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o J A0 | NGS | BC5I| BR1S | FASTQ or SRA | %4 2DBH NGST—42M4AHEDBIE. HDDBJ SRA. @

23 DB

NCBI SRA. @EMBL-EBI ENA®D =45 TiEMA
SNTEY. T—EHELLGEIN TS, ElFL

» {0 —#% | BCFIERF | F 52 2P — LBECY] | GenomicFeatures(Lawrence 2 is g,rAsg“(j:%E*ﬁﬁém'Gf %’ibf(iﬁél’\

o (0| —#2 | BLFIENR | F 2007 — LECH | biomaRt(Durinck 2009)(1ast n
o (0| — 2| oA | xlsxFzF | openxlsx(last modified 2015/11/15)
» {0 | NGS | iF42 707 5wk F 4 — L (last modified 2016/03/24)

4k O | NGS | gPCR > microarray’s

& D FEET (last modified 2014/11/12)

A/} O | NGS | BZFI|ER{S | FASTQ or SRA | 24 #DBAS (last modified 2015/02/23)
12k 0 | NGS | BEeFIHYi§ | FASTQ or SRA | SRAdb(Zhu 2013) (last modified 2015/02/24)
o Ab0O | NGS | ALFIERIS |2 2ol —292 5 — 5 | [CDLV T (last modified 2015/01/18)

o k0O | NGS | S[FR{L(T /L7 5 7 T4 Viewer) (last modified 2016/12/22)

o R0 | NGS |BCRIERS |2 2al—aeT — 8 | S8 LI1E BEED 4 fidrs (last modified 2015/01/18)
» A0 |NGS |77 —a [B3EERTS | 1220 T (last modified 2014/03/26)

o {0 |NGS |7 /T —i32 (53R
« b0 | NGS |7 /T —2 3 53R
o 0| NGS |7 /T —237 [G4RE
« R0 | NGS |7/ T =23 1536
o b 0| NGS |7 /7 —9 [G4E]
o RO | NGS |7 /T =230 53R

A0 | NGS | B FIHR#F | FASTQ or SRA | 2#DBM5 NEW

AR — T T (NGS S IF N A IBEAELYT — 5% A H2F — S~ -2 aRlRiT 2RI LTEAMALEYT, w207 L
AT —HE{FO - F EFE NGST — S0 AmayvExpressiEHTH P O—F T 2000 LhbL NER A, #57 —H20 2IFFIE
ELETIIE £7 — Fraw data) 21T T N IEAD T — P(processed data)  FASHSICIZTO FETCICh 28T
KO BREMND STEEFEL T EEBNET ., FEETHHN T AL 3ICFASTQOF T E D O—Fhavatl A £ T%
IT5DIET A I — L~ TIZARZETTH . submitter? 2L TN TV BBESIZ (FLFLGNL5TTHN 7702 ED
Bl~D 7P EOT —4, DEYBAMER 77 ILOIRES T TICHE- T EL5TT . 2014F6 2681240 L. 7-(DDBI'A
FEFAHUHEZTZFET m( m).

F — A0 T3 B A8 CSanger typeD FASTQREF TF ., FASTATERIZY —FH i ZiT0dD{TEEIIDIT THRELET .
FASTQR: R —F &I HT @S F H1dD {TX BLM i1, & LU+ 588 F 51dT { T base callD RO quality®D {T) THRIR
LET . FASTQR:RT, SangerD LT D7 OF A5 A —F (FREE T, 0T MuminaD 7Sk 74 — LS i8N 45
M 1IFASTQ-like format L 2 F/IRDVIZN TV 2T (Cock et al | Nucleic Acids Res 2010}, Ll A75{ 202013 F0E| C
|3 HluminaT — 5% BaseSpace > CASAVA1 8T configureBelToFastq.pld X% L & 2 - TE FITEDFASTQF (> &) Sanger
typeD T — I T EZ SN AL L2TIL. NCBISRAS XD BHEDBSRIFT £7 — 213 2T |3 Sanger typeD T — 2 T7d- T
LN-& BIVET (Kibukawa E T2 =)L R —F2 b +— . 2013),

DDEJ] Sequence Read Archive (DEA): Kodama et Tucleic Acids Res. 2012
EMBL-EBI European Nucleotide Archive (ENA) ster et al., Nucleic Acids Res., 2015
MNCBI Sequence Fead Archive (SEA): NCBI ResolNie Coordinators., Nucleic Acids Res., 2014
ArrayExpress: Kolesmkov et al | Nucleic Acids Res., 2015

o GEO: Barreit et al., Nucleic Acids Res., 2013

o DBCLS SRA: Nakazato et al., PLoS One_ 2013
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BT R FaTo e L @DDRALQENAIE, @ATDSRATF A LE A
~ 2 | 1EL T, (Linux ETfE X bfastg-dump& o7
sram s . fastgZERL |aysismnio @rastos s e L

10| —8% | B ERIE | F 52 9 F b — LECH | GenomicFeatures(Lawrence 2 . %;h/;&]:%ﬁ:l\: L/'CL\QE'?"O FASTQ«EE‘Z®B§~ 7

A0 | —fe | BLFERIF | 529U — LBCH | biomaRi(Durinck 2009)(last nj

Ak 0 | —#% | fAs 1Ads | xlsxz,

| openxlsx(last modified 2015/11/15) A)TADIEWN)—FEBRETEIA T ED

A0 | NGS | %2 57 Sk o — 4 (last modified 2016/03/24) ('}"Cfastq-dumpﬁi'ﬁ' Lfb‘i'd_o %E%tlz—t\

4k O | NGS | gPCR > microarray’s

& D FEET (last modified 2014/11/12)

A0 | NGS | B[R{E(T S LT 5T

4 Viewer) (last modified 2016/12/22) 74 ) 1/9 U >7\\_ﬁ‘-ﬁ D rb Ij\J: D %lé&ﬂE tgtﬂté ( 75§

A2k 0O | NGS | BCHIEV{S | FASTQ or SRA | 25 DBAYS (last modified 2015/02/23) | = | — - = .= “
Aok O | NGS | BCFIEV{E | FASTQ or SRA | SRAdb(Zhu 2013) (last modified 2015/( mLLE('C:EJ:L\) tb\jkﬁﬁo ®§7U J7

b0 | NGS | BEBIERES | 20l —3F — 42 | |22 T (last modified 2015/01/18)

Ak 0 | NGS |BCHIERIR |2 2ol —ig 7 — 8 | S8 LIS BEACE| D 4 fiie
A0 | NGS |7 /7 —i22 13RS | 2L T (last modified 2014/03/26)

Ak 0O | NGS | 7 A7 —i3. 53R
{2+ 0O | NGS | 7 /T —23 [FEEH!
k0| NGS | 7 AT —i3. [54RE!
4k 0| NGS | 7 AT —3 3. (5360

b0 | NGS | 7 2T —i97 4R
-0 | NGS | 7 /T —23 526!

mn@lﬂ g)

A0 | NGS | B FIH#F | FASTQ or SRA | A2#DBH5 NEW

AR — T T (NGS S IF N A IBEAELYT — 5% A H2F — S~ -2 aRlRiT 2RI LTEAMALEYT, w207 L
AT —HE{FO - F EFE NGST — S0 AmayvExpressiEHTH P O—F T 2000 LhbL NER A, #57 —H20 2IFFIE
ELETIIE £7 — Fraw data) 21T T N IEAD T — P(processed data)  FASHSICIZTO FETCICh 28T
KO BREMND STEEFEL T EEBNET ., FEETHHN T AL 3ICFASTQOF T E D O—Fhavatl A £ T%
IT5DIET A I — L~ TIZARZETTH . submitter? 2L TN TV BBESIZ (FLFLGNL5TTHN 7702 ED
Bl~D 7P EOT —4, DEYBAMER 77 ILOIRES T TICHE- T EL5TT . 2014F6 2681240 L. 7-(DDBI'A
FEFAHUHEZTZFET m( m).

F — A0 T3 B A8 CSanger typeD FASTQREF TF ., FASTATERIZY —FH i ZiT0dD{TEEIIDIT THRELET .
FASTQR: R —F &I HT @S F H1dD {TX BLM i1, & LU+ 588 F 51dT { T base callD RO quality®D {T) THRIR
LET . FASTQR:RT, SangerD LT D7 OF A5 A —F (FREE T, 0T MuminaD 7Sk 74 — LS i8N 45
M 1IFASTQ-like format L 2 F/IRDVIZN TV 2T (Cock et al | Nucleic Acids Res 2010}, Ll A75{ 202013 F0E| C
|3 HluminaT — 5% BaseSpace > CASAVA1 8T configureBelToFastq.pld X% L & 2 - TE FITEDFASTQF (> &) Sanger
typeD T — I T EZ SN AL L2TIL. NCBISRAS XD BHEDBSRIFT £7 — 213 2T |3 Sanger typeD T — 2 T7d- T
LN-& BIVET (Kibukawa E T2 =)L R —F2 b +— . 2013),

DDEJ] Sequence Read Archive (DEA): Kodama et Tucleic Acids Res. 2012

EMBL-EBI European Nucleotide Archive (ENA) ster et al., Nucleic Acids Res., 2015
MNCBI Sequence Fead Archive (SEA): NCBI ResolNie Coordinators., Nucleic Acids Res., 2014
ArrayExpress: Kolesmkov et al.. Nucleic Acids Res. 2015

GEO: Barrett et al., Nucleic Acids Res., 2013

DBCLS SRA: Nakazato et al., PLoS One_ 2013

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

DRAOOOO11

(DDRA Search. L T. @DRA000011E$TH
A AT, @Search, BIEIERICT—2TY

~ DRA Home

Data Last Update 2018-04-25

e @& hitp://dd\Rigle jp/DRASEarch/ - ¢ || BE. L~
(& DRA Search

2 DRASearch > Search Home
Accession :  [DRA000011 x]
Organism : | | studyType : | v
CenterName : | | platform : | v
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 Center Name

# Organism Name Study # Study Type Study # Center Name

1 Homo sapiens 13078 1 Qther 50118 1 BioProject

2 Mus musculus 10555 2 Whole Genome Sequencing 49553 2 GEO

3 soil metagenome 3961 3 Metagenomics 19706 3 DOE - JOINT GENOME INSTITUTE
4 marine metagenome 1690 4 Transcriptome Analysis 19161 4 UMIGS

5 Arabidopsis thaliana 1688 5 Population Genomics 791 5 JGI

6 Panicum virgatum 1557 6 Epigenetics 705 6 WUGSC

7 Drosophila melanogaster 1547 7 Exome Sequencing 248 7 JCvI

8 Oryza sativa 1505 8 Transcriptome Seguencing 170 8 BI

9 Populus trichocarpa 1187 9 Cancer Genomics 133 9 SC

10 Saccharomyces cerevisiae 1185

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

10 Pooled Clone Sequencing 35

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 e sossa 2o || OSSTRONAESIS, A BEEIDERLHYET
c QTWVELRYFASTQI7AILERZ D O—RTELHH

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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Bl FONGS IR | FASTQor SRA | 2 £DBA g_.‘bitDBf:.nfL DRIFTD')—F#1d4,653,053T9 , CNIEZSRAT7AIL
DRR000031 b )—FH#IABHULET, FASTQI7AILER D O—
FLTY—FHZRARDE. DLYIDENEITRYFET,
P e | BABMIA AR —RZERWLTWLSD T, ) —FE#DEL

‘@DRA(IIDH-DRASBarch {2 DRROO0D31 - DRA Search X [iﬁ(:b?‘;(fl,\l,\t[,\agﬁ'@_d_o FASTQ77’()I/€9“|-7
E-DRAS“’C"M - Y A—F T R(EERIZIEOSENTH Q%D v

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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BTN B Fasia e Al L (MDRRO0003L fastq.bz2% 4 7>a—F (L=

DHYTRERIRIZITPLELY) , @bzip2[E#HEIKEE
DRR0O00031 <. DII6MB (122,495,839 bytes) 5%

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

& fip://ftp.ddbj.nig.ac.jp/ddbj_database/dra/fastq/DRAODD/DRAODO0T 1/ DRX0000T1 ~ ¢ || ...
=3 DRAODDO11 - DRA Search = DRRO0OD031 - DRA Search & FTP 7L M /ddbj_databa...

FTP T«4L-ZF') /ddbj database/dra/fastq/DRA000/DRA000011/DRX(

Dbzip2 EfEI7AIVEEREL T, QFASTQI7AIL
(DRR000031.fastq) 129 %&, @781 MB(

819,218,014 bytes) IZfEEN LAYUET , CDfEEE
XlELhaplus&L 71—V TR TITWVEL =AY, £<
DINAF A TAR T4 ELinux (A< RS 14Y

IHATA—5—TIh FIP YA MERT TSI, Ak F—F1LT, TRl =5 )50, [T T70—5—1

)igi*beﬂle’@bleZZlVJF’.%%HEL’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)

BNt A VL)
0B/06/2014 12:004°%T 122,495,639 DRROODD3! . fasta.hz?

JO751: |3] 7TUDER EE(C)...
1SR C¥Users¥kojik¥Documents¥2040%L ecture¥ 00 B EET /L
g P 781 MB (819,218,014 /{1 H)

THAT £ 781 MB (819,220,480 /(1 K

HRE e (819,220, ]

o=l 2018F4E 198, 15:15:54

EFEE 2018F4E 198, 131627

FOUAEE: 2018F4F198. 151354

BiE  [Oxa8Y=AR OBLIrMH | FESED).

May 15, 2018
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_ DNGSEH HE3EI. LinuwdEE F TONGS

“,L T4 —I—I—

Ly g ES %K AIch

AN =4 d) F—ADE Y9 A—KFNSEBEDOY FER
v I LTWET, QDEFEPDFI7AILEA(T

o FE|FSRDT — LBFIF | 433 28R EEES (last modified 2014/04/28) E"’ij)’_) 55%%0)1?%'3:@'717:&*4PDF§

o BEE|FSR)TE — LERIT | 434 D 8T O (3FERT) (last modified 2014/04/]

B EIFEEE 122U (last modified 2017/11/13) ZEICTHEVSHAEZBELTOET

« S5 | HEFBEEEEE | B[00 0% 2257 (last modified 2016/12/22

« B3 | OFIEBEFEE | Z20GUIEEN S Ov S FE A (last

gied 2015/11/26)

« B3| BFRIBET=E | E30Lneds 5 RS S NGST — 2 {8 ET

odified 2017/07/02)

« B3 | OFRIBEE T | 2400 T ot O— L 2T A0S LD A

— - (last modified 201

« &3 | HFIBET = | Eshr Tl

7ol A L TQC (last modified 2017/06/25)

« 5% | B =3 AFEE=EL | Eololr L7 77 (last modified 2017/06/21)

- B | BFIBEETEE | 20D T — FTEJT»"J (last modified 2017/06/28)

« 53 | BFIEBEF=EE | Esr T

+ HiE Eﬁ:?’LEﬁEiﬁﬁﬁa@?xhg—ur tr3. T OO 1E{F DDBI~D H#E (last modified 2

(last modified 2017/06/28)

« Ei | OFIAEEFEE | £100DDBI D B EERTID B $H(155F) (last modified 2017/06/28)

« F3E | HFIFEET=EE | EUOEET —
- B3 | HFF B F =i | £1200Galaxy: -
o A0 =8| S LT (last mo
s (0| —f | EECFEE{TO c
s (RO | —f | EEDE -0 —FFEEiTH
o RO | % | S A LR BAEEITE A R

25| BAARAZSE | BELnEEBENONGST—SAMEET

LM EREEO EIONTY . Limxa7 PO 2% 3 FICHIEBPHHTT ., 2—Fho0OESERFA. U
o DT AV F I L L TIINLET A EFICEBE 2 RIS (2015.12.0TB00).

- [RISPDF
» 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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iu@bi *linux[~/Desktop/mac_share]
iu@bielinux[mac_share] 1s

iu@bielinux[mac_sh’l

3
1i§=
”
=
=
=]
—

o

6

5 3

)¢

DIs(ZBZT)ELNSITTURT EET(LY

~J (2 D15 E [E~/Desktop/mac_share&lLyS

B BRDI7AIVER R QEXRTALIR)
f1|Z. DRR000031.fastq.bz2& L Sbzip2 E#E
FASTQZ7AILN1DEITH B HMB

[12:015 % ]
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iu@bielinux[mac_share] 1ls -1
—Wltotal 119625

E -rwxrwxrwx 1 iu iu 122495839
iu@bielinux[mac share] |

Dls -I(ZBZTFT AR—R IN(TUZ2B)ELT. Isa%
URIZEHMER(ongFR)ZRRSESA T avED
(TTEFTLEHER, Q774 )L/ XT122,495,839

bytesTHBHZEEFRLTLVS
[IZ2T0I & ]
[12:0154 % ]

19 15:14
[12:124 % ]
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Dls -I(ZBZTFT AR—R IN(TUZ2B)ELT. Isa%
URIZEHMER(ongFR)ZRRSESA T avED
(TTEFTLEHER, Q774 )L/ XT122,495,839

bytesTHAHEERLTVS, QLERILEIETT 12
DRRODD03 1. fastq. bz2(]) :fu:f?fl x

iu@bielinux[mac_share] 1ls -1

—Wltotal 119625

E -rwxrwxrwx 1 iu iu 122495839 19 15:14 \J
iu@bielinux[mac share] |

=R U7 =8 LEoN-Tay

DRRO00031.fastg.bz2

JriOESE: BZ2 J7{l (bz2)

705k 3] TTUDER ZE(Q..
1SR C¥Users¥kojik¥Documents¥2040%L ecture¥ 00 B EET /L
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

ki

s
=

8

B
L\

FOUAEE: 2018F4F198. 151422

j

(

Bl O BYERR ELIFIH) EEEE(D)..

t¥alF:  IOTALEROIVEI-F-ASEEL
FEOTE. I0IVE2-5-ERET I
B, Z0IPAADTIEARZTOvIENS
AN BYET.

:

I

O Fos7meRke(K

i}
4
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—=Mltotal 119625

sSWltotal 117M

iu@bielinux[~/Desktop/mac_share]
r Jiu@bielinux[mac share] 1s

iu@bielinux[mac_share] 1s

-1

E -rwxrwxrwx 1 iu iu 122495839 48 19 15:14
.al iu@bielinux[mac _share] 1s -1h

-rwxXrwxrwx 1 iu iu 117M 48 19 15:14
iu@bielinux[mac share] |

DlIs -Ih(RABAT AR—R NATURBALVE) EL
T. sV RIZEMER(ong1EERR)ZEE M human) At
HIZELOT VWV TRIRSEDA T avEDIFTETL
=R, QD77 ALY A XHNI1TMBERE>TLNVET,
(BEFHEINELDDI(EL. Linux&EWindows DR ATI—
FOEWLWMNELNFEEAD., K<hMYFEEA)

[12: 1241 ]

[12:185 & ]
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" <M AlsumlgZ=lses  elm2 2y
BFMNONERI7 A ILER

iu@bielinux[mac

total 119625
-rwxXrwxrwx 1 1iu

& Btotal 117M
-rwxXrwxrwx 1 iu

‘ iu@bielinux[mac

Wlliu@bielinux[mac

—-.s iu@bielinux[mac

1y = 4) 12:32 1%
share] 1s [12:305 1 ]

share] 1s -1 [12:304 18]

iu 122495839 48 19 15:14
share] 1s -1h [12:3054 % ]

iu 117M 48 19 15:14
share] bunzip2 DRROOEO31.fastq.bz2 [12:304 & ]

share] | [12:314 %]
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" S Dis (RBRT AR—A NIV
L - %) EITHR, OFMIIZEESN. DT
INUX 74 ILH A X#,819,218,014 bytes&6
iu@hielinux[~fl:leskl:op{mac share] FLE( 739"('[,\%)_&75\*)75\%)

fiu@bielinux[mac_share] 1s I8 ]

W@MW@WE

]

iu@bielinux[mac_share] 1s -1 [12:304 18]
total 119625

-rwxXrwxrwx 1 iu iu 122495839 48 19 15:14
iu@bielinux[mac_share] 1ls -1h [12:3054 % ]
total 117M

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

iu@bielinux[mac share] bunzip2 DRROOEO31.fastq.bz2 [12:304 1]

iu@bielinux[mac_share] 1s -1 [12:314 %]
total 800018

-rwxrwxrwx 1 iu iu 819218014 19 15:14

iu@bielinux[mac share] |} [12:34%

& J

G
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N _ I OwclE T EEM. T AL A RERTT HaTR,

L- DRR000031.fastql%@18,359,096 lines, 336,718,192

INUX words. @819,218,014 bytesTH BT ENDMYET ,

iu@bielinux[~/Desktop/mac_share] [:@?ﬁ%ﬂi')—F’;ﬂ%%ﬂéif@%ﬁ%d%*&& L/—CJ:<1§L\
iu@bielinux[mac _share] 1s 9. BEARBIZIL, 178040 —F#IZiEYET

iu@bielinux[mac_share] 1s -1 [12:304 18]
—lltotal 119625

E -rwxXrwxrwx 1 iu iu 122495839 48 19 15:14
iu@bielinux[mac_share] 1ls -1h [12:3054 % ]
total 117M

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

iu@bielinux[mac_share] bunzip2 DRROO0O31.fastq.bz2 [12:304 %% ]
iu@bielinux[mac_share] 1s -1 [12:314 %]
total 800018

-rwxrwxrwx 1 iu iu 819218014 48 19 15:14
iu@bielinux[mac_share] wc DRROOOO31.fastq [12:345 ]
18359096 36718192 819218014 DRRO0OOO31.fastq
iu‘nux[m‘hare]* [ 1:205% ]

9
=
F
B
=

& J

(G
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THATITE
PEFERT

O — Dheadld. 771 IL DM >-nTHHE L=
. FRTHAVUE, CDFEIX. QD 21T
LInux

iu@hielinux[~fl:leskl:op{mac share] 1 == 4) 13:46 1%
Jiu@bielinux[mac share] 1s [12:3041& ]

iu@bielinux[mac_share] 1s -1 [12:304 18]
total 119625

-rwxXrwxrwx 1 iu iu 122495839 48 19 15:14
iu@bielinux[mac_share] 1ls -1h [12:3054 % ]
total 117M

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

iu@bielinux[mac_share] bunzip2 DRROO0O31.fastq.bz2 [12:304 %% ]
iu@bielinux[mac_share] 1s -1 [12:314 %]
total 800018

-rwxrwxrwx 1 iu iu 819218014 48 19 15:14
iu@bielinux[mac_share] wc DRROQAQ31.fastq [12:345 ]
18359096 36718192 819218913631.1’351:(1
iu@bielinux[mac_share] head -n 2 DRROOOO31.fastq [ 1:2054 %]
@RRO0O0O31.1 20EO6AAXX:5:1:121:512 length=36
TTTAAAAGATAATGTCATCACAACGCAACATATAGA

iu@bielinux[mac share] |} [ 1:465 %]

WWWNWW@

J

& J

G

May 15, 2018
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- DRL/UT, QBHD24000 TR HER TS E DD TIE
Ll n ux %<, @DRR0O00031sub.fastq&EWLWDBRID I7AILIZH A

iu@hielinux[~fl:leskl:op{mac share] 1) = €) 14:29 {%
Jiu@bielinux[mac share] 1s [12:30418 ]

%@WN@W@

iu@bielinux[mac_share] 1s -1 [12:304 18]
total 119625

-rwxXrwxrwx 1 iu iu 122495839 48 19 15:14
iu@bielinux[mac_share] 1ls -1h [12:3054 % ]
total 117M

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

iu@bielinux[mac_share] bunzip2 DRROO0O31.fastq.bz2 [12:304 %% ]
iu@bielinux[mac_share] 1s -1 [12:314 %]
total 800018

-rwxrwxrwx 1 iu iu 819218014 48 19 15:14
iu@bielinux[mac_share] wc DRROOOO31.fastq [12:345 ]
18359096 36718192 819218014 DRRO0OOO31.fastq
iu@bielinux[mac_share] head -n 2 DRROOOO31.fastq [ 1:2054 %]

@RRODOO31.1 20EO6AAXX:5:1:121:5221ength=36
WAAAAGATAATGTCATCACAACGCAACA* \
e iu@bielinux[mac_share] head -n 24000 DRROOOO31.fastq > DRROOOO3
::‘-'_,: 1sub. fastq
— yiu@bielinux[mac_share] | [ 2:284% ]

May 15, 2018 20




" Dls -ITHERR . @R AN D 2400017, L=

M L. @DRR000031sub.fastq® 77 A

Linux LY A RE@RIIMBIZ LTz Ar otz A
iu@bielinux[~/Desktop/mac_share] T B = «4) 1433 &%

Jtotal 119625

N-rwxrwxrwx 1 iu iu 122495839 48 19 15:14
iu@bielinux[mac_share] 1s -1lh [12:304 18]
—lltotal 117M

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

iu@bielinux[mac_share] bunzip2 DRRO00031.fastq.bz2 [12:304%# ]
iu@bielinux[mac_share] 1ls -1 [12:314 ]
total 800018

-rwxrwxrwx 1 iu iu 819218014 48 19 15:14
iu@bielinux[mac_share] wc DRROOOO31.fastq [12:345 1]
18359096 36718192 819218014 DRROOMO31.fastq
iu@bielinux[mac_share] head -n 2 DRROOOO31.fastq [ 1:204 %]

@DRROOOO31.1 20EO6AAXX:5:1:121:512 1ength=36
I TTTAAAAGATAATGTCATCACAACGCAACA ‘
3

EE5) iu@bielinux[mac_share] head -n 24000 DRROOOO31.fastq > DRROOOO
@ 1sub.fastq

L iu@bielinux[mac share] 1s -1 [ 2:285 ]
tntal 801012

3 -rwxrwxrwx 1 iu iu 819218014 48 19 15:14
:. SR - rwxrwxrwx 1 iu iu 1016982 2 14:28

==l iu@bielinux[mac share] | [ 2:325 ]

May 15, 2018
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" T (DDRRO00031 fastql#. 2)18,359,09677 C. B#I800MB

. Fhr . 18,359,096 / 800 = 22,948.871T N2 E £
Linux HENIE HIMBD T7AILERD, J—REEXY DL

iu@bielinux[~/Desktop/mac_share] HIEIZLT=h>T=-D T, ZZTIL6,000)—F D EHES

total 119625 4. 6,000 X 4 = @24000fT¢ LTz CATERERLDT77AILY
[NTeXX e Ll 122A058 M XTI ER—REL R B S B L TNET

iu@bielinux[mac_share] 1ls -1lh

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] 1ls -1 [12:314 ]

total 800018

-rwxrwxrwx 1 iu iu 819218014 48 19 15:14
iu@bielinux[mac_share] wc DRROOOO31.fastq [12:345 1]
18359096 36718192 819218014 DRROOMO31.fastq

i inux[mac_share] head -n 2 DRRO00O31.fas [ 1:2041 ]

@DR 031.1 20EOBAAXX:5:1:121:5 length=36

TTTAAAAGATAATGTCATCACAACGCAACA*

iu@bielinux[mac_share] head -n 24000 DRROOOO31.fastq > DRROOOO3
1sub.fastq

iu@bielinux[mac_share] -1 [ 2:285 ]

total 801012

-rwxXrwxrwx 1 iu iu 819218014 48 19 15:14

-rwxrwxrwx 1 iu iu 1016982 58 2 14:28

iu@bielinux[mac share] |} [ 2:325 ]

5
=
8
[
o)

s

4
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DRRO0O00031sub.fastc

iu@bielinux[~/Desktop/mac_share]

PEDDD B

Jtotal 119625

JE DEQIFALED (HIMBOFASTQT 74

N-rwxrwxrwx 1 iu iu 122495839 48 19 15:14
iu@bielinux[mac_share] 1ls -1lh [
total 117M
-rwxrwxrwx 1 iu iu 117M 48 19 15:14
iu@bielinux[mac_share] bunzip2 DRR0OO031.fastq.bz2 [
iu@bielinux[mac_share] 1s -1 [
total 800018
-rwxrwxrwx 1 iu iu 819218014 48 19 15:14
iu@bielinux[mac_share] wc DRROOOO31.fastq [
18359096 36718192 819218014 DRROOMO31.fastq
iu@bielinux[mac_share] head -n 2 DRR0OO0O31.fastq [
@RRO00031.1 20EO6AAXX:5:1:121:512 length=36
TTTAAAAGATAATGTCATCACAACGCAACATATAGA
iu@bielinux[mac_share] head -n 24000 DRROO0O31.fastq
1sub.fastq
iu@bielinux[mac_share] 1s -1 [

E===2total 801012

-

6

[

-rwxrwxrwx 1 iu iu 819218014 48 19 15:14

Comy - rwxrwxrwx 1 iu iu 1016982 58 2 14:28

==l iu@bielinux[mac share] | [

1y = 4) 1433 {1

L) TY . @A HoO—KLT, 7J—K/\y
FREFHEBEDITAATHWNTHELELL

mmbE (FH30FR)

1. FERL30fF05E08H
HAREEPDF
gff377-1)L (¥71.3MB)
faz7-r N (§92.2MB)
(RTMSERRIARIT
(RT)YI20F L1778
plasmidl.gff3(ZE58A)
plasmid2.gff3(Z5EMH)

2. FRL308F05H15H

ABEEPDF

DRRO00031sub.fastqg

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

DRRO00031sub_fastgc.hitmil

DRRO00031_fastqc.htmiI(ZREHA)

report.htmi{qrqcZBL\CQCHER)
3. FA305F05H228

2:325 %1
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O 2NFDB. Linux
0 FASTQZ7A4J)LDERBA. ') —FZD:ELD
O xdY—IL, DT ITSI9HFITEE
m B0 (Preprocessing) or Quality Control (QC)
0 RNA-QC-chain
0 FastQCOD AV AR—JLERETT
[ FastQCEITHER D AEER
O [E#Hs 774 )L CTFastQC. k78
O RISy —2arac TOA ) T4F vy
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FASTQ@

L

MDFASTQZ 74 JL(DRR0O00031 fastq)
DwRANI161THNZFKR T, FASTQR. X
li 19®U FiER&Z41TTKRT

(& hitp://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 B

D1%H. 22&#EB.G3ERB. @
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

L

OZhoh)—FDIREELS| EHR
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] [>>]

May 15, 2018

. [} 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
27




FASTQUD

L

DDA —FDIAYTAERTT

@ 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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" J QAT 5977122

FASTQ d) 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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" £REBD T, PhredRI740M, —XFH

DPhredRa7IZH-TWWAZEEHh M S

=34 EOIATAIER (L)) ITABL T BIE
FASTQ ?:ErBH BB, D~GILIDESHA. 40551

& http://ddbj.nig.ac.jp//DRASearch ¢ || BE
(& DRRODDO31 - DRA Search
. DRASearch Search Home ' DRA Home 4
FASTQ SRA

Run Detail Navigation

Alias DRROOD0DZ1 Submission DRAQQO0011 FTP ~
Instrument model Study DRPO00011 v

Experiment DRX000011 FASTQ SR
Date of run 2008-04-01 <

Run center UT-MGS

Number of spots 4,653,053 @DRRUUDUS] ] 20E06.ﬂ..ﬂ.}{>{5] ]2] 5]2 |Eﬂgth:88
Number of bases __|167,509,908 TTTAAAAGATAATGTCATCACAACGUAACATATAGA
READS (Joined) oty show (10 Virows [cdl 1/ 463200 Paad bl2] +DRROOOOST . T Z0E0BAAXKK :5:1:121:012 length=36

>DRRO00031.1

TTTAARAGATAATGTCATCACAACGCAACATATAGA ITTTTITTITIITII LTI I I TIITIT

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

1040 4040 40 50 40 40 20 40 40 40 40 40 40 %0 @ORROOD0ST .2 Z0E0GAAXK B :1:120:207 length=36
AT AT CATTCTCA AT AR TETAATGATTATGATTCTCAGGGATTGLGGAAAGGT
0 10 10 10 0 10 40 40 a0 40 40 10 20 g0 a0 s +DRRO00D0ST .2 20E06BAAAN (51 :120:207 length=36
SDRRO00031.3 ITITTITIITIITITI I I TIITIITITI

TCAAAAAMNTACCAAGTTAS TCACAAAGTTTGACA

40 40 40 40 40 40 40 40 40 40 40 40 40 40 40 40 40 40 40 40 @DRRUUDUS] -3 2DE06|&|IE|::{>{:5:‘I :]22:289 |eﬂgth:88
- T TCALAALATACGAAGTTAGGGTGACAAAGTTTGACA

>DRRO00031.4

TGAGTGOGAGTTTTAGTACCTTTOTT " +0RRO000ST .3 Z0E0GBAAXN B :1:122:264 length=36

40 40 40 40 40 40 40 40 40 40 40 40 24 40 40 40 40 13 40 40

SESEEEIettteEststtNtsttanttettees
A4 4O GDRRO00031 .4 20E0BAAXX:5:1:234:114 length=36

(0 40 40 40 20 30 50 40 20 k0 0 a0 20 a0 w0 k0 TGAGGTGGREA TARELAGCTTTGTTGTGGGTGT
P— +DRRO00O3T %:b:1:234:114 length=36

TTTTTTTAAAATAGCACTTTAAATATTTATTTTTTT

40 40 40 40 40 40 40 40 40 40 40 17 40 10 40 5 27 23 36 40 IIIIIIIIIIIIQIIII.III,IIII?IIII&IDII

40 40 12 26 40 40 40 5 17 27 40 40 40 40 40 40 ™
=>NRENNNN31 i
May 15, 2018 . . . 30



I
oS
Contents
m NHDBBEEEDTips
O 2NFDB. Linux
O FASTQ7AILDERA. —FDIEN
O xdY—IL, DT ITSI9HFITEE
m B0 (Preprocessing) or Quality Control (QC)
0 RNA-QC-chain
0 FastQCOD AV AR—JLERETT
[ FastQCEITHER D AEER
O E#MEZ 74 )L TFastQC, 38
O RISy —2arac TOA ) T4F vy

May 15, 2018

31



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

DFASTQIZ74JL (DRR0O00031 .fastq) M. @
17#41%18,359,097, CND1T#ZEATE|>1-
4,589, 774MFASTQIZ7A )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

~%

18,359,0961T ChH o> TMLMoT=H'. REDY
AVTARAT D ECAIZHITNEETNTL
ENBIEDM?, COITARATIXLIITRAIZH
JURENTULVS

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

< >

781 MB (819,218,014 /1 1), 18,359,097 7. Text 197, W7 BEFEZ (TR
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FASTQd) ) —F%

®FASTQ774 JL(DRR000031.fastq) ®. @
1T#00%18,359,.097, CDITHEA4TE|-> 1=
4,589,77475\FASTQ774)LE|:0)U N N E)

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

=3 DRAODDO11 - DRA Search

2DRASearch

{2 DRRODD031 - DRA Search

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

ST LIT TTUTTTE LURATTUTITE M)

Navigation

Submission DRA00O011
Studwy DEPOOOOTT

ETP

~

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

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

TrdllF) REE #FS) =TV Y-MT mMIEOW) ALTH)
J*’“"'"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 >

781 MB (819,218,014 /{4 ), 18,358,097 7. Text 197, W7 BEFEZ (TR
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—k%

DZDEH M) —FESIZHHT S, FASTQ
J74)LHEM4,589,774)—KE. QT LD
4,653,053 ) —F D E4%(63,279') — h)d)l%EH?

(& hitp://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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¢ | BE.

<<l<[L___ ]/ 465206 [pagd ] [>>|

kY., 100)—FHT=Y1AREIXZODE 5
)—FBEEDES \h\lflatm\wf—aoau{%

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
| | DRROO0O31.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, »

T
|..-' & & |
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J ~2ER—UTEZERTLKE, 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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<< <[l |r465206 pagd 5] [>>]

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
£ >

781 MB (819,218,014 /{4 1), 18,359,097 7. Text 14T, 147  BEZE (VIR NS
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FASTQd) ) —F%

& hitp://ddbj.nig.acjp/D

=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
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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[SARE:-:

DOV—FFES80LHBHIF) TahMELNZ EL DAY
F9 ., J—FIEEEFIANESITENASTT,, ELVST
ElE)—FEBEBT8IXELHBEEITELLEL B WNIA
TADMBELDTLEI TNZCDEREZELTLNEET

Search Home DRA Home A

Navigation

Submission DRA00O011 ETP

A C¥Users¥kojik¥Documents¥2018¥, ecture¥09. B85 P ¥DRRO0003 1. fastq .. — O X

TR REE) BES) FRM Y-MM UMW) ALTH)

-2 -H|ISBxDE- Q| pPrPIRIBE 7)y1”
| | DRROOODO31.fastq

@ORROO0O03T .77 Z0E0GAAXK :H:1:b40:232 length=36 2

GEATACCATTAGTGTGTATAACAGATTATTGTTCAT

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

ITTITTITIIIIIITIITIIIIITIITIITIIITIL

@ORROO0O03T .79 Z0E0GAAXK :H:1:796:34h length=36

TGAACCAGATCAATAGTGATAACATTATTCTCATAC

+0RRO00O03T .79 Z0E0GAAXX :H:1:796:38h length=36

IITITTITTIITIITII T T TIIITIITIT

@DRROO0031 .80 Z0E0GAAXXK:H:1:189:17 length=36

TNNMMMNTNNNMMNNNYNNMNNNNNNGATAAATTNN

+DRRO00O03T .80 ZOEOGAAXXK:H:1:189:17 length=36

Prorirrpr bbb i e T I5%1 v
£ >
781 MB (819,218,014 /{1 ), 18,358,097 iT. Text 197, 167 BFZF (2 THIS)
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FASTOMN!')—F%

DEHAHRABLT, QD EZAHM
) — BB 78SV 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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FASTOMD!)—Fk%

DEHAHRABLT, QD EZAHM
) — BB 78SV ECAETIZE)

(= DRROOD031 - DRA Search

2DRASearch

@ http://trace.ddbj.nig.ac.jp/DRASearch/run?acc=DRROD001

FAST 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

- ¢ || #BE.. P~| Moo @

- O

TEELT-

" Search Home © DRA Home a

Navigation

) Submission DRA000011 FTP ~

« Study DRP0O0O011

' Experiment DRX000011 EASTQ ﬂv
£ >

>DRR000031.78
TNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

>DRR000031.79
TGAACCAGATCAATAGTGATAACATTATTCTCATAC

>DRR000031.80
TNNNNNNTNNNNNNNNNNNNNNNNNNGATAAATTNN

GATAAATTHN
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e @ hitp://trace.ddbjnig.ac.jp/DRASearch/run?a

(2 DRRODDD31 - DRA Search

2DRASearch

FAST! 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)
>DRRO00031.71
AAAATCTACTGTGTCCTTTAGCACTTAAAGCCAGCT

>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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qualityl] show rows / 465306

’E..

Navigation

Submission DRA00O011 ETP

Study

Experiment DRX000011 EASTQ SR

<

DY—REET8IEINESITTY , FEMIZFELVY
[ZESHLN) —RFTHAZEN SN ET, FD
— AT, Q—FEESOMEZTE-TLNSIEMN
5, SRAMGFASTQZERLT SED T1ILAY)
GEBENHYEEBEBLDEASIEWLNSZENDMIS

Sedl LT TTUTITE LURATTUTITE M)

DRP0O00011

>DRR000031.78

>DRR000031.79
TGAACCAGATCAATAGTGATAACATTATTCTCATAC

>DRR000031.80

TNNNNNNT GATAAATTNN
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7 ED)—F%1(4,653,053)
EFASTQIZ7A )LD —F#(
4,589,774) MEWIHHEDD

'3"0)

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

=3 DRAODDO11 - DRA Search

2DRASearch

{2 DRRODD031 - DRA Search

&

DRA Hom

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

Search Home

Navigation

Submission DRA00O011
Studwy DEPOOOOTT

ETP

~

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

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

TrdllF) REE #FS) =TV Y-MT mMIEOW) ALTH)
J*’“"'"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 >

781 MB (819,218,014 /{4 ), 18,358,097 7. Text 197, W7 BEFEZ (TR

Website policy | © DNA Data Bank of Japan
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" S DPacBio® s/ LF—HDFETT At
N » 5 —\‘_ H A\ | lllumina&ldT—2DMHELRLGS
o /7 U gd)iﬁ - t&) TIO—FHLREKELD, X

ROIEEEFIEHT £, AEDBABFASTQI7AILES
(last modified 2018/04/17, since 2010) O O—R 3 3ELK(XITIFGZVLGE. ..

— Eﬁ— S
ZDI T OREESE ST, A AR — I [ S DL T O HEE F B (Windows2018.03.12 5 & Macin| © n¥!ﬂ]“ OL\—C@@’E (7" 'c“l"

IIZHE= T U=V 2R EID N T — A — I BATH S0 SRR T TWET, FI0ED /I3
B &7 iE(Windows2015 04 0350 & Macintosh?015 04 03T B LTSS, I FN—UF FFHRENCE
FehioEELEY T . (2015/04/03)

What's new? o BEE| LS TFE — LAFIR | 433 2BRALEED (last modified 2014/04/28)

. Silhouette? T7 () ¥/ {8, iiRngg * B | T A DUTE — LA | 434 (D E£5T T L (3] (last modified 2014/04/28)
Silhouette scores(C )L T b 23712 * FE | BFEFFEFFT=EE | 2207 (last modified 2017/11/13)

» SilhouetteZ O 7D 377 {8, v aiRed « % | BFIMEEF = | ELU0H A+ 04 9257 (last modified 2016/12/22)

» [FR29FENGS v A BRI « BFE | HFEFEER TR | Z2[0cUEEEs 07 F S 315 (last modified 2015/11/26)

« i | BFIBEETF = | B30LinedS BB S NGST — #HV{SE T (last modified 2017/07/02)

» B3| BFIBEEEE | 2400 A T Ot O0— LT OS5 L0 A A — )| (last modified 2017/06/27)

« PSS —ILRIEF S A L 18| « FEE | BFRFEET =5 | B 2T b, 7ot 8 £ T QC (last modified 2017/06/25)

+ |20 801 C (last modified 2015/03/31) |« F/FE | BFILAEE T =55 | 6017 /L7 7271 (last mglldfied 2017/06/21)

» BEEN| 25 Tk (lastmodifie) « F3E | BFRIBEF =L | E700 1 —F 71777 ) Q@ modified 2017/06/28)

» ZEOR BT B SEONE] ., S QAIEEYSE| 280 T B0 871 (lasNnodified 2017/06/28)

« EFE | BFIEETsE | By L7 T =g FE D T8 DDBID B §F (last modified 2017/03/13)

» B | BFIEEEST = | £100DDBM O BEALEID E§3(14 4R) (last modified 2017/06/28)

« 3| HEIFEBESEEE | EUDEEST — 2 371518 Galaxy (last modified 2017/11/13)

« F3E | BFIBEFEE | E120Galaxy:E 21— 2T — 970 — (last modified 2018/03/23)

o A0 | —RE | S A LI CITE I (last modified 2014/07/17)

A0 | — | EED I FIFEITORETTIC (last modified 2014/07/17)

A0 =8| EEDS: D Pt B (last modified 2016/04/20)

A0 | —fg | S8 L8 BERCEIFE A B (last mudiﬂed 2014/06/16)

A0~ | ETEDESO O T ST OIEE (last modified 2015/02/19)

o o0 —BY [ FEDT %mimﬁﬁiﬂa (1ast mnd1f'ﬁ'1 2013/08/12)
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FEIGRETFE

Linuxa<Y U REEZBZUNENLGL, 92T L TREEAEY
ZRAXTEHETES5>Tde novo7 T vELS T
OS5 LEFIBREELRD T Y—ILAHYET . DNGSE

RO)IEE B i Hr

(last modified 2018/04/17, since 2010)

DI I ORENER . A2

HE6EEFEETRITHEMTLTLIDDDBI PipelineTY

b=l 1220 T H#EE F I8 (Windows2018.03.12 5 & Macintosh?015.04.03

i T U= 2 REBE T —
B #8745 H | HiE(Windows2015.04.03 50 & Macintosh?015.04.03fTH B L TLES L,

VREALZA - IBEATEAE ORHE Tietl TUhET . FiLED A1
FD I =L ERECE

FehioEELEY T . (2015/04/03)

What's new?

+ Silhouette 2 37T F77-74 {8, V1B 1E]
Silhouette scores(Z/ ) T F 23712

[FRE29F ENGS v XA EEE 2|

Fo A o — IR B A AL 1S

|40 #D1 = (last modified 2015/03/31)
EEEH | 2. F2EE (last modifie{| »
Syl | SEuga 2 £t oo imy

Silhouette 2 37 @ Fi7=74 {HL v 1 EHEES *

DDBJ
May 15, 2018

v BEE|FSAOUFE — LAF | 433 28R LEET (last modified 2014/04/28)

o« BE|FFOAO)T R — LERT | 434 D EET T (3] (last modified 2014/04/28)
« B3| QI FFETEE 1oL T (last modified 2017/11/13)

=5 | BFIBEEF=EE | E1U0H A+ O 95257 (last moedified 2016/12/22)

« F3E | BFIBESFEE | B20cUiEE S a7 P S o EEA (last modified 2015/11/26)

« S35 | DEIEETEEE | E30Lmds EEED SNGST — FN{SE T (last modified 2017/07/02)
» S | BFIEEF=EE| %4@5‘#Ur4:|z|~ O —Jbt:i‘u 5 LT A 2 — ) (last modified 2017/06/27)

5 | HFIBET = 3 4 T QC (last modified 2017/06/25)
« F3E | BFIBEET =S| BoolT LT U (last yfied 2017/06/21)

g3 | OFIMEY=E | B0 J Ui ) modified 2017/06/28)

- 2 | DEIBET=E | 280D T %D BE (last Wodified 2017/06/28)
- B | OEIBEYSSE | 20 LT T e FEO I8 DDBIAD Z i (last modified 2017/03/13)

» B | BFIEEEST = | £100DDBM O BEALEID E§3(14 4R) (last modified 2017/06/28)
« B | QFEIEETEE | EUOEST — Y RFTIEE Galaxy (last modified 2017/11/13)
« F3E | BFIBEFEE | E120Galaxy:E 21— 2T — 970 — (last modified 2018/03/23)

= oz
o A0 | —RE | S A LI CITE I (last modified 2014/07/17)

o RO —hE| FHFE{TD = (last modified 2014/07/17)

o A0 —RE| — D —FEET{TE (last modified 2016/04/20)

o O | =8| S 4 L AR EANEF A B (last modified 2014/06/16)

o k0| —# | FEQESO TTERT 27 O 18 BARTIF VERY (last modified 2015/02/19)

Pipeline (Nagasaki et al., DNA Res., 20: 383-390, 2013)
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S Linuxa T U REEZ ZREHNGC, T ETREEATY
.=~ {473 JL | £ TEDHE TEHBoTde novo7 2 TP vEL T T
%E:I:tiﬁ#*ﬁ- %-EX 055 L&FIAREERED T ITY—ILAHYET, £5121F
ROIEEESIFHT ONGS:EH F11[E &12E THET L TLYSHGalaxy TS

(last modified 2018/04/17, since 2010)

CO N = OREES AT, A2 — I S T HEE F B (Windows2018.03.12 57 & Macintosh2015.04.03
ST T U=V 2R RESBE LT — U F (A = IBATHE LSO SRR TR AL T FET . #LED HIZ
EF8T75F | E(Windows2015.04.0358 & Macintosh?015. 04 03T E BL TSy, I FN /% FRE)ICE
FehioEELEY T . (2015/04/03)

BEE | PSR 0T — LEFIT | 433 28FRE1EEET (last modified 2014/04/28)
EHE | F SR DU b — LARIT | 434 0 8 F - (33FR) (last modified 2014/04/28)
B | HFRIAETTE | 20T (last modified 2017/11/13)
=5 | BFIBEEF=EE | E1U0H A+ O 95257 (last moedified 2016/12/22)
3 | DFIBEFEE | B20cUiEE s a7 PS8 (last modified 2015/11/26)
T3 | BFIEBEEEE | B30Linds BB S NGST — YIS E T (last modified 2017/07/02)
B3 | OFIBEFEEE | B0 T Ot O0— LT 095 L0 2 A — )| (last modified 2017/06/27)
HiE Eﬂ:?Lﬁﬁﬁiﬁmm%slﬁl—’t;j‘w 7wt 8 FLTQC (last modified 2017/06/25)
=i | OFFEBRFESEE | ooy L7 17771 (last modified 2017/06/21)
B | B3 EEF=st | 2700 0 ) —F7F 77 (last modified 2017/06/28)
=3 | HFFLEEET=EE | EeOr 72 D #2417 (last modified 2017/06/28)
5 | BFIBET=EE | 2ol L7 T — /a;t%mﬁffﬁfh DDBJ D E§E (last modified 2017/03/13)
T4 | BFIBEET = IGDDBJf\ﬂ}iEE ; BN, modified 2017/06/28)
Fi | BFIEBEET = | 21101 f fied 2017/11/13)
t | BFEIBRET=EE| = modified 2018/03/23)
A0 | = | S8 L ST {hstmudaﬁadzﬂm 07/ 1?)
400 —# | EED L FAE{TD = (last modified 2014/07/17)
A0 =8| EEDS: D Pt B (last modified 2016/04/20)
A0 | —fg | T & L7018 BEECTIF 4 B (last modified 2014/06/16)
A0 | —f HFEDESD o623 7 O 15 BEArFIF1ERY (last modified 2015/02/19)

DDBJ Pipeline (Nagasaki et al., DNA Res., 20: 383-390, 2013)

What's new?
+ Silhouette 3770 377733, 1 B1R0E]

Silhouette scores(Z/ ) T F 23712
+ Silhouette 2 27T #7743 {8, 1B 1ES
o [TFRE2OFEENGS . A R |

F RS — I iE{EE S E AL 1B

+ 13010601 C (last modified 2015/03/31)
« ZEEH| 25 FEEE (last modifiel
- = ddmoapel | ST . S S e A
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Wl T OINGS | BSANG | FASTQ or SRA| L ADBh S (DEMBL-EBI ENALET. DRR0O00031%Bk&D B,

23 DB

ENAIZDSOFIZE-TIXRLNAELENSEEE.
¥R RIZIDE DR MEN MY T LELSEETT

o A0 | —#% | BoPERF | F 529U T — LBLY | GenomicFeatures(Lawrence 20131 last modified 2016/02/10)
o A0 —f% | BURIERIS | 522 90— LBCSI | biomaRt(Durinck 2009)(1ast modified 2015/02/20)

o A0 — % | FoAr AR | xlsxza,

o RO | NGS | 12707 S 2 — b (last modified 2016/03/24)

| openxlsx(last modified 2015/11/15)

4k O | NGS | gPCR > microarray’s

& D FEET (last modified 2014/11/12)

> Viewer) (last modified 2016/12/22)

A/} O | NGS | BZFI|ER{S | FASTQ or SRA | 24 #DBAS (last modified 2015/02/23)
12k 0 | NGS | BEeFIHYi§ | FASTQ or SRA | SRAdb(Zhu 2013) (last modified 2015/02/24)
o Ab0O | NGS | ALFIERIS |2 2ol —292 5 — 5 | [CDLV T (last modified 2015/01/18)

« (b0 |NGS | DR{E(T A LTS5 T

o R0 | NGS |BCRIERS |2 2al—aeT — 8 | S8 LI1E BEED 4 fidrs (last modified 2015/01/18)
» A0 |NGS |77 —a [B3EERTS | 1220 T (last modified 2014/03/26)

o {0 |NGS |7 /T —i32 (53R
« b0 | NGS |7 /T —2 3 53R
o 0| NGS |7 /T —237 [G4RE
« R0 | NGS |7/ T =23 1536

+ {0 |NGS |7 /7 —al (G5
+ 10| NGS |7 /T —al (G5

A0 | NGS | B FIHR#F | FASTQ or SRA | 2#DBM5 NEW

AR — T T (NGS S IF N A IBEAELYT — 5% A H2F — S~ -2 aRlRiT 2RI LTEAMALEYT, w207 L
AT —HE{FO - F EFE NGST — S0 AmayvExpressiEHTH P O—F T 2000 LhbL NER A, #57 —H20 2IFFIE
ELETIIE £7 — Fraw data) 21T T N IEAD T — P(processed data)  FASHSICIZTO FETCICh 28T
KO BREMND STEEFEL T EEBNET ., FEETHHN T AL 3ICFASTQOF T E D O—Fhavatl A £ T%
IT5DIET A I — L~ TIZARZETTH . submitter? 2L TN TV BBESIZ (FLFLGNL5TTHN 7702 ED
Bl~D 7P EOT —4, DEYBAMER 77 ILOIRES T TICHE- T EL5TT . 2014F6 2681240 L. 7-(DDBI'A
FEFAHUHEZTZFET m( m).

F — A0 T3 B A8 CSanger typeD FASTQREF TF ., FASTATERIZY —FH i ZiT0dD{TEEIIDIT THRELET .
FASTQR: R —F &I HT @S F H1dD {TX BLM i1, & LU+ 588 F 51dT { T base callD RO quality®D {T) THRIR
LET . FASTQR:RT, SangerD LT D7 OF A5 A —F (FREE T, 0T MuminaD 7Sk 74 — LS i8N 45
M 1IFASTQ-like format L 2 F/IRDVIZN TV 2T (Cock et al | Nucleic Acids Res 2010}, Ll A75{ 202013 F0E| C
|3 HluminaT — 5% BaseSpace > CASAVA1 8T configureBelToFastq.pld X% L & 2 - TE FITEDFASTQF (> &) Sanger
typeD T — I THMW EZ SN AL L2TIL. NCBISRAS XD BHEDBSRIFT ©F7 — 213 2T |3 Sanger typeD T — 270 T
Lizd BIVE T (Kibukawa E T2 =)L 9 —F2 b +— . 2013),

o DDEJ Sequence Read Archive (DEA): Kodama et Tucleic Acids Res. 2012

EMBL-EBI European Nucleotide Archive (ENA) ster et al., Nucleic Acids Res., 2015
MNCBI Sequence Fead Archive (SEA): NCBI ResolNie Coordinators., Nucleic Acids Res., 2014
ArrayExpress: Kolesmkov et al.. Nucleic Acids Res. 2015

GEO: Barrett et al., Nucleic Acids Res., 2013

o DBCLS SRA: Nakazato et al., PLoS One_ 2013

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

ENAZ D S OHYIETHS

e o https://www.ebi.ac.uk/ena

European Muclectide Archi...

EMEL-EEI

Y ENA

European Nucleotide Archive

~@C

(DEMBL-EBI ENALET. @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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| » {2o+0 | NGS | BC5I| V5

ENAZ T SOYIETHS

CABRELCIZRYET . DTHLRTHES
STHELLA, EYHAT EHDQOZHT

| 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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ENAZ D SOYIETHB

ZAERLCIZHES T, FEBITRRSINF
B A, fEimEL T, ENAFIRARIXIER
T ELTELTIXLNFALY, TY

L3 https//www.ebi.ac.uk/ena/data/view/DRRODD031

- &c | | B P~ iy @

! ebi.ac.uk

EMEL-EEI

x

Services

Research

Training | About us

Examples: BMOODMMES, histone

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

EMBL-EBI | Services Research Training

MNews By tapic Overview Owverview

Our impact By name (A-Z) Publications Train at EBI
Contact us Help & Support Research groups Train outside EBIL
Intranet Postdocs & PhDs Train online

EMBL-EBI, Wellcome Genome Campus, Hinxton, Cambndgeshire, CB10 15D, UK

Contact organisers

+44 (0)1223 49 44 44

Copyright © EMBL-EBI 2018 | EBI is an outstation of the European Molecular Biology Laboratory | Terms of use

Industry About us
Overview Overview
Members Area Leadership
Workshops Funding
SME Forum Background
Contact Industry Collaboration
programme lobs

Feople & groups

MNews

Events

Visit us

Contact us
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ENAZChrome TH 5

European Muclectide Arc X
<« C | @& Secure

EMBL-EBI

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

(DEMBL-EBI ENALET. @DRR000031
Bk B, 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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ENAZChromeTH& 5

ZZETIRKIEERILTYT , DERID
DRR0O00031EEIL. Q%9 &...

i httpsi/fwww.ebiacukien X

<« e ‘ B Secure |httpS:,.f'_fwww.ebi.ac.uk;’ena;’data;’search?qLlerj,-'=DRR'EIDDI331

EMEL-EEI

Services | Research | Training | About us

DRRO00031

Home Search & Browse Submit & Update Software About ENA Support

Search results for DRR000031

Read
Experiment (1)
Run (1}

Experiment (1 results found)

Wiew all 1 results

Run (1 results found)

DRROOO0DZ21  INlumina Genome Analyzer sequencing; HT29_Cytoplasm_Control

Wiew all 1 results

DRX000011 Ilumina Genome Analyzer sequencing; HT29_Cytoplasm_Control

Show more data from EMBL-EBI l
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ENAZChromeTH& 5

IEEIEESHERITEDHIEND
MFET OR—UTEIZHEE

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

May 15, 2018

52
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- TIH.. OFBOHI-YL L ZIDDOEFRIEMN—
ENA’EChrOme—G& PCEDBLECD, SEIE. @DRRO00031 THZ LT-

R FOZDEIERETRATNSA, HIZIEB
€ 5 Cla o s Study accession@DIDZ 3 &, @QDRR000031M
Navigation Read Files 5>€§¢}Eﬁ%7on :)17 Féﬁsiﬁigﬁgf%%) J:—B ':
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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+ {0 | NGS | BL¥| BV | FASTQ or SRA | 25 HDBOS

ENAZChromeT

NE=T—ETHBHD OR—UTEIBET DL
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BIMC Genomics. 2018 Feb 14,19(1):144. doi: 10.1186/512554-015-4503-6.

RNA-QC-chain: comprehensive and fast quality control for RNA-Seq data.
Zhou @7, Su X*?, Jing G°, Chen 5*, Ning K.

+ Author information

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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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, RMNAQC-Chain, which
involves three steps: (1) sequencing-quality assessment and trimming; (2) internal (ribosomal RN d external {reads

7 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
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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.
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RESULTS: We developed a comprehensive, fast and easy-to-use QC pipeline for RNA-5Seq data, R
involves three steps: (1) sequencing-quality assessment and trimming; {2) internal (ribosomal RMNAs) a
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from foreign species) contamination filtering; (3) alignment statistics reporting (such a
sequencing depth and pair-end read mapping information). This package was develoj
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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.
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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 trimging, automatic rRNA detection and automatic contaminating species identification. e QC steps can
run either seq y or independently, enabling RNA-QC-Chain as a comprehensive package wi h flexibility and
usability. MoreoviPRarallel 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.
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Abstract

BACKGROUND: RNA-Seq has become one of the most widely used applications based on next-generation sequencing
technology. However, raw RMNA-Seq data may have guality issues, which can significantly distort analytical results and
lead to erroneous 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-Seq data, RMA-QC-Chain, which
involves three steps: (1) sequencing-quality assessment and trimming; (2) internal {ribosomal RNAs) 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 (NGS) 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 RNA
seqguence trimming, automatic rRNA detection and automatic contaminating species identification. The three QC steps can
run either sequentially or independently, enabling RNA-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 RNA-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, RMNA-QC-Chain, which can be used to comprehensively resolve the quality
control processes of RNA-Seq data effectively and efficiently.

KEYWORDS: Alignment statistics; Contamination idenfification; Parallel computing; GQuality control; RNA-Seq

PMID: 29444661
May 15, 2018

PMCID: PMCS813:

Read free
full text ot I BMC PMC Full text

Save items

7 Add to Favorites -

Similar articles =

(QC-Chain: fast and holistic quality control
method for next-generati [PLoS One. 2013]

Meta-QC-Chain: comprehensive and fast
qualit [Genomics Proteomics Bioinforma...]

Software for pre-processing lllumina nexi-
generation s [Source Code Biol Med. 2014]

Standardization and quality
management in [Appl Transl Genom. 2016]

Prevention, diagnosis and
treatment of high-throughg [Mol Ecol. 2014]

See reviews.

See all...

Related information =
Articles frequently viewed together

References for this PMC Article
Free in PMC

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

70




" A
RNA-QC-chain

ZohnTadSLREMN
TWAHY AN EDIBEHREEND

Software | Open Access

RNA-QC-chain: comprehensive and fast quality
control for RNA-Seq data

Gian Zhou T, Xiaoguan Su T, Gongchao Jing, Songlin Chen & and Kang Ming

Tcontributed equal v

BMC Genomics 2018 19:144

https://doi.org/10.11864/512864-018-4503-6 @ The Author(s). 2018
Received: 21 September 2017 Accepted: 28 January 2018 = Published: 14 February 2018

Abstract
Keywords
Background

Results and discussion

Conclusions ‘ |
Availability and requirements

Download PDF

Export citations «

Section

Transcriptomic methods

Metrics
Article accesses: 1112

Citations: 0
more information

Altmetric Attention Score: 11

Share This Article

000506

See Updates

‘.} Check for updates

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

May 15, 2018

71



" A
RNA-QC-chai

Availability and requirements

Project name: RNA-QC-Chain

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

Publisher® 4 k£ TFull textA RSN BZR— E
D . DAvailability[ZBE 9 & T, QENEIREEIE
UNIX/Linux, @705 539 §5EldC+, £L 70
G52 EEMNJavatEMIN TN =6, 1V X
— L CRET B EIXIFITALN,

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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iu@bielinux[~/Downloads/RNA-QC-Chain] 1) == 4) 20:21 1%
i Imake[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/ -L /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>

A

DD oS

compilation terminated.

make[1l]: *** [sam parser] Error 1

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

iu@bielinux[RNA-QC-Chain] 1s [ 6:114 %]
S ¥ 10 Makefile qc sam
SRl COmMon models rrna User's manua.pdf
SSsr M Default tag sequence parallel-meta Rscript
¢ JYiu@bielinux[RNA-QC-Chain] [ 6:414 %]

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

May 15, 2018 73



DOFMNPoT=DFEY H AT makeDH, Fa—HA
DERLSHZITEEFE TH A DD, WindowsDIHFE [
setup.exeZx X T ILD) v ILTAVA—ILEED D
He. %h@LmuxHﬁ@Jijﬁzbd)&L\')ﬁﬁ#'@:lﬂ

® .
A2 A — LB

iu@bielinux[~/Downloads/RNA-QC-Chain]
Jmake[3]: Leaving directory */home/iu/Dow
_,d C:¥lleers¥kojik¥Documents¥himl¥lectures¥AGOY¥ 1805 15¥RNA-QC-chain_install.txt - EmEditor — O ot
TR REE BEJS) BV UMM MIEIW)  ALTH)

D2 WS B xDE~-9e,rPpnERER @65 - vl ?
=] RNA-QC-chain_install.txt

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

Text 47,547 BFF (YIRS

1u@b1&11nux[RNA QC-Chain] 1s [ 6:114 %]
@ Ebln Makefile i[s sam
A COmmon models rrna User's manua.pdf
SSsr M Default tag sequence parallel-meta Rscript
¢ JYiu@bielinux[RNA-QC-Chain] [ 6:414 %]
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wget —c http://bioinfo.single-cell.cn/Released Software/rna-qc-chain/RNA-OC-Chain-1.0.tar.gz

tar -zxwft RNA-UC-Chain-1
cd RNA-QC-Chain

makj"'r

O tar
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EE
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iu@bielinux[~/Downloads/RNA-QC-Chain] 1) = 4 20:21 %
i Imake[3]:

DD oS

1:,|E

SSsr M Default tag sequence parallel-meta Rscript
¢ JYiu@bielinux[RNA-QC-Chain] [ 6:41F %]

L RN

P

To—XAyt—

DF#ERS HAmakeA T REETLT,. QTS5 —Avt—
UM TLEFS=ECAH, [BRRAIZE S, @BamReader.h
CBDEWNSTFAILAEL, CEICRRAT B LS

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

iu@bielinux[RNA-QC-Chain] ls [ 6:11F %] ’
bin Makefile qc sam

common models rrna User's manua.pdf
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iu@bielinux[~/Downloads/RNA-QC-Chain]

make[3]: Leaving directory " /home
/bamtools/build’

make[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
Makefile

g Yiu@bielinux[RNA-QC-Chain]

d -I /sam/bamtools/include/ -L /Samyuamtouts7 tID7 = COGMTUULS =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'

S EIELVEZEYmakeZEITLT=HV. lconfigure, make.
make install |ELVI3DDM X FIBFEICIEZ 5D N EZTHL
KYU—HEHY, EoBICLEIMEST-DEYH AT makeZEE
LTV HEETHD, DDIsEITHREZBOH TELHH
BM, BEIZREADMEEMINSTALLEWLSZRID T 7L
NEEL. ZDR(ZEM TS FIEZ RGN SaTUR
ZETITHGEULBUXZEERZD) . TNHENERETIAR
UG 1 EWS BB ZE (Da<EBFAF)£D

[ 6:114 %]

User's manua.pdf

[ 6:4154 %]
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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
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Question: Hey any one used QC-Chain tool?

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

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

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

Thanks 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.

gc-chain | = 902 vie

Nililes 7 =1 = link = Mot following -

modified 3.0 years ago by h.mon + 14k - written 3.0 years ago by gskbicinfo143 - 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 | Iﬂi:
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 results. Ff-u E
In the end, | decided to use either FastQ Screen (really easy to install, not so pretty RV
graphics) or MGA (better output but not so simple to install and particularly run) 3.0 years ago by

' h.mon + 14k

There is also BEDuk 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.
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[% Babraham Bioinformatics

Babraham
Institute
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FastQC

A qualitygrontrol tool for high throughput sequence data.

Language Java

A suitab® 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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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
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Fead 3228000 sequences | 70%) ‘
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'?.!!-----
#7274 ILEA]

CDEEF. BMNIEETETLEL,
(14,589,774!)—FTHY . ZHUTI 1

@ rastQC
File Help

DRRO00N3 1subfastg DRRODDDGTfastqhz2

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
Sequence Leneth Diztribution
Sequence Duplication Levels

Cwverrepresented sequences

LS QL LAL VLT VLT DL

Adapter Content

Bazic sequence stats

Meazure Yalue

Filename DRRONN03 fastghz 2
File type Conventional baze calls
Encoding Sanger / Hlumina 1.9

Total Sequences

Sequences flagged as poor quality

Sequence length

4689774
1]
af

WS

47

Bazic sequence stats

Meazure Walue

Filename DREROOODAT faztqbz 2
File tvpe Conventional base calls
Encoding Sanger / Illumina 1.9

Total Sequences

4589774

oequences flageed as poor quality I
sequence length 15
ME0 47
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"
LE&5 (4608 vs. 6F)

Q Fas
File Hi

(16,000!)—F @ . @DRR000031sub fastq
DFER LD . BBasic StatisticsD ELER

@%GCt

HIMMEGYFET R

| X

DRRO0003 subfastg D

no0031 fastqbe 2

Bazic Statistics

Per baze 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 base 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
Total Sequences GO0

sequences flageed as poor quality I

Sequence leneth ah

ME0 46
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" o
htmlZ7 74 L TR&E

(DDRR000031 fastq.bz2% @I File — Save report...]
QT RIMYTIZ. REFELTHELNIZLDM -

@ rastQC - O X
File | Help
Open... Ctrl=Q 06 1fastqbel
Bazic sequence stats
Save report.. Cirl+5 Measure Q | y
it Filename € FE
Close Ctrl+W File typs
Close All ,  [Encodine 7 B FA0 T vl & EE-
_ Total Sequences & OneDrive
Exit cres |Oequences flagged as poor quality o ..
A HE ﬂ a kajik
| -_— Sequence length [~ I pc
@ Per base sequence content G F{EEA. | T 5475
"
SOMC Card (D)
@ Per zequence GO content =
. R EI R
@ Per base N content Fahbyd | FastQC
hoge
@ Sequence Lenegth Diztribution chare
@ ) e cation Lova] = £'| DRROD002 1sub_fastge.html
equence Duplication Levels .
e
O Cverrepresented sequences
@ Adapter Content [i—
PG
@ e IEM DRROOODA faztgehtml 1F1F
AT o L RAATE THTML files v L
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" S
DRR0O00031 fastgc.html

mnHE (Fl30ER)

1. FAL30fF05H088
HABRERPDF
.gff327 7 )L (¥71.3MB)
fa2 71 ($12.2MB)
(RC S EEMIET
(RT)YRA20F L1758
plasmid1.gff3(ZE5EH)
plasmid2.gff3(:E5EMH)

2. Fm20fF05H15H
HABRERPDF
DRRO00031sub.fastg
RNA-QC-chain : Zhou et al., BMC Genomics, 2018
Biostar : Parnell et al., PLoS Comput Biol., 2011
FastQC
DRR0O00031sub_fastqgc.htmil
DRRO00031_fastgc.htmli{(ZRERA)
report.html{qrqcE B EQCHER) ‘

3. Fm30fF05H22H
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L (14,589,774') —K H 575 ADRR000031 fastq.bz2MDFastQCE
= THEER(ZDULVT. 26,000') —K A 5% ADRR000031sub fastq
= DFastQCEITIEBE L BERNRLELTERE &

o |
Q|

Hel

RO00031subfastq  DRRO00031 fastqbz2

Basic sequence stats

Q FastQC
File Help

DRRO0003 1zubfasty DRRO00031fastghz2

Bazic Statistics

Per baze sequence quality

Per tile zequence quality

Per sequence quality scores

Per baze sequence content

Measure Walue

Filename DRERI0003 1zub fastg
File type Conventional baze calls
Encoding Sanger # Tllumina 19
Total Sequences G000

Sequences flagged as poor quality 1]

Sequence leneth 36

HEC 46

Per sequence GG content
Per base M content
Sequence Length Distribution
Sequence Duplication Levels
Qwerreprezented sequences

Adapter Gontent

OCO0OOOOOOOO

Basic sequence stats

Basic Statistics

Per baze zequence quality

Per tile sequence quality

Per =equence quality scores

Per baze zequence content

Measure Walue

Filename DRROO00S T fastqbz 2
File type Conventional baze calls
Encoding Sanger / lllumina 19
Total Sequences 4589774

Sequences flageed as poor quality 1]

Sequence length 36

HEC 47

Per zequence GG content
Per base M content
Sequence Length Distribution
Sequence Duplication Levels
CQverreprezented sequences

Adapter Content

OOOOOOOCOOO

May 15, 2018

116




100

a0

a0

i

fid

al

4a

E1]

20

AN
iRl

auji

Sequence content across all bages
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FastQCE{THEER D Per base sequence content
s ANAT7AILH(D4,589,774 ) —K 5155
DRR000031.fastq.bz2& . 26,000') —K 5% 5
DRR000031sub.fastq®ELMZDINTEE(IZEER

BB 3

Sequence content acrosz all bazes

1na
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5f 83

1

20

1]

a0

40
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Position in read (bp)
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Owverrepresented sequences

auji

There are no overrepresented sequences
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FastQCE{THEER D Overrepresented sequences
s ANAT7AILH(D4,589,774 ) —K 5155
DRR000031.fastq.bz2& . 26,000') —K 5% 5
DRR000031sub.fastqMEWZ DN THEHE([ZEE

~-

Cverreprezented sequences

Sequence Ciount Percentage Pozzible Source
BAAAAAAARAAAAAAAL. | 41007 0.493Mo Hit
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" ol FastQCRATHRIBT SHH (L, DRI THD-

AL

4'& https/fwww. bicinformatics.babraham.ac.uk/projects/fastqc/ - || ®BE. Je i b T 898

‘F,k Babraham Bioinformatics - ...

@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

|' E » Ny [ | = | ]
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" JE DD HE=YET T >1=EZBI2H5
X . @DocumentationM 3 < FIZHb. B
I
R ALE

copy of the FastQCD) V5D ---

O *
4'& http://www.bicinformatics.babraham.ac.uk/projects/fastqc - O EE.. D~ Py b

) ERRRNNNNNNERERIT A

1 3 05 7 09 11 13 15 17 19 21 23 2% 7 B9 31 33 3 IF 3

‘F,k Babraham Bioinformatics - ...

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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AL

D3 Analysis ModulesD') > 5@ -

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

‘F,k Babraham Bicinformatics - Fast.. ‘lf.& Index of /projects/fastqc/H... %

Index of /projects/fastqc/Help

Name Last modified Size Description

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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" JEE
R

G "-{,t http://www.bicinformatics.babraham.ac.uk/projects/fastqc/Help/3%20Analysis%:2 -
“t+.| Babraham Bioinformatics - Fast.. St Index of /projects/fastqc/Ha. *

DD HT=YTT, Iz [XDRRO00031 fastqbz2&
DRR000031sub.fastq)FastQCEI{TH R TEL\D H-
T=Per tile sequence quality®D B AIZDULNTEIY =L 5
BlXOIZHYFET , NIREIZITFATHEEL DL
ERNWET DT, INICTEHAREFEBYEEA

-Jan-2018 09:42 20K
10-Jan-2018 09:42 75K
10-Jan-2018 09:42 14K
10-Jan-2018 09:42 13K
10-Jan-2018 09:42 9 8K

kmer profiles.png

per base gc content.png
per base n content.png
_@ per base quality.png

duplication levels.png

Index of /projects/fastqc/Help/3 Analysis Modules 8
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

3 Per Sequence Quality Scores.himl 10-Jan-2018 09:42 1.7K

4 Per Base Sequence Content html  10-Jan-2018 09:42 3 5K

5 Per Sequence GC Content html 10-Jan-2018 09:42 1 BK

6 Per Base N Content html 10-Jan-2018 09:42 1 8K

7 Sequence Length Distnibution html 10-Jan-2018 09:42 1 2K >

8 Duplicate Sequences_himl 10-Jan-2018 09:42 5 9K

9 Overrepresented Sequences html  10-Jan-2018 09:42 2 4K

10 Adapter Content. html 10-Jan-2018 09:42 2 4K

11 Kmer Content html _Jan-2018 09:42 2 5K

12 Per Tile Sequence Quality_html Jan-2018 09:42 22K _/
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FastQC

NGS!)—FT—%(SRAT7A L)
<>

FastQCl&., D4ILAYL T ORIV DERITHIEIZITOC
ET OFLITAIIWNAB) VT TETWDIEEFHERT 5,
Z X, RNA-QC——chainzsEDNTAT S LEZEFTLIHERED
FASTQ7 74 JLEE5(ZFastQCIZMITARIET, 74 T4
—ERHDRIZ TG EMNSIELTETWAIERERT D

NGS!)—KF—% (FASTQZ7AJL)

~~

BIIALIE (preprocessing) or Quality Control (QC)}‘

sssssss
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O
_
Contents
m NHEDBEEDTips
O 433£DB. Linux
O FASTQZ7A4 )L DERBA. ) —FEDEL
O xIVY—IL,. DxTTSOHIER
m B0 (Preprocessing) or Quality Control (QC)
0 RNA-QC-chain
0 FastQCDA 2V RAb—JLEEST
[0 FastQCEITHR D AR
O #2774 )L TFastQC. &8
O RNV —2qrqc TOA Y T4F vy

May 15, 2018 124



= (16,000') —kK HV 5% 5DRR00003 1sub.fastq
= — MDFastQCEITHERELU=LIEHER (Fl 2
ngj_ IJ T{?I‘yg [Z@Per base sequence quality) ZR/ v/

Q FastOC _:)jéﬁﬁ L\T?%é:thﬁ_mfgij_
File *

DRRO0D00Z 1subfastq  DRRO00D3 1 fastqbz 2

Bazic Statiztics . . .
Cluality scores acrozs all bases (Sanger # Nlumina 19 encoding)

Per base sequence quality

Per tile sequence quality )

Per zequence quality scaores

Per baze sequence content |4

Per zequence GO content

COCOOOOOOLO

26
Per baze M content a4 __
Sequence Leneth Distribution 22 L
20
Sequence Duplication Levels 18
Cwverrepresented sequences 16
14
Adapter Content 12
10
a
f
4
2
]

12345656 78910 12 14 16 18 20 22 2 W 2 i3I0 3 M I
Pozition in read (bp)
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RTOA)TAF TV

DaracEWLVIR/ISYT—2 , EfE 771 ILERYIRZ
HWGEEDFRKNDH ST . EREILS U VEELY
T9 A, 6,000!) —~KMBEEADRR000031sub.fastq

RO)IEE B i Hr

(last modified 2018/05/01, since 2010)

DIERIEETHNITEBELLEZTFET, OFIE1D
ANT7AIN B EEZELTET

D T
F— Il iBeT
&l CF & thig

A0 | 27RO R | gseq - FASTA (last medified 2013/06/17)

A0 | 27RO ER | gseq - Tlumina FASTQ (last modified 2013/06/17)

A0 | 27T E ] | gseq - Sanger FASTOQ (last modified 2013/08/19)

AR | AT o3k O—J1 1220 T (last modified 2018/05/01) NEW

AR | 20l 2 O | PHREDA O
AIALIE | D)L 24 | PHREDZ O
AR | 2ol 20 A | ACGTD 247
AALIE | D)l A | ACGT LI

HIALEE | 2 F 4 F o7 | Qua

idatzis 2015) (last modified 2015/06/15)

AIALIE | DA ) F o Fw D | arqe
FIALIE | DA )T 4 F oD | P

modified 2014/07/17)
:u | = ﬁjﬁa {]ast mndcl:lied 2018/05/ ﬂﬁ} NEW

AR | DT o F oD | BLE
HIALIE | 97T 4 F oD | Overrepr
AL |20 | U ABCHIBRE || ¢

RIALIE | R 20 | 7 S TR —BCFIH
RIALER | ) 224 | 7 & P2 —EBC5IR
RIALER ||z 4 | 7 & P 8 —EBL5IR
RIALIE | R 20 | 7 ST E—BCFIH
RIALER ||z 4 | 7 & P52 —EBeRI R

RIALEE |}z 0 | 3BT R imtg
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'"Iﬂﬁ | ‘77]'”1"-1' Fx v | qrqc

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 .
7L —TT L OO ERITEFAL L 27N EERENTH ST L2 ICHEEIL LT o~

1. ¥ 7 —2TDFASTQIEA 77 1 L (SRR037439.fastq)DIn 5

SRRO37T4394 5185 NAFASTQZ 7L @ B3N 2,000 TH% L f-MAQC?2 brainT — 2T (Bullard et
al 2010). Fio®FE{TT 5 EISRRO3IT43%-report] M S BFID 74 LA DERENET, PItH S
report html%® 5 7 L0V 5 F S himlg 2 —FF RAEZ S TEET .

# 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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" - | OA S 77 (LB HAETELTIE R, Db 4y

T—UAHTOEIT NI ODOYFE R A FBRIFOELD
q rq C% 1 ‘ 4 ILF B DreporthtmlEWND T 7 ILICHEEHEINFET

in_

fhEG Ny T—Tm 00— F

"DREOOO03Tsub . fastyg’ AT 71 I =EFEL T in_tIZBHH
librarv(qrac) i85 — D FRAAH

BT 71 I DFmF A
fastq <- readSegFilelin f, quality="sanger Min fTIETFEL =7 7 1T DOFFHIAH

#ZIK%: |.|i R Console E=n Eoh
makeReport(fastq) ERENE/vT -3 testthat EO-FTT
ETAwtr -3

J{wr =3 'GenomicRanges' [#)V-%33v 3.4.4 @ R DS

>
> AT R A

> fastqg <- readSeqgFile(in f, quality="sanger")#in fT#5%
>

> $5E

> makeReport (fastq) #htmll -5
£%: Ignoring unknown aesthetics: y

“geom smooth () using method = "gam'

Report written to directory './DRRO00031sub-report'.

| S = v

< >
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N DreporthtmiT7 A LIETESITRBYET QDT STA,

qQracE{THa R

FastQCMDPer base sequence quality|[ZHH T H A H M
%, QZDEN DHIEIEEITZLITONaIRENHDKLITY

szt (FR30£ER)

General Information

1.

FRE308F05H508H

HABREEPDF

.gff3 77 - ) (#71.3MB)

fa2 7L (¥12.2MB)

(RT)IEERTISEIT

(RT)RAIOF AT — IR
plasmidl.gff3(Z3EA)

plasmid2.gff3(ZEEER)

FRL305F05H158

AJMETHPDF

DRRO0003 1sub.fastq

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

DRRO00031sub_fastqc.himl
DRRO00031_fastgc.html(Z25EMA)
report.html{qrqcE B QCER)

3. EE‘EEJEEEI

File: DRRO0O0D031sub. fastg

Type: FASTQ

Sequence Length Range: 364toc 36
Total Sequences: €000

Unigue Sequences: 5368

Quality by Position

cuality
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Grey lines: 10% and 90% quantiles
1 25% and 75% quartiles
Blue point: median
Green dash. mean
Furple line: lowess curve 128




