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[ J « {2+ 0 | NGS | BE51 E%i§ | FASTQ or SRA | 24 2£DB DN (RT)IGEELHIEAT 1. QN EDBMI L, #75
4}3DB V22
O RTMESEASR x - O X
C O @ FEINTVEWEE | www.iu.a.u-tokyo.ac,jp/~kadota/r_seq.html * a8
(RT)IEE 5 #ZF
(last modified 2019/04/15, since 2040)

COI T IN—TOREES T F. 1Y
Macintosh2018.11.278R)(ZfE>T 7
WEY. FLEOAREFRNLZFIFE
20185 7A(C(RT )IEEEFIFTD—F
(2018/07/18)

What's new? (\BE0OHHMSEEFTE
s [AOVHEREE | »Zal—3
MmuELIz. (2019/04/11) NEW
o [HDIO2HEBREE| »ZalL—3
MUZE LTz, (2019/04/11) NEW
s HBEFECLTOE [12A =)L
o HIBFFECLTOE 1221

[ | SEEAR TR

00| —#% | BFIEE | 522907 —AESF | biomaRt(Durinck 2009) (last modified 2015/02/20)
« > 0O | —8% | B2FIERE | CDS | GenomicFeatures(Lawrence 2013) (last modified 2019/04/19)

> 0O | —#% | ExpressionSet | 17'54ERL | Biobase (last modified 2018/08/01)

> 0O | —#% | ExpressionSet | 10'S4ERE | NOISeq(Tarazona 2015) (last modified 2018/08/02)

4> 0O | NGS | 4TS5y Ja—/ (last modified 2019/05/21) NEW

> 0O | NGS | gPCRT>microarrayii s & DHEE (last modified 2014/11/12)

> 0O | NGS | BlB1L(4 / LTS o oViewer) (last mgllified 2016/12/22)

«> 0O | NGS | EZ5IERE | FASTQ or SRA | 2attDen =@ modified 2019/02/01)

«> 0O | NGS | EZ5IERE | FASTQ or SRA | SRAdb(Zhu ¥013) (last modified 2019/02/01)

A~ 0O | NGS | BoFI|EE | =3 L-—2 3257 —4 | [c2LT (last modified 2015/01/18)

A 0O | NGS | BFIEE | 2 Zal—2327—4 | A LAGEEEFIOSRNTS (last modified 2015/01/18)
+ = 0O | NGS | 7P /=3 AFREE | [ 2T (last modified 2019/03/19)

4> 0| NGS | 7./5—3 3 > EMREVE | GFF/GTFR:E I 7L (last modified 2018/03/29)
> 0O | NGS | 7./ 7—33 2 85EE | refFlathes 7 7 1)L (last modified 2013/09/25)

« > 0O | NGS | P/ 7—232/83REE | biomaRt(Durinck 2009) (last modified 2013/09/26)
A O | NGS | 77 /5T —23 2AAF5RENE | TxDb | (L DWW T (last modified 2014/03/28)
A0 | NGS | 7)5—% 3> E5REWE | TxDb | TxDb.*1'5 (last modified 2015/02/19)
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W T NGs | ECURE | FASTQor SRA| L 20 b NGSTE—4 M /A DBl DDDBJ SRAGEEDRA) . @
.\ NCBI SRAGEFRSRA) . @I?MBL-EBI ENA(E%ENA)
AN ';HE D B D=BTERAINTHY. T—2HEFEILGEIN TS, &

£> 10 | NGS | E3IEUS | FASTQ or SH WX A LST FfERHOD TEEL TS

RERE—T T (NGS)N SESNBIEEEST — 7 nHET — S AN SIS 3R CEUTEARLET. Y1007
LT —SEEDCE EEfR. NGST —FTAmayExpressiZH T I 0— FI2ONL WIS LNERA. AF7 —50
2JREEELDTVC L, £F —F(raw data) 2T TR <IN DEHFDT — 4 (processed data)D's 3B&CIEZOFENT <
ComaeRs. RO THREZELTVSCRBLNFET., PR TEAN TS LD(CFASTQ I 7-1)LD4 D > 0— Fi
BYYELIFETETOORI FI-HLALTEAETIN. submitter ML TNTLSBER (FTETEL
£ITTH) UI7 LV RERINDY Y T80T —4, DEDBAMER J7 1) LOERHE I TILAES> TLIBLDTT.,
201456 826B(CH D ELIZ(DDBIREZAH DA ESTEETM(_ _)m).

T—A O FEFACSanger t}/_DE@FﬁET L TY, FASTARERLIZU— FHEDTIT (dOfTEEFIOIT) THRRALE
9, FASTORETUIY—BEHBIZOHT (@0'SiFESidDATEEIIDAT. SLU+NSIRFESidDITEbase callDIEDqualityd
17) TERLUEY. FASTQERNZ. Sanger@EMH'T JF7 U AL LA— 1 (EREE) TY, N DTlumina®ISw b
J A —LIMSESNBMIZFASTQ-like format & WVSFRIRANEEN T ES T T (Cock et al.,_ Nucleic Acids Res., 2010),
LALAME < EB2013FE(ICF, TlluminaT—4 T BaseSpacet2CASAVAL. 8D configureBcl ToFastq.plid EERLE & T
FFREDFASTOR.TL(DFE DSanger typeDT —&)ICtIDER 5B LD TI L. NCBI SRAREDNHDBNSEGET S
T—A 22T (ESanger typelT— LWz&EBhET (Kibukawa E., =2 ) R—FO1 EF—, 2013).

DDBJ Sequence Read Archive (DRA) : Kodama l., Mucleic Acids Res., 2018
EMBL-EBI European Nucleotide Archive (ENA) ribio et al., Nucleic Acids Res,, 2017
NCBI Sequence Read Archive (SRA) : Sayers et §l., Nucleic Acids Res., 2019
ArrayExpress : Kolesnikov e#&ic Acids Res., 2015

GEOQ : Clough and Barrett, Methods Mol Bicl., 2016

DBCLS SEA : Nakazato et al., PLoS One, 2013

o o ojo o o
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] J + {0 | NGS | BL¥| BV | FASTQ or SRA | 25 HDBOS

BHEDB 5 g

4> b0 | NGS | EZ5IES | FASTQ or SRA | 4%

R —T T (NGS) D SESNBBERSIT — 47 AHT -4~ — AN 5
LT —FEED S R, NGST—4FEArmayExpressiZH T4 00— 13
EREFLEEJUPINC S, £5—F(raw data) 2T TR <MITEHDT —4(prg
[ChmalcrRd, BEEDsThEZE L TLSEE0NEFET. LR TEENT
BYYE S AFETHTH ORI RO —HFLALTIZAETIN.  submitterhd

£HTTH) UI7 L REBIADN Y T80T —4, DFNBAMER, 77 )l

(MDRAEQENA[IE, @RITTDSRAT7AILE A
HEL T, (Linux £ TfE X Sfastg-dump&Lro7
0455 LEETLT)DFASTQIZ 74 ILEERLL
ENTIRHBLTIVET  FASTOQERR DR,
AVTADEN)—REBRETDHAHTLavED
[+ Tfastg-dumpZzZEITLTWVET . F5R EL T,
TR HIN9TT ED#EEELS (M
KUTLELSTHELY) ELVSBEE, DEIYYY

201468260 (CHIN ELE(DDBIEEZAH DA EST 2V EI ML _)m).

F—AMED [ZEFS) (CSanger typeMFASTQRETL T, FASTARETLIZU — REED T (dOITEEHIOIT) THRRLE
9, FASTORETUIY—BEHBIZOHT (@0'SiFESidDATEEIIDAT. SLU+NSIRFESidDITEbase callDIEDqualityd
17) TERLUEY. FASTQERNZ. Sanger@EMH'T JF7 U AL LA— 1 (EREE) TY, N DTlumina®ISw b
J A —LIMSESNBMIZFASTQ-like format & WVSFRIRANEEN T ES T T (Cock et al.,_ Nucleic Acids Res., 2010),
LU a < EB2013FE(C(Z, luminaT—4EBaseSpaceTCASAVAL. 8MconfigureBdToFastg.plid EEBLBR & T
FFHREDFASTORETU(DF DSanger typeD7 —4)ICIDEAS5NS LD TT L. NCBI SRAREDRHDBN'SENET S

F—A (22T (3Sanger typeD>— LWz&EBULWET (Kibukawa E., 42— LT — O EFH—, 2013).
e DDBJ] Sequence Read Archive (DRA) : Kodama ., Nucleic Acids Res., 2018
o EMBL-EBI Eurcpean Nucleotide Archive (ENA) ribio et al., Nucleic Acids Res,, 2017
o NCBI Sequence Read Archive (SRA) : Sayers et §l., Nucleic Acids Res., 2019
o ArrayExpress : Kolesnikov et al., Nucleic Acids Res., 2015
o GEO : Clough and Barrett, Methods Mol Biol., 2016
o DBCLS SEA : Nakazato et al., PLoS One, 2013
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] J + {0 | NGS | BL¥| BV | FASTQ or SRA | 25 HDBOS

DRAOOOO11

(DDRA Search £ T, @QDRA000011&£$TH
A AT, @Search, BIEIERICLT—2TY

.jp/DRASearch/

e @ hitp://dd N

- ¢ || BE. o~

» Search Home

(& DRA Search

2 DRASearch
Accession :  [DRA000011 x]
Organism : | | studyType : |
CenterName : | | platform : |
Keyword ; | |

Show records  Sort by |Study v Search Clear
Statistics
Released Entries
Type Count

Submission 864038

Study 140671

Experiment 4052957

Sample 3662839

Run 4669271

Organism Study Type

# Organism Name Study # Study Type Study
1 Homo sapiens 13078 1 Qther 50118
2 Mus musculus 10555 2 Whole Genome Seguencing 49553
3 soil metagenome 3961 3 Metagenomics 19706
4 marine metagenome 1690 4 Transcriptome Analysis 19161
5 Arabidopsis thaliana 1688 5 Population Genomics 791

6 Panicum virgatum 1557 6 Epigenetics 705

7 Drosophila melanogaster 1547 7 Exome Sequencing 248

8 Oryza sativa 1505 8 Transcriptome Seguencing 170

9 Populus trichocarpa 1187 9 Cancer Genomics 133

10 Saccharomyces cerevisiae 1185

| http://ddbj.nig.ac.jp/DRASearch/query iOf Japan

10 Pooled Clone Sequencing 35

LDOO“‘-.IO‘\U‘I-T—\UJI\JD—'-#

~ DRA Home

Data Last Update 2018-04-25

W
k'
Center Name
Center Name
BioProject
GEO
DOE - JOINT GENOME INSTITUTE
UMIGS
JGI
WUGSC
JCVI
BI
SC

Study
80643
23275
2590
2557
2364
1398
1148
962
903

10 The Wellcome Trust Sanger Institute 759

Last modified: Sep. 06, 2017 (V3.2)
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m I T astoesta 2o || DSCTRANBESIC, A LEEDERLHYES
- QTVNERYFASTQI 7 ILES I O—RTEBA

D RAOOOO 1 1 @7V YILTRIED ) —FHIFHRZEEL THS

e @ http://ddbj.nig.ac.jp/DRASearch/submissionfacc=DRADDD0T1 - ¢ || BE. 0~

(2 DRADDDOT1 - DRA Search

. DRASearch Search Home © DRA Home
ETP
Submission Detail Navigation
Alias DRA0O0O0OO11 Study DRP0D00011
Submission ID Experiment DRX000011 EASTOQ SRA
Sample DRS000011

Submission Date 2009-08-17 Run DRRO00031 FAST SRA
Center Name UT-MGS
Laboratory of Functional Genomics, Department of Medical Genome Sciences,

Lab Name
Graduate School of Frontier Sciences, The University of Tokyo

Website policy | © DNA Data Bank of Japan
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B e e s LS DAL D —R#($4,653,053TF . CAUKSRATZ AL
DRR000031 b)) —FEIZHHLET, FASTQI7AMILEA D O—
LT —F#ZHREE. DLYBDLRNEICHEYET,
— | BASHMZR AR —REBRWOTWNAD T, )—FE#DEL

‘@DRA(IIDH-DRASBarch {2 DRROO0D31 - DRA Search X [iﬁ(:b?‘;(fl,\l,\t[,\agﬁ'@_d_o FASTQ77’()I/€9“|-7
2 DRASearchLSTQ — O—Kg XL (;Bg':‘i“bgﬁl'\-@ ) @7&‘7 1)s47

Run Detail Navigation
Alias DRRO0O0O0O31 Submission DRA00O0011 ETP ~
Instrument model Study DRP000011 v
Experiment DRX000011 FASTQ SR
Date of run 2008-04-01 < >
Run center UT-MGS
Number of spots 4,653,053
Number of bases 167,509,908
READS (joined) quali show FowWs << < / 465306
=>DRRO00031.1
TTTAAAAGATAATGTCATCACAACGCAACATATAGA
>DRRO00031.2
TGTAATGATTATGATTCTCAGGGATTGGGGAAAGGT
>DRRO000D31.3
TCAAAAAATACGAAGTTAGGGTGACAAAGTTTGACA
>DRRO00031.4
TGAGGTGGGAGTTTTAGCTAGCTTTGTTGTGGGTGT
>DRRO00031.5
TTCAGGAAGCTGGTCGATGEAGCACCAAGAGGGTGET
>DRRO00031.6
TTTTTTTAAAATAGCACTTTAAATATTTATTTTTTT
>DRRO00031.7
GGAGGGTTAATTCTCGAGGCAGTATAGTAACTTAAGS
>DRRO00031.8
TTATCATCTTCACAATTCTAATHNNNACTGACTATCC
>DRRO000D31.9
TTTTAAATTGTAATTTTTTTATTGGAAARCAAATAT
>DRRO00031.10
TGETAACAGCCTGATGGGTTATTTGACTGCACTAAG
. . W
Website policy | © DNA Data Bank of Japan
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Wl T OINGS | BSANG | FASTQ or SRA| L ADBh S (MDDRR000031.fastq.bz2Z&4 > O—k (LT-

DHYTEREICIEPSALY) . @bzip2[EHEIREE
DRR0O00031 <. DI16MB (122,495,839 bytes) B %

X
@ ftp://ftp.ddbjnig.ac.jp/ddbj_database/dra/fastq/DRADDO/DRAODD0T1/DRX000011 - ¢ || BE. 0o~ ? @
=3 DRAODDO11 - DRA Search = DRRO0OD031 - DRA Search & FTP 717 /ddbj_databa... *
FTP 74L%) /ddbj database/dra/fasta/DRA000/DRA000011/DRX000011 / ftp.q ~ CRROD0031fasta.bz20)T0/ (71 X

T7270-5—TCh FIPUAMERNT 203 Ar F—EHL T [RRIZ 0000, [TZATO-5—TCFP YAMEBK]] 28 w1174 =@ Lzn/fi-uay

-flelcome to DDBJ FTP Archive, running on ftp.ddbj.nig.ac.jp! \—-I

DRRO00031.fastg.bz2

-Please contact ddbj@ddbj.nig.ac. jp when you have any problem for getting
-access to this archive., domloading the data, and etc.

:Egrtﬂgt%‘tl\aer-\&?ep?;ggzt?;ytir%;ﬁdgrtgbgg-mtmts, please refer JrADESE: BZ2 I7{ ) (.bz2)
JO751: |3] 7TUDER EE(C)...
1EEELOT |k
0B/06/2014 12:004R8T 122,495,839 DRROOODA! . fasta.bz?
1SR C¥Users¥kojik¥Documents¥2040%L ecture¥ 00 B EET /L
g P 116 MB (122,495,839 /{1 1)
THAT £ 116 MB (122,499,072 /¢4 N
HRE e '
R EE: 2018F4F 198, 15:14:22
EFOE 2018F4F198. 15:14:28

FOUAEE: 2018F4F198. 151422

Bt  OsavsBRrR OBELIrMH | FESED.

b¥UTE  IOTPAMHEOIVEI-F-HSEEL
E0TT. J0IVE-5-ERET I
B, ZOTPANADTFIEART Oy 503
A ERBYET.

O Fos7meRke(K
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] J + {0 | NGS | BL¥| BV | FASTQ or SRA | 25 HDBOS

@ ftp://ftp.ddbj.nig.ac.jp/ddbj_database/dra/fastq/DRADDN/DRAODODT1/DRX000011 v ¢ || #F..
=3 DRAODDO11 - DRA Search = DRRO0OD031 - DRA Search & FTP 7L M /ddbj_databa...

FTP T«4L-ZF') /ddbj database/dra/fastq/DRA000/DRA000011/DRX(
IZA7A0—Z—TCTIN FIP YA MERRT 21203, Ak F—FHLT, [FR]E5 vl [TF270-5—1-

Dbzip2IEfE 77 ILEfEEL T, @QFASTQIZ7A )L
(DRR000031.fastq) 129 % &, @781 MB(

819,218,014 bytes) IZEN LY ET , COFEEE
ZXlZLhaplus&EL 57—V TR TITLVELT=AY, 2<
DINAF A TAR T4 ELinux (AR TA1Y
)Lii""'tbunzmbbsz:lVJF%EEHEL'C TUWET

== TXITTT | =/ ELRIIN =237

-flelcome to DDBJ FTP Archive, running on ftp.ddbj.nig.ac.jp!

-Please contact ddbj@ddbj.nig.ac. jp when you have any problem for getting
-access to this archive., domloading the data, and etc.

-For detai s on_the directory structure and file contents, please refer
-to the README.TXT placed in the "ddbj_database”.

L] DRRO00031 fastq

TPANDES:  FASTQ T74)b (fastq)

0451 |2] FAUMER EE(Q..
1 BEB F DT LA
06/06/2014 12:005F8] 122,495,839 DRROOOOST .fasty.be? %% C:¥Users¥kn::-jik¥Dn::-n:umer1ts¥EU B¥Lecture¥09.ﬁéi§'f,»"b.
HaX: 781 MB (819,218,014 ITA M)
TIATE 781 MB (819,220,480 /{1
M X (819,220, ]
e BE: 2018F4E 198, 151554
E5AE: 2018F4E 198, 15:16:27
FOUAOE:  2018FE4FE 198, 121354
Bl O»8YEErR BELIFIWH) =EBE(D)..
Jun 03, 2019 oK e ik 10
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DNGS:EF FE3MEIZ. LinuxiRE T TONGS
FT—RADAHIA—KMSEEDDOYFETR

(RT)IEEGRIIITDY D

(last modified 2019/04/10, since 2010)

LTWET . QDOREFBPDFI7AILEALUT
HAHADD. EBDIEXIXQ T EHPDFE
SEIZTBHEVSFFEEZBRELTWVET

(RT)EE

::[Etw o S=EE | EE-—:’ EMjMEA :'I: |
L] i%ﬁ | Eﬁ?LE‘EI?EmM |
What's new? |« £ | QFFEFFSE |
=5 | ORI EETFEE |
=7 | HFAEEF=E |

« [2E80 | Bl
» FEFEFEEDON.

o B | FSAOUT —AEERT | 4.3.3 2BRIHE (last modified 2014/04/28)
o EE | FSAOUT L8 | 4.3.4 fIOFEETH 1 (385 (last modified 2014/04/28)

[ 2WLT (last modified 2019/04/05)

=104 > O QQ:_/EI ~ (last modified 2018/09/03)

E20GUIEIEN' S T ~ ~AEN (lastghodified 2018/09/03)
E3OLinuxiEEREENSNCGST—9HEET maodified 2017/07/02)
’%4.{3‘71'U7ffil tO—) Lr*?[l{? J_AL’D 2 |““ Jl: (last modified 2

ST L E S LY

L e g

FELELE. (,

=5 | DFABETaS"
2% | DAABEYS
. 2§ | BAABEYA E
. 2| BFABEES

» RNA-seqi1J>-
o TCC-GUIMA -

o S5 | BFIEEFH
o S5 | BFIEEFH
« £ | HFAEEFH
« £ | HFAEEFH
« E5 | HFAEETA

E £ Eikﬂﬁﬁ?‘"% | %ﬂﬁleuﬂEﬁﬁ%ﬂ\bNGST—ﬁmﬁif

LA FEATEED 830N TY . Linxkdw 2 FOU %I FICHEBPIH#TYT., T—FoOEEFHFA U
o AEDIC DAV F IO L TIILET D, EFrCEEE Z RIS 1 (20151207 00).

 {EPDF
» Oz 7 EHPDF(A YT IVIR; [FAEPDFE[EI0<. HDD150GB. #11.3{80 £ —F DA 7 0—F, )
= WindowsFH(2015.07.01}F; #121MB; FEH £2)
« MacintoshFH(2015.04. 27k ; #123MB)
» U7 EHPDF(EEM; FiEPDFS &7 HDD100GB. &0 150A) —F @& I CHFRL T2 O—F.)

» Windows 71207 $120MB; HEEE)
= Macintosh F)

Bio-LinuxM& A > k2 $#):
EHFOFEODLODEEL T,

» Bio-Limux: Field et al., Nat Biotechnol | 2006

« 2MAE TR — 2 AR - RBin T i 8T 422 L — 1L B FEEHER
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DNGS:EF FE3MEIZ. LinuxiRE T TONGS
FT—RADAHIA—KMSEEDDOYFETR

(RT)IEEGRIIITDY D

(last modified 2019/04/10, since 2010)

LTWET . QDOREFBPDFI7AILEALUT
HAHADD. EBDIEXIXQ T EHPDFE
SEIZTBHEVSFFEEZBRELTWVET

(RT)EE

::[Etw o S=EE | EE-—:’ EMjMEA :'I: |
L] i%ﬁ | Eﬁ?LE‘EI?EmM |
What's new? |« £ | QFFEFFSE |
=5 | ORI EETFEE |
=7 | HFAEEF=E |

« [2E80 | Bl
» FEFEFEEDON.

o B | FSAOUT —AEERT | 4.3.3 2BRIHE (last modified 2014/04/28)
o EE | FSAOUT L8 | 4.3.4 fIOFEETH 1 (385 (last modified 2014/04/28)

[ 2WLT (last modified 2019/04/05)

=104 > O QQ:_/EI ~ (last modified 2018/09/03)

E20GUIEIEN' S T ~ ~AEN (lastghodified 2018/09/03)
E3OLinuxiEEREENSNCGST—9HEET maodified 2017/07/02)
’%4.{3‘71'U7ffil tO—) Lr*?[l{? J_AL’D 2 |““ Jl: (last modified 2

ST L E S LY

L e g

FELELE. (,

=5 | DFABETaS"
2% | DAABEYS
. 2§ | BAABEYA E
. 2| BFABEES

» RNA-seqi1J>-
o TCC-GUIMA -

o S5 | BFIEEFH
o S5 | BFIEEFH
« £ | HFAEEFH
« £ | HFAEEFH
« E5 | HFAEETA

E £ Eikﬂﬁﬁ?‘"% | %ﬂﬁleuﬂEﬁﬁ%ﬂ\bNGST—ﬁmﬁif

LA FEATEED 830N TY . Linxkdw 2 FOU %I FICHEBPIH#TYT., T—FoOEEFHFA U
o AEDIC DAV F IO L TIILET D, EFrCEEE Z RIS 1 (20151207 00).

 {EPDF
» Oz 7 EHPDF(A YT IVIR; [FAEPDFE[EI0<. HDD150GB. #11.3{80 £ —F DA 7 0—F, )
= WindowsFH(2015.07.01}F; #121MB; FEH £2)
« MacintoshFH(2015.04. 27k ; #123MB)
» U7 EHPDF(EEM; FiEPDFS &7 HDD100GB. &0 150A) —F @& I CHFRL T2 O—F.)

» Windows 71207 $120MB; HEEE)
= Macintosh F)

Bio-LinuxM& A > k2 $#):
EHFOFEODLODEEL T,

» Bio-Limux: Field et al., Nat Biotechnol | 2006

« 2MAE TR — 2 AR - RBin T i 8T 422 L — 1L B FEEHER
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_ DONGSE#FE3MEIZ. LinuxiEE F TONGS

Y E- T—ADA O A—KNSEEDPY HETR
L ’& * %K S[[W) d) LTWET, QDEFBPDFI77AILEAT
(RT)IEEGRIIITDY D A, EBEDEXIIQOVTTEHPDFE

(last modified 2019/04/10, since 2010)

SEICTHELDFAZZEEELTLET,

« BE| b2 ROUT

. = =™ i
-z ®opEm” B0 | MEXADUT

- [2EEH | :E;- £ | HFBEFEFE

« HEFEFEEON. 25 | OAIBEFSE | %4.’:’71'UT-1’:|,/|' IZl JL*’Z’FD"J‘:‘J{;G] EI“ Jb (last modified 2

o 5 | OFFABRTFEEE | (CDUVT (last modified 2019/04/05)
- S | HFFEBEETFSFE | 2104 tDﬁng i— (last modified 2018/09/03)
What's new? |« 2 | BEFIBETSE | £

— L8 | 4.3.3 2E$RIHET (last mo @0)1&'} DNELIZEBEIIZLI=-DON XD R
— BB | 4.3.4 =Ty 3 TAR.

=" (lastghodified 2018/09/03)
maodified 2017/07/02)

| %BILlnuxLaiE%ﬁT‘hNGST SEEET

ﬁz%l_fa:«b?_ [:- iij{ | EMLEQIMA——F L e e ey, — P 4 e P

£%# | HFAEBEEFH

. RNﬁ.—SEQJ’J'jJ « S5 | OAIEBEES

» TCC-GULMDA -

o S5 | BFIEEFH
o S5 | BFIEEFH
« £ | HFAEEFH
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Instal ling, this may take a few minutes...
Please create a default UNIX user account. The username does not need to match wour Windows username.

For more information wisit: https://aka.ms/wslusers

Fnter new UNIX username: studen
Frter new UNIX password: g
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Instal ling, this may take a few minutes...
Please create a default UNIX user account. The username does not need to match wour Windows username.
For more information wisit: https://aka.ms/wslusers

Fnter new UNIX username: studen

Fnter new UNIX password:
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Jun 03, 2019



[ _ FEE CAIGRLICIRRYET , O, Linux@DavU R AQFEIR

BETY , [av kT TR IERICLESEEDTI M,

¢ /Wd) ﬁﬁﬁ Aty Linux®av 2 kZFATE SR Ubuntu (DFEYWSL)ZE
HEHS AV A—ILTH—BDEFA—3VTY,

IE} studen@DESKTOP-M43BCPC: ~

Instal ling, this may take a few minutes...
Please create a default UNIX user account. The username does not need to match wour Windows username.

For more information wisit: https://aka.ms/wslusers
Fnter new UNIX username: studen

Fnter new UNIX password:

Retvpe new UNIX password:

passwd: password updated successful v

Instal lation successful!
To run a command as administrator (user “root”), use “sudo <command>”.

See “man sudo root” for details.
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Instal ling, this may take a few minutes...
Please create a default UNIX user account. The username does not need to match wour Windows username.

For more information wisit: https://aka.ms/wslusers
Fnter new UNIX username: studen

Fnter new UNIX password:

Retvpe new UNIX password:

passwd: password updated successful v

Instal lation successful!
To run a command as administrator (user “root”), use “sudo <command>”.

See “man sudo root” for details.
- P pwd

home,/studen :
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Installing, this may take a few minutes. .. Jh,f.)‘\\ Ubuntu@@]lﬁfﬁ@?j#}bFO){’F%?«{D7|‘U'C‘:
Please create a default UNIX user account. The u HUY rl*—A%{DaF'JJ&u?(i*Léi’%FﬁfT

For more information wisit: https://aka.ms/wslus
Fnter new UNIX username: studen

Fnter new UNIX password:

Retvpe new UNIX password:

passwd: password updated successful v

Instal lation successful!
To run a command as administrator (user “root”), use “sudo <command>”.

See “man sudo root” for details.

b pwd
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Instal ling, this may take a few minutes...
Please create a default UNIX user account. The username does not need to match wour Windows username.

For more information wisit: https://aka.ms/wslusers
Fnter new UNIX username: studen

Fnter new UNIX password:

Fetvpe new UNIX password:

passwd: password updated successful |y

Instal lation successful!
To run a command as administrator (user “root”), use "sudo <command>”.

See “man sudo root” for details.
- P pwd
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Instal ling, this may take a few minutes...
Please create a default UNIX user account. The username does not need to match wour Windows username.

For more information wisit: https://aka.ms/wslusers
Fnter new UNIX username: studen

Fnter new UNIX password:

Retvpe new UNIX password:

passwd: password updated successful v

Instal lation successful!
To run a command as administrator (user “root”), use “sudo <command>”.

See “man sudo root” for details.
- P pwd

% Is
Y o

home,/studen
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Please create a default UMK User account. The L T
For more information visit: https://aka.ms/wslusers

Frnter new UNIX username: studen

Fnter new UNIX password:

Retvpe new UNIX password:

passwd: password updated successful v

Instal lation successful!
To run a command as administrator (user “root”), use “sudo <command>”.

See “man sudo root” for details.
- P pwd

% Is
F

home,/studen
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Enter new UNIX username: studen T.QOFR—LTALOMN)ETTRIAZDIAILE (T1L

Fnter new UNIX password:

Retvpe new UNIX password: OI*IJ)jéﬂEhjzln %:jé;%;ﬁjT)L9°®$5fiﬁguf*ljﬁﬁ
passwd: password updated successful ly 'G%%)J:'Bltbi’d'o

Instal lation successful!
To run a command as administrator (user “root”),
See  man sudo root for details.
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= tuden@DESKTOP-NFSBCPC: 78 Is
= tuden@DESKTOP-M43BCPC: ™8
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N N (- UbuntuI DR EL T, @D ESEENITIRE
HIAFHFET . RORATARIZHLERBADH DD T, EfTHIIZ
Ubu ntU1E'J d) 'ﬂE % BT EACHELEFEEEL TS,

IE} studen@DESKTOP-M43BCPC: ~

Instal ling, this may take a few minutes...
Please create a default UNIX user account. The username does not need to match wour Windows username.

For more information wisit: https://aka.ms/wslusers
Fnter new UNIX username: studen

Fnter new UNIX password:

Retvpe new UNIX password:

passwd: password updated successful v

Instal lation successful!
To run a command as administrator (user “root”), use “sudo <command>”.

See “man sudo root” for details.

b pwd

/home/studen :
; |=
: 3 In -s /mnt/c/Users/kadota/Documents,/ubun_data /home/studen/ubun_data
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FERELTIE. @D ERS [FWindowsD A
7‘4‘/1 — & (FADBAFkadota) ZD T, EBEDILD
'E} studen@DESKTOP-M43BCPC: ~ Z'R E—d_%)z\g h\% [') i_é_ @b\ég 'i t WIM I] f«ﬁﬁ‘z L/

Imtal ling, this may take a few minutes... T:ubun_data77j')l/5! DABITY @@‘&B’\liUbuntuﬁH

Please create a default UNIX user account. The u ar
For more information wisit: https://aka.ms/wslus E: ﬁ”—c_d-

Fnter new UNIX username: studen

Fnter new UNIX password:

Retvpe new UNIX password:

passwd: password updated successful v

Instal lation successful!
To run a command as administrator (user “root”), use “sudo <command>”.

See “man sudo root” for details.

b pwd

/home/studen :
; |=
: 3 In -s /mnt/c/Users/kadota/Documents,/ubun_data /home/studen/ubun_data
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IE} studen@DESKTOP-M43BCPC: ~

Instal ling, this may take a few minutes...

Please create a default UNIX user account. The username does not need to match wour Windows username.
For more information wisit: https://aka.m=/wslusers

Fnter new UNIX username: studen

Fnter new UNIX password:

Retvpe new UNIX password:

passwd: password updated successful v

Instal lation successful!
To run a command as administrator (user “root”), use “sudo <command>”.

See “man sudo root” for details.
- P pwd

2§ s
: 3 In -s /mnt/c/Users/kadota/Documents,/ubun_data /home/studen/ubun_data

home,/studen
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7J')I/5l @@F £ /XX (full pass) J1E#HwEIELRLTULVS

username does not need to match wour Windows username.
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& OneDrive

| PC
p 3D ATVIIH
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m T AZbyT

9 FEIAVE i =
0 ENEE
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Installing, +h|_ may take a few
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IE} studen@DESKTOP-M43BCPC: ~

Instal ling, this may take a few minutes...

Please create a default UNIX user account. The username does not need to match wour Windows username.
For more information wisit: https://aka.m=/wslusers

Fnter new UNIX username: studen

Fnter new UNIX password:

Retvpe new UNIX password:

passwd: password updated successful v

Instal lation successful!
To run a command as administrator (user “root”), use “sudo <command>”.

See “man sudo root” for details.
- P pwd

2§ s
: 3 In -s /mnt/c/Users/kadota/Documents,/ubun_data /home/studen/ubun_data

home,/studen
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IE} studen@DESKTOP-M43BCPC: ~

Instal ling, this may take a few minutes...

Please create a default UNIX user account. The username does not need to match wour Windows username.
For more information wisit: https://aka.m=/wslusers

Fnter new UNIX username: studen

Fnter new UNIX password:

Retvpe new UNIX password:

passwd: password updated successful v

Instal lation successful!
To run a command as administrator (user “root”), use “sudo <command>”.

See “man sudo root” for details.
- P pwd

T § s
: % In -s /mnt/c/Users/kadota/Documents,/ubun_data /home/studen/ubun_data

[

home,/studen
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studen@DESKTOP-M43BCPC: ~

Instal ling, this may take a few minutes...

Please create a default UNIX user account. The username does not need to match wour Windows username.
For more information wisit: https://aka.m=/wslusers

Fnter new UNIX username: studen

Fnter new UNIX password:

Retvpe new UNIX password:

passwd: password updated successful v

Instal lation successful!

To run a command as administrator (user “root”), use "=

See “man sudo root” for details.

= tuden@DESKTOP-M43BCPC: ™8 pwd

/home/studen

s tuden@DESKTOP-M43BCPC: ™8 |s

= tuden@DESKTOP-M4SBCPC: ™8 In -s /mnt/c/Users/kadota/Doc
= tuden@DESKTOP-M43BCPC: 78 2

Jun 03, 2019
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IE} studen@DESKTOP-M43BCPC: ~

Instal ling, this may take a few minutes...

Please create a default UNIX user account. The username does not need to match wour Windows username.
For more information wisit: https://aka.m=/wslusers

Fnter new UNIX username: studen

Fnter new UNIX password:

Retvpe new UNIX password:

passwd: password updated successful v

Instal lation successful!
To run a command as administrator (user “root”), use “sudo <command>”.

See “man sudo root” for details.
- P pwd

73 s
: % In -gfimnt/c/Users/kadota/Documents/ubun_data /home/studen/ubun_data
3

home,/studen
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TRZTL\Aubun_datah’, QTEEL-EDIZHIGLE
9,

IE} studen@DESKTOP-M43BCPC: ~

Instal ling, this may take a few minutes...

Please create a default UNIX user account. The username does not need to match wour Windows username.
For more information wisit: https://aka.m=/wslusers

Fnter new UNIX username: studen

Fnter new UNIX password:

Retvpe new UNIX password:

passwd: password updated successful v

Instal lation successful!
To run a command as administrator (user “root”), use “sudo <command>”.

See “man sudo root” for details.
- P pwd

73 s
: % In -gfimnt/c/Users/kadota/Documents/ubun_data /home/studen/ubun_data
3

home,/studen
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== @ls ubun_datalZ%{T, chld, QBREDEET (LY
rJET.®@TRZTWAubun dataTsL M) DR H%

ubun d ataﬁE E?]L‘.\ EREETNBCEICHYELET, hEZAEELDT.
&) studen@DESKTOP-M43BCPC: ~ fAIHRIRSNFE A

Instal ling, this may take a few minutes...
Please create a default UNIX user account. The username does not need to match wour Windows username.

For more information wisit: https://aka.ms/wslusers
Fnter new UNIX username: studen

Fnter new UNIX password:

Retvpe new UNIX password:

passwd: password updated successful v

Instal lation successful!
To run a command as administrator (user “root”), use “sudo <command>”.

See “man sudo root” for details.
- P pwd
2§ s

In -5 /mnt/c/Users/kadota/Documents/ubun_data /home/studen/ubun_data
=

home,/studen

3
$
; % |s ubun_data
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53—
7|EE FE@lls ubun_datalZx%E1T. BICEDOMNRZHETLL
; E Aty Do
) studen@DESKTOP-M43BCPC: ~
Instal ling, this may take a few minutes...
Pleaze create a default UNIX uszer account. The u
For more information wisit: https://aka.ms/wslus
Fnter new UNIX username: studen
Fnter new UNIX password:
Retvpe new UNIX password:
passwd: password updated successful v

Instal lation successful!
To run a command as administrator (user “root”), use “sudo <command>”.

See “man sudo root” for details.
- P pwd

73 s
: In -5 /mnt/c/Users/kadota/Documents/ubun_data /home/studen/ubun_data

home,/studen

ubun data
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5 ubun_data
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iu@b! *linux[~/Desktop/mac_share]
iu@bielinux[mac share] ls

iu@bielinux[mac_sh’l

e DD O m e

—NlX., Bio-LinuxMA—=FJLEETY ,
MONRIETHRIEILET, DIs(RBHZT) &L
SARUR T EEXETALIR) (CDIFZEE
~/Desktop/mac_share&UL\S5FF) D774
IWERN, QEETALIRIRIZ,
DRR000031.fastq.bz2&Lv5bzip2 [ E 5
FASTQZ7A4 LA 1DEITH B ENHMS
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L] Dls -I(ZBZ2TF  AR—R N(Tz2B)ELT, Isa~v

L- VRIZEEMER(ongFR)E R RSE DA T arED
INUX FTEFLER, QDB T7 ALY A X T122,495,839
iu@bielinux[~/Desktop/mac_share] bytes'f&é:&éﬁzbfl,\é
1@1 iu@bielinux[mac share] ls [IZTOIF 8 ]

iu@bielinux[mac share] 1s -1 [12:0154 % ]

total 119625
-rwxrwxrwx 1 iu iu 122495839 19 15:14
iu@bielinux[mac share] | [12:124 %]
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Dls -I(ZBZ2TF  AR—R N(Tz2B)ELT, Isa~w
VRIZEMEER(ongFR)FRRIESA T arED
(TTEFTLEHER, Q774 )L/ XT122,495,839

bytesTHBHZEERLTINS, QERILBIETT 1a
a |

DRRODD031.fastq.bz20) FO /71 X

iu@bielinux[mac share] ls -1 e

total 119625

-rwxrwxrwx 1 iu iu 122495839 19 15:14 u’ DRROD0031 fastq, bz2

iu@bielinux[mac share] |

ka7 =@ BlEior-vav

Jri.MiEE:  BZ2 Ir{ll (bz?)

705k 3] TTUDER ZE(Q..
1SR C:¥Users¥kojik¥Documents¥203% ecturs¥00. B85 J [,
Hof X 116 MB (122,485,839 /{1 1)

TATE 116 MB (122,499,072 /{4

Mo Z: 125598, ]

FEE: 2018F4E 198, 15:14:22
EFHE 2018F4E 198, 15:14:28

FOUAEE: 2018F4F198. 151422

Bl C#EaBYERR BELIFAIH) 2@EEE(D)..

BT ZOTPALHEO I --HETEL  —
REDTT. TpIvE1-s-EEETaE 1/ OVIDREEK
B. 20T ANADF IR AT O S
TelehBYET.
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Dls -Ih(RPRA T AR—R NIV ZBDALVE)EL
T. sV RIZEMER(ong1EERR)ZEE M human) At
FIZELOT LV TRRSEDA T avEDIFTETL
iu@bielinux[~/Desktop/mac_share] R, O T7AIL A XA 11LTMBEESTULVET,
:@r iu@bielinux[mac share] ls (BEFHENERLEADIL. LinuxEWindows D HfTa—
FOEVMNELNEFEAL., <KHMYEHFA)

iu@bielinux[mac share] ls -1

total 119625
-rwxrwxrwx 1 iu iu 122495839 48 19 15:14
iu@bielinux[mac share] 1s -1h [12:124 % ]

-rwxrwxrwx 1 iu iu 117M 48 19 15:14
iu@bielinux[mac share] | [12:1854 % ]
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®bunzip2a< R T.bz2E0N 5k
BRFMDOWNEMBI7AMILEfiEE

13 = €) 12:32 %

[12:304 % ]

iu@bielinux[mac share] 1s -1 [12:304 % ]
total 119625

-rwxrwxrwx 1 iu iu 122495839 48 19 15:14

iu@bielinux[mac share] 1s -1h [12:304 % ]
total 117M

-rwxrwxrwx 1 iu iu 117M 48 19 15:14

iu@bielinux[mac share] bunzip2 DRRO00031.fastq.bz2 [12: 30‘F&]
iugbielinux[mac share] | [12:314 %]

fiu@bielinux[mac share] 1s
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" B Dls | (RBAT AR—2, N{TVZ
L- %) RITHER, QHMICHE RSN, BT
INUX 74 )L 4 X%,819,218,014 bytes&6
iu@bielinux[~/Desktop/mac_share] 1%%(:7‘;1)([,\%):t75§*)75\6

LETTT

Jiu@bielinux[mac share] 1s T&®]

iu@bielinux[mac share] 1s -1 [12:304 % ]
total 119625

-rwxrwxrwx 1 iu iu 122495839 48 19 15:14

iu@bielinux[mac share] 1s -1h [12:304 % ]
total 117M

-rwxrwxrwx 1 iu iu 117M 48 19 15:14

iu@bielinux[mac share] bunzip2 DRRO00031.fastq.bz2 [12:304 ]
iu@bielinux[mac share] 1s -1 [12:3154 %]
total 800018

-rwxrwxrwx 1 iu iu 819218014’[51 19 15:14

iu@bielinux[mac share] [12:344
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" I OwclE T8, BB, D7 LY A RERTT BT,

L- DRR000031.fastql%@18,359,096 lines, 336,718,192
INUX words. @819,218,014 bytesTH B EMAHMYET , 4
lu@bielinux[~/Desktop/mac_share] [CQITHUT) —FEE 55 L TOEBIFHREL TILELY
f&l iu@bielinux[mac_share] ls 9, BRBICIL. 178040 ) —F 2V E T

sl 1 U@bielinux[mac share] 1s -1 [12:304 % ]
total 119625

-rwxrwxrwx 1 iu iu 122495839 48 19 15:14

& jiu@bielinux[mac share] 1s -1h [12:304 % ]
(l) total 117M

-rwxrwxrwx 1 iu iu 117M 48 19 15:14

iu@bielinux[mac share] bunzip2 DRRO00031.fastq.bz2 [12:304 ]
iu@bielinux[mac share] ls -1 [12:3154 %]
total 800018

-rwxrwxrwx 1 iu iu 819218014 48 19 15:14 ’
iu@bielinux[mac share] wc DRRO00O31.fastq [12:345 % ]
18359096 36718192 819218014 DRROOOO31.fastq
iuminux[m‘are]‘ [ 1:205 %]

&
B
B

=
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[ MheadlZ. 7ML DEBEMNS-NTIEELF- TR EHE
Linux RFTHITUR, COBAIE. QRWD2THEHTERT

iu@bielinux[mac share] 1s [12:3054 % ]

iu@bielinux[mac share] 1s -1 [12:304 % ]
total 119625

-rwxrwxrwx 1 iu iu 122495839 48 19 15:14

iu@bielinux[mac share] 1s -1h [12:304 % ]
total 117M

-rwxrwxrwx 1 iu iu 117M 48 19 15:14

iu@bielinux[mac share] bunzip2 DRRO00031.fastq.bz2 [12:304 ]
iu@bielinux[mac share] ls -1 [12:3154 %]
total 800018

-rwxrwxrwx 1 iu iu 819218014 48 19 15:14 '
iu@bielinux[mac share] wc DRREQAE31.fastq [12:345 % ]
18359096 36718192 819218010031.fastq

iu@bielinux[mac share] head -n 2 DRROGOO31.fastq [ 1:204 ]
@DRRO00O31.1 20E06AAXX:5:1:121:512 length=36
TTTAAAAGATAATGTCATCACAACGCAACATATAGA

iugbielinux[mac share] | [ 1:465 %]

E@ | [ .' D"' m{ @

3

A

i

iu@bielinux[~/Desktop/mac_share] 13 = €) 13:46 {'%
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. @RIL/T, QR HD 24000 TR ITERTSE DD TIE
L| n ux %<, @DRR0O00031sub.fastq&EWLWDBRID I7AILIZH A

iu@bielinux[~/Desktop/mac_share] 13 = €) 14:29 {'%
Jiu@bielinux[mac share] 1s [12:304 % ]

iu@bielinux[mac share] 1s -1 [12:304 % ]
total 119625

-rwxrwxrwx 1 iu iu 122495839 48 19 15:14

iu@bielinux[mac share] 1s -1h [12:304 % ]
total 117M

-rwxrwxrwx 1 iu iu 117M 48 19 15:14

iu@bielinux[mac share] bunzip2 DRRO00031.fastq.bz2 [12:304 ]
iu@bielinux[mac share] 1s -1 [12:3154 %]
total 800018

-rwxrwxrwx 1 iu iu 819218014 48 19 15:14 |
iu@bielinux[mac share] wc DRRO00O31.fastq [12:345 % ]
18359096 36718192 819218014 DRROOOO31.fastq

2 Miu@bielinux[mac share] head -n 2 DRROO0O31.fastq [ 1:204#]
@ @DRROOOO31.1 20EOB6AAXX:5:1:121:5 length=36

Vs TTTAAAAGATAATGTCATCACAACGCAACAI& \
"—,z iu@bielinux[mac share] head -n 24000 DRROO0O31.fastq > DRROOOO3

w2 J¥1sub.fastq

Py iuebielinux[mac_share] 1 [ 2:285 %]

——

DD S
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L INnuXx

Jtotal 119625

total 117M

total 800018

DD S

E 1sub.fastq

iu@bielinux[~/Desktop/mac_share]

iu@bielinux[mac share] ls -1

& Jatotal 801012

-rwxrwxrwx 1 iu iu 122495839 48 19 15:14
iu@bielinux[mac share] ls -1h

-rwxrwxrwx 1 iu iu 117M 48 19 15:14 _
iu@bielinux[mac share] bunzip2 DRRO00031.fastq.bz2 [12:304 ]
iu@bielinux[mac share] ls -1

-rwxrwxrwx 1 iu iu 819218014 48 19 15:14
iu@bielinux[mac share] wc DRRO00O31.fastq
18359096 36718192 819218014 DRRO00031.fastq

iu@bielinux[mac share] head -n 2 DRROOO0O31.fastq [ 1:204%#]
@DRROOOO31.1 20EO6AAXX:5:1:121:522 1length=36
\ TI'TAAAAGATAATGTCATCACAACGCAACA* ‘
= Miu@bielinux[mac_share] head -n 24000 DRROO0O31.fastq > DRROOOO3

& -rwxrwxrwx 1 iu iu 819218014 48 19 15:14

Y - rwxrwxrwx 1 iu iu
==l i u@bielinux[mac share] |}

1016982

2 14:28

Dls -ITHERR, QD 240009TELT=
M L. @DRR000031sub.fastq® 77 A
LY A XE@RIMBIZLT=D > T=D5

3 B = 4) 1433 {&

[12:304 % ]

[12:314 %]

[12:345 %% ]

[ 2:2854 %]

[ 2:32?&]‘
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B | DDRR000031 fastqlz. 2)18,359,09647C. B#I800MB

L INnuXx

iu@bielinux[~/Desktop/mac_share]
total 119625

. TN Z . 18,359,096 / 800 = 22,948.871T N IR E &1
HInlE, $9IMBD I 7AILETED, V—FEZE T DL
MUEIZLI=M>T=DT. ZZTIE6,000 ) —F LD IEFHRES
4>, 6,000 X 4 = @24000f7&LT=. CATRELDI7AILY

iu@bielinux[mac share] ls -1h

| - TWXTWXTWX 1 iu iu 122495839 4FH ARETHEN—RELT-HE (X EM &<

TOWEY

total 117M
-rwxrwxrwx 1 iu iu 117M 48 19 15:14

iu@bielinux[mac share] ls -1

total 800018

-rwxrwxrwx 1 iu iu 819218014 48 19 15:14
iu@bielinux[mac share] wc DRRO00O31.fastq
18359096 36718192 819218014 DRRO00031.fastq
i ux[mac share] head -n 2 DRROO0O31.fa
@R 031.1 20EO6AAXX:5:1:121:522 length=36
TITAAAAGATAATGTCATCACAACGCAACA*
iu@bielinux[mac share] head -n 24000 DRR0OOOO3
1sub.fastq

' iu@bielinux[mac share] bunzip2 DRR000031.fastq.bz2 [12:304 1 ]

[12:314 %]

ﬁ [12:345 % ]
5 [ 1:204 %]

1.fastq > DRROOOO3

- iu@bielinux[mac_share] -1 [ 2:28541# ]
total 801012
-rwxrwxrwx 1 iu iu 819218014 48 19 15:14
= - rwxXrwxrwx 1 iu iu 1016982 5H 2 14:28
==l iu@bielinux[mac share] | [ 2:325 %]
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" S
DRRO0O00031sub.fastc

iu@bielinux[~/Desktop/mac_share]
ftotal 119625

DE@IZRLED FIIMBDFASTQI 74
L) TT ., @FFHrA—KLT, 7—K/%y
REEFHFEDITAI3THRWLWTHLEEKL

t = R ‘A~ vle
Ll BT nie (201946%)

-rwxrwxrwx 1 iu iu 122495839 48 19 15:14

iu@bielinux[mac share] ls -1h [

total 117M

-rwxrwxrwx 1 iu iu 117M 48 19 15:14

iu@bielinux[mac share] bunzip2 DRRO00031.fastq.bz2 [

iu@bielinux[mac share] ls -1 [

total 800018

-rwxrwxrwx 1 iu iu 819218014 48 19 15:14

iu@bielinux[mac share] wc DRRO00O31.fastq [
18359096 36718192 819218014 DRROOOO31.fastq

iu@bielinux[mac share] head -n 2 DRRO0OO31.fastq [

@RR0O00031.1 20EO6AAXX:5:1:121:512 length=36

Il TTTAAAAGATAATGTCATCACAACGCAACATATAGA
iu@bielinux[mac share] head -n 24000 DRROOOO31.fastq
1sub.fastq

iu@bielinux[mac share] ls -1 [

qu;jétotal 801012
ré -rwxrwxrwx 1 iu iu 819218014 48 19 15:14
‘ SN - rwxrwxrwx 1 iu iu 1016982 5H 2 14:28
==l i u@bielinux[mac share] |}

1. 20194058274

BEaBIPDF

gff377 )b (¥91.3MB)

faJd 74 (¥92.2MB)

(RT)IEE R

(RT)N20O07 15— 8EF

plasmid1.gff3(:EEMH)

plasmid2.gff3(:EEH)

Maser : Kinjo et al., Database (Oxford), 2018
RNACocktail : Sahraeian et al.,, Nat Commun., 2017

. 2019406803H

BEaBIPDF

(RT)IEEETIRET

DRR0O00031sub.fastq

RNA-QC-chain : Zhou eNl., BMC Genomics, 2018
Biostar : Parnell et al., PLoS Comput Biol., 2011
FastQC

DRR0O00031sub_fastqc.html
DRR000031_fastqc.htmI(GRER)
report.html(qrqcz BU\ZQCER)

[ 2:325 %]
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0 2Y4EDB. Bio—Linux, WSLD A > Ak—)JL . Linux L Tbzip227 71 IL DR E
0 FASTQZ7AJ)LDERA. ') —FZMD:ELD
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FASTQUD

LA

MDFASTQZ74 JL (DRR0O00031 fastq)
DwRAID 16T ZE R R, FASTQRER
li 190)U FEHREATTERY

@ nhitp://ddbj.nig.ac.jp/D

=3 DRAODDO11 - DRA Search

2 DRASearch

{2 DRRODD031 - DRA Search

FASTQ SRA
Run Detail
Alias DRROCOO31
Instrument model
Date of run 2008-04-01
Run center UT-MGS
Number of spots 4,653,053
Number of bases 167,509,908

READS (joined)

>DRRO00031.1
TTTAAAAGATAAT

qualityl | show rows

TCATCACAACGCAACATATAGA

>DRRO00031.2

TGTAATGATTATGATTCTCA ATT AAAGGT

>DRRO0O0031.3
TCAAAAAATACGAAGTTA TGACAAAGTTTGACA

>DRRO00031.4

TGAGGT AGTTTTAGCTAGCTTTGTTGT TGT

>DRRO00031.5
TTCAGGAAGCTGGTGATGGAGCACCAAGA TGGT

>DRRO00031.6
TTTTTTTAAAATAGCACTTTAAATATTTATTTTTTT

>DRRO00031.7
Al TTAATTCTGAGGCAGTATAGTAACTTAAI

>DRRO00031.8

TTATCATCTTCACAATTCTAATHNNHACTGACTATCC

>DRRO00031.9

TTTTAAATTGTAATTTTTTTATTGGAAAACAAATAT

>DRR000031.10

TGGTAACAGCCTGAT TTATTTGACTGCACTAA

Website policy | © DNA Data Bank of Japan

<< <[l 7465306 [pagd 5] [>>]

Search Home DRA Home A
Navigation
Submission DRAQO00O11 FTP o
Study RPO0O0OO11
Exper DRX000011 EASTQ ﬂv
<

@ORROOO0ST .1 Z20E06BAAXR:5:1:121:512 length=36
TTTAAAAGATAATGTCATCACAACGCAACATATAGA
+0RRO000ST .1 Z0E0GAAXX:B:1:121:012 length=36
ITTTTITTITIITII LTI I I TIITIT
@ORROOD0ST .2 Z0E0GAAXK B :1:120:207 length=36
TETAATGATTATGATTCTCAGGGATTGLGGAAAGGT
+DRRO00D0ST .2 20E06BAAAN (51 :120:207 length=36
ITITTITIITIITITI I I TIITIITITI
@ORROOO03T .3 Z20E06BAAXR :5:1:122:264 length=36
TCALAALATACGAAGTTAGGGTGACAAAGTTTGACA
+0RRO000ST .3 Z0E0GBAAXN B :1:122:264 length=36
ITTTTITTITIITII LTI I I TIITIT
@ORROODO0ST .4 Z0E0GAAXN:B:1:234:114 length=36
TRAGGTGGGAGTTTTAGCTAGCTTTGTTGTGGGTGT
+DRRO00D0ST .4 20E06BAAAN :5:1:234:114 length=36
[ITTITITITIISQITIT . I ITTI7TITIT&IDII

v
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FASTQ

at A

DIEH. Q2%H.Q3%E. @
4ZBEDY—F, LWL EAETT

& hitp

ddbj.nig.ac.jp/DRASearch/run?acc=DRRO00031
=3 DRAODDO11 - DRA Search

2 DRASearch

{2 DRRODD031 - DRA Search

FASTQ SRA
Run Detail
Alias DRROCOO31
Instrument model
Date of run 2008-04-01
Run center UT-MGS
Number of spots 4,653,053
Number of bases 167,509,908

qualityl | show rows

READS (joined)
>DRRO00031.1
TTTAAAAGATAAT

TCATCACAACGCAACATATAGA

>DRRO00031.2

TGTAATGATTATGATTCTCA ATT AAAGGT

>DRRO0O0031.3
TCAAAAAATACGAAGTTA TGACAAAGTTTGACA

>DRRO00031.4

TGAGGT AGTTTTAGCTAGCTTTGTTGT TGT

>DRRO00031.5
TTCAGGAAGCTGGTGATGGAGCACCAAGA TGGT

>DRRO00031.6
TTTTTTTAAAATAGCACTTTAAATATTTATTTTTTT

>DRRO00031.7
Al TTAATTCTGAGGCAGTATAGTAACTTAAI

>DRRO00031.8

TTATCATCTTCACAATTCTAATHNNHACTGACTATCC

>DRRO00031.9

TTTTAAATTGTAATTTTTTTATTGGAAAACAAATAT

>DRR000031.10

TGGTAACAGCCTGAT TTATTTGACTGCACTAA

Website policy | © DNA Data Bank of Japan

<< <[l 7465306 [pagd 5] [>>]

Search Home

Navigation

Submission
Study
Experiment DRX000011

CRAQ00O11
DRP0O00011

ETP

DRA Home A

~

EASTO SR v

\

(|@DRRO0OO031 .1 Z0E0BAAKK:5:1:121:512 length=36
TTTAAAAGATAATGTCATCACAACGCAACATATAGA
+0RRO000ST .1 Z0E0GAAXX:B:1:121:012 length=36
CIIITIITITTITII T TIITITTI
@ORROOD0ST .2 Z0E0GAAXK B :1:120:207 length=36
»< TETAATGATTATGATTCTCAGGGATTGLGGAAAGGT
+DRRO00D0ST .2 20E06BAAAN (51 :120:207 length=36

CIITITTITIITII T I ITIITITI
(@DRRO00031 .3 Z0BE06AAKK:5:1:122:269 length=36
TCALAALATACGAAGTTAGGGTGACAAAGTTTGACA
+0RRO000ST .3 Z0E0GBAAXN B :1:122:264 length=36
CIITIITIITITII T TIITITTI
(@DRRO0003T .4 Z0E0GAAXK:H:1:234:114 length=30
TRAGGTGGGAGTTTTAGCTAGCTTTGTTGTGGGTGT
+DRRO00D0ST .4 20E06BAAAN :5:1:234:114 length=36
CTTTTTITITIT TG I I ITII7TITTI&IDI]

v
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FASTQUD

LA

Do) —FDIEEELSFER
T.QINLAMIET LD TY

@ nhitp://ddbj.nig.ac.jp/D

=3 DRAODDO11 - DRA Search

2DRASearch

{2 DRRODD031 - DRA Search

FASTQ SRA
Run Detail
Alias DRROCOO31
Instrument model
Date of run 2008-04-01
Run center UT-MGS
Number of spots 4,653,053
Number of bases 167,509,908
READS (joined) qualityD sho rows
=>DRRO00031.1
TTTAAAAGATAATGTCATCACAACGCAACATATAGA

>DRRO00031.2

TGTAATGATTATGATTCTCA ATT AAAGGT

>DRRO0O0031.3
TCAAAAAATACGAAGTTA TGACAAAGTTTGACA

>DRRO00031.4

TGAGGT AGTTTTAGCTAGCTTTGTTGT TGT

>DRRO00031.5
TTCAGGAAGCTGGTGATGGAGCACCAAGA TGGT

>DRRO00031.6
TTTTTTTAAAATAGCACTTTAAATATTTATTTTTTT

>DRRO00031.7
Al TTAATTCTGAGGCAGTATAGTAACTTAAI

>DRRO00031.8

TTATCATCTTCACAATTCTAATHNNHACTGACTATCC

>DRRO00031.9

TTTTAAATTGTAATTTTTTTATTGGAAAACAAATAT

>DRR000031.10

TGGTAACAGCCTGAT TTATTTGACTGCACTAA

Website policy | © DNA Data Bank of Japan

<< <[l 7465306 [pagd 5] [>>]

Jun 03, 2019

. [} X
Search Home DRA Home A
@DRRUUDUS] 1 Z20E06A4KA:H:1:121:512 length=36
TTTAAAAGATAATGTCATCACAACGCAACATATAGA
+0RRO000ST .1 Z0E0GAAXX:B:1:121:012 length=36
ITTTTITTITIITII LTI I I TIITIT
@ORROOD0ST .2 Z0E0GAAXK B :1:120:207 length=36
TETAATGATTATGATTCTCAGGGATTGLGGAAAGGT
+DRRO00D0ST .2 20E06BAAAN (51 :120:207 length=36
ITITTITIITIITITI I I TIITIITITI
@ORROOO03T .3 Z20E06BAAXR :5:1:122:264 length=36
»TCMMMT!—"«CGMGTT!—"«GGGTGﬁCﬂMGTTTGﬂCﬁ
+0RRO000ST .3 Z0E0GBAAXN B :1:122:264 length=36
ITTTTITTITIITII LTI I I TIITIT
@ORROODO0ST .4 Z0E0GAAXN:B:1:234:114 length=36
»TG&GGTGGG!-‘«GTTTT&GCT&GCTTTGTTGTGGGTGT
+DRRO00D0ST .4 20E06BAAAN :5:1:234:114 length=36
[ITTITITITIISQITIT . I ITTI7TITIT&IDII
73




FASTQUD

LA

Dhoh—RFOIFYTAERTT

@ nhitp://ddbj.nig.ac.jp/D

=3 DRAODDO11 - DRA Search

2DRASearch

{2 DRRODD031 - DRA Search

FASTQ SRA
Run Detail
Alias DRROCOO31
Instrument model
Date of run 2008-04-01
Run center UT-MGS
Number of spots 4,653,053
Number of bases 167,509,908

qualityl | show rows

READS (joined)
>DRRO00031.1
TTTAAAAGATAAT

TCATCACAACGCAACATATAGA

>DRRO00031.2

TGTAATGATTATGATTCTCA ATT AAAGGT

>DRRO0O0031.3
TCAAAAAATACGAAGTTA TGACAAAGTTTGACA

>DRRO00031.4

TGAGGT AGTTTTAGCTAGCTTTGTTGT TGT

>DRRO00031.5
TTCAGGAAGCTGGTGATGGAGCACCAAGA TGGT

>DRRO00031.6
TTTTTTTAAAATAGCACTTTAAATATTTATTTTTTT

>DRRO00031.7
Al TTAATTCTGAGGCAGTATAGTAACTTAAI

>DRRO00031.8

TTATCATCTTCACAATTCTAATHNNHACTGACTATCC

>DRRO00031.9

TTTTAAATTGTAATTTTTTTATTGGAAAACAAATAT

>DRR000031.10

TGGTAACAGCCTGAT TTATTTGACTGCACTAA

Website policy | © DNA Data Bank of Japan

<< <[l 7465306 [pagd 5] [>>]

Search Home

Navigation

Submission
Study

Experiment DRX000011

<

DRA Home A

CRAQ00O11
DRP0O00011

ETP
~

EASTO SR v

@ORROOO0DST .1 Z20E06BAAXR:5:1:121:512 length=

TTTAAAAGATAATGTCATCACAACGCAACATATAGA
+0RRO0003T .1 Z0EOBAAXK 5 ]
ITTTTITTITIITII LTI I I TIITIT
@ORRO0OD0ST .2 Z0EOBAAXK 51
TETAATGATTATGATTCTCAGGGATTGLGGAAAGGT
+DRRO0D03T .2 Z0EOBAAXK 15 1
ITITTITIITIITITI I I TIITIITITI

@ORRO0OO0ST .3 Z20E06BAAXR:5:1:122:264 length=
TCALAALATACGAAGTTAGGGTGACAAAGTTTGACA

+0RRO0003T .3 Z0EOBAAXK B ]
ITTTTITTITIITII LTI I I TIITIT

@ORROOO0ST .4 Z0EOGAAXK:B:1:234:114 length=

TRAGGTGGGAGTTTTAGCTAGCTTTGTTGTGGGTGT

+DRRUUDUS] 4 ZOEOGAAXA:D:1:234:114 length=

QITIT.ITT ITII7ITTT&IDIT

(121:0812 length=
120:207 length=

(120:207 length=

1122:269 length=

36

36

ab

36

36

36

ab

36

)
)
)
)

v
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" Q#IET B4 T4Z3

FASTQG) ﬂ T71&#R (PhredX37) T9

- O x
@ hittp://ddbj.nig.ac.jp//DRASear - O || BE. 0~
(2 DRRO00031 - DRA Search
2 DRASearch Search Home ' DRA Home 4
FASTQ SRA

Run Detail Navigation

Alias DRRO0O0O0O31 Submission DRAQQ0011 FTP ~
Instrument model StUdV_ DRP000011 v
Date of run 2008-04-01 Experiment DRX000011 FASTQ SR

Run center UT-MGS <

Number of spots 4,653,053 @DRRUUDUS]] 20E06.ﬂ..&.}{>{5]]2]5]2 |Eﬂgth:88
Number of bases 167,509,908 TTTAAAAGATAATGTCATCACAACGUAACATATAGA
wcaos Gened)  qunli showso_Jrews. << <L sessos P 53 +DRRO00031 .1 20E0BAAXX:5:1:121:512 length=36
ITTAAMAGATAATOTCATCACAACGCARCATATAG IITTIITITIITIIII I IITIIIITIITITITI
@ORROO0031 .2 Z0E06ALXX:5:1:120:207 length=36
TGTAATGATTATGATTCTCAGGGATTGGGGARAGGT
+DRRO0003T .2 Z20E06A4XK:5:1:120:207 length=36
IITTITTITIIITITIIITITIITIITIITIITIITITITI

40 40 40 40 40 40 40 40 40 40 40 40 40 40 40 40 40 40 40 40
40 40 40 40 40 40 40 40 40 40 40 40 40 40 40 40

>DRRO00031.2

TGTAATGATTATGATTCTCAGGGAT TGGGGAAAGGT

40 40 40 40 40 40 40 40 40 40 40 40 40 40 40 40 40 40 40 40
40 40 40 40 40 40 40 40 40 40 40 40 40 40 40 40

>DRRO00031.3

— TCALAALATACGAAGTTAGGGTGACAAAGTTTGACA
+0RRO000ST .3 Z0E0GBAAXN B :1:122:264 length=36
ITTTTITTITIITII LTI I I TIITIT
@ORROODO0ST .4 Z0E0GAAXN:B:1:234:114 length=36
TRAGGTGGGAGTTTTAGCTAGCTTTGTTGTGGGTGT
+DRRUUDUS] 4 ZOEOGAAXA D :1:234:114 length=36
QITIT.ITT ITII7ITTT&IDIT

>DRRO00031.4
TGAGGTGGGAGTTT TAGCTAGCTTTGTTGTGGETGT

40 40 40 40 40 40 40 40 40 40 40 40 24 40 40 40 40 13 40 40
40 & 40 40 40 40 22 40 40 40 40 5 40 35 40 40

>*DRRO0O0031.5

TTCAGGAAGCTGGTGATGGAGCACCAAGAGGGTGGT

40 40 40 40 40 40 40 40 40 40 40 40 40 40 40 40 40 40 40 40
40 40 40 40 40 40 40 40 40 40 40 40 40 40 40 40

>DRRO00031.6
TTTTTTTAAAATAGCACTTTAAATATTTATTTTTTT
40 40 40 40 40 40 40 40 40 40 40 17 40 10 40 5 27 23 38 40

40 40 12 Z6 40 40 40 5 17 27 40 40 40 40 40 40

T TR R T s »@DRRDUDUN 3 Z0BEOBAAXK:5:1:122:269 length=36

v

nnnnnn
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S
FASTQUD B

@ nhitp://ddbj.nig.ac.jp//DRASear Y

(= DRRODD031 - DRA Search

2DRASearch

FASTQ SRA
Run Detail
Alias DRROCOO31
Instrument model
Date of run 2008-04-01
Run center UT-MGS
Number of spots 4,653,053
Number of bases 167,509,908

READS (joined)
>DRRO00031.1
TTTAAAAGATAAT

quality] show Frows << < / 465306
TCATCACAACGCAACATATAGA

40 40 40 40 40 40 40 40 40 40
40 40 40 40 40 40

40 40 40 40 40 40 40 40 40 40
40 40 40 40 40 40 40 40 40 40

>DRRO00031.2
TGTAATGATTATGATTCTCA ATT AAAGGT

40 40 40 40 40
40 40 40 40 40

40 40 40 40 40 40 40 40 40 40
40 40 40 40 40 40 40 40 40 40

40 40 40 40 40
40

>DRRO00031.3

TCAAAAAMNTACCAAGTTAS TCACAAAGTTTGACA

40 40 40 40 40 40 40 40 40 40 40 40 40 40 40 40 40 40 40 40
40 40 40 40 40 40 40 40 40 40 40 40 40 40 40 40

>DRRO00031.4
TGAGGT AGTTTTAGCTAGCTTTGTTGT
40 40 40 40 40 40 40 40 40 40 40 40 24 40 40 40 40 13 40 40

40 & 40 40 40 40 22 40 40 40 40 5 40 35 40 40

%]
T| CTGGT!
40 40 40 40 40 40 40 40 40 40 40 40 40 40 40 40 40 40 40 40
40 40 40 40 40 40 40 40 40 40 40 40 40 40 40 40

CCARGA

>DRRO00031.6

TTTTTTTAAAATAGCACTTTAAATATTTATTTTTTT

40 40 40 40 40 40 40 40 40 40 40 17 40 10 40 5 27 23 38 40
40 40 12 Z6 40 40 40 5 17 27 40 40 40 40 40 40

nnnnnn

Search Home

Navigation

Submission DRAQ00011 FTP ~
Study DRPO0O0011

Experiment DRX000011 FASTQ ﬂv
<

2AFBO T, PhredROA740M, —XFFEK
EDIA)TABHI (—HLV) [THETHIE
Shhvd, D~B®DILGDEZAA, 40LL

NDOPhredRaA7IZH-TWZWAT EEHM DS

DRA Home A

@ORROOO0DST .1 Z20E06BAAXR:5:1:121:512 length=

TTTAAAAGATAATGTCATCACAACGCAACATATAGA
+0RRO0003T .1 Z0EOBAAXK 5 ]
ITTTTITTITIITII LTI I I TIITIT
@ORROO0D0ST .2 Z0EOBAAXK 5 ]
TETAATGATTATGATTCTCAGGGATTGLGGAAAGGT
+DRRO0D03T .2 Z0EOBAAXK 15 1
ITITTITIITIITITI I I TIITIITITI

@ORRO0OO0ST .3 Z20E06BAAXR:5:1:122:264 length=

TCALAALATACGAAGTTAGGGTGACAAAGTTTGACA
+0RRO0003T .3 Z0EOBAAXK B ]
ITTTTITTITIITII LTI I I TIITIT

@ORROOO0ST .4 Z0EOGAAXK:B:1:234:114 length=

TRAGGTGGGA TAGCLAGCTTTGTTLTRLL T
+0RRO0003T K 5 1:23

ITITTITIITITGITI [T7IT1

(121:0812 length=

:120:207 length=

(120:207 length=

1122:269 length=

Iengch

36

36

ab

36

36

36

ab

36
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] J + {0 | NGS | BL¥| BV | FASTQ or SRA | 25 HDBOS

FASTQ®D!)—Fk

DFASTQZ74 JL (DRR000031 . fastq) . @
17#41%18,359,097, CND1T#ZEATE|>1-
4,589, 774MFASTQIZ7A4 )L D) —F ],

@ http://ddbj.nig.ac.jp/DRASearch/run?acc =DRRODD03 1
=3 DRAODDO11 - DRA Search

2DRASearch

{2 DRRODD031 - DRA Search

FASTQ SRA
Run Detail
Alias DRROODO31
Instrument model
Date of run 2008-04-01
Run center UT-MGS
Number of spots 4,653,053
Number of bases 167,509,908

READS (joined)
>DRRO00031.1
TTTAAAAGATAATGTCATCACAACGCAACATATAGA

>DRRO00031.2
TGTAATGATTATGATTCTCAGGGAT TGGGGAAAGGT

>DRRO0O0031.3
TCAAAAAATACGAAGTTAGGGTGACAAAGTTTGACA

>DRRO00031.4
TGAGGTGGGAGTTT TAGCTAGCTTTGTTGTGGGTGT

>DRRO00031.5
TTCAGGAAGCTGGTGATGCGAGCACCAAGAGGGTGGT

>DRRO00031.6
TTTTTTTAAAATAGCACTTTAAATATTTATTTTTTT

>DRRO00031.7
GGAGGGTTAATTCTGAGGCAGTATAGTAACTTAAGG

>DRRO00031.8
TTATCATCTTCACAATTCTAATHNNHACTGACTATCC

>DRRO00031.9
TTTTAAATTGTAATTTTTTTATTGGAAAACAAATAT

>DRR000031.10
TGETAACAGCCTGATGGGTTATTTGACTGCACTAAG

Website policy | © DNA Data Bank of Japan

5

18,359,0961T ChH o> TMLMoT=H'. REDY
AVTARAT D ECAIZHITNEETNTL
1510, COITAATIRIUTRAIZTHIU RS
nTL3

Navigation
Submission DRA00O011 ETP
Studw DEPOOONTT ~
A C¥Users¥kojik¥Documents¥2018¥L ectur=¥00. 2555 /[P ¥DRRO0003 1. fastq ..  — O x

TP REE BES BRV UMD HUFIM) ALTH)
Q- - ;-JNI xR L oppn|E@ [y

quality | show rows << < / 465306 &> | | DRRODO031.fastqg

[ADRRO0O031T.1T 20E0BAAXK:5:1:121:512 length=36 2
TTTARAAGATAATGTCATCACAACGCAACATATAGA

+0RRO0O0O03T .1 Z20E06A4XX:5:1:121:512 length=36
ITITTITIITITIIII I T TIITITIIL]

@ORROOO03T .2 Z0E06ALXX:5:1:120:207 length=36
TGTAATGATTATGATTCTCAGGGATTGGGLALAGGT

+DRRO0O0O03T .2 Z20E06A4XX:5:1:120:207 length=36
ITITTITITTITI I T TIIIITITLT

@ORROOO031 .3 Z0BE06ALXK :5:1:122:269 length=36
TCAAAAAATACGAAGTTAGGGTGACALAGTTTGACA

+DRRO00O03T .3 Z0E06A4XX:5:1:122:269 length=36
ITITTITITTITI I T TIIIITITLT v

< >
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®FASTQ774»(DRR000031 fastq) M. @
1T#00%18,359,.097, CDITHEA4TE|-1-
4,589,77475\FASTQ774)LE|:0)U F#, @

FASTQUD ) —F24

@ nhitp://ddbj.nig.ac.jp/D

=3 DRAODDO11 - DRA Search

2DRASearch

{2 DRRODD031 - DRA Search

17 ED)—FEEER (4,653,053) R4
TWAIENERKTES

S ST LIT TTUTTTE LURATTUTITE M)

Navigation

Submission DRA00O011

ETP

Studw

DEPOOONTT

~

A C¥Users¥kojik¥Documents¥2018¥L ectur=¥09. K555/ [\ 5 ¥DRRO0D03 1. fastq ...

a

>

FASTQ SRA
Run Detail
Alias DRROCOO31
Instrument model
Date of run 2008-04-01
Run center UT-MGS
Number of spots 4,653,053
Number of bases 167,509,908
READS (joined) quali show FowWs << < / 465306 E
=>DRRO00031.1
TTTAAAAGATAATGTCATCACAACGCAACATATAGA

>DRRO00031.2
TGTAATGATTATGATTCTCA ATT AAAGGT

>DRRO0O0031.3
TCAAAAAATACGAAGTTA TGACAAAGTTTGACA

>DRRO00031.4

TGAGGT AGTTTTAGCTAGCTTTGTTGT TGT

>DRRO00031.5
TTCAGGAAGCTGGTGATGGAGCACCAAGA TGGT

>DRRO00031.6
TTTTTTTAAAATAGCACTTTAAATATTTATTTTTTT

>DRRO00031.7
Al TTAATTCTGAGGCAGTATAGTAACTTAAI

>DRRO00031.8
TTATCATCTTCACAATTCTAATHNNHACTGACTATCC

>DRRO00031.9

TTTTAAATTGTAATTTTTTTATTGGAAAACAAATAT

>DRR000031.10

TGGTAACAGCCTGAT TTATTTGACTGCACTAA

JrillF) REE) 8BRS =TV Y-T HYEIW) ALTH)

@~ - NI xR LY o e | a|IBE TivM”
| | DRROOO0O31.fastg

[@DRROOO03T .1 Z0EOGAAXY :5:1:121:512 length=36 ~
TTTAAMAGATAATGTCATCACAACGCAACATATAGA

+DREO0003T.T ZO0EOBAAXX :B:1:121:512 length=36
ITITIIIIITITIIIIIIIIIIIITIIIITITIITIII

WORROO0O03T .2 Z0E0BAAXK :5:1:120:207 length=36
TGTAATGATTATGATTCTCAGGGATTGGLLEAAAGGT

+DRROOO0OZT .2 Z20E0BAAXX :H:1:120:207 length=36
ITTTTIIIITTIIIITIITIIITIITTITITIITIITIIII

WDRROOO0D3T .3 Z0EQBAAXK :5:1:122:269 length=36
TCAAAAAATACGAAGTTAGGGTGACAAAGTTTGACA

+DRROOO03T .3 Z0E0BAAXX :h:1:122:7269 length=36
ITTTTIIIITTLIIITIITIIIIITTITITIITIITIIII v

< >
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DZDER N —RFBBITHE TS, FASTQ
J7A4ILHEM4,589,774)—KE&. @z T LD
4,653,053!)—FMDZE 57 (63,279')— h)d)FaEH?ﬁ

@ nhitp://ddbj.nig.ac.jp/D

=3 DRAODDO11 - DRA Search

2 DRASearch

{2 DRRODD031 - DRA Search

FASTQ SRA
Run Detail
Alias DRROCOO31
Instrument model
Date of run 2008-04-01
Run center UT-MGS
Number of spots 4,653,053
Number of bases 167,509,908
READS (joined) quali show rows
=>DRRO00031.1
TTTAAAAGATAATGTCATCACAACGCAACATATAGA

>DRRO00031.2
TGTAATGATTATGATTCTCA ATT AAAGGT
>DRRO0O0031.3

TCAAAAAATACGAAGTTA TGACAAAGTTTGACA

>DRRO00031.4

TGAGGT AGTTTTAGCTAGCTTTGTTGT TGT

>DRRO00031.5
TTCAGGAAGCTGGTGATGGAGCACCAAGA TGGT

>DRRO00031.6
TTTTTTTAAAATAGCACTTTAAATATTTATTTTTTT

>DRRO00031.7
Al TTAATTCTGAGGCAGTATAGTAACTTAAI

>DRRO00031.8

TTATCATCTTCACAATTCTAATHNNHACTGACTATCC

>DRRO00031.9

TTTTAAATTGTAATTTTTTTATTGGAAAACAAATAT

>DRR000031.10

TGGTAACAGCCTGAT TTATTTGACTGCACTAA
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kY., 100)—FHT=Y1AREIXZODE 5
)—FBEEDES \75\1’Cli73l,\0)7‘—5')&,_\1%

ST LIT TTUTTTE LURATTUTITE M)

Navigation

Submission DRA00O011
Studwy DEPOOOOTT

ETP

~

A C¥Users¥kojik¥Documents¥2018¥L ectur=¥09. K555/ [\ 5 ¥DRRO0D03 1. fastq ...
Ir{llF)  ®E(E)
BRACAA
| | DRROOOO31.fa
[ADRRO0O031T.1T 20E0BAAXK:5:1:121:512 length=36
TTTARAAGATAATGTCATCACAACGCAACATATAGA
+0RRO0O0O03T .1 Z20E06A4XX:5:1:121:512 length=36
ITITTITIITITIIII I T TIITITIIL]
@DRRO0003T .2 Z0EO0BAAXX :5:1:120:207 length=3G
TGTAATGATTATGATTCTCAGGGATTGGGLALAGGT
+DRRO0O0O03T .2 Z20E06A4XX:5:1:120:207 length=36
IITIITITIIITIITIITIITIIITIITIIITIITI]
@ORROOO031 .3 Z0BE06ALXK :5:1:122:269 length=36
TCAAAAAATACGAAGTTAGGGTGACALAGTTTGACA
+DRRO00O03T .3 Z0E06A4XX:5:1:122:269 length=36
IITIITITIIITIITIITIITIIITIITIIITIITI]

£

| pod

BES) FREM O UM wmyEIW) AH)
| % B il g l= ;<]

- | 5 » [y, »
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FASTOMN!)—F

J ~DER—UTERZERTLKE. DY
—FEST8MNRITTLD DL OIS

@ http://ddbj.nig.ac.jp/DRASearch/run?acc =DRRODD03 1
=3 DRAODDO11 - DRA Search

2DRASearch

{2 DRRODD031 - DRA Search

FASTQ SRA
Run Detail
Alias DRROODO31
Instrument model
Date of run 2008-04-01
Run center UT-MGS
Number of spots 4,653,053
Number of bases 167,509,908

READS (joined)

qualityl | show rows

>DRRO00031.1
TTTAAAAGATAATGTCATCACAACGCAACATATAGA

>DRRO00031.2
TGTAATGATTATGATTCTCAGGGAT TGGGGAAAGGT

>DRRO0O0031.3
TCAAAAAATACGAAGTTAGGGTGACAAAGTTTGACA

>DRRO00031.4
TGAGGTGGGAGTTT TAGCTAGCTTTGTTGTGGGTGT

>DRRO00031.5
TTCAGGAAGCTGGTGATGCGAGCACCAAGAGGGTGGT

>DRRO00031.6
TTTTTTTAAAATAGCACTTTAAATATTTATTTTTTT

>DRRO00031.7
GGAGGGTTAATTCTGAGGCAGTATAGTAACTTAAGG

>DRRO00031.8
TTATCATCTTCACAATTCTAATHNNHACTGACTATCC

>DRRO00031.9
TTTTAAATTGTAATTTTTTTATTGGAAAACAAATAT

>DRR000031.10
TGETAACAGCCTGATGGGTTATTTGACTGCACTAAG
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Search Home DRA Home A

A C¥Users¥kojik¥Documents¥2018¥, ecture¥09. B85 P ¥DRRO0003 1. fastq .. — O X
TR REE) BES) FRM Y-MM UMW) ALTH)

Q-@& - ;.w.;a e~ ,prr x|E@E ")ivh”
| | DRROOOO31.fas

@WORRO0O003T .77 Z0EQGAAXK :5:1:540:2532 length=36 2
GGATACCATTAGTGTGTATAACAGATTATTGTTCAT

+DRROOO0OST .77 Z0BE06AAXK D1 :b40:237 length=36
TITTIIITIITIIITIIIIITITIIITIITITITINII

@WORRO0O003T .79 Z0EQGAAXK :5:1:796:34h length=36
TGAACCAGATCAATAGTGATAACATTATTCTCATAC

+0RRO0003T .79 Z0EQGAAXX :5:1:796:380 length=36
TITTIIITIITIIITIIIIITITIIITIITITITINII

@WDRROO00ST .80 Z0EOGAAXK:H:1:189:17 length=36
TNNMMMNTNNNMMNNNYNNMNNNNNNGATAAATTNN

+0RRO0003T .80 Z0EQGAAXX :5:1:189:17 length=36
proverrprrrirerire et r b e Ih%II ! v
£ >
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& hitp:/ddbj.nig-acjp/C
(2 DRAODDO11 - DRA Search (& DRROODO31 - DRA Search

2DRASearch

FASTQ SRA
Run Detail
Alias DRROOO031
Instrument model
Date of run 2008-04-01
Run center UT-MGS
Number of spots 4,653,053
Number of bases 167,509,908
READS (joined) qualityl | show rows

>DRRO00031.1
TTTAAAAGATAATGTCATCACAACGCAACATATAGA

>DRRO00031.2
TGTAATGATTATGATTCTCA ATT AAAGGT

>DRRO0O0031.3
TCAAAAAATACGAAGTTA TGACAAAGTTTGACA

>DRRO00031.4
TGAGGT AGTTTTAGCTAGCTTTGTTGT TGT

>DRRO00031.5
TTCAGGAAGCTGGTGATGGAGCACCAAGA TGGT

>DRRO00031.6
TTTTTTTAAAATAGCACTTTAAATATTTATTTTTTT

>DRRO00031.7
Al TTAATTCTGAGGCAGTATAGTAACTTAAI

>DRRO00031.8
TTATCATCTTCACAATTCTAATHNNHACTGACTATCC

>DRRO00031.9
TTTTAAATTGTAATTTTTTTATTGGAAAACAAATAT

>DRR000031.10
TGGTAACAGCCTGAT TTATTTGACTGCACTAA
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Search Home DRA Home A

Navigation

Submission DRA00O011 ETP
Studv DEPOOONT T

~

A C¥Users¥kojik¥Documents¥2018¥, ecture¥09. B85 P ¥DRRO0003 1. fastq .. — O X
TR REE) BES) FRM Y-MM UMW) ALTH)

Lj - [ I é | = E_] | éé H:j tj v'| ) s
<<ll< / 465306 b=/ | | DRRODOO31.fastg

|!_ :3';?| Xlg 3 ‘}f—_ﬂ.r»

@DRROOO03T .79 Z0E06AANK D1

@DRROOO0O3T .77 20EOBAAXK:D:1:540:232 length=36 G
GLATACCATTAGTGTGTATAACAGATTATTGTTCAT

+0RRO0OO031 .77 Z20EO64AXK:H:1:540:232 length=36
ITITTITIITITI I T TITIITITN]

:796:395 length=36
TGAACCAGATCAATAGTGATAACATTATTCTCATAC

+0RRO0OO031 .79 Z0EOBAAXK :H:1:796:395 length=36
ITITTITIITITI I IITITIITITIITITI]

@DRROOO03T .80 Z0EOGAAXK D]

+0RRO00031 .80 ZOEOGBAAKK 11

:189:17 length=36
THNNNMNTHNNNNNMNNNNNNNNMNNGATASATTNN
:188:17 length=36

£

781 MB (819,218,014 /{1 ), 18,358,097 iT.

Text 14T, 7 BFF (YIRS

Jun 03, 2019

82




] J + {0 | NGS | BL¥| BV | FASTQ or SRA | 25 HDBOS
FASTQ®D')—k%

DEHRAAFLT,. QD EZAN
) — BB T78Z SV ECAETIZE)

e @ http: Search/run; - O || BE. 0o~ L

(2 DRRO00031 - DRA Search

. DRASearch Search Home ©*DRA Home 4

FAST SRA

Run Detail Navigation

Alias DRRO0O0O0O31 Submission DRA00O0011 ETP ~
Instrument model Study DRP000011 v

Experiment DRX000011 FASTQ SR

Date of run 2008-04-01 < >
Run center UT-MGS

Number of spots 4,653,053

Number 167,509,908
READS qualityl | show FowWs << < / 465306

>DRRO00031.1
TTTAAAAGATAATGTCATCACAACGCAACATATAGA

>DRRO00031.2
TGTAATGATTATGATTCTCAGGGAT TGGGGAAAGGT

>DRRO0O0031.3
TCAAAAAATACGAAGTTAGGG

GACAAAGTTTGACA

>DRRO00031.4
TGAGGTGGGAGTTT TAGCTAGCTTTGTTGTGGGTGT
>DRRO00031.5
TTCAGGAAGCTGGTGATGCGAGCACCAAGAGGGTGGT
>DRRO00031.6
TTTTTTTAAAATAGCACTTTAAATATTTATTTTTTT

>DRRO00031.7
GGAGGGTTAATTCTGAGGCAGTATAGTAACTTAAGG

>DRRO00031.8
TTATCATCTTCACAATTCTAATHNNHACTGACTATCC

>DRRO00031.9
TTTTAAATTGTAATTTTTTTATTGGAAAACAAATAT

>DRR000031.10
TGETAACAGCCTGATGGGTTATTTGACTGCACTAAG
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FASTQ®D!)—Fk%

DEHAHRABLT, QD EZHA
) — BB T78Z SV ECAETIZE)

- O
e @ http://trace.ddbj.nig.ac.jp/DRASearch/run?acc=DRROD001 - ¢ || BE.. P~| w8 @
(= DRROOD031 - DRA Search
2 DRASearch I Search Home © DRA Home A

FASTQ SRA
Run Detail
Alias DRROOO031
Instrument model
Date of run 2008-04-01
Run center UT-MGS
Number of spots 4,653,053
Number 167,509,908
READS quality( ] show rows / 465306

>DRRO00031.71
AAAATCTACTGTGTCCTTTAGCACT TAAAGCCAGCT

>DRR000031.72
GTTCTGATGGTATAAGCAAAACAAATAAAACTACTG

>DRRO0O0031.73
AACGAGAGTGGGAAAAACTTTAAAATTTTTAATTTC

>DRR000031.74
GAAAATATAAAAGCTTTGAT TGATCAAGAAGTGAAG

>DRR000031.75
CCACCCCTTCCCCCTCACTCAGGCTATTCCTAT

>DRR000031.76

GGGTAAGAAAACTACCCA' GATGTAGAGAGCT
>DRRO0003.
GGA' TTAGTGTGTATAACAGATTATTGTTCAT

>DRR000031.78
THHNNNNNNNNN NN NN NN NN NN NN NN

>DRR000031.79
TGAACCAGATCAATAGTGATAACATTATTCTCATAC

>DRR000031.80
THHNNNN THNNNNHNNNNNNNNNNHNNGATAAAT THR

TEELT-

Navigation

) Submission DRA000011 FTP ~

« Study DRP0O0O011

' Experiment DRX000011 EASTQ ﬂv
£ >

>DRR000031.78
TNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

>DRR000031.79
TGAACCAGATCAATAGTGATAACATTATTCTCATAC

>DRR000031.80
TNNNNNNTNNNNNNNNNNNNNNNNNNGATAAATTNN
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FASTQ@ ) —

e @ http://trace.ddbj.nig.ac.jp/DRASearch/run’a

(= DRROOD031 - DRA Search

2DRASearch

oTEarIT TTomnme T URATIOUNT )
FAST SRA
Run Detail Navigation
Alias DRRO0O0O0O31 ) Submission DRAD00011 ETP ~
Instrument model J Study DRP000011 v
. Experiment DRX000011 FASTQ SR
Date of run 2008-04-01 < >
Run center UT-MGS
Number of spots 4,653,053
Number of bases 167,509,908
READS (joined) qualityl ] show rows / 465306
=DRR0O00031.71

AAAATCTACTGTGTCCTTTAGCACT TAAAGCCAGCT

>DRR000031.72
GTTCTGATGGTATAAGCAAAACAAATAAAACTACTG

>DRRO0O0031.73
AACGAGAGTGGGAAAAACTTTAAAATTTTTAATTTC

>DRR000031.74
GAAAATATAAAAGCTTTGAT TGATCAAGAAGTGAAG

>DRR000031.75
CCACCCCTTCCCCCTCAGTCAGGCTATTCCTATGTG

>DRR000031.76
GGGTAAGAAAACTACCCATGCATGATGTAGAGAGCT

>DRR000031.77
GGATACCATTAGTGTG GATTATTGTTCAT

>DRR000031.78

>DRR000031.79
TGAACCAGATCAATAG,

>DRR000031.80

GATAAATTHN
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>DRR000031.78

>DRR000031.79
TGAACCAGATCAATAGTGATAACATTATTCTCATAC

>DRR000031.80
TNNNNNN GATAAATTNN
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;*L(j:lllumlna"‘

7 ED')—F#1(4,653,053)
EFASTQIZ7A )LD —F#(
4,589,774) MEWIHBHEDD

90)

@ nhitp://ddbj.nig.ac.jp/D

=3 DRAODDO11 - DRA Search

2DRASearch

{2 DRRODD031 - DRA Search

FASTQ SRA
Run Detail
Alias DRROCOO31
Instrument model
Date of run 2008-04-01
Run center UT-MGS
Number of spots 4,653,053
Number of bases 167,509,908
READS (joined) quali show FowWs << < / 465306 E
=>DRRO00031.1
TTTAAAAGATAATGTCATCACAACGCAACATATAGA

>DRRO00031.2
TGTAATGATTATGATTCTCA ATT AAAGGT

>DRRO0O0031.3
TCAAAAAATACGAAGTTA TGACAAAGTTTGACA

>DRRO00031.4

TGAGGT AGTTTTAGCTAGCTTTGTTGT TGT

>DRRO00031.5
TTCAGGAAGCTGGTGATGGAGCACCAAGA TGGT

>DRRO00031.6
TTTTTTTAAAATAGCACTTTAAATATTTATTTTTTT

>DRRO00031.7
Al TTAATTCTGAGGCAGTATAGTAACTTAAI

>DRRO00031.8

TTATCATCTTCACAATTCTAATHNNHACTGACTATCC

>DRRO00031.9

TTTTAAATTGTAATTTTTTTATTGGAAAACAAATAT

>DRR000031.10

TGGTAACAGCCTGAT TTATTTGACTGCACTAA

=

DRA Hom

CEOENRY) —F DO HWNIEE
l/lW@LL\’CTo Hlumina® T —
RANIOF)T4HE DT, #H%
FEE LD Milter outEsNZELND T

Search Home

Navigation

Submission DRA00O011
Studwy DEPOOOOTT

ETP

~

A C¥Users¥kojik¥Documents¥2018¥L ectur=¥09. K555/ [\ 5 ¥DRRO0D03 1. fastq ...

TrdllF) REE #FS) =TV Y-MT mMIEOW) ALTH)
O~ *’Y"'"mh QLR x| EE
| | DRRODOD31.fastq

[ADRRO0O031T.1T 20E0BAAXK:5:1:121:512 length=36
TTTARAAGATAATGTCATCACAACGCAACATATAGA
+0RRO0O0O03T .1 Z20E06A4XX:5:1:121:512 length=36
ITITTITIITITIIII I T TIITITIIL]
@ORROOO03T .2 Z0E06ALXX:5:1:120:207 length=36
TGTAATGATTATGATTCTCAGGGATTGGGLALAGGT
+DRRO0O0O03T .2 Z20E06A4XX:5:1:120:207 length=36
ITITTITITTITI I T TIIIITITLT
@ORROOO031 .3 Z0BE06ALXK :5:1:122:269 length=36
TCAAAAAATACGAAGTTAGGGTGACALAGTTTGACA
+DRRO00O03T .3 Z0E06A4XX:5:1:122:269 length=36
ITITTITITTITI I T TIIIITITLT

£

a

>

>

-l >
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e o https://www.ebi.ac.uk/ena

European Muclectide Archi...

EMEL-EEI

Y ENA

European Nucleotide Archive

~@C

(DEMBL-EBI ENALE T, @DRR000031
kDB, BSearch, CHORT)—
avbklEy T I IT S5 HInternet

Services | Research | Training @ About us

DRRO00031

Examples: BNOODOSS, hi

¢

Home Search & Browse Submit & Update Software About ENA Support

European Nucleotide Archive

The European Mucleotide Archive (ENA) provides a comprehensive record of the world's
nucleotide sequencing information, covering raw sequencing data, sequence assembly

information and functional annotation. More about ENA

Access to EMA data is provided though the browser, through search tools, large scale file

download and through the APL.

Text Search

Examples: BNO000G5, histone

Popular

= Submit and update

= Sequence submissions

= Genome assembly submissions

= Submitting environmental sequences
= Citing ENA data

= Rest URLs for data retrieval

= Rest URLs to search EMA

Latest ENA news
19 Mar 2018: ENA Release 135

Release 135 of ENA's
assembled/annotated sequences is now
available

Explorer (IE)yhNo&E21=1DTY
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| FASTQ or SRA | 24 2£DBH

— O x
£ https://www.ebi.ac.uk/ena/data/search?query=DRRO0D031 ~ad ‘ | EE.. P~ ‘ e 6 @

Home @ Search & Browse

Search results for DRR000031

Read
Experiment (1)
Run (1)

Submit & Update software About ENA Support

Research | Training | About us A

Services

DRRO00031

Examples: BMOODMMES, histone

Show more data from EMBL-EBI l

Experiment (1 results found)

DREX000011  Illumina Genome Analyzer sequencing; HT29_Cytoplasm_Control
View all 1 results

Run (1 results found)

DRRO00O31  Illumina Genome Analyzer sequencing; HT22_Cytoplasm_Control
View all 1 results
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A, fEam

CATERLIZHES T, FEBITERRSINF
ELTIE. ENAFI A ZIEZE
TS5 L TELTIELMTALY, TY

e https://www.ebi.ac.uk/ena/data/view/DRRO0D03 1

~ ebl.ac.uk

EMBL-EBI

- ac|| #a.

Services

Examples: BNOOCOSS, histone

Home Search & Browse Submit & Update | Software | About ENA | Support

EMBL-EBI

News

Our impact
Contact us
Intranet

EMBL-EBI, Wellcome Genome Campus, Hinxton, Cambndgeshire, CB10 1SD, UK
Copyright © EMBL-EBI 2018 | EBI is an outstation of the European Molecular Biology Laboratory | Terms of use

Advanced

O

Research | Training @ About us

|

Services Research Training Industry About us
By topic Overview Overview Overview Overview
By name (A-Z) Publications Train at EBI Members Area Leadership
Help & Support Research groups Train outside EBI Workshops Funding
Postdocs & PhDs Train online SME Forum Background
Contact organisers Contact Industry Collaboration
programme Jobs

+44 (0)1223 49 44 44

People & groups
News

Events

Visit us

Contact us
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European Muclectide Arc X
<« C | @& Secure

EMBL-EBI

https://www.ebl.ac.uk/ena

(DEMBL-EBI ENALET. @DRR000031
kOB, BSearch, Chromellst @
750N HNILZIEHL TH TS
- MacDERI&Safari&Enhy.. .,

w

Services

Research | Training | About us

A ENA

European Nucleotide Archive

Home Search & Browse Submit & Update Software About ENA Support

European Nucleotide Archive

The European MNucleotide Archive (ENA) provides a comprehensive record of the world's
nucleotide sequencing information, covering raw sequencing data, sequence assembly
information and functional annotation. More about ENA

Access to EMA data is provided though the browser, through search tools, large scale file
download and through the APL.

Text Search

Examples: BNO0D0DGS, histone

Advanced search

DRR0O00031| Search
Examples: BNDIOOSS, hiNne Advanesd
Segquence

Popular

¢ Submit and update

¢ Sequence submissions

o Genome assembly submissions

o Submitting environmental sequences
e Citing EMA data

o Rest URLs for data retrieval

o Rest URLs to search EMA

Latest ENA news
19 Mar 2018: EMA Release 135

Release 135 of EMA's
assembled/annotated sequences is now
available
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CZETIKIEERILTY , DEHID
DRR0O00031EEIL. Q%9 &...

https://www.ebi.ac.uk/er X

(3] - O X

“ (& ’ @ Secure | https://www.ebi.ac.uk/ena/data/search?query=DRR0O00031

EMBL-EBI

Services = Research | Training | About us

DRR000031

Home Search & Browse Submit & Update Software About ENA Support

Search results for DRR00003 1

Read

Experiment (1) Experiment (1 results found)

R £1) DRX000011 Illumina Genome Analyzer sequencing; HT29_Cytoplasm_Control

View all 1 results

Run (1 results found)

DRRO000321 Illumina Genome Analyzer sequencing; HT29_Cytoplasm_Control

View all 1 results

Show more data from EMBL-EBI l
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IEEITEST-FERICHLELD
MYFET, OR—OTERIZFEH)

0 https/ifwww.ebl.acukfer

®

<« e ‘ @ Secure | https//www.ebi.ac.uk/ena/data/vie

W

w/DRRO00031

EMEL-EEI

Run: DRR0O00031

Hlumina Genome Analyzer sequencing; HT29_Cytoplasm_Control

View: XML

Submitting Centre
UT-MGS

Library Layout
SINGLE

Broker Name
DDB]

Mavigation

Platform
TLLUMINA

Library Strategy
FL-cDMA

Read Files

Services | Research | Training | About us

Model
Illumina Genome Analyzer

Library Source
TRANSCRIPTOMIC

Read Count
4,053,053

Library Selection
cDMA

Contact Helpdesk &4

Download: XML

Base Count
167,509,908

Library Name
HT29_Cytoplasm_Control
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ENA’EChrOme—G& PCEDBLECD, SEIE. @DRRO00031 THZ LT-

R FOZDEIERETRATNSA, HIZIEB
€ 5 Cla o s Study accession@DIDZ 3 &, @QDRR000031M
p— T SUESUCHEITODIINERNERETESLLSIC
55, QZFHLI-DELYTHRDRAZALEBDH D

. Bulk Download Files | .. {If the downloader app doesn't open, please try using Firefox to launch it.)

Download: |1 - N of 1 resultsin  TEXT
Select columns

Showing results 1 - 1 of 1 results

Study Sample Secondary Experiment Run Tax cientific Instrument Library FASTQ FASTQ Submitted Submitted NCBI NCBI CRAM CRAM
accession accession sample accession accession | ID name model layout files files files (FTP) files SRA SRAfile Index Index
accession (FTP) (Galaxy) (Galaxy) file (Galaxy) files files
(FTP) (FTP) (Galaxy)
PRIDA3455¢ SAMDOD009330 DRS000011 DRX000011 DRROD0031| 9606 Hemo Tlumina SINGLE File1 File 1 File 1 File 1
sapiens  Genome
Analyzer
Prev Next Go to page:|1 Go
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FDRSRHYTh—LTADIOMEARDIDTH S,
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+ {0 | NGS | BL¥| BV | FASTQ or SRA | 25 HDBOS

ENAZChromeT

NI=T—3THD. DX—UTHIZHE

&« i ‘ @ Secure | httpsy//www.ebiac.uk/ena/data/view/PRIDA34559 1}‘ :

i https:y/fwww.ebi.acuk/en X

Research | Training | About us

Search

Examples: BNODOOGS, histons Advanged

EMBL-EBI Services

Sequencs

Home Search & Browse : Submit & Update Software About ENA Support

Contact Helpdesk &4

Study: PRJDA34559

Homo sapiens transcriptome project

View: Project XML Download: Project XML

Name
Homo sapiens

Submitting Centre Organism
Univeristy of Tokyo Department of Medical Genome Sciences Homo sapiens

Secondary accession(s)
DRP0O0000D3, DRPOO0OODO4, DRPOODOOS, DRPOOODOS, DRPOOOOOY, DRPOO0D0OOS, DRPOOOD11, DRPO0O0D012, DRPOO0O013, DRPOODO14, DRPO0O0OO1S, DRPOOOOL1G, DRPO0OOLY, DRPODOO1S,
DRPO000O1S, DRPOOOO20Q, DRPOOOOZ21, DRPOOOD22, DRPOO0O0OZ23, DRPOO0D0DZ24, DRPOOQO25, DRPOOOO26, DRPOOOO2Y, DRPOO0O0O28, DRPOOOD32, DRPO0OO0OZ3, DRPOOOO34, DRPOOOOIS,
DRPO00036, DRPOOOO3Y, DRPOOOOD3E, DRPOOOD40, DRPOO0041, DRPOODO42, DRPOO0O042, DRPOOOO44, DRPOO0O45, DRPOO00O46, DRPOOOD47, DRPO00O0O4E, DRFO0ODO49, DRPOOOOSO,
DRP0O00051, DRPOD0D0DS2, DRPO0OD0OS3, DRPOOOOS4, DRPOO0OOSS, DRPOODOS6, DRPOOODSY, DRPDO0O0D0OS5S, DRPOD0O0OSS, DRPOO0D0OG60O, DRPOO0O0OG1, DRPOOODG2Z, DRPO0ODO63, DRPODOOGS,
DRPO00065, DRPOOOOGE, DRPOOOOY3, DRPOOOO74, DRPOODOOYS, DRPOO0DOYS, DRPOOOO77, DRPOOOOTS, DRPOOOOYS, DRPOOODOSO, DRPOOOOS1, DRPO0OO0OS2, DRPOOOOSS, DRPOOOOSO,
DRPO000S1, DRPOOOOSZ, DRPOOOOS3, DRPOOODS4, DRPOO0OOSS, DRPOOD0OSE, DRPOOOOSY, DRPOOOOSS, DRPOOOOSS, DRPOO0O100, DRPOO0O101, DRPO00O102, DRPFO00O103, DRPOOO104,
DRPO00105, DRPOO0O106, DRPOO0O107, DRPOOO10E, DRPOO0O10S, DRPOOO110, DRPOOO111, DRPOOO112, DRPOOO113, DRPOO0114, DRPOOO113, DRPO0O0O116, DRFO0O11Y7, DRPOOO11S,
DRP0O00119, DRPO0O0D120, DRPO0OD121, DRPOOO122, DRPOO0123, DRPOO0D124, DRPO00O125, DRPO0O0126, DRPOD0127, DRPO0O0D128, DRPO0012S, DRPOOO130, DRPO0O131, DRPODO132,
DRPO00133, DRPOOO134, DRPOO0O135, DRPOO0136, DRPOOD0O137, DRPOOO138, DRPOOO139, DRPO0OO140, DRPO0O0141, DRPOO0142, DRPOO0143, DRPO00144, DRPO00O145, DRPO0O146, ~
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https:fwww.ebi

&« C | & Secure

MNavigation

U Bulk Down

acukien X

Read Files

load Files

Download:

1 -

Select columns

Showing ré’of 463 results

463

https://www.ebi.ac.uk/ena/data/view/

of 463 results in

@

TEXT

Attributes

DZDH-YETHE, COBEELDFZN
TlX. BUEMNELZ DD H(Run accessionEf
PDHTHLHIMN., LDIZL->TIE@Sample

accessSionEf N MEL LT EZHTY

Parent Projects

., (If the downloader app doesn't open, please try using Firefox to launch it.)

Study Sample Secondary Experiment Run Tax Scientific Instrument Library FASTQ FASTQ Submitted Submitted NCBI NCBI CRAM CRAM
accession accession sample accession accession ID name model layout files files files (FTP) files SRA SRAfile Index Index
accession (FTP) (Galaxy) file (Galaxy) files files
(FTP) (FTP) (Galax
PRIDA34558 SAMDO0013986 DRS000003 DRX000003 DRRO0D0O0D0O3 9606 Homo THumina SINGLE FIIEl FIIEl Fllel Fllel
sapiens  Genome
Analyzer
PRIDA34559 SAMDO0013986 DRS5000003 DRX000003 DRRO00D00D4 Illumina SINGLE File 1 File 1 File1 File 1
Genome
Analyzer
PRIDAZ4559 SAMDO0013986 DRS000003 DRX000003 DRROO0ODOS Iumina SINGLE FIIEl Fllel Fllel Fllel
Genome
Analyzer
PRIDA34559 SAMDO0O013986 DRS000003 DRXQO00003 DRROODOO6 THumina SINGLE FIIEl FIIEl Fllel Fllel
Genome
Analyzer
PRIDA34559 SAMDO0013986 DRS5000003 DRX000003 DRRO0DOO7 Illumina SINGLE
Genome
Analyzer
O los A cico ALACOOO T 71 [ e T agaTa TaTatars B R s R A Tatatatar:] CoDOannOoe oe e e s b [T-CH N Inil £ Cils 1 Cils 1 Cil~ 1 Cil~ 1 h
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https:fwww.ebl.ac.uk/en X

&« C | & Secure | https://www.ebi.ac.uk/ena/data/view/ | i
MNavigation Read Files Portal Attributes Parent Projects
(¥ Bulk Download Files | -, (If the downloader app doesn't open, please try using Firefox to launch it.)
Download: |1 - 463 of 463 results in  TEXT
Select columns
Showing results 1 - 10 of 463 results "
Study Sample Secondary Experiment Run Tax Scientific Instrument Library FASTQ FASTQ Submitted Submitted NCBI NCBI CRAM CRAM
accession accession sample accession accession ID name model layout files files files (FTP) files SRA SRAfile Index Index
accession (FTP) (Galaxy) (Galaxy) file (Galaxy) files files
(FTP) (FTP) (Galax
PRIDA34558 SAMDO0013986 DRS000003 DRX000003 DRRO0D0O0D0O3 9606 Homo Tllumina SINGLE FIIEl FIIEl Fllel Fllel
sapiens  Genome
Analyzer
PRIDA34550 SAMDO0013985 DRS000003 DRXQ00002 DRROD0D04 Tlumina SINGLE File1 Filel File 1 File 1
Genome
Analyzer
PRIDAZ4559 SAMDO0013986 DRS000003 DRX000003 DRROO0ODOS Iumina SINGLE FIIEl Fllel Fllel Fllel
Genome
Analyzer
PRIDA34559 SAMDO0013986 DRS000003 DRX000003 DRROOOOOG Tllumina SINGLE FIIEl FIIEl Fllel Fllel
Genome
Analyzer
PRIDA3455%9 SAMDOO0013986 DRSO00003 DRXO00003 DRROODOOT Ilumina SINGLE
Genome
Analyzer
NDDINAZIACCOY AMOONNONTT11 NP CANONNA DR YONONNA I mY == FaTaTaTalals] [al=4aT= NN Thisrmnime Inil cil 1 il 1 Cil 1 il 1 M
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MNavigation Read Files Portal Attributes Parent Projects
(¥ Bulk Download Files | -, (If the downloader app doesn't open, please try using Firefox to launch it.)
Download: |1 - 463 of 463 results in  TEXT
Select columns
Showing results 1 - 10 of 463 results '
Study Sample Secondary Experiment Run Tax Scientific Instrument Library FASTQ FASTQ Submitted Submitted NCBI NCBI CRAM CRAM
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Abstract

BACKGROUND: RMA-Seq has become one of the most widely used applications based on next-generation sequencing
technology. However, raw RNA-Seq data may have gquality issues, which can significantly distort analytical results and
lead to erronecus conclusions. Therefore, the raw data must be subjected to vigorous quality control (QC) procedures
before downstream analysis. Currently, an accurate and complete QC of RMA-Seq data requires of a suite of different QC

tools used consecutively, which is inefficient in terms of usability, running time, file usage, and interpretability of the results.

RESULTS: We developed a comprehensive, fast and easy-to-use QC pipeline for RNA-5Seq data, RMA-QC-Chain, which
involves three steps: (1) sequencing-quality assessment and trimming; (2} internal (ribosomal RMNAs) and external (reads
from foreign species) contamination filtering; (3) alignment statistics reporting (such as read number, alignment coverage,
sequencing depth and pair-end read mapping information). This package was developed based on our previously reported
tool for general QC of next-generation sequencing (MGS) data called QC-Chain, with extensions specifically designed for
RMNA-Seq data. It has several features that are not available yet in other QC tools for RNA-Seq data, such as RMA
sequence trimming, automatic rRNA detection and automatic contaminating species identification. The three QC steps can
run either sequentially or independently, enabling RMA-QC-Chain as a comprehensive package with high flexibility and
usability. Moreover, parallel computing and optimizations are embedded in most of the QC procedures, providing a
superior efficiency. The performance of RMA-QC-Chain has been evaluated with different types of datasets, including an
in-house sequencing data, a semi-simulated data, and two real datasets downloaded from public database. Comparisons
of RNA-QC-Chain with other QC tools have manifested its superiorities in both function versatility and processing speed.

CONCLUSIONS: We present here a tool, RNA-QC-Chain, which can be used to comprehensively resolve the quality
control processes of RMNA-Seq data effectively and efficiently.

KEYWORDS: Alignment statistics; Contamination identification; Parallel computing; Quality control, RNA-Seq
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in-house sequencing data, a semi-simulated data, and two real datasets downloaded from public database. Comparisons
of RNA-QC-Chain with other QC tools have manifested its superiorities in both function versatility and processing speed.
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Project name: RNA-QC-Chain

Project home page: http://bioinfo.single-cell.cn/rma-ge-chain.html or
http://124.16.150.212/rna-qc-chain.html

Operating system(s): Un'u{fLinux‘
Programming language: C++ ‘
License: GPL-3

Availability: RNA-QC-Chain, including source code, documentation, and
examples, is freely available for non-commercial use with no restrictions at
http://bicinfo.single-cell.cn/rma-ge-chain.html or htip://124.16.150.212/rna-

gc-chain.html
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IS Ccommon models rrna User's manua.pdf
. u Default tag sequence parallel-meta Rscript
(o Yiu@bielinux[RNA-QC-Chain] [ 6:414 %]

RNA-QC—chain (Zhou et al., BMC Genomics, 19: 144, 2018)
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S DERLSHIFEERE THAIHY., WindowsDIH &1

’r\/x I\ )L%E&1§I setup.exeZx X T ILD) v ILTAVA—ILEED D
iu@bielinux[~/Downloads/RNA-QC-Chain] AR %*LO)LIHUXH&O)J:OQ:F)O)&L\'JEE&FTJ:L\

l Jmake[3]: Leaving directory "/home/iu/DOWNTUauS/RNA-UC-
@ _,d C:¥lleers¥kojik¥Documents¥himl¥lectures¥AGOY¥ 1805 15¥RNA-QC-chain_install.txt - EmEditor — O >
— P EE® BEO BV UMD MUFIW ALTE)
D2 -WH| 2B xBE-Q0,rprnBERERE @55 g
§ = RNA-OC-chain_install.txt

g wget —c http://bioinfo.single-cell.cn/Released Software/rna-qc-chain/RNA-OC-Chain-1.0.tar.gz
tar -zxwft RNA-QC-Chain-1.0.tar.gz
cd RMA-UC-Chain

makj"'r

@MN

Text 47,547 BFF (YIRS

B 1u@b1e11nux[RNA QC-Chain] 1s [ 6:1154 %]
[/_i=\§ bin Makefile gc sam

PR common models rrna User's manua.pdf
SO Default tag sequence parallel-meta Rscript
’IT\ iu@bielinux[RNA-QC-Chain] [ 6:414 %]

RNA-QC—chain (Zhou et al., BMC Genomics, 19: 144, 2018)
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make

FHFEEPTEHES TS (DT ERHWI-4EHY)

JrF)  RE(E)
>~ '“]|

= RNA-QC-chain_install.txt

wget -¢ http://biol

make r

tar -zxwft RNA-QC-Ch
cd RNA-QC-Chain
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_,d C:¥lleers¥kojik¥Documents¥himl¥lectures¥AGOY¥ 1805 15¥RNA-QC-chain_install.txt - EmEditor — O >
BE|S) FRMV YN MUEIMW) ALTH)
cB B E-I9@|opp ] BEEER @55 8 -] g,
RTNESRFIEFOYT x  + - B
C O @ FESNTWEWEE | www.iuvau-tokyo.acjp/~kadota/r_seq2.htmi# r &0
25 | FS2ALVUT b—L8ER | 4.3.3 2BRIHER (last modified 2014/04/28) -

EE | FS2ALUT - LB | 4.3.4 =T H A~ (385) (last moedified 2014/04/28)

=% | OFEEEFSEE | ICDUT (last modified 2019/04/05) NEW

£7# | ORI EBET=E | 2101 I:DﬂQ‘gEI % (last modified 2018/09/03)

=i | HEIEBEET=E | 220cUBEENS T ~ 3215~ (last modified 2018/09/03)

25 | OFFEEFSE | E30LinudSEREE : T (last modified 2017/07/02)

25 | OFEEEFsE |%4li:f7fU:r4:|A O— Jb*fDd:hm#;Zh — ) (last modified 2018/05/10)
=E | I EEFsE | 2 - ' TQC (last modified 2017/06/25)

= | B3 EEFEss | ey /AT T modified 2017/06/21)

25 | E%Lﬁﬁi%%%% | &7 IIZI,/;”J LA {Iast modified 2017/06/28)

=& (last modified 2017/03/13)
5| (DERRE(18IE) (last modified 2017/06/28)
z =18 Galaxy (last modified 2017/11/13)
iiﬂl EIJS;LEQI%%%L | %lE@Gala xy_: A ) —&—470— (last modified 2018/07/04)
=% | HFIEEFEE | £130RNA-seqfEtF (ZM1)  (last modified 2019/04/05) NEW
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I5—Ayt—T
iu@bielinux[~/Downloads/RNA-QC-Chain] 13 = €) 20:21 %%
Emake[3]: Leaving directory " /home/iu/Downloads/RNA-QC-Chain/sam
/bamtools/build"’

make[2]: Leaving directory "/home/iu/Downloads/RNA-QC-Chain/sam
/bamtools/build’

g++ -0 bin/RQC-SAM-stats sam/sam.cpp -I ./common -Wno-deprecate
d -I /sam/bamtools/include/ sam/bamtools/lib/ -lbamtools -W
1, -rpath,/sam/bamtools/lib/
sam/sam.cpp:4:27: fatal error: api/BamReader.h: No such file or
directory
#include <api/BamReader.h>

compilation terminated. \

make[1]: *** [sam parser] Error 1
make[1]: Leaving directory " /home/iu/Downloads/RNA-QC-Chain'
make: *** [all] Error 2

DFZE D D makeaT U FEEFTLT. QT5—Ayt—
UM TLEFS=ECAH, [BRRAIZE S, @BamReader.h
CBDEWNSTFAILAEL, CEICRRAT B LS

. 6 Default tag sequence parallel-meta Rscript
(- Yiu@bielinux[RNA-QC-Chain] [ 6:414 %]

= W iu@bielinux[RNA-QC-Chain] 1s [ 6:1154 %] ’
A % 1.1 Makefile qc sam
IR Common models rrna User's manua.pdf

RNA-QC—chain (Zhou et al., BMC Genomics, 19: 144, 2018)
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iu@bielinux[~/Downloads/RNA-QC-Chain]
make[3]: Leaving directory " /homg
J/bamtools/build’
gmake[2]: Leaving directory " /homg
/bamtools/build’
g++ -0 bin/RQC-SAM-stats sam/sam

1, -rpath, /sam/bamtools/lib/

directory
#include <api/BamReader.h>
compilation terminated.
make[1]:
make[1]:
make: *** [all] Error 2
iu@bielinux[RNA-QC-Chain] 1s
bin Makefile
B common models
MDefault tag sequence

lL__Jllu@blellnux[RNA QC-Chain]

d -I /sam/bamtools/include/ -L /Samypamtuuts7 TID7 = CDAMTUUCS =W

sam/sam.cpp:4:27: fatal error: api/BamReader.h: No such file or

*** [sam parser] Error 1
Leaving directory " /home/iu/Downloads/RNA-QC-Chain'

parallel-meta

SEIFVOELGLYmakeZzE1TLT=AY. [ configure, make.
make install |ELVI3DDM X FIBFEICIEZ 5D N EZTHL
KYU—fEHY, EoBICLEIMEST-DEYH AT makeZEE
FLTCAYHEETHD, DDIsEITHREZBOH TELHH
BM, BEIZREADMEEMINSTALLEWLSZRID T 7L
NEEL. ZOH(IZEMTWSFIEZRGHA LR
ZETITHGEULBUXZEERZD) . TNHENERETIAR
UG 1 EWS BB ZE (Da<EBFAF)£D

[ 6:114 %]

sal

rrna User's manua.pdf

[ 6:41F %]

RNA-QC—chain (Zhou et al., BMC Genomics, 19: 144, 2018)
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70%

Z _Tl. WTRNA-QC-chain BamReader.h]&LY5F—
—RTOITEER, QM URLIEHA 5. BiostarDR—T 1=
LRI ZELT. @HI-YTAHAELLERER DTS

rna-gc-chain bamreader.h

AT B e [ Za1-—A ®ELLER

40,600 HHOREREE FIREERL ~ SEETENIAD ~

EiE T —ADEEE 1 BEiERE | BASEG = 248
Ih% - webdesk jsa.orjp/ -

SIRCHIR T SEFNIEStFRT LoD RS+ —T9 !

T —AEET - FEtERIRY J b - JMP

3 RETF 2 fENREEE - 1 759 B85 - 4 EBET : [TRE

5 S SMEMRPHNCEELPIEE - jiet.cojp
[LE - www jiet.cojpl -

(9 LTVZLY ERORADI - hr PR L<ERTEFT

RNA-QC-chain: comprehensive and fast quality control ...
https://bmcgenomics. biomedcentral. com/articles/10.1186/s... v Z < —Z-FEIER
2017/09/20 - Results We developed a comprehensive, fast and easy-to-use QC pipeline
for RNA-Seq data, RNA-QC-Chain, which involves three steps: (1) sequencing-quality
assessment and trimming; (2) internal (ribosomal RNAs ...

KAPA hgDNA Quantification and QC Kit - Roche ...
sequencing.roche.com/en/products-solutions/by-category/... ¥ @< — =7 EIER
KAPA hgDNA Quantification and QC Kits contain all the consumables needed for the
qPCR-based quantification and quality assessme
to NGS library construction. Each kit contains KAP

Hey any one used QC-Chain tool? - Latest Posts

hitps:/fwww biostars org/p/142403 » Z@OA~A—TFBER

any one used QC-Chain tool for Quality check of NGS data. how accurate is the tool to
check contamination of seq data? Need help. Thanks ... QC-Chain is kind of messy to

install, it is a pipeline composed of several tools ...

t of human genomi 5 prior

0

Jun 03, 2019
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o _— DBiostarD L HH_R—, FRDTHAEEHT. (
B' t WIEKEBLFAT) RIRRT B, A TBiostars Tld7i<{Biostar
IOS ar EENVTWAERIZ. CDFEES Kﬁ\BlostarT'iJ\b'C'd'

LATEST ~ OPEN RNASEQ CHIPSEQ SN  AssemBLY| _ Biostars CPubMed#&ZL CTHE| oM BELND TEE

Welcome to Biostar!

'n t
e
"=w BlOStC"S
(474 BICINFORMATICS EXPLAIY @ & o

Community Log In Sign Up

Question: Hey any one used QC-Chain tool?

any one used QC-Chain tool for Quality check of NGS data.

xS

how accurate is the tool to check contamination of seq data?

O Needhep QC-Chain is kind of messy to install, it is a pipeline composed of several tools developed by

Thanis the same group, but they are not kept in sync. In addition, documentation is also a bit
confusing, even though seems to pretty complete. In the end | gave up before using it, |
may get back to it if someone says nice things about its results.

qe-chain | » 902 vie

sikee 7 = 14 * link =« Not following +

modified 3.0 years ago by h.mon ¢ 14k - written 3.0 years ago by gskbioinfo143 - 50

QC-Chain is kind of messy to install, it is a pipeline composed of several tools developed by
the same group, but they are not kept in sync. In addition, documentation is also a bit | m,:
confusing, even though seems to pretty complete. In the end | gave up before using it, | .
2 may get back to it if someone says nice things about its resulis.

In the end, | decided to use either FasiQ Screen (really easy to install, not so pretty *ﬁh} Wk
graphics) or MGA (better output but not so simple to install and particularly run). 30 years dga iy
h.mon ¢ 14k
There is also BBEDuk and SeqyClean, both of them may check for contamination using Brazil
@ kmers, it may be more sensitive than FastQ Screen and MGA, which use Bowtie.

LSRN Biostar (Parnell et al., PLoS Comput Biol., 7: 1002216, 2011)
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0 RNA-QC-chain
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FastQC

DFastQCH YA+, @QZDTAY S LldJavaTE NN TLY
HDT HFICLinux ETOAMRAM—ILAIER IZFEE (@A
—KFLTAAM—=ILLFELEDS

e 4'& http://www.bicinformatics.babraham.ac.uk/projects/fastqc/

‘F,k Babraham Bioinformatics - ..

Babraham
Institute

FastQC

Language

Requirements

Code Maturity

Code Released

Initial Contact

A quali

Java

DRERETY), @FoO

O x
- ¢l 8= 5l o @

[% Babraham Bioinformatics

About | People | Services | Projects | Training | Publications

ontrol tool for high throughput sequence data.

A suitab® Java Runtime Environment

The Picard BAM/SAM Libraries (included in download)

Stable. Mature code, but feedback is appreciated.

Yes, under GPL v3 or later.

Simon Andrews

Download Now

|' E » Ny

= Es=] ]
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FastQC

BRTIH. BbLIHBL/N—D307yvILTUVET, LIRIAAR—ILL
=D HBERL, DDRelease NotesZ BT, EDEPHMNEHHT-D
75\(%?*%% EDBIMANTEENGEE) ES2EHTHLLEVDNTLES

VTITOGCLT IO Ta s o il e -

e 4'& http://www.bicinformatics.babraham.ac.uk/projec

‘F,k Babraham Bioinformatics - ..

FastQC A quality control application for high throughput sequence data

« README
* |nstallation and setup instructions
Release Notes Please read these before using the program.
+ FastQC v0.11.7 (Win/Linux zip file)
« FastQC v0.11.7 (Mac DMG image)
» Source Code for the latest FastQC release

FastQ Screen A screening application for high througput sequence data

+ README

* Release Notes

« FastQ Screen Manual
» FastQ Screen v0.11.4
+ Test Dataset

FocalPoint Image Viewer

+ README

+ CHANGELOG

+ KNOWN PROBLEMS

* FocalPoint v0.6 (Win/Linux zip file)

* FocalPoint v0.6 (Mac DMG image)

* Source Code for FocalPoint v0.6 (zip file)
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-— MDWindowsDEREXZHBEL, @QMacDERIZTE L, LIFED
BMDRASAFIEWindowsD A AR—ILFEIED R F')—2S

FaStQC FYMIBYET , BEAIZ, Linux £ TOAYRR—)LIZD

LNTIE. FastQC ver. 0.11.3EEFHWWTI A BRI EE

4 http://www.bicinformatics.babraham.ac.uk/projects/download. html#fastqc s = - > ~ =z
9 s ree | PEENGSEH FARIOWIHT-UMNSEHRLTLNET
5% Babraham Bicinformatics - ...
FastQC A quality control application for high throughput sequence data "
« README
= |nstallation and setup instructions
+ Release Noies Please read these be using the program.
* FastQC v0.11.7 (Win/Linux zip file)
FastQC v0.11.7 (Mac DMG image)
* Source Code for the latest FastQC release
FastQ Screen A screening application for high througput sequence data
* README
* Release Notes
« FastQ Screen Manual
» FastQ Screen v0.11.4
« Test Dataset
FocalPoint Image Viewer
« README
+ CHANGELOG
+ KNOWN PROBLEMS
* FocalPoint v0.6 (Win/Linux zip file)
« FocalPoint v0.6 (Mac DMG image)
= Source Code for FocalPoint v0.6 (zip file) v
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FastQCA 2 Ak—IJL

e o 4'& http://www.bicinformatics.babraham.ac.uk/projects/download. html#fastqc

‘F,k Babraham Bioinformatics - ..

DFHTE QD KHERECIZH S, Z A LLE I E
AFIEPCOEMITFELEOYATAIUAR—ILLT

Hio D TENELY,

HEEPCOEMIBT77AILZERAL

- 0| BE.

FastQC A quality control application for high throughput sequence data

« README
« |nstallation and setup instructions

+ Release Noies Please read these be using the program.

FastQC v0.11.7 (Win/Linux zip file)
FastQC v0.11.7 (Mac DMG image)
* Source Code for the latest FastQC release

FastQ Screen A screening application for high througput sequence data

README

* Release Notes

« FastQ Screen Manual
» FastQ Screen v0.11.4
+ Test Dataset

FocalPoint Image Viewer

README

CHANGELOG

KNOWN PROBLEMS

* FocalPoint v0.6 (Win/Linux zip file)

+|  bicinformatics.babraham.ac.uk 1S fastqe_v0.11.7.zip (9.77 MB) EE . itmﬁﬁbi?’ﬂ"-’\

TFIERLD
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FastQCA 2 Ak—IJL

e e 4'& http://www.bicinformatics.babraham.ac.uk/projects/download. html#fastqc

‘F,k Babraham Bioinformatics - ..

FastQC A quality control application for high throughput sequence data

« README
« |nstallation and setup instructions

+ Release Noies Please read these before using the program.

FastQC v0.11.7 (Win/Linux zip file)
FastQC v0.11.7 (Mac DMG image)
* Source Code for the latest FastQC release

FastQ Screen A screening application for high througput sequence data

README

* Release Notes

« FastQ Screen Manual
» FastQ Screen v0.11.4
+ Test Dataset

FocalPoint Image Viewer

README

CHANGELOG

KNOWN PROBLEMS

* FocalPoint v0.6 (Win/Linux zip file)
FocalPoint v0.6 (Mac DMG image)

o Srureo Codo fne EoealDnant vl B (e filod

- ¢ BE.

BIDRASARTI D74 ILEBI1ZHLI-ERZ,
51 H 2. FastQCldJavad B4 S5 L7 TJava
KAZAV A= ILLTHESDEIFEEAAHY
FITDT. ZDOHI-YVEELTELITLIZEL

_____ EFIUF ARV VERTH.

#920-FOERN
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1NENEES

Configuration
Help
net
org
Templates
uk
| £ cisd-jhdfS.jar
D fastqc
Q fastqc_icon.ico
=] INSTALL.txt
|2 jbzip2-0.9,jar
| ] LICENSE
=] LICENSE.txt

=] LICENSE_JHDF5.txt

| | README.md
=] README.txt

|| RELEASE_NOTES.tx

[%] run_fastqc.bat
(£ sam-1.103,jar

L d=lo:

FAIRYT > FastQC »

2018/05/04 21:13
2018/05/04 21:13
2018/05/04 21:13
2018/05/04 21:13

2018/05/04 21:13

2018/05/04 21:13

2017/12/21 11:50
2017/12/21 11:50
2017/12/21 11:50
2017/12/21 11:50
2017/12/2111:50
2017/1272111:50
2017/12/2111:50
2017/12/21 11:50

2017/12/21 13:21

2017/12/21 12:

2018/01/109:2
2017/12/21 1

B ol

2017/12/21 11:51

|-'-|/—

TETT

[ZELGLLT, SARRRLCIZRYZET, 2FY. DT RIbY
7 EIZFastQCEWLNS THILE HBMERESNFE T , Windows Lt
I BB E &, Qrun fastqcbatzX T ILI) v,

Java7 AU S LDGEIE AV AR—ILELNS KYIFEITD

—k. ELVSEFETEALLVMNERNET

x

il

2740 TANA-
T4l 7&N5-
TrA e 725
7—1;!L 7-,'] ‘7_
F74)b T3 )L5-
2740 TANS-
Executable Jar File
74l

74V

FAR FFaAVk

vecutable Jar File

“ m

741l

TEAS FFaAyb
TEA FFaivh
MD 771l
FTEAN FFaAYk

FEAR FFIAU

Windows /(Y F J7...

Executable Jar File

7AILDEAHO—
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AV

Bl C¥Windows¥system3Z¥cmd.exe
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FastQC High Throughput Sequence QC Report
Version: 0.11.7
www.bioinformatics.babraham.ac.uk/projects/

@ Simon Andrews, Pierre Lindenbaum, Brian Howard, Phil Ewels 2011-17,
Picard BAM/SAM reader 8The Broad Institute, 2013
BZip decompression @Matthew J. Francis, 2011
Basef4 encoding @Robert Harder, 2012
Java HOFE reader 8ETH, CISD and 515, 2007-14

dze File > Open to zelect the zequence file vou want to check
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= S
File - Open

File | He pE

ZCTl%. @DRR000031sub.fastge T AT MY TIZHA ™
YA—RLTHEE. TNEANT7AMILELTEITTS
o BIEHAIZINIL, 6,0000) —F M55 5KTMBD T 74A
JLCLT=, FastQC GUIE E £ T. @File. @0pen

|
BEAE (20195E)

Open... trl+0

Save report.) Cirl+5 1. 2019405H27H
s e BIPDF

Close Ctrl+W .gff377 1)L (¥91.3MB)

Close All faJd74)b (¥92.2MB)

- (RT)IEE A BZRF

! S 74 — =
FastQC High Throughput Sequence QC Rep¢ S;i:;igééggg) TH
Version: 0.11.7 plasmid2.gff3(:8EH)
www_bioinformatics.babraham.ac_uk/projects/ Maser : Kinjo et al., Database (Oxford), 2018
© Simon Andrews, Pierre Lindenbaum, Brian Howard, Phil Ewels 2 RNACocktail : Sahraeian et al.,, Nat Commun., 2017
Picard BAM/SAM reader 8The Broad Institute, 2013 . 2019$O6ﬁ OBE
BZip decompression SMatthew J. Francis, 2011 e BIPDF
Basef4 encoding @Robert Harder, 2012 (RT)IEEGYIARIT
Java HDF5 reader ®ETH, CISD and SIS, 2007-14 DRR000031sub.fastq
RNA-QC-chain : Zhou el., BMC Genomics, 2018
Biostar : Parnell et al., PLoS Comput Biol., 2011
Ilze File » Open to zelect the seguence file vou want to check FastQC
DRR000031sub_fastqc.html
DRR000031_fastqgc.htmI(GRER)
report.html(qrqcz HBULVZQCER)
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File Help
Q=< P
TP ILOIRRRD: |5 B aAh ¥ £* (-
o 2015 |_'| data_rma_2_nr.txt
) :EI 2016 |=| hoge?_hoge.txt
FastQC High1 .= - 2017 E] hoge3_GPL1355.xt
2018 =| hogeS.txt
- CyberLink =| hogebutxt
_ 1.|'.I'1.|'.I".|'.I'.DIIDI['| - Fax =] result_Addla.txt
© Simon Andrews, Pierrs e Fuji Xerox |_'| result_AddTb.tet
Pim_d B/ htmil |;| result_Addlc.ixt
BZip d Office DNAT L F¥ TV~ 5 result_Figlb.ixt
| E: = Outlook 774 )l ] tabletd
TET paaub || paper =] table2.tut
— pukblic_html
R
dze File » Open to zelect t [)_ Scanned Documents
PG FOUR bI-T1u7
ZMfta
@ Bl == oh
AyHI=5 FPTIDEANTE | Sequence Files w HEiE
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DT R R T 74 JL (DRR000031sub fastq)
#ERL T, QBIK

Q FastQC — O b'Y
File Help
R =< X
LSRR | T A8 kT v| ¥ £° M-

. ¢ OneDrive
e & kojik

H L=

FastQC High1 ... @ PC
n 173U
- \ B8 SDXC Card (D)
b
© Simon Andr:::‘-’ P;:r: o o #5t—7
[
I B L FastQC

IE-E.I'- . | hl}gE‘

H'Z'F;:_ share

el E B DRRO00D031sub.fastg

P Al
dze File » Open to zelect t [)_
PG
@ 7 LB DRRODDDS 1sub fasty 5
AyHI=D FPIERTHIE | Sequence Files w HY 8
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@ rastQC
File Help
CHRRTTE Te0b fastg

Bazic Statistics

Per base zequence quality
Per tile sequence quality

Per zequence quality scaores
Per base sequence content
Per zequence GO content
Fer baze M content
Sequenice Leneth Diztribution
Sequence Duplication Levels
Cwverrepresented sequences

Adapter Content

CO0OCOCOOOOL

Bazic sequence stats

Meazure Yalue

Filename DRERIN003 1=ub fastg
File type Conventional baze calls
Encoding Sanger ¢ Hlumina 1.9
Total Sequences G000

Sequences flagged as poor quality I

Sequence length i}

W& 46
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@ rastQC
File Help

{DRROOND3 1zub fazty 3

Basic Statistic!

Per base zequence quality
Per tile sequence quality

Per zequence quality scaores
Per base sequence content
Per zequence GO content
Fer baze M content
Sequenice Leneth Diztribution
Sequence Duplication Levels

Cwverrepresented sequences

CO0OCOCOOOOL

Adapter Content

Bazic sequence stats

Meazure Yalue \
Filename DRERIN003 1=ub fastg

File type Conventional baze calls

Encoding Sanger ¢ Hlumina 1.9

Total Sequences G000

Sequences flagged as poor quality I

Sequence length i}

W&o 46

Bazic zequence stats

Measure Value

Filename DREROO003 1=2ub fasty
File tvpe Conventional base calls
Encoding Saneer S umina 149
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@5 Babraham Bioinformatics

Babraham
Institute

About | People | Services | Projects | Training | Publications
FastQC

A quality control tool for high throughput sequence data.
Language Java

A suitable Java Runtime Environment

Requirements
The Picard BAM/SAM Libraries (included in download)

Code Maturity Stable. Mature code, but feedback is appreciated.

Code Released Yes, under GPL v3 or later.

Initial Contact Simon Andrews

Download Now
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Position in read (bp)

View our tutorial video

throughput sequencing pipelines. It provides a modular set of analyses which you can use to give a quic

FastQC aims to provide a simple way to do some quality control checks on raw sequence data coming from high .
impression of whether your data has any problems of which you should be aware before doing any further analysis.

The main functions of FastQC are

» Import of data from BAM, SAM or FastQ files (any variant)

* Providing a quick overview to tell you in which areas there may be problems

* Summary graphs and tables to quickly assess your data

+ Export of results to an HTML based permanent report

+ Offline opew allow automated generation of reports without running the interactive application

Documentation

A copy of the FastQC do entation is available for you to try before you buy (well download. ).

Example Repo

* Good lllumina Data
+ Bad lllumina Data
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a Parent Directory -
(03 1 Introduction/ 10-Jan-2018 09:42 -
a 2 Basic Operations’ 108Ian-2018 09:42 -
a 3 Analysis Modules/ -2018 09:42 -

Apachea/2.2.15 (CentO8) SeNyer at www., bioinformatics. babraham. ac.uk Port 80

- & | BE.
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Name Last modified Size Description

4 Parent Directory -

1 Basic Statistics html 10-Jan-2018 09:42 1.8K )

2 Per Base Sequence Quality html  10-Jan-2018 09:42 3 6K
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FastQCDRMID L5700 DTF . Sanger FASTQREZ 771 L EFTA 1A T, posttion” &0 [ 27 F 4207
(quality score) |, [&A7SIBEL VT N T &I (base frequency and base proportion)]. V) —F £O 53701,
GCEZE]. Thimll R —F7aEER AL TINET .
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# AN 77 M ILBEEEL Tin_fIZHEIN

in_+ <- "5RRB37439.fastq"

#LFL N T - O F

library(grgc) #15 o AT — DL A 1A

# 277 A I DEEAIA P

fastq <- readSeqFile(in_f, quality="sanger™)#in fTI5EL 727 7 - JL DA 1 7
#EE
makeReport(fastqg) #html L7 — +DERE
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Bl O FELT

R F&MEIECLD
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FZ.OR o R Ol =T
"citation()' AN
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A Sl —UE 0 -1
library (grgc)

# 2 7 DE il

4/ =G

fastg <- readSegFile(in f, quality="sanger")#in :

#E

makeReport (fastag)

£

thtmllh—F

> getwd ()

[1] "C:/Users/kadota/Desktop”

> |
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=
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=
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Z eReport (fastq) shtmll. -3
#E: Ignoring unknown aesthetics: y
‘geom_ smooth () using method = 'gam' and formula 'y ~ s5 >
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1. 2019405827H
ss 2% BIPDF
gff37 7))L (¥71.3MB)
faJd74) (§92.2MB)
(RT)IEEECHI R
(RT)RA 20715 —F8
plasmid1.gff3(:F2EH)
plasmid2.gff3(:EH)
Maser : Kinjo et al., Database (Oxford), 2018
RNACocktail : Sahraeian et al.,, Nat Commun., 2017
2. 20195068 03H
ss 2% 3 BIPDF
(RT)IEE AR
DRR0O00031sub.fastq
RNA-QC-chain : Zhou et al., BMC Genomics, 2018
Biostar : Parnell et al., PLoS Comput Biol., 2011
FastQC
DRR0O00031sub_fastqc.html
DRR000031_fastqc.htmI(GRER)
report.html(qrqcz BULVZQCER)

General Information

File: DRRO0O0D031sub. fastg

Type: FASTC

Sequence Length Range: 364toc 36
Total Sequences: 6000

Unigue Sequences: 5368
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