PROCESS; ( search tools o M
r . L e e
DT fimport contig form DDBJ Pipeline; % %N — o el e sl 2
g0y . Mo et Fromm 5519 SR:ggzag:m minity| Viewdob || Import
HRLpeline 5515 [SRADIZICY |ty viewsob || impor
* Import pileupfile import from — 1
ETFLYaTDsamfiled U X kDS 5, S ) :“Dm':’:':" e oot o ol - i == .
F'SRR042533 by Preprocessings @ fimport; % | PBo&irieie . K
| yrrep o M~ | 'SRRO42533, &Re:m 7
7 J 4 7 om DDE| Pipeline 0 U W 0

0 The foliowing job has been succesatully acided o the queue

Ry —LRITRBDORRNEN... o

Vo €2 ehech the T of quesed (0B nd vae the FeLUing dam Dy refreaning ta History pane.
When the job hat been ran the statins will change irom ‘unning’ to Timshes” If completed suczessfully
o ‘artad’ i profiems were sncounbered

EROEZ N —ICHHRAHFDT 71 )LH | ERbu— s AR Y- o
RRSNDIEEICE 5T U e 7=
EX [\ U _0) E @7’( | \/%7 U v 7?%) C\: _Unnamed abhiin O:bytes Unnamed history 1.1 MB
Epg%‘zjl/t\\l_én%o Efisl:lmﬂﬂconllgfasla @ % % ¥ iinor conit fasta file 19 0 B¢




7S/ BRI

I 5ICFDTO MranscriptsToOrfs (N.A.)
Trinity Transcripts to Candidate Peptides,
z270vo

CPU: 16< 5 Wi
Execute; Z27 YU vy

fERELTE

7 2 /S

pfamD RXA >V EDNY Y FV T
Z DMORFEH

MiR->TL< %,

1)
2)
)

2UwD

e —

fER1

transcriptsToOrfs (N.A.) Trinity

>m.565 g.565 ORF g.565 m.565 type:internal len:207 (-)...

DLEMQIEGLKEELIFLKKNHEEELLAMRAQMSGQVHVEVEAAPAEDLTKVMADIREHYES
ITAKNQKELETWFNSKSEALNKEMMTQTVTLC VTEVKRSLOALQTELESLLGMKA
SLEGTLODTONRYSMMLAGYQQQVTSLEQOLVQLRADLVRQGODYQMLLDIKTRLELETA

Transcripts to Candidate
ptides
T
v

EYRRLLEGEAAASSSTSSTSSTKTRRL

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

transcriptsToOrfs (version 0.0.1)

Transcripts sequenc
2: FASTA File Length,.

es in fastA format
rondata 1 (4]

Minimum peptide length (in amine acids):

100

Strand snel:lfl:tly tyl:le'

ND‘I’ strand ipecuﬂc [

xamine both strands a

NKVDIKDRKVKAKSIVFHRKKNLQYYDISAKSNYNFEKPFLWLARKLIGDPNLEFVEMPA
LAPPEVTMDPALAVQYEKELHVASQTALPDDEDDL*

>m.568 g.568 ORF g.568 m.568 type:internal len:227 (-)...
GDRFKEDRKAKRLPEKSIDMIILLTDGDPNSGESRIPVIQENVKAAIGGOMSLFSLGEGN
DVKYPFLD IYEGSDAALQLQGFYDEVSSPLLLDVDLRYPDNAVDSLTT
NOFSQLFNGSEIVVAGRLKDNDIDNFPVEVFGQGLNDFSEQGOFSVLDWSGMYPDDDYIF
GDFTERLWAYLTIQQLLDKSKTGDAEEKANASAEALDMSLRYSFVTP

>m.571 g.571 ORF g.571 m.571 type:5prime_partial len:394...
ASGGEGTHSSCGSWFNAGAKDFPSVPYSYLDFNDYKCKTSSGEIESYHDVHQVRDCRLVS
LLDLALEKDYVRGKVADYMNRLVDMGVAGFRVDACKHMWPGDLSAVYGRLNNLNTKWFPE
GSRPFIFQEVIDLGGEAISYTVYVHLGRVTEFKYGAKLGTVFRKWNNEKLMYTKNWGEGW
GF \WVFIDNHDN( AIVTFWDSRLHKMAVAYMLAHPYGVTRVMSSFRW
NRHIVNGKDQNDWMGPPSHPDGSTKSVPINPDETCGDGWVCEHRWRQIKNMVIFRNVVNG

NNSNQVAF

IIFNNDDWDLDVTLNTGLPAGTYCDVISGQKEAGRCT

Pfam database:

fam-Ahmm 18]
cPU:
16

16

< SR

Number of CPUs to use by hmmscan

oD

v

GKQIHVGSDGRAHFRISNRDEDPFVAIHVESKL*

>m.573 g.573 ORF g.573 m.573 type:5prime_partial len:224...
QVSLOQEYTGFHFCGGSLI! TAAHCNVRTSHRVILGEHDRSSNNENIQV

MQVGQVFKHPNYNSYTINNDITLIKLASPAQLNIRVSPVCVAETSDVFPGGMKCVTSGWG

LTRYNAPDTPPRLOQVALPLLTNEECRKHWGSKITDLMVCAGASGASSCMGDSGGPLVCE

KAGAWTLVGIVSWGSGFCSVSSPGVYARVTMLRAWMDQIIAAN*

HER2 | # -—- full sequence ---- --- best 1 domain ---- —-- domain number estimation ----
# target name accession query name accession E-value score bias E-value score bias exp reg clu ov env dom rep inc description of target
# - S e e e e e . -
Actin PF00022.14 m.1 - 2.8e-162 539.5 0.0 3.2e-162 539.3 0.0 1.0 1 0 0 1 1 1 1 Actin
Apolipoprotein PF01442.13 m.3 - 1.1e-38 132.6 10.6 1.le-38 132.6 7.3 1.8 2 0 0 2 2 2 2 Apolipoprotein Al/A4/E
domain

=E3 . " : ;

=] comp1002_c0_seq10 621 ID=m.565;Name=0RF_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=0RF_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_(-)_(g.568,_ m.568); 0 - 2 683 1 681 0

RNA-SeqB&®D 7’

=/ B&fcHZBLASTPIC DT D

ARl =)Ly XZa2—®d "Work Flow; @7,
TANNOTATION FOR DE NOVO ASSEMBLED
SEQ.; DR,
'BLASTP, Z40 JUv ¥

Select database:; [£%[E] 'Swiss-Prot-
Vertebrates) %R
"Expectation Value: (&%[0] -20& A

TExecute; =7 Uw

e > —>

oUw o

BLASTP (version 1.0.0)

Swiss-Prot-Bacteria
Swiss-Prot-Plants
Swiss-Prot-Invertebrates
Selecl datahase Swiss-Prot-Mammals
[ Swiss-Prot-Vertebrates 1o B
Swiss-Prot
nr

Query file:
|_4: rranscripts ToOrfs..e Sequei

Expectation value:

|-20
ex.) 0.00001 or <20 (as e-20)

HUvs

'BLASTP error/warning reports; (FBLASTO LS —FRRGEE (— e A & ViR

'BLASTPondata..; Z7Ywv/o9%&70vE—D71

KBDTZEDTFAAv%D ')y U9 %EBLASTPHERDY VY

S

yﬁﬁ?

— kAt

@® { 38

1)
T ?—yr? J Y 9
A fusr anal bin/blastall -a 10 -

p blastp -i fhome/w3galaxy/galaxy-

refs /databasefiles/002 fdataser_28
70.dat -0 fhome/w3galaxy/galaxy-
refs/database/files/002 /dataset_28
72.dat -d fhome/w3galaxy/galaxy-
rafs fdata/blastxdb/uniprot_swisspro
t_veriebrates.fasta -e

He Hsyyy ©

BLASTP 2.2.26 [Sep-21-2011]

feference: Altschul, Stephen F., The

Jinghui Zhang, Zheng Zhang, Webb Mil
“Gapped BLAST and PSI-BLAST: a new [

(]

la e
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D—0270—DREFHAEE

(GALAXYMI A —=)LT7 RLRERAWTE DT Z2DT/INM T 54 Y DA—F =7 H7o ¥ NEEE)
£ https://main.g2.bx.psu.edu/u/aunl/p/galaxy101 ®"4. Converting histories into workflows” % &

en:t _ Galaxy &
> .| =2 mps:  /p-galaxy.ddbj.nig.ac.|proots ¢ JlQr Google
=i The following list containg each tool that was run to create the datasets in your current history, Please select EXRY— ’ a
— those that you wish to inchude in the workflow, ————  HSTORY LISTS
: Tools which cannot be run interactively and thus cannot be incorparated into a workfiow will be shown in gray. (715 Saved Histories
= efutils.pl vefRfg Unnamed hist8 Histories Shared with Me
Workflow name |
= Filter pileun on coversge and [ g f nist | CURRENT MISTORY
snPg | rom history 7. BLASTP arrat i
( Create flow | (Cheek all ) ((Uncheck all ) Rt
ANNOTATION FOR DE NOVD 4 J e Clone
ASSEMALED SEQ. Tool History items created gmﬂ-‘ Copy Datasets
= FASTA File Length Filter > = = 1: import contig fasta file 7;‘_?1“ Share or Publish
» Gane Predicrion Choose ISt contpun s M. juse/iocal
GENSCAN or GeneMark. hmm THi lastp -1 [home
This tool cannot be used in workMows A Trear as sl fyr Dataset Security
%, -a [hame/wiga Show Deleted Datasets
e e e rofs/database/fi  Show Hidden Datasets
output 13
FASTA format ot 21 FASTA File Length Filter on data 1 :f::lmhlvl Purge Deleted Datasets
# Include "FASTA File Length Filter” in workfiow ohrates fasta g >how Structure
[S101 ] Export to File
= Bepemblasker 3: transeriptsToOrfs on data 2: Plam matches RS
« BLASTX to Candidate Peptide Sequences L —
= ranseriptsToDrfs (NA) Trinity transcriptsToOrfs 4: transcriptsToOrfs on data 2: Candidate Recerence: AUS  orier ACTIONS
Transcripts to Candidate Peptide Sequences Jinghui Ehang,
Peptides # include “transcripts ToOrfs" in workflow Jm o Impart from File
[ ————
PHYLOGENETIC ANALYSIS 5 Bl & e EIL
= sam 1o fasta for get mapping
R SumnsriptsToOrdsondan? @ 0
ESTE ' Candidate Peptide Coordinates
HOSOMICHI HLA ANALYSIS 15: BLASTP on data 4
TOOLS ARE UNDER # include "BLASTF” in workflow & transcriptsToOrfs on data 2: @ (X
CONSTRUCTION!
= Picks Up Fine Pairs From Paired
Read Set, 3 tmnscriptsToOrfs on daa 2; @ (' ¥
Get Dama Pfam.maiches to Candidate Pepiide
Sequences
Send Data
ENCODE Tools ke 2 FASTA File Length Filteron v [ 31 L
Uft-Over 3 daal :
< [>»

DDBJ/\A

TS54 (BRI DTP DO SMERK
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DDBJ/NA TS A V(EHEER) [CEIRZR

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

DDBJ/\f 754 > (http://p.ddbj.nig.ac.jp/) LA B, | o e At ol i it e il o i i

LOGIN awmccuni  Login ma Juast

1|
UserD; |

New account; Z27 Y w7

Login

Chack currant joba
* by e ot meceant.

I Marsal & sotorial

'orm for pipeline user accounts

Nota that this is NOT rogis: asaN account,
As BDBJ Pipeline is a webservice of NIG supsrcomputer, user was publicly
LSuparcomuser Uner Policy |

UserIDZ RO THEFRZ AN i

Afier registration, you will recoive 1 confirmation small with your usar D and iniflal pass word. Pleass Input your
email ackiress correctly.

Uuﬂw‘lﬁmlrlm

ex. Cenler for Information Bealogy, National Instiuie of Genetics.

'Registration; Z7 Uw ¥
JIRAT—RPeX =)L TELDTZED/KAT—RTAJ1 Y

@3 DDB] Query filelg EHE
DNA Data Bank of Japan FTP Upload@ﬁf\%@

Registration

@) DDBRB] (_Select Query Files )=+ Select Tools jmep( Set QuerySet jmep{ Sel GenomeSet mep( SetMap Options jmep_ Confirmation Jemep
————

A Diate Monk o fopun
k_Ru

ACCOUNT

login 1D jguest] . .
i Logout Selecting Query Files

ANALYSIS [ NEXT }

szl
Data setup

DRA Slan FTP upload rivate DRA enf Import public DRA QHTTP upload

T Metadata of the DRA entry. ANZ7Z 74 ILDIETE S E41ELE
1.X=3—®FTP Upload& 27 ') v 7 R T

SIBILISJ

BI. VIEW
step-2 Submission DRAODOODI DFML'IOODN submission.xml DwtnLaad "DownLoad ) U""ﬂ)
Waorkflow ! 1 1 1
" Bacillus subfilis subsp. natio BEST195 without (Dowrioad | Exiew)
ﬁeﬂ:ﬂme (SNPiShon Sample DRS0R0O0T plasmid pREST195L DRADDDDO 1 sample xmi DownLoad View
gm*;—_;eeg (Tag count) |Study DRPOCDOOT | Natto BEST195 DRAOODOO1 study xmi (Download ) | (View )
Genoma Expanmnm DRKODEIUM NATTCO_BEST195 SEPOB DRADODOO 1. experimentxmi | Download ) | [ View )
Large Indel) | T ; m—, e—
fLarg : Run DRROUﬂam 2008-09-12 BEST195-Lane? DRADODDD 1. run xml (Download ) | (View )
Job Confirmation T ! 1
;Ie:ll"m“‘ st STUDY TITLE Whole genome sequencing of Baillus sublilis subsp. natto BEST195
stept STUDY TYPE Whole Genome Sequencing
Mapping status
siep 1.
Assembly status Selact your registered query files.
sigp-All status
Diflerent instrument models can'l be selected logether,
H:I;Lp - (‘single ) i ired ) (all clear
= et =
~ Experiment  Sample Read Instrument
MANUAL ¢t No.| ZTFERSAION | ACCESSION | AGCESSION | STRAN Run date  Read®  joncih | model e
BENCHMARK =1 1 1 1 I 1 1
= Contact Us 8 1 DFIJ(DOODD! DRSODDD[H DRRDDODU! slralrt BEST195 | 2008-09-12  9.977.388 36 | ILLUMINA | paired
r['):[:fi?“ Annotation : from metadata : Countad from FASTQ (Saquanca langth is calculatad from the first antry. )
Devaiopment Team. = P =
( DELETE ) ( NEXT 22



> DDBJ

DNA Data Bank of Japan

Query filelgEAE
FTP clientic & %2 Upload

Upload FASTAFASTQ files

Registration of fastqg/fasta files

Select a FASTA/FASTQ file

Please upload the file to be used.

Input a specification

To use your fasta or fastq files, needs to upload to our server using ftp system.
For security this ftp server is using FTP over S5L protocol. Therefore, please use FTP client that supports the file transfer protocol

FTPS

FTP settings.
 server : Port |p.ddbj.nig.ac.jp:21 |
Secuﬂty |ssL |

User IDIpasswur |

’5 FTP client software.

ur Pipeline login ID/password |

1.FTP clientZ O—AJLPCIC1 XA b=JL L,
DDBJD Y —/\—AFTPEX %9 2,

Wlndolws WInSCP FileZilla '
Macosx F|IeZ|IIa Cyb-erduck 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.

#IRXTTIRIFRR—TVIT

RO

— FERER,

\k,\

@3 DDB]J Query filelsEAE

DNA Data Bank of Japan

DAYVAKN=I

FTP client (Cyberduck)

FTP client Cyberduck D5 &

&
&

Google Docs,

BEYEY—INCER,
EBuPTU 7y —2 22T,

e

&7,

annm

-nn-

ETP (File Transfer Progecol).
Transfer), ‘WebDAY (Web-based Distributed Authoring and Versioning), Amazon 53, Geogle Storage. Google Docs.
Windows Aqure. Asckspace Cloud Filesi= i#t.  Eucabyous * CpenSuck®A —7G@HIZ TP EY 7 2 FHATE

BT —1 1

| 1 jeyberduk.ch

1.http://cyberduck.ch/\7 7 X

Cyberduck

FA=T =2 OFTP. SFTP. WebDAV. Cloud Files,
Amazon 538 72 7. Mack WindowsiCH .

B < oMach BERN V7 OF I O— FIREFEE | wwwTeariviewscon
1,515,353+ Business Users Trust Our Award-Winning Solution, Free Trial! u 2a. com
TEICHRE ORI oMM HRTHEL ZEMNE0S, ST A

Amazon 53 (HTTPS)

© motory

7 Bonjour

ot | TIETDWKSCAYER] JARIYO2 @ 3 amazomaws com cyberrd vk oh

CyberduckiC2WT | Za—3 | WiEE | BR | ~L7 | Bt

mngfmslc

- SETP (55H Secury Filg

2.4 ovO—

R

Foxn—K
IN—3343.8.1
201045E12 565

Cyberduck-1.8.| 2ip
I =TT AU, Moe 05
X 1050 RED S

N=YavaanTUyoIR—% iy
0026135 B

Cyberduck-Inymller-4.0b8 gxg
Windows XP, Windows Vista 2 /& i
Windows 755658
Danerfonds hostad by Cachebor CON Open
‘Source Contint Dibacy

&
—= R4}

23




> DDBJ

DNA Data Bank of Japan

Query filelEE A E
BESLY—/NIEREETE

-

Cyberduck.app

1.Cyberduck % t28h

N

Cyberduck [ Get a donation key! | —

(> pDDBJ

DNA Data Bank of Japan

N\

& ewmemesuvs |0 7

2T EEaE

m) [« » ][

[ 1

[ O

© nogenr | 318157775 % 32IR "FTP-SSL(Explicit AUTH TLS)”

R—b(21)& A7

4.7 —)\—(133.39.116.60). ||FI'P—SSL(EpricItAUTHT15) re

‘ #—/T: 133.30.116.60 1= i
URL : ftps://user-demo@133.39.116.60:21/

5.Pm“mml_4ft a—#4%: user-demo
I(ZU_RQ)\jJ [} Anonymous O+ ~

JEAT—E : | esssssens o ]

F171-

T M —Fr—vicEme s
guest1—HTiE, ETEEXEA ! @ (Fv>en) @
3

6.1& 5t

Dl

Query file¥& & /77% Upload

~ 133.39.116.60 - FTP-SSL

| Cet a donation keyT | q

Lagl [ 1

'~ 133.39.116.60 - FTP-SSL

D [2 UploadL7c W7 7 A LE K5 v 78 RO v 7T B,

() < == sample Bacillus subtilis subsp. natto BEST195
TFAILE 1;“&@@?@”7 ;f“/yiyj“/ ;“mmpagsﬁg&
b al
CRw>| 2 v Read# : 9,977,388
Read length : 36
T Get a donation keyl =)

77 % DEEES REH |
FTP-55L | Get a donation key! | =
,,f". R
(@) (<) (@ /avery W ()@
PrAng o AmgX (EEE
© testl_l.fastq 4.3 GB %H 8:16
i les__tl_z.f_astq 4.3 GB ?E_S:lé
* . .
3.UploadZE T =Pipeline D EE
277N N N N N N N iy




(O DDBJ quenfielsT s

DNA Data Bank of Japan

Upload L7c 7 7 1 ILDERD T 1

1.Pipeline D EH IC & %

Upload U 7= 7 7 o )L h'Single-end DI &

Upload U 7z 7 7 « )L h'Paired-end D&

2.Select a FASTA/FASTQ file & :#1R

2.Select a FASTA/FASTQ fileZ iR

Registration of fastg/fasta files

Uplond FASTAFASTO tef Seiect s FASTAFASTO fle  IngOty spacificasen
ndent files.

Please specify read Tayootamd-comtSpo
|3.Single-end’£i§5‘i
3 :
flanams L) size timestamp
Mot eiect T
testd 1 ftastg Tasty Y42 3ME 20110104 05:23:00

st 2 tasig asig W2IME 20110104 05.24.05
@mm' fBem | WZ3IMB 20110104 053320

4.read % E IR

Gy s B TVETTT VTR ENPORT JRONT Sreeecy o

Mexi STEP

5.2k

Registration of fastg/fasta files

Upload FASTAFASTO fifs  Selact a FASTAFASTO fle 1Nl a specification

Please specify read layout and correspondent files.

Select a FASTAIFASTO file:

3.Paired-end % # iR

Tilename (type | size | timestamp

) man salect
t_s.nm fasi

4.read1 fileZ #1R

JZIMB 2011-071-04 05:23.00
2011-01-04 05:24:05

W yoia want & phired-end query, pleise selecl & "Reverse” query file.

Select a reverss FASTO file:

Tilgname type size fimestamp
() | ot sslect
O | test1_1.fastq tasig ISZIME 2011-01-04 05:23:00

Sluﬁ_zsfaq g | 3923NB 20110004 082408

5.read1 file & X IC %% B read? file % iR

G0 10 the next page afler you seiect a file

6.8\

MNexi STEP
SET)

(O DDBJ Query filetgErix

DNA Data Bank of Japan

UploadUL 77 7 1 ILDERD T 2

Please specify instrument model.

| SelectedFile 1

Registration of fastq/fasta files

Upload FASTAFASTQ files  Select a FASTAFASTQ file  Input a specification

[test1_1 fastq

| SelectedFile 2 |test‘|_,2_fastq

| Read layout |Paired-end
Instrument model (| ILLUMINA 3]

| (Required) Study -

1.—=7 T OlEZREIR J
2.Study titleZ A {

I

| title )

NOTICE: After confirming your entries, push the SUEMIT button to register uploaded files.

3.&i% \

\

Registration complete.

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

[ Assembly / Mapping )

4. Assembly/Mapping D E{TEE

25




(> DDBJ Query filetg %
DNA Data Bank of Japan Upload Lj 7_: 5 > /r}b@ﬁ%?g\

UploadUL7Tc 7 7 1 L2 {ER L THEITMAIREICE > T
W3,

Selecting Query Files

1.Upload FASTA/FASTQ(FTP client)% iR
<@Frivate DRA entry | Import public DRA  HTTP upload

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

Filename Description Layout Instrument model File size
[ GSM727564_dOFoxhi.bed.gz Foxh1 single ILLUMINA 124 4 KB
st1_1.fastg (maore 1 files) test data paired ILLURMINA 34 GB

(oELETE ((NExT)

2MBITICERLIEWT 71 IL% IR

3.8
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