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» Roche: GS FLX+ System_ GS Junior+ System
» Life Technologies: SOL1D
Pacific Biosciences (PacBio)lc 2y
PacBio RS II System| 3 f# & T'40,000bpl2!_E (*FH7610,00 bplid ) 5D L 2TTHVECHID quality?zg T(85%I2E )%
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N (4 Il look SRP038897 by NCBI SRA.

AT & P ey ZAMERR)F 2T LR — {E'I,ftf] | FEEI—2 (14

.E%l—ﬂﬂhll 1 I Ee o = I Mt L= #4. a h o BT | -4

cB3E(N HUINT—4

» BEH

» BFEEF 1. Tlumina/36bp/single-end/ human (SEA000299) data (Mariom et al. | Genome Res.. 2008)

: zii :: ;KJJE 28. Ilumina GAIIx/76bp /pared-end Drosophila or Illumina HiSeq 2000/100bp/ paired-end Drosophula (SRP009459;

. %ﬁg b O GSE33905) data (Gravelev et al._ Nature, 2011; Brown et al._ Nature_ 2014)

. BEE L T gl g NI Ry A T — 2(modENCODE), 29 dissected tissue samples® strand-specific, paired-end®
751 biological replicates (duplicates W2 €27 .
8%l 29. Ilumina HiSeq 2000/36bp/single-end/ Arabidopsis (SEP011435; GSE36469) data (Huang et al., Development, 2012)
21 2O R AFO22ALEEAT — 51 4 DEX-treated vs. 4 mock-treated
111 30. PacBio/xxx bp/Human (ERP003225) data (Sharon et al_ Nat Biotechnol., 2013

]
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O m SRP038897ZBkH TLN\BDHLYEDIZ. EA
Bﬂd) —\‘_9 EARSEWIDIZHESTWNAZEIZIEZEY H
% A9 HEZDASDT. SRR1177086%7"')v/7,

& NCBI  Resources ™ How To ™ Click SRR177086.
SRA |SRA v| SRP038897 | S| Search '
Save search  Advanced Help
Display Settings: [~ Full Send to:
Related information =

. T T OTT TUIUL TS, AT
SMRTbell templates with cDMA inserts were purified. The sequencing primer and then the polymerase were then
sequentially annealed to the SMRTbell templates using the DNA Polymerase Binding kit (Pacific Biosciences). The
Accession: SRXATE467 MagBead loading kit was used to load annealed templates onto a Pacific Biosciences RS |l sequencer, and
Experiment design: Collecting embryonic chicken| S€guencing was performed for each template library using the DNA Sequencing kit (Pacific Biosciences).
then incubated in Genesis Hova-Bators until tissue| Sequences containing both 5" and 3" adapters were identified, and the adapters and poly-A/T sequences were
stages 18-20, 25, and 32 and immediately flash froj timmed. The resulting sub-reads were then mapped using GMAP (21) (2012-07-20 release, default settings) to

TriZol (Life Technologies) by repipetting, and then { the galGald genome assembly (11} .
with isopropanal, washed with 75% ethanol and thg Sybmitted by: Gladstone Institute

cDNA synthesis mRNA were purified using the Stra gy, 4y summary: SRP038897 « Long-read sequencing of chicken transcripts and identification of new transcript

hybridized to oligo-dT magnetic beads, separated | i, me « PRINA239269 - All experiments - Run Selector (more

resuspended into the kit's elution buffer. First strang Sample: SAMNOZE50959 « Model organism or animal sampl'é'fﬁ-f-ééllus gallus (more

(Clontech): The first cDMNA strand was synthesized e
Reverse Transcriptase (Clontech), the CDS [l oligg Library: PacBio embryonic chicken heart cDNA S

order to add a consistent 5’ site for LD-PCR amplifi Platform: PacBio SMRT™ [more )

primer: 5-ATTCTAGAGGCCGAGGCGGCCGACA] Spot descriptor:
SMART IV oligonuclectide: 5-AAGCAGTGGTATCY forward
AAGCAGTGGTATCAACGCAGAGT-3 Library pref !

and four separate size ranges were fractionated: [ Total: 1 run, 1.8M spots, 2G bases, 486.4Mb O @
extracted from the gel and SMRTbell libraries wera - — ' P

SRX4T5467: Chicken embryonic heart transcrip
1 PACBIO_SMRT (PacBio RS) run: 1.6M =spots, 2(

(Dacific Binccianract Tha cOWA wae cloonad veind — # Run # of Spots  # of Bases Size Published
1. SRR1177086 1,849.778 2G  486.4Mb 2014-02-26
ID: 65595
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-m DT . BUAYOFILDIDTHS
SRP038897TMWR 25 K521 5, SRPHI IR

Bﬂd) T _9 FADIX (D E-MYELTIX) ZDT—

I = NCBI Sitemap All databas E--: 8 Search gt\JI\‘ TOth-éf:&)@ﬁE@ID@J:
Iln Sequence Read Archive ')E:E)O)T,&,L.\’J—CJ:S(T(iJ:L\O @PRJ&L\
i Search Download Subm'rt Documentalion Snﬂware Tlat:eAn:live Trace Assembly o> ~
_ : . SIDEECKSBAEIEDITEWNSEETER
Studies Samples Analyses JRANE=IVE S Run Selector  Provisional SRA _ 7’“ N o
Chicken embryonic heart transcriptome sequencing E":”»*ﬁ’b &L\, You can see the origilan ID
i y—— (SRP038897) here, but click PRUNA239269.
Run Spots Bases Size GC content  Published Access Type
SRR1177086 1.8M 20Gbp 5100M 48 1% 2014-02-26  public

Quality graph (bigger)

This run has 1 read per spot:
[=1075, 0=685.6, 100%
& Legend

Experiment Library

SRX475467  Name Platform Strategy Source Selection Layout
PacBio embryonic chicken PacBio
BLAST
A SR OTHER TRANSCRIPTOMIC cDNA  SINGLE
Show design
- Sample - .
Biosample Description Organism Links
SAMNO2650959 Gallus * Model organism or animal sample for Gallus
(SR5561227) gallus gallus

» PRJNAZ39269 [Gallus gallus]

Bi’ SRA Study Title

PRINA239268 SRP038397 :_s[(:)?gr_rrr?sd sequencing of chicken transcripts and identification of new transcript

Show abstract @ 8




REDT—42

= NCBI

Resources [¥] How To [+

« ST =4

WXL, HAAETOADC IO ER
MEWDIRZ B ZET NIEPRIELNDIID
DEEDITHEELOTLIME,

Experience is the best teacher!

BioProject |BioProject ||

sea.ch

Advanced

Display Settings:

Gallus gallus (chicken)

Long-read sequencing of chicken transcripts and identification of new transcript isoforms.

The chicken has long served as an important model organism in many fields, and
continues to aid our understanding of animal development. More...

Accession: PRJNAZ392E9

ID: 239269 BigSammé

See Genome
Information for
Gallus gallus

Project Type: Transcriptome or Gene expression

Attributes: Scope: Multisolate; Matenial: Transcriptome; Capturg
type: Sequencing

Relevance: Model Organism

Project Data:

NMumber

Resource Name .
of Links

SEQUENCE DATA
SRA Experiments

PUBLICATIONS
PubMed
PMC

(OTHER DATASETS
BioSample

Jun 16 2015

* SRA Data Details

Parameter Value
Data volume, Gbases 2
Data volume, Moytes 10

Publications:

1. Thomas 5 et al, "Long-read sequencing of chicken transcripts and identification of new transcript
isoforms.”, PLoS One, 2014 Apr 15;5(4).e34550

Lineage: Eukaryots, Metazoa; Chordata; Cramiata; Vertebrata, Euteleostomi; Archelosaura, Archosauria;
Dinosauria; Saurischia; Theropods, Coelurosauria, Aves, Neognathae; Galloanserae; Galliformes; Phasianidae;
Phasianinae, Gallus; Gallus gallus [Taxonomy 10: 9031]

Grants:

"Bench to Bassinet Program™ (Grant 1D U01-HLOS81588, National Heart Lung and BLood Institute)

Submission:
Registration date: 24-Feb-2014
Gladstone Institutes




-m ZhiE. =7+ (Gallus gallusDiD s> 7
— L) M5 ESNT=RNA-seqT—%, QSRS*>

seqT
|§ O) 9 SAMNIZ. ED K5 TILHhLREGFENT=
= NCB| Sitemap Al Ij-:itﬂt_la.,-':_fE ch :E)O)h\;&*EIL/_F-a-ID The SAMN02650959
) Sequence Read Archive indicates the sample ID for chiken (of heart).

Studies Samples Analyses JULE=T0 Y

Run Selector Provisional SRA

Chicken embryonic heart transcriptome sequencing (SRR1177086) =2 on...

Metadata Reads Download

Run Spots Bases Size GC content  Published Access Type
SRR1177086 1.8M 20Gbp 510.0M 481% 2014-02-26  public

Quality graph (bigger)

This run has 1 read per spot:
[=1075, 0=685.6, 100%
& Legend

Experiment Library

SRX475467  Name Platform Strategy Source Selection Layout
PacBio embryonic chicken PacBio
BLAST
A SR OTHER TRANSCRIPTOMIC cDNA  SINGLE
Show design
- Sample - .
Biosample Description Organism Links
SAMNO2650959 Gallus * Model organism or animal sample for Gallus
(SR5561227) gallus gallus

» PRJNAZ39269 [Gallus gallus]

Bioproject SRA Study Title

PRINA239266 SRP038397 :_s[(:)?gr_rrr?sd sequencing of chicken transcripts and identification of new transcript

Show abstract 10




EEDT—4

Model organism or animal sample for Gallus gallus

ik, =7k (Gallus gallusD il igH >

L) IS ESNT-RNA-seqgT—4 , BSRSH
SAMNIX. EDQ XSSV TILAGREFEN
=3O EHELRTID,

|dentifiers BioSample: SAMNO2650959; Sample name: Embryonic chicken

Crganism Gallus gallus (chicken)

cellular organizms,; Eukaryota; Opisthokonta; Metazoa, Eumetazoa; Bilateria; Deuterostomia;
“ertebrata;, Gnathostomata; Teleostomi; Euteleostomi; Sarcopterygii; Dipnotetrapodomog
Amniota; Saurcpsida; Sauria; Archelosauria; Archosawria; Dinosauria; Saunschia;
Aves: MNeognathas; Galloanserae; Galliformes; Phasianidas; Phazianinae; Gallu

Package Model organism or animal; version 1.0

Atinbutes breed

age

White Leghom
embryo

biomaterial provider Bruneau lab, dstone Institutes
sex

tissue

PRJMNAZ3S26Y Gallus gallus
Retrieve all samples from this project

BioProject

Submission Gladstone Institutes, Sean Thomas: 2014-02-24

Accession: SAMNDZ650958 1D: 2650959

BioProject SREA

ardata; Craniata;
a; Tetrapoda,
poda; Coelurosauria;
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Site map All databases @&

= NCBI

Search

Il Sequence Read Archive

Main

Studies Samples Analyses JEULE:IIE Run Selector  Previsional SRA

Searc Downloa ubmit | Documentation oftware race frinve race
— _ ChBGSMIDERALESELEDTH D, The

DS RTULVSEHDIE. SRR1177086&L V51D
D A2 T—43,SRRIE., HB P TILIZDLN
T—BIDEER (Run) THELNI=ED. &LV
A A—2 .52 (Run) ZEDIDELVSE R, @
TFLAT—2DYTIL(FLA)ZEIZDIT

G'imbryonlc heart transczistoime sequencing SRR ID is similar to GSM ID when you learn
N (e in Functional Genomics (#%# "7'/1;%) |
Run Spots Bases Size GC content  Published Access Type —_—
SRR1177086  1.8M 20Gbp 5100M 48 1% 2014-02-26  public e_ 9,' '|' v GSE7BZ3 ¥
Quality graph (bigger) EEIE o 1= = E;l ﬁ
This run has 1 read per spot: e
L=1075, 0=685.6, 100% =Rl
& Legend
|| G5M184414.CEL CEL 7L
Experiment Lib E
S | ] GSM184415.CEL  CEL J7- L
SRX475467  Name Platform Strategy Source Selection _
PacBio embryonic chicken PacBio = EEnc AR R A CEL T7 L
to BLAST OTHER  TRANSCRIPTOMIC cDNA B
heart cONA SMRT™ ‘ ] G5SM184417.CEL  CEL Z7-IL
Show design || G5M184418.CEL CEL 27l
Biosample [s):;ncl::li:tion Organism Links || G5EM184419.CEL CEL J7 Tl
SAMNO2650959 Gallus * Model organism or animal sample for| - G5M184420.CEL CEL J7 Il
(SRS561227) gallus gallus T4
* PRJNA239269 [Gallus gallus] — GSM184421.CEL CEL 73 L
| | G5SM184422.CEL CEL 771l
Bioproject SRA Study Title o
Long-read sequencing of chicken transcripts and identification of new transcri GSMIRA423.CF CRL L2l
H |
PRINA239269 SRP038897 00914 1 | L | .
Show abstract




BT —%

£ NCBI

Resources ) How To [+

SRA |SRA v|s

5

Display Settings: [~ Full

SRX4T5467: Chicken embryonic heart transcrip
1 PACBIO_SMRT (PacBio RS) run: 1.6M =spots, 2(

Accession: SRXATSA6T

Experiment design: Collecting embryonic chicken
then incubated in Genesis Hova-Bators until tissue
stages 18-20, 25, and 32 and immediately flash fro]
TriZol (Life Technologies) by repipetting, and then {
with isopropanol, washed with 75% ethancl and the
cDNA synthesis mRMNA were punfied using the Strg
hybridized to oligo-dT magnetic beads, separated f
resuspended into the kit's elution buffer. First strang
(Clontech): The first cDNA strand was synthesized
Reverse Transcriptase (Clontech), the CDS |l oligg
order to add a consistent 5’ site for LD-PCR amplifi
primer: 5-ATTCTAGAGGCCGAGGCGGCCGALCA]
SMART IV oligonuclectide: 5-AAGCAGTGGTATCS
AAGCAGTGGTATCAACGCAGAGT-Z Library pref
and four separate size ranges were fractionated: [
extracted from the gel and SMRTbell libraries were

|r|:|-:r'i+-|r Rinerinnrne'ﬂ' Thﬂ I"r'lhulﬁ MASTE I"IE':IHE-I'" IIEiI‘ln’

KT —RERELLEEVVELL, FRBAL TULMV =D (F A
2T—RIZEAY 5FEM. B %EX;EODDB (SRA,
ENA, DRA) TRERZMNEGSHH . RIEFRSRP038897
D ESEKITDIDZEFEYIZSRREVNIIDZEIE S Z&T

. BRI —FEHRZFBkOHTI=VA O O0—FTES,
’f»l.\ —R&EUE. $9185 ) —FTHAHZEELH MBS,
The understanding of metadata information is

important. The number (1,849,778) by black arrow
m indicates the number of reads in this SRR ID.

RP033897 |

ave search Advanced

sequentially annealed to the SMRTbell templates using the DNA Polymgerase Binding kit (Pacific Biosciences). The
MagBead loading kit was used to load annealed templates onto a Pgfific Biosciences RS |l sequencer, and
sequencing was performed for each template library using the DNA Sequencing kit (Pacific Biosciences).
Sequences containing both 5" and 3" adapters were identified, affd the adapters and poly-A/T sequences were
trimmed. The resulting sub-reads were then mapped using GIAP (21) (2012-07-20 release, default settings) fo
the galGald genome assembly (11) .
Submitted by: Gladstone Institute
Study summary: SRP038597 - Long-read sequencing/of chicken transcripts and identification of new transcript
isoforms. - PRINA233268 - All expeniments - Run Sglector (more.
Sample: SAMNOZ2650959 » Model organism or ani

Library: PacBio embryonic chicken heart cDNA
Platform: PacBio SMRT™
Spot descriptor:

forward

1

Total: 1 run, 1.6M spots, 2G bases,
# # of Spot

1. SRR1177086 1,849 778

# of Bases Published
26 436.4Mb 2014-02-26

Run Size

|D: 65595,

Jun 16 2015
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= NCB| Sitemap Alldatabases @@

Il Sequence Read Archive

Search

Run Selector Provisional SRA

Studies Samples Analyses JULE=T0 Y

Chicke ic heart transcriptome sequencing

Metadata Reads Download

MDReadsZT%#0") v 3 HE. £8BT1,849,778
)—FDIEEBF|[EHREKDODHENTES,
N IEPacBioDFHAD T—ATIEXHHEDD
ENTENEGYRWESIRTHLSZEN T H
5. BIEAIT)—R &L, sequencerh iR A EY
SNT=-Wr F B D &, It can be seen that

the PacBio read data is long.

/

Run
SRR1177086

Sp
1.9

Metadata Reads Download

Filter: | Find

Quality graph (bigger)

& What does it do?

Filtered Download

@ What can the filter be applied to?
This run has 1 read p4

& Legend
< | 1] | 184978 | > |

Experiment Libra
SRXATAOT  Nan 4 SRR1177086 1 SRS561227

Pac 1, ber: default
i name: 1, member: defau

2. SRR1177086.2 SRS561227

Show design name: 2, member: default

I Biosample

3. SRR1177086.3 SRS561227

name: 3, member: default

4. 5RR1177086 .4 SRS561227

name: 4, member: default

2. SRR1177086.5 SR5561227

nams: 5 member: default

6. SRR1177086.6 SRS561227

nams: &6, member: default
7 SRE1177086 7 SRSAEE1227

advanced

[Itechnicgl reads [Iquality scores

opfions

View: [biological reads

Read

>gnl|SRA|SRR1177086.1 1
ATAGTTACCCCCACTCTTCAGCTACTCTGATTTTTACAATTAACTCAACAGCTATATAAT
ACATGCTGCTATACACCATTTCAATAGCGGGAAATTTTTTAACTGGGTAGCTATTTCATG
AGAATCTTCAGTTTCCGTATTTCTATCAACACTTAATTACAGGTTARAGGAAGCAATATAT
TTTATTGTTGTTTCAGCACTGACTACTGTTTCTCTCTCTCCTTTGTTTTTTGTTTTTTAT
GTATTACCCTGCTTTCTCTGCTAACTCTGTGTAATTACTGTTTAACTTGATATATTTTTT
ACTGAATTGACGAACATAGGTTT TAAGGAGAATTTTCCTTCAATGAGCAATACCCATGAC
ATAGTARACGGACGACACTCTTAGCCGTGTACACGCTGTTTAAATGATTTACTGTCAAGT
TTGTCCTCAAATGGGAATTGTTTAAGAACAATCGGACTAATTGATCTGCAGAAGACCTCAT
TCCAGACTTTAAATGGAATAACTTCCTTATCGCATTTAGTTTGTTGAACGTTTGARAATCA
GTTCAGGACGCACTTATGCCCTAATTCATAGAACTTTTTTTCACAATAATTGT GGAAAAT
GATCATTTTARATTACTGTCCGTATTT

Jun 16 2015
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FEBED S

)

Metadata Reads Download

Filtered Download | € What does it do?

Filter: | | | Find
& What can the filter be applied to?
< |11 | 184978 | > |

1. SRR1177086.1 SR5561227

name: 1, member: default

2. 5SRR1177086.2 SR5561227

name: 2, member: default

3. SRR1177086.3 SRS561227

name: 3, member: default

4 SRR1177086.4 SR5561227

name: 4, member: default

2. SRR1177086.2 SR5561227

nams: 5 member: default

6. SRR1177086.6 SR5561227

name: &, member: default

. SRR1177086.7 SRS561227

name: [, member: default

6. SRR1177086.8 SR5561227

name: &, member: default

9 SRR1177086.9 SR5561227

name: 9, member: default

10. SRR1177086.10 SRS561227

name: 10, member: default

scores by checking?!,, here.

DAV T4 RATERRSE=VNEFE, M DOTIE
BRRIGEOA)T4RAT DiRiRDFEELE=A., 2
HDBETRONDELDITIEARAIIZSanger
Quality Score&EL\V2EDIZHFi—IN TS, FUE
MDREWNZFEIF T4 E N EETRT , Bt
0-60F2E M ELH , You can see the quality

View: [Ibiological reads [ltechnical reads Wlquality scores advanced
options

Read

>gnl|SRA|SRR1177086.1 1
ATAGTTACCCCCACTCTTCAGCTACTCTGATTTTTACAATTAACTCAACAGCTATATAAT
ACATGCTGCTATACACCATTTCAATAGCGGGAAATTTTTTAACTGGGTAGCTATTTCATG
AGAATCTTCAGTTTCCGTATTTCTATCAACACTTAATTACAGGTTAAGGAAGCAATATAT
TTTATTGTTGTTTCAGCACTGACTACTGTTTCTCTCTCTCCTTTGTTTTTTGTTTTTTAT
GTATTACCCTGCTTTCTCTGCTAACTCTGTGTAATTACTGTTTAACTTGATATATTTTTT
ACTGAATTGACGAACATAGGTTTTAAGGAGAATTTTCCTTCAATGAGCAATACCCATGAC
ATAGTAAACGGACGACACTCTTAGCCGTGTACACGCTGTTTAAATGATTTACTGTCAAGT
TTGTCCTCAAATGGGAATTGTTTAAGAACAATGGACTAATTGATCTGCAGAAGACCTCAT
TCCAGACTTTAAATGGAATAACTTCCTTATCGCATTTAGTTTGTTGAACGTTTGAAATCA
GTTCAGGACGCACTTATGCCCTAATTCATAGAACTTTTTTTCACAATAATTGTGGARAAT
GATCATTTTAAATTACTGTCCGTATTT

One channel gquality =score

el 81 €1 €1 6l 61 61 ©1 &1 &1 €1 &1 &1 &1 €1 &1 &1 &l &l &l
61 61 61 61 &1 61 61 €1 61 &1 &1 &1 61 &1 61 &1 &1 &1 61 &1
61 61 61 61 &1 61 61 €1 61 &1 &1 &1 61 &1 61 &1 &1 &1 61 &1
61 61 61 61 &1 61 61 €1 61 &1 &1 &1 61 &1 61 &1 &1 &1 61 &1
61 61 61 &1 &1 61 61 €1 61 &1 €1 &1 61 &1 61 &1 &1 &1 61 &1
61 61 61 &1 &1 61 61 €1 61 &1 €1 &1 61 &1 61 &1 &1 &1 61 &1
£l & P B e B~ B~ T = I = Y = T -~ B~ B e H e A~ B . B - B~ B L
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name: 1, member. default

2. SRR1177086.2 SRS561227

name: 2, member: default

3. SRR1177086.3 SR5561227

name: 3, member: default

4. SRR1177086.4 SRS561227

name: 4, member: default

5. SRR1177086.5 SR5561227

name: 5, member: default

6. SRR11/77086.6 SRS561227

name: 6, member: default

7. SRR1177086.7 SRS561227

>gnl|SRA|SRR1177086.1 1
ATAGTTACCCCCACTCTTCAGCTACTCTGATTTTTACAAT
ACATGCTGCTATACACCATTTCAATAGCGGGAAATTTTTY
AGAATCTTCAGTTTCCGTATTTCTATCAACACTTAATTA
TTTATTGTTGTTTCAGCACTGACTACTGTTTCTCTCTCT
GTATTACCCTGCTTTCTCTGCTAACTCTGTGTAATTACT(
ACTGAATTGACGAACATAGGTTTTAAGGAGAATTTTCCTY
ATAGTAAACGGACGACACTCTTAGCCGTGTACACGCTGTY
TTGTCCTCAAATGGGAATTGTTTAAGAACAATGGACTAAT
TCCAGACTTTAAATGGAATAACTTCCTTATCGCATTTAGT
GTTCAGGACGCACTTATGCCCTAATTCATAGAACTTTTTY
GATCATTTTAAATTACTGTCCGTATTT

One channel quality score

)—FDIBEEFNZRTRT DDIZLERT, U4
TARATZRTYT DI=DIZ, HMFYRZIGEANR
—REWMBELETEHIEN OIS, CNIETF7AIL
YA ZXDEBMIZERET 570, DIELXFEH (1
XF)TIFN)TARAT7 =R\ ITOLEENE
fECTEDH NGST—RFEMDEE LD HFEM R
THAHAFASTQZ7MILDERIE. COBEEZHE
fE CETLINIESH &1L ZERE , Conventional way
of displaying quality scores (i.e., number, space,
number, *:*) is resource—hungry. The format of

£l 61 61 61 &1 61 61 €1 &1 61 €1 &1 &1 &1 &1
61 61 61 €1 61 61 61 @1 o1 61 61 ©1 61 &1 ol
61 61 61 €1 61 61 61 @1 o1 61 61 ©1 61 &1 ol
1 61 61 61 61 61 o1 61 o1 61 €1 61 el1 &1 ol

61 61 61 €1 61 61 61 61 61 61 61 61 61 &1 &1
61 61 61 €1 61 61 61 61 61 61 61 61 61 &1 &1
61 61 61 €1 61 61 61 61 61 61 61 61 61 &1 &l
61 61 61 61 &1 61 61 &1 &1 61 &1 &1 &1 &1 ol
61 61 61 61 &1 61 61 &1 &1 61 &1 &1 &1 &1 ol
61 61 61 61 &1 61 61 &1 &1 61 &1 &1 &1 &1 ol
61 61 61 €1 61 61 61 61 61 61 61 61 &1 &1 &l
61 61 61 €1 61 61 61 &1 61 61 61 61 61 &1 &1
61 61 61 €1 61 61 61 &1 61 61 61 61 61 &1 &1
61 61 61 €1 61 61 61 61 61 61 61 61 &1 &1 &l
6l 61 61 61 &1 61 &1 &1 &1 &1 &1 &1 &1 &1 &l
6l 61 61 61 &1 61 &1 &1 &1 &1 &1 &1 &1 &1 &l
6l 61 61 61 &1 61 &1 &1 &1 &1 &1 &1 &1 &1 &l
61 61 61 €1 61 61 61 &1 81 61 61 &1 61 &1 &1
61 61 61 €1 61 61 61 &1 81 61 61 &1 61 &1 &1
61 61 61 €1 61 &1 61 &1 81 61 61 61 &1 &1 &1
6l 61 61 61 61 61 61 &1 61 61 61 &1 61 &1 &1
6l 61 61 61 61 61 61 &1 61 61 61 &1 61 &1 &1
£l 61 61 61 61 61 61 &1 61 61 €1 &1 61 &1 &1
6l 61 61 €1 61 el 61 &1 81 61 61 &1 el &1 &1
6l 61 61 €1 61 el 61 &1 81 61 61 &1 el &1 &1
6l 61 61 €1 61 el 61 &1 81 61 61 &1 el &1 &1
6l 61 61 61 61 61 61 &1 61 61 61 &1 61 &1 &1
6l 61 61 61 61 61 61 &1 61 61 61 &1 61 &1 &1
6l 61 61 61 61 61 61 &1 61 61 61 &1 61 &1 &1
61 61 &1 &1 61 &1 &1 61 &1 &1 &1 &1 &1 k1

1 61 61 61 61 61 o1 61 61 61 61 61 61 61

FASTQ is designed for reducing the file size.

6l 61 &1 &1 ol
6l 61 &1 61l ol
6l 61 &1 61l ol
el 61 61 61 6l
el 61 61 61 6l
el 61 61 61 6l
61l 61 61 61 ol
61l 61 61 61 ol
61l 61 61 61 ol
el 61 61 61 6l
el 61 61 61 6l
el 61 61 61 6l
el 61 61 61 6l
61 61 61 61l &l
61 61 61 61l &l
61 61 61 61l &l
el 61 61 61 6l
el 61 61 61 6l
el 61 61 61 6l
el 61 61 &1 &l
el 61 61 &1 &l
el 61 61 &1 &l
el 61 &1 6l &l
el 61 &1 6l &l
el 61 &1 6l &l
6l 61 61 61 &1
6l 61 61 61 &1
6l 61 61 61 &1
6l 61 61 61 &1
6l 61 681 61 ol 16
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Metadata Reads Download

FMer| |

Find

Filtered Download

& What does it do?

< 1|1

| 184978 | > |

1. SRR1177086.1 SR5561227

name: 1, member: default

2| SRR1177086.2 [SRS561227

name: 2, member: default

3. SRR1177086.3 SRS561227

name: 3, member: default

4 SRR1177086.4 SR5561227

name: 4, member: default

2. SRR1177086.2 SR5561227

name: 5 member: default

6. SRR1177086.6 SR5561227

names: 6, member: default

. SRR1177086.7 SR5561227

name: [, member: default

6. SRR1177086.8 SR5561227

names: &, member: default

9. SRR1177086.9 SR5561227

read.

2ZB D) —FEBkD B, FRDH=UEH)
YOLBWNEHONEEND TE
BIDTSRS561227 1D &HT-YED')voLTL
FOERDECAIZRITESNTLELVET,

Click there, then you can see the second

=1
=]

B! e

advanced

[ltechnical reads Wlquality scores

options

View: [biological reads

Read

>gnl|SRA|SRR1177086.2 2
ATGGGGACAACTGCTTCTGGGTGTTCCACTGAAGGGACCCTGAGCCAGCAATCTCCTGCA
CAATGGCACTGACCAAGCTGAGAAGGCTGCCGATGACCCCACCATCTGGGCAARAGGTGCT
ACGCCAGAATCTGAGTCCCATTGGGCTGGAATCACTGGAGAGGCTTTTGCCAGCTATGCC
CTCAGTGACGAARAAACCTAACTTCCTCCAACTTTGATGTCACGCCAAGGCTCAGTTCAGT
r"rCGTEETCACGGCTCCAAGGCCTGAATGCCCATTGGCGGAAGCTTGAAGARCATCGATG
ACATTAGAGGTGCTTGGCAAACTACCCCAGCGAGCATGCATGCTTACATCCTCAGGEGT GG
CCCAGGTGAACTTCAAGCTGCTTCTTCCCACTGTATCCTGTGCATCTGTGGCCTGCCCGE
TATCCCAGTGATTTCACCCGAGAAGTTCATGCTGCGTGGGAGCAAGTTCCTGTCCAGACA
ATTMTCCTCTGTTCTCGACTGAGARATACGATAAAGGCTTTCCACACACTGGEGTTAGGCGA
CATGCATCCATGGCAACATAARRARARARMACACTAGCAAAGTTCTGGGGCTAATTCTTCCTA
TEGCACGTCCCCARACCATCCCTGCGCAGGGGCCTCAGCCACGCTCGTCAGACACCAATART
AATTAACTG

One channel gquality =score

name: 3, member: default 61 61 61 61 61 61 61 61 61 61 61 61 61 61 61 61 61 &1 61 &1
10. SRR1177086.10 SRS561227 61 61 61 61 61 61 61 61 61 61 61 61 61 61 61 61 61 &1 61 &1
name:ﬂlmemher: defau”— 2l g1 £1 £1 81 £l 8l ©l ol ol €1 £1 &1 &1 &1 £1 &1 81 81 ol
61 61 61 &1 61 61 61 61 61 61 61 61 61 61 61 61 61 &1 61l &1
61 61 61 61 61 61 61 61 61 61 61 61 61 &1 61 61 61 61 &1 &1
1 &1 [ [ £ | £1 | £1 £1 1 1 [y 1 [y [l [ e | |

Jum 62615
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3FB D) —FZEBkD B, PacBioDT—42(L!)
— R ZEIZERINRNERLGLHIEN T INYFET,

Metadata Reads Download

Filter: | | Find

Filtered Download

&£ What does it do?

< |1 | 184978 | > |

1. SRR1177086.1 SR5561227

name: 1, member: default

2. 5RR1177086.2 SR5561227

name: 2, member: default

3l SRR1177086 3 |SRS561227

name: 3, member: default

4 SRR1177086.4 SR5561227

name: 4, member: default

2. SRR1177086.2 SR5561227

name: 5 member: default

6. SRR1177086.6 SR5561227

names: 6, member: default

. SRR1177086.7 SR5561227

name: [, member: default

6. SRR1177086.8 SR5561227

names: &, member: default

9. SRR1177086.9 SR5561227

name: 9, member: default

10. SRR1177086.10 SRS561227

name: 10, member: default

advanced

[ technical reads
options

View: [biological reads Wlquality scores

Read

>gnl|SRA|SRR1177086.3 3
CAGTGGGGGACARACCTGCTCTGGGTGTTCACTGARAGGGAGCCTGACCAGCACTCTCCTGC
ACAATGGCAGCGACACAARAGCTGAGAAGGCTGCCGGACCACCATCTGGGCARAAGGTGGCT
ACCCAGATTGAGTCCATTGGGCTGGAATCACGTGGAGAGGCTTTGCCAAGCTATCTCARAC
GAAAACCCTCTTCCCCTCCTTTGAGTCAGCCATAGGCTCAGTTCAGCTTCGCTGGTCACG
GCTCCAAGGTCCTGATATGCCATTGGGGTAAGGCTGTGAGAACATCGATGACATTAGARG
GTGCTTTTGGCCCAAACTCAGCGAGCTTGTATGCAGTTACATCCTTCAGHGGTZEGTACTC
CAGGAAACTCAAGACTGGCTTTCACACTGGTATCCTGTGCTCTGTTGGCTGCCCGLTATC
CCAGTGATTTCATTCCCAGTAATGTTCTATGCTGCCGTGATGGACAAGTTCCTGTCCAGT
GGCATTTCCTCTGTTATGACTGAGAAATATCATGATAAATGGCGTTCCACACTGGGTTTT
AGGACCATGCATCTCATGZCACACAACAGCTGCCAAGTTTTCTGGGTATGTCTTCCTATG
CAGTCCCCCCAACTCCCCTCGCAGGGGCTCAGCCACCTTGCAGACCAACCAATTAARATAT
TCAATCTGTGAATAAAARGAAARCARADNCGRARAAND

One channel gquality score

61 61 61 &1 &1 61 61 €1 61 &1 &1 &1 61 &1 &1 61 &1 &1 &1 &1
61 61 61 &1 &1 61 61 €1 61 &1 &1 &1 61 &1 &1 61 &1 &1 &1 &1
61 61 61 &1 &1 61 61 €1 61 &1 &1 &1 61 &1 &1 61 &1 &1 &1 &1
61 61 £1 £1 &1 &1 &1 &1 61 &1 &1 61 €1 &1 &1 &1 &1 &1 &1 &1
61 61 £1 £1 &1 &1 &1 &1 61 &1 &1 61 €1 &1 &1 &1 &1 &1 &1 &1

Jum 62615
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Metadata Reads Download

Filter: | | Find

& What does it do?

Filtered Download

< |1 | 184978 | > |

1. SRR1177086.1 SR5561227

name: 1, member: default

2. 5RR1177086.2 SR5561227

names: 2, member: default

3. SRR1177086.3 SRS561227

name: 3, member: default

4 SRR1177086.4 SR5561227

name: 4, member: default

2. SRR1177086.2 SR5561227

name: 5 member: default

6. SRR1177086.6 SR5561227

names: 6, member: default

. SRR1177086.7 SR5561227

name: [, member: default

6. SRR1177086.8 SR5561227

names: &, member: default

9. SRR1177086.9 SR5561227

name: 9 member: default

SRS561227
It

advanced

[ltechnical reads Wlquality scores

options

View: [biological reads

Read

>gnl|SRA|SRR1177086.10 10
ATTGGGGCCCTTTCGGCTTCTGGCTGCCCAAGGATTGGCGCCCAAGGCCGAAGAAGGGAG
GCCGGGTGCCAGCCGAAGACGGGAGGCAAGGGAAGGGCGCTGGAAGGCCAAGAAGGCGTT
CCTGAAGGAGCCCAGCCACAAGARAGARGARAGATCCGCACATCACCCACCTTCGGGGAGGC
CCARGACCCTGCGCCTGCGCGGCAGCCARATCCCCCGGCAAGAGCGCCCCAGGAGGRACA
AGCTTGGGACCCCATATGCCATTTCAAGTTCCCTTTGACCACAGAATCTGTCAATGARGA
AGAATAGAGGAGTAACAATACTCTGGGTTTTCATTGTTGATGTCAAGGCAARCARGCACC
AGATCARRARCAGGCAGTACAAGAAGCTGTATGATATTTGATGGTGGCCAAGGGTCARCAC
CTTRAGTAAGGCCCTGATGGGGAGAAGAAGGTTACGCTCCGACTGGCCTGCCTGACTACG
ATGCGTTGATGTAGCCAACAGATTGGAATCATCTAARCTTGCATCTGCCAAGGACTGTAC
GAAGATAATAARCCACTGTG

One channel gquality =core

61l 61 £1 £1 &1 61 &1 &1 61 &1 €1 &1 €1 &1 &1 &1 &1 &1 &l &1
61l 61 £1 £1 &1 61 &1 &1 &1 &1 €1 &1 €1 &1 &1 &1 &1 &1 &l &1
61l 61 £1 £1 &1 61 &1 &1 &1 &1 €1 &1 €1 &1 &1 &1 &1 &1 &l &1
61l 61 £1 £1 &1 61 &1 &1 &1 &1 €1 &1 €1 &1 &1 &1 &1 &1 &l &1
6l 61 £1 €1 &1 61 &1 &1 &1 &1 &1 &1 €1 &1 &1 &1 &1 &1 &l &1
6l 61 £1 €1 &1 61 &1 &1 &1 &1 &1 &1 €1 &1 &1 &1 &1 &1 &l &1
6l 61 £1 €1 &1 61 &1 &1 &1 &1 &1 &1 €1 &1 &1 &1 &1 &1 &l &1

S0 21 I Pl gl = il | Falll| | e Y o e I o Y i N il gl Pl gl =1 ol |

Al

Al

Al

Al
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—= NCBI

Studies Samples

N\ I\ 3

Chicken embryonic heart transcriptome sequencing

Metadata Reads Download

f=Lr &= (&, Download2 7 #9)vwod X
L\L\O)T(itlb\b\i-d—b{. "o I\EEH:H&L/-CIJ:

Site map All databases @ Search SELNEF A,

Il Sequence Read Archive

Analyses BRULN=1-1VEC18 Run Selector  Provisional SRA

Change accession...

(SRR1177086)

Filter: |

Find Filtered Download | & What does it do?

& What can the filter be applied to?

= 1 E

1. SRR1177066

name: 1, member:

2. SRR1177086

Jun 16 2015

Studies Samples Analyses ERULESIGEETE Bun Selector Provisional SRA

Chicken embryonic heart transcriptome sequencing

(SRR1177086) Change acc

Metadata Reads Download

The SRA Toolkit has the capacity to use (and download) data directly from NCBI site.

If you want to cache whole run on your disks - please use prefetch utility. Read more at Downloading SRA data using
command line utilities.

To select a list of runs accessions for given experiment, sample or study/bioproject please use SRA Run Selector:

1. Experiment: SRX475467
2. Sample: SR5561227
3. Study: SRP038897

20




_m DFRBDEDYH%EI LTS, B
> » TOEIGRECIZHEYES , LT, QT

» D\
9 Ij I\ Runinfo Table | &l Accession List JODLYT

Search [ Download T MBEEOTXRRI7AIILTHY .. BEID
—FEHRAETEND DD TG UR)

Studies Samples Analyses EULESIGEEE Bun Selector  Provisional SRA EEU

Chicken embryonic heart transcriptone e IR R s i
Search: [SRS561227 | | &l X
Metadata Reads Download
_ ) w Hide commeon fields
The SEA Toolkit has the capacity to use (and dowrn Assay Type: OTHER
If you want to cache whole run on your disks - pleaj BioProject: PRJNAZ39269
command line utilities BioSample: SAMND2650959
_ ' _ _ _ BioSampleModel: Model erganism or animal
To select a list of runs accessions for given experinl Center Name: GLADSTONE INSTITUTE
i Consent: ublic
1. Experiment: SRX475467 P 0
2. Sample: SRS561227 D LibraryLayout: SINGLE
3. Study: SRP0388597 Library Name: PacBio embryonic chicken heart cD
LoadDate: Feb 26, 2014
MBases: 1896
MBytes: 456
Organism: Gallus gallus
Platform: PACBIO_SMRT
ReleaseDate: Feb 26, 2014
Run: SRR1177086
SRA Sample: SRS8561227
SRA Study: SRP038897
Sample Name: Embryonic chicken heart
age: embryo
biomaterial provider:  Bruneau lab, Gladstone Institutes
breed: White Leghorn
Sex: not determined
tissue: heart
Runs Bytes Bases |=] Download
Jun 16 2015 Total: 1 486.00 Mb 190G | RuninfoTable | | Accession List 21
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Resources ) How To [+

& NCBI

Arooa—RIEZISAhSARE
o You can download here.
Do NOT click here.

Sign in to NCBI

SRA |SRA

v| SRP038897 |

*

[ Search’

Save search Advanced

Display Settings: [~ Full

SRXAT5467: Chicken embryonic heart transcripi
1 PACBIO_SMRT (PacBio RS) run: 1.6M =spots, 2(

Accession: SRXATSA6T

Experiment design: Collecting embryonic chicken
then incubated in Genesis Hova-Bators until tissue
stages 18-20, 25, and 32 and immediately flash froj
TriZol (Life Technologies) by repipetting, and then {
with isopropanol, washed with 75% ethancl and the
cDNA synthesis mRMNA were punfied using the Strg
hybridized to oligo-dT magnetic beads, separated f
resuspended into the kit's elution buffer. First strang
(Clontech): The first cDNA strand was synthesized
Reverse Transcriptase (Clontech), the CDS [l cligg
order to add a consistent 5’ site for LD-PCR amplifi
primer: 5-ATTCTAGAGGCCGAGGCGGCCGALCA]
SMART IV oligonuclectide: 5-AAGCAGTGGTATCS
AAGCAGTGGTATCAACGCAGAGT-Z Library pref
and four separate size ranges were fractionated: [
extracted from the gel and SMRTbell libraries were

|r|:|-:r'i+-|r Rinerinnrne'ﬂ' Thﬂ I"r'lhulﬁ MASTE I"IE':IHE-I'" IIEiI‘ln’

Help

Send to:
Related information

Y

. T T OTT TUIUL TS, AT
SMRTbell templates with cDMA inserts were purified. The sequencing primer and then the polymerase were then
sequentially annealed to the SMRTbell templates using the DNA Polymerase Binding kit (Pacific Biosciences). The
MagBead loading kit was used to load annealed templates onto a Pacific Biosciences RS |l sequencer, and
sequencing was performed for each template library using the DNA Sequencing kit (Pacific Biosciences).
Sequences containing both 5 and 3" adapters were identified, and the adapters and poly-A/T sequences were
trimmed. The resulting sub-reads were then mapped using GMAP (21) (2012-07-20 release, default settings) fo
the galGald genome assembly (11) .
Submitted by: Gladstone Institute
Study summary: SRP038597 - Long-read sequencing of chicken transcripts and identification of new transcript
isoforms. - PRINA233268 - All experiments - Run Selector (more. )
Sample: SAMND2650959 + Model organism or animal sample for Gallus gallus (more )
Library: PacBio embryonic chicken heart cDNA (more. |
Platform: PacBio SMET™ (more )

Spot descriptor:
forward

1
Total: 1 run, 1.8M spots, 2G bases, 485.4Mb )

# # of Spots

1. SRR1177086 1,849,778

# of Bases Published
2G 436.4Mb 2014-02-26

Run Size

|D: 655957

Jun 16 2015
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Sequences n:entemlng both 5" and 3’ eu:leptere were |dentrf ed, and the ad
trimmed. The resulting sub-reads were then mapped using GMAP (21) (3
the galGald genome assembly (11) .

DFHoA—RIEITHSEEE, @NCBI SRAMLE ™

VO—KRTERET—ADER (L srabl VDEDTY,

PacBioD#EAD N T—RIE. #81)—F#H 591858 . Q)

2714 IL A4 XE$I510MBTT DT, BEDFHHLAN
RETCIEENIFEZTLEAS D O—RA[EETY,

Submitted by: Gladstone Institute

Study summary: SEP033857 « Long-read sequencing of chicken transcripts and identification of new transcript

isoforms. = PRJMNAZ2392E65 « Allexnerlﬁ"eﬁte F'.u"| eelen:ter mnore

Platform: PacBio SMET™ (more )
Spot descriptor:

] foreard

Total: 1 run, 1.8M spots, 2G bases, 486.4Mb @ P

# Run # of Spots  # of Bases Size Published
1. SRR1177086 1,849 778 2G 486.4Mb 2014-02-26

ID: 655957 ‘

ftp—trace.ncbi.nim.nih.gov

D ALTLTEE L,

FTP T«4L-2k!) /sra/sra—instant/reads/ByRun/sra/SRR/SRR117/SRR1177086 /

IHAT7O—5—TC0 FTP A FaFn i 21003, ak F—FBLT. [FR]1F 550 [THR70—F—T FTP Yl #

| fEE E T s
02/26/2014 12:00487 510,036,379 SRR1177086.5ra

@

et

Jun 16 2015
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Contents
m > hOS 532 (Introduction)
0 NGST—4#EE] (single—end: PacBio: SRP038897) by NCBI SRA (SRA)
1 NGST—4#E%] (single—end: PacBio: SRP038897) by DDBJ SRA (DRA)
0 NGST—4#EER (single—end: llumina; GSE36469) by ENA, DRA, and SRA
0 NGST—%4#1£8 (paired—end: Illumina: GSE42960)

0 /\itDB&77’f)l/ﬂ/_t(Publlc database and file format)
O ke
[0 SRA, DRA ENA, .sra& fastq, 5 1& 0D 75 [A] 14 X034 =%

0 NGST—4H15 (SRAdb/ v r—2)
s SRPO17142
s SRP016842

m QC(Quality Control)
O T—3DEAKEZBD HQuality Check

m QuasR/\wH—
m FastQC
m iRpE2, 3
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D RA D — A THADDBJ SRA (DRA)TEESD B,

v {2 F—)l | R/ — | {BR (last modified 2015/06/10) NEW

» (A% FERD {2 — )1~ FE B (last modified 2015/04/02)

* (HIF+FE)

L] E --"Ld:' |
» HINT =R

B|E&EE . BUPacBioAL S —KF—%4
(SRP038897) Z#BksD 5, XIE. B KFr =1k

DDBJI&srafle 1=+ TEKFASTQR K TEH
by~ 2 — L (last modified 2015/02/20) T —3%IRHELTWVAD T, A RRA,

modified 2015/04/03)
odified 2015/02/15)

AT & P ey ZAMERR)F 2T LR — {E'I,ftf] | FEEI—2 (14
.E%l—ﬂﬂhll I Ee o = I Mt L= #4. a h o BT | -4
cB3E(N HUINT—4
« FEE |+
» BFEEF 1. Tlumina/36bp/single-end/ human (SEA000299) data (Mariom et al. | Genome Res.. 2008)
: zii :: ;KJJE 28. Ilumina GAIIx/76bp /pared-end Drosophila or Illumina HiSeq 2000/100bp/ paired-end Drosophula (SRP009459;
. %ﬁg b O GSE33905) data (Gravelev et al._ Nature, 2011; Brown et al._ Nature_ 2014)
. BEE L T gl g NI Ry A T — 2(modENCODE), 29 dissected tissue samples® strand-specific, paired-end®
751 biological replicates (duplicates W2 €27 .
8%l 29. Ilumina HiSeq 2000/36bp/single-end/ Arabidopsis (SEP011435; GSE36469) data (Huang et al., Development, 2012)
21 2O R AFO22ALEEAT — 51 4 DEX-treated vs. 4 mock-treated
111 30. PacBio/xxx bp/Human (ERP003225) data (Sharon et al._ Nat Biotechnol._ 2013)
: E O EHERNA-seqT — |EIZ—FICL-TELGVET,
31. PacBio/xxx bp/Chicken (SRP038897 by DRA; SRP038897 by ENA; SEP038897 by SRA) data (Sharon et al., PLoS
1 One 2014)
Y ZOFUOESRNAseqT — T BEFIEIIY —FITko TRUYET,
181 32, kemerBEIRAH® T & LACTID D S ML FASTAR .07 1 I (sample3? ref fastad sample3? nos fasta) T,
15] SOIREM ESOUTOTL ;REEEJ%EEELJL@ 5. 201REEO B ELAFE 10U —F ol T S8 LigELIchD T
20} . BEOFEINT AL %, A 28%, GRY 8%, TAS 2%l LT ET . U rL - ZECHI(RAET A L BD DA
2 Tllun sample3? ref fasta T, 101 —F 7575 B{RIENGST — S sample3? nos fasta T, ) —F E201BET100 —FHO T
S F—2)L20018 &7, S0EEM ST O A LELTID 4R — T AL TV A &I TP E T (4% coveragel CTH

L) Ab0O [NGS | ARIERIS 220l —vg T =8 | G4 L7G1E BERS| M H plie e » B CEIL T,

ik F1 - "comnlead? poaf Facta™ #4P N 0F 4 ILEFIET| Tont £330
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3l

PacBio/xxx bp/Human (E
EF D EERNA-seqT — N s — >
PacBio/xxx bp/Chicken (SEP038897 by DEA; SEP033397 by ENA; SEP0383897 by SRA) data (Shar M L) ? (-j- ‘i S £$ E"] “ U — |~ @ iﬁ%ﬁa
One, 2014)

'

;

25) data (Sharon et al., Nat Biotechnel., 2013)
Ol —FIcL T BGUET .,

RFLTEDSRR~ ELVSRun IDIZ

kOB EMTESIET A,

2 DRASearch

Study Detail

Title

Study Type

Send Feedback " Search| [ BkDHSNEILY. ELVOBITEH S

Long-read sequencing of chicken transcripts and
identification of new transcript isoforms.

Transcriptome Analysis

The chicken has long served as an important
model organism in many fields, and continues to
aid our understanding of animal development.

MNavigation

SubmissionSRAL142153

ExperimentSRX475467

Sample SRS561227
< >

A2 DpRASearch

De

Cel
Title

Cop

FASTQ SRA

Experiment Detail

Chicken embryonic heart transcriptome sequencing

Collecting embryonic chicken heart RMA Chicken eggs were stored at
42C after laying and then incubated in Genesis Hova-Bators until

Send Feedback Search Home DRA Home

Navigation

Submission SRA142153 FTP
Study SRPO38897
Sample SR5561227

tissue was harvested. Hearts were dissected from embryos at HH Run SRR1177086 “SFASTQ ““SRA
stages 18-20, 25, and 22 and immediately flash frozen in M2. The
hearts were homogenized and suspended in TriZol (Life

Terhnnlnniech by reninsttinn  and then total BRMA was aviracted intn
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A2 DRASearch Send Feedback F Search Home F DRA Home
FASTO SRA
Experiment Detail Mavigation
Title Chicken embryonic heart transcriptome sequencing Submission SRA142153 IFTP

Collecting embryonic chicken heart RMA Chicken eggs were stored at Study SRP038897
4°C after laying and then incubated in Genesis Hova-Bators until Sample 5R5561227
tissue was harvested. Hearts were dissected from embryos at HH Run SRR1177086“FASTQ ““5RA
stages 18-20, 25, and 32 and immediately flash frozen in N2. The
hearts were homogenized and suspended in TriZol (Life

, DRASearch Send Feedback V" Search Home F DRA Home

FASTO SRA

Run Detail Navigation

Alias Chicken embryonic heart transcriptome sequencing SubmissionSRA142153E5FTP

Instrument model Study SRP038897

Date of run ExperimentSR}:4?546?F AST SFUV

Run center L4 >

Number of spots 1,849,778

Number of bases 1,989,004,881

READS (joined) quality_| show rows << < / 184978

Capyright@DNA Dats Bank of Japan. All Rights Reserved.
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30. PacBio/xxx bp/Human (ERP003225) data (Sharon et al.. Wat Biotechnol., 2013)

3l

D EFHERNA-seqT —HTF , BLFIEIF) —FICL-TEGVET .

PacBio/xoox bp/Chicken (SRP038897 by DRA: SRP038897 by ENA: SRP038897 by SRA) data (X OMNEENTLNS,

LEESRIFT LUV XX DT —2 1, FASTQZ
FAILDFELEERSINTHELTAHO—
FMN TGN ERH D 1FRIEI D
RSN TIEMoT=hH, 201556 A13HIZ

One_2014) |
_ ., DRASearch Send Feedback @ Search Home © DRAMGMe
T
Study Detail igation
Title Long-read sequencing of chicken transcripts and SubmissionSRA142153IFTP .
identification of new transcript isoforms. ExperimentSRX475467
. ) = EAST
Study Type Transcriptome Analysis bl
Sample SRS561227
The chicken has long served as a < >
model organism in many fielg®] and continues to
aid our understanding cf4nimal development.
Ab 2 DRASearch Send Feedback P Search Home\ » DRA Home
FASTQ SRA
De
c Experiment Detail Navigation
el
Title Chicken embryonic heart transcriptome sequencing Submission SRA142153 P
Cop Collecting embryonic chicken heart RMA Chicken eggs were stored at Study SRPQ38897
42C after laying and then incubated in Genesis Hova-Bators until Sample SR5561227
tissue was harvested. Hearts were dissected from embryos at HH Run SRR1177086 “9FASTQ ““SRA
stages 18-20, 25, and 22 and immediately flash frozen in M2. The
hearts were homogenized and suspended in TriZol (Life
Terhnnlnniac) hw raninettinn and then tntal BRMA wae aviracted intn
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Experiment Detail MNavigatiol /

Chirken embrvonic heart transcrintome sequencing Submissy
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m > hOS 532 (Introduction)
0 NGST—4#EE] (single—end: PacBio: SRP038897) by NCBI SRA (SRA)
0 NGST—#4#EER (single—end: PacBio: SRP038897) by DDBJ SRA (DRA)
1 NGST—A#EE] (single—end: Illumina; GSE36469) by ENA, DRA, and SRA
0 NGST—%4#1£8 (paired—end: Illumina: GSE42960)

0 /\itDB&77’f)l/ﬂ/_t(Publlc database and file format)
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m QC(Quality Control)
O T—3DEAKEZBD HQuality Check

m QuasR/\wH—
m FastQC
m iRpE2, 3

Jun 16 2015

30



a2 - lllumina@single-end 7 —% (GSE36469) ZRk&H S

G S E ) S R P o RIE. BARER=1B0D— A T SEuropean
Nucleotide Archive(ENA)TEk& 5, ENAlZgzip/E
o A=) AT —3F last modified 2015/06 NEW v - 2 =t B >
LN 0 | LAFASTOR R 77 A NERBL TG, 1
+ (IR P EUEEL 3T =D (2] — L (last modified 201510220 ENAIZ1 DD T—2ty NI D155 GSE36469H
S ) RN 5ill L 5SRP011435) [ZB Y S D SRR DD

¢ ATV ROZNMERN $25 LORERY — 0T 7) | EHI-2 EIREEHE T HEEITEATT . T I1EXEE
- —- . Ml 1 ] P 1] — | o= . a R I, Y I L - -1
i) g M D GSE36469H 5SRP011435& VSR %
« FIFE b+ 78 I —i= A\
» BFEEF 1. Tlumina/36bp/single-end/ human (SEA000299) data (arioni et al Hﬂ'ﬁf?é%] lEO){K*Eh 2o
- SFE L [Kidney 7 samples vs Liver 7 samples| D ERNA-seqD 1B {E FFHIRI 757 —2( “*Llptll*’nr" taryTable? txt) T 9 . 7o
+ HEE T DM RE(LS pM and 3 pM) T —T 2SN TEY, 13 pMDH D545 samples vs. 5 samples]. [1.5 pM
* §§ :: ?Eﬂggﬁ 27. Ilumina HiSeq 2000 (GPL14844)/50bp/single-end Rat (SEP037986; GSE53960) data (Yu et al.. Nat Commun.__
* T 2014)
EEHE S 0D 1050 385 = ME R 2 3B 2R ) <43 2B 18ER (2. 6, 21, 104 weeks)=4 biological replicatestD 513200 -2 L4573 %
958 : T
1071B| 28. Tllumina GAIIx/76bp pELIIEd end Drosophila or Illumina H15eq 2000 IDDbp paired-end Drosophila (SEP009459;
i}g:}g GSE33905) data (Graveley et al., Nature, 2011; Brown et al.. Nature, 2014)
1§§I g a2 g IO e TR T — 2(modENCO 29 dissected tissue samples®D strand-specific, paired-end
14 (D biological replicates (duplicates Ve T2T7 9 ., 3
11:2 29 Tlumina HiSeq 2000/36bp/single-end/ Arabidopsis (GSE36469) data (Huang et al | Development_2012)
175 O R ZAFTO2EE IR T — 5 4 DEX-treated vs. 4 mock-treated
18518 FEZEFRPTIT. GEEI460D AL TN T 290, BAEL =30 DB( SEP011435 by SRA; SEP011435 by
}E@HE DRA; SRP011435 by ENA) 2L BETE EY.
- “'§_ 30. PacBio/xxx bp/Human (ERP003225) data (Sharon et al. Nat Biotechnol., 2013)
2. glmrﬁma D EFHERNA-seqT — 2T, BCA|EIZ) —FICL - TEGUET,
UERE 31, PacBio/xax bp/Chicken (SRP038897 by DRA; SRP038897 by ENA: SRP038897 by SRA) data (Sharon et al . PLoS
One, 2014)
Z O EERNA-seqT —HTH , BLAEIFV—FICL - TEGVET,
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29, Tlumina HiSeq 2000/ 36bp/single-end/ Arabidopsis (GSE36469) dat

Status
Title

3
g
DRA

Crganism
Experiment type
Summary

Series GSE36469

GSE36469M')> 5. NCBIOGEOELVSHFI]
DB, CDOR—U DT DIFXSIZSRP011435& V5 1F
NP5, (GSE36469TH T >THHDIRELMT
BM) ZDSRP IDTENAZHIER T 2D HE R A A

Query DataSets for GSE36469

Public on Jul 12, 2012

High-thoughput Illumina RMA sequencing to identify downstream target genes
of RABBIT EARS (RBE) in the flowers of Arabidopsis thaliana

Arabidopsis thaliana

Expression profiling by high throughput sequencing

In order to identify putative downstream target genes of RBE, we sequenced
mRNA from dexamethasone (DEX) and mock treated transgenic Arabidopsis
line 355:GR-RBE (RBE coding region fused to a glucocorticoid receptor domain
driven by the constitutive 355 promoter) floral tissues. We compared the
results from DEX and mock treatments and focused on the 832 genes whose

DB( SRP011435 by SRA; SAP01143

5 by
5
)

expression was significantly reduced (P

compared to mock-treated plants. In 1 Platforms {1}
(EEP1) as a candidate target of RBE, v
muolecular and genetic analyses. Regulati
normal floral organ formation in Arabidop)

Samples {(8)

G5ME94355

mRMNA fr

GPL13222 Illumina HiSey 2000 (Arabidopsis thaliana)

DEX-treated 355:GR-REE floral buds, biclogical

H More... replicatg 1, techinical replicate 1
Overall design We used two biological replicates, each G5M324356 mRNY from DEX-treated 355:GR-REE floral buds, biclogical
hour DEX or mock treated floral tissues td . e .
repljfate 1, techinical replicate 2
Contributor(s) Huang T, Lépez-Giraldez F, Townsend 1P, G5M894357 mANA from DEX-treated 355:GR-REBE floral buds, biclogical
Citation{s) Huang T, Lépez-Girdldez F, Townsend JP, plicate 2 techinical FE[}”C-'EIIZE 1
expression to effect floral organogenesis. !
(12):2161-9. PMID: 22573623 .
Submission date  Mar 13, 2012 Relations
Last update date Dec 19, 2014 SEA SEP011435
comestname  Trancesc opee BioProject PRINA153403
-mail francesc.lopez@yale.edu
Organization name Yale University
Department Department of Genetics Download family Format
Lab YCGA ) I
ctrect address .0, Box 27386 SOFT formatted family file(s) SOFT
City West Haven MINIML formatted family file(s) MIMiML
State/province CT . . : Y ¥
e Series Matrix File(s) TXT
Country usa
Supplementary file Size Download File type/resource
GSE36469 L0 _output_combined_final.txt.oz 1.2 Mb (ftp}(http) TX
SRP/SRP0O11/SRP011435 (ftp) SRA Study
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25. Mlumina HiSeq 2000/36bp/single-end Arabidopsis (GSE36469) dat A HY) Z(DSRP ID CENAZHEIER T 2D N H AR A

O+ ZFZAFO2ERAEHT — 4 4 DEX-treated vs. 4 mock-trearen
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Study: SRP011435

High-thoughput Illumina RNA sequencing to identify downstream target genes of RABBIT EARS (RBE) in the flowers of Arabidopsis thaliana

Send Feedback &4

View: XML Download: XML
Submitting Centre Study Type Read Count Base Count W
GEOQ Transcriptome Analysis 279,860,758 10,074,987,288
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" LN W SRPO11435TENAZBEIL IR, ZhENDIDD % RS

ENA

Showing results 1 - 8 of 8 results

ZN—BBER, 1DNDSRP IDIZxLT. 8DMDSRR IDATFEHE

G HZEMNDH B, For understanding the overall

relationship of various IDs, [ recommend you to utilize ENA.

Study secondary Sample secondary Experiment Run Tax Scientific Instrument Library Fastg Fastq
accession study accession sample accession  accession ID name model layout files files
accession accession (ftp) (galaxy)

PRINA153493 SRP011435 SAMNO0811243 SRS300127 SRX120185 |SRR444595| 3702 Arabidopsis Illumina SINGLE File1 File1
thaliana HiSeq 2000

PRINA153493 SRP011435 SAMNO0811244 SRS300128 SRX120186 |SRR444596| 3702 Arabidopsis Illumina SINGLE File 1 File 1
thaliana HiSeq 2000

PRINA153403 SRPD11435 SAMNOO811245 SRS300129 SRX120187 |SRR444507| 3702 Arabidopsis Illumina SINGLE File 1 File 1
thaliana HiSeq 2000

PRINA153493 SRPD11435 SAMNO0811246 SRS300130 SRX129188 |SRR444598| 3702 Arabidopsis Illumina SINGLE File 1 File 1
thaliana HiSeq 2000

PRINA153493 SRPD11435 SAMNO0811247 SRS300131 SRX129189 |SRR444599( 3702 Arabidopsis Illumina SINGLE File 1 File 1
thaliana  HiSeq 2000

PRINA153493 SRP011435 SAMMNO0811248 SRS300132 SRX129190 |SRR444600| 3702 Arabidopsis Illumina SINGLE File1 File1
thaliana  HiSeq 2000

PRINA153493 SRP011435 SAMNO0S811249 SRS300133 SRX129191 |SRR444601| 3702 Arabidopsis Illumina SINGLE File 1 File 1
thaliana  HiSeq 2000

PRINA153493 SRP011435 SAMNOOS811250 SRS300134 SRX129192 |SRR444602| 3702 Arabidopsis Illumina SINGLE File 1 File 1
thaliana ~ HiSeq 2000
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Showing results 1 - 8 of 8 results

FREHmNXHISEHMNEN ., DT lEsingle—endT —4275:0) TSINGLE &
EMNTLVSD, Qpaired—end T —3DIHZ S FFEHNPAIREDERY)
SRR IDZ&1Z22DM 774 )L(File 1&File 2)IZ2H N TIEHMESIH S,

et

Fastg
files

(ftp)

File 1.
File 1.
File 1
File 1
File 1
File 1.

File 1.

File 1.

Fastg
files

(galaxy)

Study secondary Sample secondary Experiment Run Tax Scientific Instrument Library
accession study accession sample accession  accession ID name model layout
accession accession
PRINA153403 SRPD11435 SAMNO0B811243 SRS300127 SRX120185 SRR444505 3702 Arabidopsis Illumina SINGLE
thaliana HiSeq 2000
PRINA153403 SRPD11435 SAMNO0811244 SRS300128 SRX120186 SRR444506 3702 Arabidopsis Illumina SINGLE
thaliana HiSeq 2000
PRINA153403 SRPD11435 SAMNO0O811245 SRS300129 SRX120187 SRR444507 3702 Arabidopsis Illumina SINGLE
thaliana HiSeq 2000
PRINA153493 SRPD11435 SAMNO0811246 SRS300130 SRX129188 SRR444598 3702 Arabidopsis Illumina SINGLE
thaliana HiSeq 2000
PRINA153493 SRPD11435 SAMNO0811247 SRS300131 SRX129189 SRR444599 3702 Arabidopsis Illumina SINGLE
thaliana ~ HiSeq 2000
PRINA153493 SRP011435 SAMNO0S11248 SRS300132 SRX129190 SRR444600 3702 Arabidopsis Illumina SINGLE
thaliana  HiSeq 2000
PRINA153493 SRP011435 SAMNO0OS811249 SRS300133 SRX129191 SRR444601 3702 Arabidopsis Illumina SINGLE
thaliana  HiSeq 2000
PRINA153493 SRP011435 SAMNOOS811250 SRS300134 SRX129192 SRR444602 3702 Arabidopsis Illumina SINGLE
thaliana ~ HiSeq 2000 ‘
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FASTQZ7AIILER 0 O0—K9 5156, ENATIE
gzip Efig (FEEEF Hgz) SNT=FASTQI7A4ILELTIR
HINTWS, 1771 HT=Y%I1.41GBf=M 5. 518
Ay O0—KR9 BT TI0GBRBIZEAEMET S,

galaxy)

Study secondary Sample secondary Experiment Run Tax Scientific Instrument Library Fastg
accession study accession sample accession  accession ID name model layout files
accession accession (ftp)
PRINA153493 SRP011435 SAMNO0811243 SRS300127 SRX120185 SRR4445905 3702 Arabidopsis Illumina SINGLE File 14
thaliana HiSeq 2000
PRINA153493 SRP011435 SAMNO0O811244 SRS300128 SRX120186 SRR444506 3702 Arabidopsis Illumina SINGLE File 1
thaliana HiSeq 2000
PRINA153403 SRPD11435 SAMNO0O811245 SRS300129 SRX120187 SRR444507 3702 Arabidopsis Illumina SINGLE File 1
thaliana HiSeq 2000
PRINA153493 SRPD11435 SAMNO0811246 SRS300130 SRX129188 SRR444598 3702 Arabidopsis Illumina SINGLE File 1
thaliana HiSeq 2000
PRINA153493 SRPD11435 SAMNO0811247 SRS300131 SRX129189 SRR444599 3702 Arabidopsis Illumina SINGLE File 1
thaliana  HiSeq 2000
PRINA153493 SRP011435 SAMMNO0811248 SRS300132 SRX129190 SRR444600 3702 Arabidopsis Illumina SINGLE File 1.
thaliana  HiSeq 2000
FrR_] 181 E2A0D o e T e e P e ) CARRMOOCSY 4 FAD [mad e e ' s e e ] Conal e e e T I T | CDDAAASO 20T Aprabidsemeis Ty v b Lot ] 1 el I Cil~ 4
ftp.sra.ebi.ac.uk 7*= SRR444595.fastq.qz (1.41 GB) ZE <. FEEFFEELETH?
PRIN
J7 LB (0) ®E(E) v | el
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DRA

29 Tlumina HiSeq 2000/36bp/single-end/ Arabidopsis (GSE36469) data (Huang et al.. Development, 2012)

O« 72+ ZFC2EEEEFHT — 4 4 DEX-treated vs. 4 mock-treated

[FZER P TIT. GSE3469D AMTEN TV E T, HAEL =3 D DB( SEP011435 by SRA; SEP011435 by

DRA: SEP011435 by ENA) Ao b il T £,

@

2DRASearch

Study Detail

Title High-thoughput Illumina RMNA sequencing to identify downstream target
genes of RABBIT EARS (REE) in the flowers of Arabidopsis thaliana

Study Type Transcriptome Analysis
In order to identify putative downstream target genes of RBE, we
sequenced mRNA from dexamethasone (DEX) and mock treated

Abstract transgenic Arabidopsis line 355:GR-RBE (RBE coding region fused to a
glucocorticoid receptor domain driven by the constitutive 355 promoter)
floral tissues. We compared the resul .. [more]

Description

Center Name GEOQ

~@-

Send Feedback

03/25/2013 12:009%] 1,365,387.683 SRR4445085.fasty.be?

MNavigation

Submission SRAQ50735
Experiment SRX129185

Sample

Search Home DRA Home
ETP
FASTQ
SRX129186 - FASTQ
SRX129187 | FASTQ
SRX129188 4FASTQ
SRX129189 | FASTQ
SRX129190 - FASTQ
SRX129191 E4FASTQ
SRX129192 - FASTQ
SRS300127
SR5300128
SRS300129
SRS5300130
SRS300131
SR5300132
SRS300133
SRS5300134
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1.41GB, DRAMNBA O O—K95E1.37GB,
BSRANSA Y O—K4 540.92GB

29, Tlumina HiSeq 2000/ 36bp/single-end/ Arabidopsis (GSE36469) data (Hu
O R+ A O2EE LLEEHT —4: 4 DEX-treated vs. 4 mock-treateq
RER P TIL, GSEIG460D ANVRS N T ET A, BAEL=%D
DRA: SEP011435 by ENA) Ao b il T £,

(965,960,145 bytes: 1KB = 1,024 bytes), @!)
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Results: 8
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GSME94362: mRNA from mock-treated 355:GR-RBE floral buds, biological

replicate 2, techinical replicate 2; Arabidopsis thaliana; RNA-Seq
1 ILLUMINA {Illlumina HiSeq 2000) run: 36.7M spots, 1.3G bases, 735.8Mb downloads
Accession: SRX129192

GSMB94361: mRNA from mock-treated 355:GR-RBE floral buds, biological
replicate 2, techinical replicate 1; Arabidopsis thaliana; RNA-Seq

T ILLUMINA {Illumina HiSeq 2000) run: 38.3M spots, 1.4G bases, 900.8Mb downloads
Accession: SRX129191

GSMB94360: mRNA from mock-treated 355:GR-RBE floral buds, biological
replicate 1, techinical replicate 2; Arabidopsis thaliana; RNA-Seq

1 ILLUMINA {Illlumina HiSeq 2000) run: 36.1M spots, 1.3G bases, 866.3Mb downloads
Accession: SRX129190

GSMB94359: mRNA from mock-treated 355:GR-RBE floral buds, biological

replicate 1, techinical replicate 1; Arabidopsis thaliana; RNA-Seq
1 ILLUMINA {Illlumina HiSeq 2000) run: 39.7M spots, 1.4G bases, 926 6Mb downloads
Accession: SRX129189

GSMB94358: mRNA from DEX-treated 35S:GR-RBE floral buds, biological
replicate 2, techinical replicate 2; Arabidopsis thaliana; RNA-Seq

1 ILLUMINA {Illlumina HiSeq 2000) run: 27.1M spots, 975.7M bases, 668.4Mb downloads
Accession: SRX129183

GSMB94357: mRNA from DEX-treated 35S:GR-RBE floral buds, biological
replicate 2, techinical replicate 1; Arabidopsis thaliana; RNA-Seq

T ILLUMINA {Illlumina HiSeq 2000) run: 29.4M spots, 1.1G bases, 721.9Mb downloads
Accession: SRX129187

GSMB94356: mRNA from DEX-treated 35S:GR-RBE floral buds, biological
replicate 1, techinical replicate 2; Arabidopsis thaliana; RNA-Seq

1 ILLY mina HiSeq 2000) run: 32 1M spots, 1.2G bases, 779.1Mb downloads

; g1 26

GSMB94355. mRNA from DEX-treated 35S:GR-RBE floral buds, biological
replicate 1, techinical replicate 1; Arabidopsis thaliana; RNA-Seq
1T ILLUMINA {(Illumina HiSeq 2000) run: 40.4M spots, 1.5G bases, 921.2Mb downloads

SREX129185: GSM894355: mRNA from DEX-treated 353:GR-RBE floral buds, biclogical replicate 1, techinical
replicate 1; Arabidopsis thaliana; RNA-5eq
1 ILLUMINA (Numina HiSeg 2000) run: 40.4M spots, 1.5G bases, 921.2Mb downloads

Accession: SRX129185

Experiment design: n/a

Submitted by: GEO

Study summary: SEP011435 « High-thoughput lllumina RMA sequencing to identify downstream target genes of RABBIT
EARS (RBE) in the flowers of Arabidopsis thaliana - PRJNA153493 - All experiments - Run Selector (more

Sample: SAMMO0S11243 » mRNA from DEX-treated 355:GR-RBE floral buds, biological replicate 1, techinical replicate 1

Library: GSMB94355: mRNA from DEX-treated 355:GR-RBE floral buds, biological replicate 1, techinical replicate 1

Spot descriptor:

; forward

Experiment attributes:
GEO Accession: GSM894355
Total: 1 run, 40.4M spots, 1.5G bases, 921.2Mb & P

# Run # of Spots # of Bases  Size  Published
1. SRR444595 40,422 066 156G 921.2Mb 2012-07-13

ID: 1475
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S RA Ilumina@ 36 bp single—end7T —

— NCBI Sitemap Alldatabases @ Search

IIh Sequence Read Archive

Trace Assemoy Trce BLAST

Studies Samples Analyses IEATLGE=li'E-1@ Run Selector  Provisional SRA

Change accession.
GSM894355: mRNA from DEX-treated 355:GR-RBE floral buds, biological replicate 1, techinical
replicat@dopsis thaliana; RNA-Seq (SRR444595)

Metadata Reads Download

Run Spots Bases Size GC content Published Access Type

SRR444505 | GSM894355: mRNA from DEX-treated 355:GR-RBE floral buds, biological replicate 1, techinical
replicate 1; Arabidopsis thaliana; RNA-Seq (SRR444595)

Quality graph (big|

This run has 1 r Metadata Reads Download

@ Legend Filter: | | | Find | | Filtered Download |@ What does it do?
i 7
Experiment | € YVhat can the fiiter be applied to?
SRX129185
< 1 |1 4042207 | = View: [Ibiological reads [Jtechnical reads Wlquality scores advanced options
Read

1. SRR444595 1 SR5300127

Biosample | name: GA-K_004571:1:2896:1080, member: >gnl|SRA|SRR444595.1 GA-K_0045:1:1:2896:1080
SAMNO0S1124 g?;aalgtel v 1080 GGNGGAGATGTTGTGACTGGTGGTGGTGCTGAGACA

(SRS300127)

2. 5RR444595.2 SRS300127

name: GA-K_004571:1:3404:1080, member: One channel quality score
default

- 3404, y- 1080
% Y 30 30 2 24 20 30 33 33 33 33 38 38 38 35 33 35 33 35 35 36
3. SRR444595 3 SRS300127 32 37 35 32 37 33 20 33 32 30 36 20 38 38 31 23

|_name: GA-K 0045:1:1:3631-1080 member
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Contents
m > hOS 532 (Introduction)
0 NGST—4#EE] (single—end: PacBio: SRP038897) by NCBI SRA (SRA)
0 NGST—#4#EER (single—end: PacBio: SRP038897) by DDBJ SRA (DRA)
0 NGST—4#EER (single—end: llumina; GSE36469) by ENA, DRA, and SRA
1 NGST—4#%%#H (paired—end: Illumina; GSE42960)

0 /\itDB&77’f)l/ﬂ/_t(Publlc database and file format)
O ke
[0 SRA, DRA ENA, .sra& fastq, 5 1& 0D 75 [A] 14 X034 =%

0 NGST—4H15 (SRAdb/ v r—2)
s SRPO17142
s SRP016842

m QC(Quality Control)
O T—3DEAKEZBD HQuality Check

m QuasR/\wH—
m FastQC
m iRpE2, 3
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paired-end T —4#t£R

o A=)l | R ST =30 | {ER) (last modified 2015/06/10) NEW
« (HF#FERD A 2 — ) &F2 8l (last modified 2015/04/02)

« (HFEFENER T — 2D 2 — )| (last modified 2015/02/20)
« EREEVOH|AE modified 2015/04/03)
« T INT =8 odified 2015/02/15)

lllumina@paired—endT—%4 (
GSE42960) “ENATEREEkH S

v B AT DA BRI F 25 LR — ST L) | EE a2 (1
- E% |—'~.—.| Al 1 ) BPYE |l —m=) T e | [ A B Ta k. I I 2 Tl (s 1Y
cB3E(N HUTNT—4
« FEE |+
» BFEEF 1. Tlumina/36bp/single-end human (SEA000299) data (Marion et al | Genome Res_ 2008)
- SFE L [Kidney 7 samples vs Liver 7 samples| M RNA-seqD Bz TR IR 77T — 2(Supplementary Table? =) TF . -
« BEH NI 2 0MBRE(LS pM and 3 pM) T — T o 23N THEY. 13 pMDHDHY35 samples vs. 5 samples]. [1.5 pM
o JEE |} M HDH2 samples vs. 2 samples] ¢ SERET T . SupplementaryTable? tet® T 217 )L TR & 751 B LI - F1R
cm3 | FoASBBIMDOUET, FETEEIT LT 8 T T (R RO Figure 15 bH Y T ):
75|18 : RIL1Eidney (3 pM)
8¥|B : R1LZLiver (3 pM)
S5 : r1L3Ridney (3 pM)
1058 : RiL4Liver (3 pM)
11818 - mi1ET i wer (3 -l
11 24 Tlumina/75bp/single-end’human (SEA061145) data {Wang et al . Nucleic Acids Res 2013)
] E F R 385FE1 L8 FH T — 21 normal human bronchial epithelial (HBE) cells, human lung cancer A549, and H1299 cells
25. Tllumina HiSeq 2000/ 100bp/paired-end human (GSE42960) data (Chan et al., Hum. Mol. Genet._ 2013)
bR PBMCEL T T IL D2 FFELLERT — 2 RN 7 )l (FRDAOS-UT and FRDA19.UTB) vs. —JF /7
I ALEER I 7 ) (FRDAOS-NicoX FRDAIS NB)., [REFRPTII. GSE429600 A0V e TW W 90 HAER
=#&D DB( SRP017580 by SRA: SRP017580 by DRA: SRP017580 by ENA) DSB8 TEE T,
NT I ET —R0OSRRE33902_1 fastq® M HELT. m —F4YE P T B ST, SRR633902 1 subfastg
TAERNL TLvET . wrteFastgf# 0 T 2o JL b A7 37201 press=T (., gapEM 7 F-ILaALEd. 2T
compress=F & T IFEH 7 Il =T ET .,
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paired-end

—\

oh

« ST =4

— LR

O —

. Ilumina HiSeq 2000/ 100bp/ patred-end human (GSE42960) data (Chan et 3

EFPBMC LB T IO 2R RERAT — 2 R ANIER Y T (F
ZFNIBEF 2T 7 L (FRDAOS-Nico FRDA1S NB), [E&E;

RT—3D2DDT77A4IL(x 1 x&* 2%) 25
FEhd, 54 TILEIFWN A, &5 %S
DoA0—k95E. CELEH10GBIEEICES

@paired—endDZE L. 1DDSRRIDD!)—

= %D DB( SRP017580 by SRA; SRP017580 by DRA: SRP017580 by ENA) o LilER T ES,

AU-UT and FEDAIFUIB) 5 — 17 72
P TI. GSEE%D@%@EEH‘%& HER

Showing results 1 - 4 of 4 results
Study Secondary Sample Secondary Experiment Run Tax Sdentific Instrument Library Fastg Fastqg
accession study accession sample accession accession ID model layout files files
accession accession (ftp) alaxy)
PRINA183043 SRPD17580 SAMNO1831455 SRS380020 SRX210736 SRR63300 Homo Hlumina PAIRED File 1 1
sapiens HiSeq 2000 File 2 Wle 2
PRINA183043 SRPD17580 SAMNO1831456 SRS380021 SRX210737 SRpH33002 0606 Homo llumina PAIRED File 1 File 1
sapiens HiSeq 2000 File 2 FEile 2
PRINA183943 SRP0O17580 SAMNO01831457 SRS380022 SRX2107 SRR649759 9606 Homo Hlumina PAIRED File 1 File 1
sapiens  HiSeq 2000
PRINA183943 SRP0O17580 SAMNO1831458 SRS380023 SpA210739 SRR649760 9606 Homo Hlumina PAIRED File 1 File 1
/ sapiens  HiSeq 2000
¥
ftp.sra.ebi.ac.uk 7'S SRR633901_1.fastq.qz (1.64 GB) TE <. FERFFEFLETHV
7T ERC(O) FF(S) |~ FvAILC)

Jun 16 2015
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] TSk

DRATHT=RLC, b—%2JLTH92.92GB,

paired-endT—4#1£R

/

25. Illumina HiSeq 2000/ 100bp/patred-end human (GSE42960) data (Chan et al., Hum. Mol. Genet._ 2013)

EPBMCEL S - F IO 2R ERT — & FMIEFE2Y 7 )l (FRDADS-UT and FRDA19.
I AIEEF 2T T UL (FRDADS-NicoX FRDAIS NB)., EEFSR P TII. GSE429600 A0V e N T EdH5 BHER

Jvs. ZOF T

= #D DB( SEP017580 by SRA; SRP017580 by DRA: SRP017580 by ENA) o LiBER T E S

/

Study Detail

Navigation

Jun 16 2015

Titl The effect of nicotinamide on dysregulated genes associated with frataxi Submission SRA062939 IFTP
e deficiency in FRDA. Experiment SEX210736 FASTOQ RA
Study Type Transcriptome Analysis SRX210737 FASTQ RA
To investigate the efficacy of nicotinamide treatment using our ex—fivo SR%210738 FASTO ©SRA
primary lymphocyte model, we performed high-throughput RNA SRX210/39 FASTQ “5RA
Abstract sequencing on libraries generated from untreated and nicotinarfide Sample SR5380020
treated samples. Overall design: PBMC isolated from FRDA affected SR5380021
individuals were cultured to prepare .. [more] SRS380022
Description SRS380023
Center Name GEO
042172013 1200981 / 18,428 SRREESSH0] .fastg. hey
—_
04/21/2013 12:00F5r 1,485,828,538 SRRE33901 1.fastq.hz?
042172013 12:009-87 1,435,635,248 SRRE33A0] 2.fasto.hz?
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N SRATH 1B, h—5 L TH12.68GB.

paired-endT—%4%#L£R /

25. Illumina HiSeq 2000/ 100bp/patred-end human (GSE42960) data (Chan et al., Hum. Mol. Genet._ 2013)
b+ PBMC&L v 2 LM 23T — 2 R MIEFF2 7 )L (FRDAOS-UT and FRDA1S.UTB) vsf —JF 7
I AIEEF 2T T UL (FRDADS-NicoX FRDAIS NB)., EEFSR P TII. GSE429600 A0V S N T RS, BAER
= %D DB( SRP017580 by SRA; SRP017580 by DRA: SRP017580 by ENA) o LilER T ES,

SREX210736: GSM1054021: FRDADS-UT; Homo sapiens; RNA-Seq
1 ILLUMINA (llumina HiSeq 2000) run: 22 4M spots, 4.5G bases, 2. 5Gb downloads

Accession: SRX210736

Experiment design: n/a

Submitted by: GEO

Study summary: SEP017530 - The effect of nicotinamide on dysregulated genes associated with frataxin deficiency in
FRDA. - PRINA183943 - All experiments = Run Selector (more..

Sample: SAMNO1831455 « GSM1054021: FRDAOS-UT (more.. )

Library: (more...

Platform: lllumina \more...)
Spot descriptor:

Experiment attributes:
GEO Accession: GSM1054021
Total: 1 run, 22.4M spots, 4.5G bases, 256 @ @

# Run # of Spots # of Bases  Size  Published
1. SRRE633901 22,419,833 458G  2.5Gb 2013-04-03

ID: 286859 ‘

12A7/2012 12:00987 2,676,835,597 SRRES3901 .sra
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« ST =4

paired-endT—4#1£R

EFPBMCEL VS T LD 2 B LEETHT — 2 F NI 2 7L (FRDAOS-UT and FRDA19.UTB) vs.

DI2DIT7AILIZEEDHLNT
W2ELDNHHBHEITY . &5l
[EFRBA, 74 )L A X B,

. Illumina HiSeq 2000/ 100bp/paired-end human (GSE42960) data (Chan et al.. Hum. Mol. Genet.. 2013)

I AEREF 2T T L (FRDAOS-NicoX FRDAISNB)., BZEFFRIXPTIE. GSE42960D A VRN TWnvET BEx
= %D DB( SRP017580 by SRA; SRP017580 by DRA: SRP017580 by ENA) o LilER T ES,
Showing results 1 - 4 of 4 results
Study Secondary Sample Secondary Experiment Run Tax ScientifiZ Instrument Library Fastg Fastq
accession study accession sample accession accession ID model layout files files
accession accession (ftp) (ogalaxy)
PRINA183043 SRP017580 SAMNO1831455 SRS380020 SRX210736 SRR633001 0606 Hlumina PAIRED File 1 File 1
sapiens HiSeq 2000 File 2 File 2
PRINA183043 SRP017580 SAMNO1831456 SRS380021 SRX210737 SRR633002 Homo llumina PAIRED File 1 File 1
sapiens HiSeq 2000 i File 2
PRINA183943 SRP0O17580 SAMNO1831457 SRS380022 SRX210738 SRR644759 9606 Homo Hlumina PAIRED
sapiens  HiSeq 2000
PRINA183943 SRP017580 SAMNO1831458 SRS380023 SRX210739 ARR649760 9606 Homo Hlumina PAIRED
sapiens  HiSeq 2000
4
ftp.sra.ebi.ac.uk 'S SRR649759.fastq.gz (2.08 GB) ZE<h. ERRFEFELETHV?
7 ILERE(O) FFS) - Fv A2I(C)
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paired-endT—4#1£R

SZEANBDZNTTYINAAT
[FZHAONFEAN., BAAFIH
NiZEEGalaxyb B RAAATY,

25. Illumina HiSeq 2000/ 100bp/patred-end human (GSE42960) data (Chan et al., Hum. Mol. Genet._ 2013)

EFPBMCEL VS T LD 2 B LEEEHT — 2 FMIFF2 1 7L (FRDAOS-UT and FRDA1S.UTB) vs. —JF -7
T AIEEF 2T T UL (FRDADS-NicoX FRDAIS NB)., EEFFR P TII. GSE429600 A0V N T E TS5 BAER

= %D DB( SRP017580 by SRA; SRP017580 by DRA: SRP017580 by ENA) o LilER T ES,

Showing results 1 - 4 of 4 results

Study Secondary Sample Secondary Experiment Run Tax Scientific Instrument Library Fastg | Fastq

accession study accession sample accession accession ID name model layout files | files

accession accession (ftp) | (galaxy)

PRINA183043 SRPD17580 SAMNO1831455 SRS380020 SRX210736 SRR633001 0606 Homo Hlumina PAIRED File 1 | File 1
sapiens HiSeq 2000 File 2 | Eile 2

PRINA183043 SRPD17580 SAMNO1831456 SRS380021 SRX210737 SRR633902 9606 Homo llumina PAIRED File 1 | File 1
sapiens HiSeq 2000 File 2 | Eile 2

PRINA183943 SRP0O17580 SAMNO1831457 SRS380022 SRX210738 SRR649759 9606 Homo Hlumina PAIRED File 1 | File 1
sapiens  HiSeq 2000

PRINA183943 SRP017580 SAMN01831458 SRS380023 SRX210739 SRR649760 9606 Homo Hlumina PAIRED File 1 | File 1
sapiens  HiSeq 2000
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N GBEIS oIS Ac plarchives/2715 DBCLSA A% £ DHBEEH.
- Gal Iso b ded.
TlpS Galaxy:é)j:sxx)( alaxy can also be recommende

o DBCLS

Database Center
for Life Sclence

\X

TA—CDNT
7R
H—ERX
AR

A —
FIOER
SREVWEDHE

2015/01/19

HaT—INR—AEBBRAIACSadvanced(AJACSa) =EEEOHHSE

mi—f = AR BEF—4As—IiE=EsSa)acsadvanced]AACsa | = REEDEHS T

S AT AEET —59R—E A —(DBCLS) [&. 2014F48 ENENEGEFRRER EEH) RICT

[ZE5h] ZEAERLTVET, BF]
DBCLS=ESMFARBLELZ. EDJ
ETZEUELAEDELL, CDEEST
EBEAIACS (http://events.biosciend
HELTVWSEEY - ILBT—IR—Z
BRMELNBICDOVWTIN XA TEE|
F9. ETECE. FLLWIROSEER

HEs: 2015F1827H(X) 10:00-17:(
http://www.nig.ac.)p/about/map.htm
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FRIDED

10:00-10:30 #i&F—H~—ALEDBCLS & (3? thE 551 (DBCLS)
10:30-11:00 DDB] ¥t {£— (DDBI)

11:00-11:40 FANTOMSS—5 MEF|HiE )l B (RIKEN CLST)

FEOE

13:00-13:50 NGST—5~—2A18% P2 IZE (DBCLS)
13:50-14:40 ERTFHERF— YT /\FF &3 (DBCLS)
14:40-15:00 AE(+ /(O RBF)

15:00-15:50 CRISPR/Cas94% —4w MECFIEEET PIEE HEE (DBCLS)
15:50-16:40 galaxylC £ 2NGSERIT M ZEF (DBCLS)
16:40-17:00 {kE8
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FR -1+ Y Galaxy R
A O
H5rof

Contents

About / Member

News

Galaxysf—1a,

GalaxyTWiki

GalaxyeML

B AT e Wiki

Galaxy Workshop Tokyo 2015

E E9TS F9SoY—

Pitagora-Galaxy = VM + Cloud + Japan Community

PROS%E T — 2T

C A T EERESEL o =L AT -0 o0 - —E R
BLTRLY. IHSI22eT Galaxy 7O 2D Tool Shed
A VO-FERILINTEE . £ Galaxy #HEF5 T
FEIC1T. SEE FADIEEREEY O L O-FELE T AN
AFTELTAEL LD

I CEE N7
B2AAL 711 3 Galaxy TIF LIF 0w —)LeD =570 —Hdhie

ToLINEEFATTLE5A. D Galaxy DIZERVL
VoI EESTN BATY I DENT AZ B TEE Y .

w—ILED—ST0—

HIIEZMT 5

Pitagora Network 0 A—") 5 2 HCE 8T 24 . Galaxy
Hi—=Uan Py 7 FOEER IEREER L. Galaxy FI A
FEDQEAFMELITELLICHVET . @RI AT
APTT,)

Fr57Y—

FRARIEEENICIHEBRIICEZZE
2IAATELDITKEDIE, You
should learn various strategies
for analyzing NGS data.

FAEA T AN AMEED

T AFRIC GalaxyE Bl ThE T, A Ea T — SRR 1 —
LD =070 DS TENIE. 20T 2 A L Galaxy
=i = ERAL TS

FRRF AR~

Fd 2 RIBREEADOUO-FTS

C MY+ T4 Oracle VidualBox = {#- T &I/ 3LT
SHCBET Galaxy HEIFEFRILTNET .

HAE 3. OTOFTED

Fio. 2O+ T3 Amazon Web Services (AWS) % {#H- T
T SRR 2 T A Galaxy FHESE ERA TR AEFRSTLTL
T AWS [TIEBSRESN DT B FILOTD =070 —%
ETLA RO MIERMC B O H 2%, AT LEBADEDE
FCLTE .

H5IFTES
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0 NGST—#4#EER (single—end: PacBio: SRP038897) by DDBJ SRA (DRA)
0 NGST—4#EER (single—end: llumina; GSE36469) by ENA, DRA, and SRA
0 NGST—4#E%] (paired—end: lllumina; GSE42960)

m NHEDBET7A )L K (Public database and file format)
[ FRRA1
SRA, DRA, ENA, .srat fastq, 5 1% D A1 O 7%

NGST—4E118 (SRAdb/ Sy —0)
m SRP017142
m SRP016842

m QC(Quality Control)
O T—3DEAKEZBD HQuality Check

m QuasR/\wH—
m FastQC
m iRpE2, 3

[
[
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) i 2014 FEFTDHEREH

o An old slide used in 2014
~NHDB

m DDBJ Sequence Read Archive (DRA; H)

bzip2 EMEFASTQR, K (fastq.bz2) ESRA-lite FE K T 7 A L TH I O—KE[ BE
m ENA Sequence Read Archive (ERA; Ff)

gzip EHEFASTQR2 X 774 )L (fastq.gz) TR > A—K Al
m NCBI Sequence Read Archive (SRA; )

SRAF.KX TH > O—FHA[gE

http://trace.ddbj.nig.ac.jp/news/2011-01-05.html 50
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" A == 20145 EETORBEH
*$Qfd:77/r)l/ﬂ:2ﬁ”' - An old slide used in 2014

m [FHRE: SRA—full > SRA-lite > FASTQ > FASTA
SRA-full : 18 & BRI, A1) T41EH. Intensity|EHRGEEERLUNDET
SRA-lite : SRA-fullhvSIntensity|F R E RV TEEEL=ED
FASTQ:IEEFHEVF ) TARBDANBEDHED
FASTA:IEEFEH DHMNEEHED
7454 X (SRA-full : SRA-lite : FASTQ : FASTA)
m6:3:2:1
s {f: SRA-fUlllZFASTQMD #I31E

http://rgm22.nig.ac jp/mediawiki—ogareport/index.php/RAW _DATA archiving/sharing at DDBJ
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0
/3 #DB(Public DB)

DDBJ Sequence Read Archive (DRA; H)

bzip2 [ L #HEFASTQHZ X (fastq.bz2)
SRAFS KX 774 JL(sra)

ENA Sequence Read Archive (ERA; FX)
gzip[EMEFASTQR, X 77 A )L (fasta.gz)
NCBI Sequence Read Archive (SRA; )

SRAFS KX 774 JL(sra)

B DSRAIL., SRA(-ful)&SRA-lite &
L\I2DDRANFELTL =, Ch
(XU—FIEEBF| EOF ) TAIBERD
(2. HNumina@Intensity& LN F R A
B (SRA-fulD M EF/ELIA(SRA-
lite) ELVDELY, B [Intensity|F it
RELTULD, ERICIEIFEALE
FHNTLELENS T ETNCBIA
Intensity[RERDIRFELODT=, TH
K Z . SRA-fullESRA-lite ELVD X
DHENELEY  EERELTIE
SRA-lite D & D FF M 5755 .sra&ld
SHLEFDDOLN=T7A LA RS
NTWSDOMNFEEDIKR . Current
public databases provide mainly two
kinds of format (i.e., .fastq and .sra).

DDBID R E 1&— 54 124t 1F#R, Thanks to Dr. Kodama, Y. 52




] J Ak 00 | NGS | BCBIIEY{S | FASTQ or SRA | Z4FEDBHW HFEp11-13 FASTQR: K D774 IL B4 X%

77’( ) l/ﬂ:z Et(file fo rm ats) file size for FASTQ compared to

m FASTA format FASTA is roughly two—fold.
1178 : ">"TIELFSH—1TDdescriptionfT
21TH B2 IEER

FASTARSR D#921Z ., 827B1, The

>SEQ ID
GATTTGGGGTTCAAAGCAGTATCGATCAAATAGTAAATCCATTTGTTCAACTCACAGTTT

m FASTQ format
1178 :“"@ " TIXLF 51T Ddescription{T
2178 EEHIIE
31TH "+ XL FSH11T (DdescriptionT)
ATH VA ) T115HR

Jun 16 2015

@SEQ_ID
GATTTGGGGTTCAAAGCAGTATCGATCAAATAGTAAATCCATTTGTTCAACTCACAGTTT
_l_

LUUR ((((FF%+) ) $%%++) (%3%3) . 1***—4% 1 1)) **55CCE>>>>>>CCCCCCCE5

http://en.wikipedia.org/wiki/FASTQ_format
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0 J A+ 0 | NGS | BeIERIS | FASTQ or SRA | 22 £DBH HREpl7 — B HIE.sra® [FO DT HEfastg

2 =t (£ T7AINEYETF7AILHALZXH
774 LR Z(file formats)  iihorocrs. mromn
m SRA format NIFRENE/TT GELE),

FASTQIZH YT DIER + 1> TYIRIEBRHBHD
201546 BIRTE. .sra®E5h  .fastg.bz2 or .fastg.gz&WUHT7 AL
HA XN, ELREBAIE, EREEORLET—HA4T RFE)IE
HOFRIZEKD,
m 64 bits/base (2008) -> 6 bits/base (2012)
TEXFRAMEKTIIGLNAFIRKX (ENP Z B TR THEKRAEH)
s (B9 2)THFRAMERXDSAMT7AILEYENAF UK DBAMT 7
AIDIFEIDNT7AILTAZXHINENESIZ, NAFIBKIZTHA)Y
MEKREFLY,
HEFIFFASTORR D KS5%isequenceanf=!) —RERE1EINT S
WPYUATHO=M. EbT—R2E6ERT / LIZRYE VS LT=-BAMTE
KI7MINDEIFFEHTREFITSAAAENE () I7LUREFIZAL
1=IE#8&; reference-based compression) [ZKELTRLTLVS,
s FASTQESRARBITD 774V A X DEALEICBET HERITEELR
[ZIEYDDH B
DDBIDRE 1&— 4. MR- E RIEIFH,

Jun 16 2015 Thanks to Dr. Kodama and Dr. Nakamura 54



" BET AR BT CE KR
= . [CIEHYFEE A, 2HEDBEIDEIEIC
# X (Miscellaneous) 7o TR £
- /_L}-;HEDBODZ I‘l/_ 9(storage)Fn'5]£'rE A, The storage problem is critical.
ACGTDIEHRIF2 bit TRITATEE, Quality scoreffiRMNT—2D K
BREhadH b,

s ScoreDREEEZLLTIFAN YA REEIBT B ARMELERIN TS
T—RDKITIESRAFSK T774I)L, DDBITIL., sraZ 7 ILE AN
ELTFASTQZERL =0 DZFIRIEL TN TULNS D, ZDFASTQ
J7M1IERISETEED R THLEEKRE,

s DDBJTsrald I CIZREIN DD, FASTQIXEMENFONAZLATLL
F1-.srabFASTQRI AR ET—2EMN2{E(ZHLHND TRMITEES
B ..

Jun 16 2015 DDBJ®D F TR — S 4 124t 1E#R, Thanks to Dr. Nakamura Y. 55



" A DDBJMHE & (workshop) 2015
= 6 12BIZHDT=EITT . CD&LD

. = D AN
DDBJIng BB HEEAEELTREEHREAT.

DNA Data Bank of JTapan
HOME > FIFRDF3|ZF = DDBling EHES E#T%H : 2015.6.15.

DDBJing &=

YREID DDBling BE2(3. 2015EMECEETETCT.

' DDBling EBE&E& &3 ?

DDBJ Tl3. DDB) HHEME B —ER&#E- TuiiE< o&% "DDBling"” &R L. DDBI Z&DEHITERAL TELZHIC
[ DDBling #&=] #FEELTVWET.

HE=OWSE

LR

CNFETOEBE T, MTOEIASERD HIFTESFTVELL. SHER4INT TESREITY, BER0REZERICEHAS
BE9EFETT.

» T—HMESEAE
EEEHT—4 - Rt —I1 TS E0SERRCDNT

* DDB] Nuclectide Sequence Submission System
* Mass Submission System (MSS)

* DDBJ Sequence Read Archive (DRA)

* DDBJ] BioProject Database

* DDBJ] BioSample Database

* Japanese Genotype-phenotype Archive (JGA)

» RS —IIHHAT S OEFRY LB EEE 56



B SDECRSHPREEEERTEAE IRt i5# . Thanks to Dr. Ohta, T. | 757 FD E<[&. Linuxa< 2k
— 73 4 b R EEHBHETHE SIZHERH
T — 3 % F7 B S 2B AL, & C£rEE

7 de o = ol s "ZTC HEIL,
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Illumina BaseSpace
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m 201556 A 12H DDDBJing THDHEEE Fldslideshare L TSN TULNVET
m Linuxa<RZER{E (IB3ER)
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B A TLinuxIRIEZHEEL . NGS
BETEIT O THIZLERIIBES

ROIGEERHIZFHT

~NGS. RN+ BF S22 00T — LAFIR | 433 28FRELLES
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S (o o . T e I BT s I Y
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F=iE [ 12T (last modifies
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FENCH e A0 —82 FHRE{TD z
» AH0O | —fi% =D& D —FEELITE
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[0 e b0 | —8% | [ EECESD [ EET 2T 0 15 5H
MBEA Y (b0~ EEQIFQEREER (astmf
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(_ED D —UMERR L FESLThETHE
FEBATLET, NGST — 4SBT L&

25| BFRABRFRE| I_":JL\'C NEW

AT ED F i 2 FHIFEI TT .

« B[O O 923722014507 H):
= BiSPDF

« B2OGUIEIEL SO S L 515~ (2014511 B):
= [R3EPDF
= D EHPDF(2014.11.13k1; #12MB)
= 1. VirtualBox, &40 2. Extension Pack®D 1A F — JL-F]E:
» WindowsFH(2014.11.27k: ¥13MB)
» MacintoshFH(2014.11 26 ; #112MB)

= 3 (RO YER. B LTF4. Bio-Linux 80 -~ 2} — )1 F)E:

» WindowsFH(2014.12.25hf1; #16MB)
= MacintoshFH(2014.12.255R; #115MB)

o F3OLimxIRE#E S O NGST — FIRISET(2015FE04 A):
= [B{EPDF
= 27 B PDF WindowsFH(2015.04.27hR; #121MB)
= 7 =7 B PDF MacintoshFH(2015.04 27} #123MB)

« BAOOA T4 OO ETOFS LD —IL(20155F0x A):

= [R¥SPDF
= o 7 EHPDE(2015.06.1258; $121MB)

ZasC 9 ) A RS = 00 @ ia i

%ﬁfﬁ*ﬁﬂi%?ﬁ Limp?R 8 HEE, Linmx 7 2 F

F‘EE\ SRR tlj?‘cif{‘ff%-l‘ﬁ'i*?“d?i%‘i:h%ﬁﬁfabh%ct SiEsREET BsL THEL T E
3} D TE S0 T WindowsFH & MacintoshFD @A+ ERL T E9 . [EFBPDF. 77 &
FEHT)—THI L O—FORETT . FXPTHNZD o7 1 DY) 2885 YD 1ERD LN

BLDLTHET ., NTIREZLGTFAINDAHIAL 7oL T ET, 2 0—FLIZPDF77
AIWOFwF~N—2 g ElcdaSE MO =i ghviEsld, AL TLhWED 2 F~—2D

Tt ThAOYEENTLEIRRICEBLTLE-TIVET ., #&EE. (85707
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<A77 LA RNA-s 5%5&"%&9’('&?&5(7%7&\%
— - GEO, ArrayExpress| 9 <I2{ET 5D M HFmIID&EE,
NHETF—FEF GEO, ArrayExpress EBI ENA DDBJ SRA (DRA)
BESERBER (PLADR - . .
— s ., BEERHN(HE)—FEE. 5
E5F—4 TO—JLAR)LEET—4 ERE)
QC (Quality Control): A7«
Fvo.  FIILE) G R T
FHoTJYTCrS RO Th— LA
BEAERE (RVETED)I7L
VAELTEHFIA)
< vE >4 (bowtie2, TopHat27: &)
'G‘S{M;”BAM??# JLEF
ATALIEE(MASS. RMAZL &) ?/T—za,z??#)b%_'—*llﬁﬁi LT
SRANGER  ERRICBRETRRS Lo 2 o EIRRERD
iy . RPKM/FPKM. B EYIL X)L D F
7 RigHRLEEFNE
RELTHEEF BEARAREFIAH(imma SAM, EARE F| H(cuffdiff2, edgeR,
(DEQREE Rank products’i &) DESeq2, TCCA: &)
GSEA, GSA, Cytoscape’i & R/INwr— SeqGSEATE E A FI .
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Contents
m > hOS 532 (Introduction)
0 NGST—4#EE] (single—end: PacBio: SRP038897) by NCBI SRA (SRA)
0 NGST—#4#EER (single—end: PacBio: SRP038897) by DDBJ SRA (DRA)
0 NGST—4#EER (single—end: llumina; GSE36469) by ENA, DRA, and SRA
0 NGST—%4#1£8 (paired—end: Illumina: GSE42960)

0 /\itDB&77’f)l/ﬂ/_t(Publlc database and file format)
O ke
[0 SRA, DRA ENA, .sra& fastq, 5 1& 0D 75 [A] 14 X034 =%

1 NGST—4E15 (SRAdb/ v —)
s SRPO17142
s SRP016842

m QC(Quality Control)
O T—3DEAKEZBD HQuality Check

m QuasR/\wH—
m FastQC
m iRpE2, 3
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[ d + b0 | NGS | BFIERIS | FASTQ or SRA | SRAb(Zhy 2013) SRAdb/ N\ —UZFFIABT XK.

— = T7AILE1D1DH U A—RT
NGS T _9 Hy = 1 é;&ﬁﬁ‘%(ﬁ?o @L GSEA

A0 | NGS | B8 bCT ./ 4T =0 T 45 Viewer) (last modified 2044/06/25)

.—f_/|~|:||\]'[;g Tl [N L S e It b o B e A M k1=

TF O [NGS | aPCR'E microarray’d & &0 [LEG (last modified 2014/11/12) HIREBIDIEZ T FITELND T,

1,/*::[1 I\IGS ggg”%ﬁ FASTQ or SRA ”Q—"iZI}BfJI;b (last m edjpﬁbdm.zs} \:; SRPMLIEEBIDIEHRZ T H A
k0 | NGS {8 | FASTQ or SRA | SRAdb(Zhu 2013) odified 2014/06/26 </ R -
A0 | NGS |BLo RS [ 3ol =g T —5 [ 122 T (last ' 5/01, %LT%(M‘gh\%éo ﬁﬁ*‘“-‘b

HZELNTIDo NOT perform it.

10N 42O | NGS | EeSHRE | FASTQ or SRA | SRAdb(Zhu 2013
A0 | N

b a | NP YE=FLTLALD TN, FASTQREA 77 NIV DIRSIFEBI S8 U O —FLTh &L 3T (201456 5
(b0 236 RIS IE), CCTIIFASTQUFIVES DA —FFHPURETLET,
qobo (NPT AT AL ORI EETO7 I RF T (L DR UISIERL LITFE T~

1. RNA-seqZal (" SE 4 100700 ‘oname Rec 200N EET H A~ NSO T AIL Y

A2k O | N|SEAD ST —25%% LT RNA-seqBL I BRIFT S0 e TLET . SRATFET D7 1L DIRSIINCBIrS o

7

3. RNA-seq7 —2("SEP017142" :Nevret-Kahn et al.. Geffome Res., 2013)® gzip EHiFAA D FASTQ? 71 )

A A Bk 3
PO XD O—FT 515
f’&%?%ég_{ 5 S P S A S GSEA2213%F FEW | 2, RNAfeqT — ZOVGSE4A22128 L T YRthan ThA 2 %R Bl TO
(SRX000604),| THIR o SEPOL 142l HL 0 L 38 o« 516711, S5l 6GhIE B0 B B J 71 IL7E 3 /O —F &l
- FF .. BADFELANT —i5fagieEa U e, B8 oz 15513, B0 getFASTQfilefA#1T
param <= 1 ATvaLE fphnS fasp| CERA B LBFRTEH OIRETT .
AAEER I -
f‘iﬁ?ﬁs‘é; param <- "SRP@17142" #B718 L 7L SRA IDFIEE A
#ATALEE LB T —VEO—F
#sglfile <1 | 1iprary(SRAdb) #) 5wy AT — LIDEE AL
sglfile <-
sra_con <- #ﬁﬁi&f@
#A4E (=887 |#sqlfile <- "SRAmetadb.sqlite” #RM T THL ., FRICFHAD O0-FLT
hoge <- srd |sqlfile <- getSRAdbFile() #EITDSRAmetadb SQLite 7 7 AILEH D oO— F
hoge sra_con <- dbConnect(SQLite(), sqlfile)#& F L3y
| [#ENIR(FEET A D2 FRERT)
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[ d o b0 | NGS | BOFIEVS | FASTQ or SRA | SREAdb(Zhu 2013)

[RERXP DR (EGSE422130D) &

— A= c EELDIIEAKRBODEETY,
N G S ] 9 Hﬂ ‘fﬁ: 1 GSE42;1 3. ChIP—seq(G;E4221 1)

cfo ERNA-seq(GSE42212)%F 611D,

Gene Expression Omnibus

GEO Publications FAQ MIAME Email GECQ

NCBI = GEQ = Accession Display

Scope: Format: Amount: GEOQ accession: [cse42213 | e

Series GSE42213

Status
Title

Organism
Experiment type

Summary

Overall design

Citation(s)

Not logged in | Login 3

Query DataSets for GSE42213

Public on Jul 24, 2013

SUMO is an Integral and Instructive Compong
and Senescence

Homo sapiens

Genome binding/occupancy profiling by high th
Expression profiling by high throughput sequen

This SuperSeries is composed of the SubSeries
Refer to individual Series

Meyret-Kahn H, Benhamaed M, Ye T, Le Gras S 4
governs coordinated repression of a transcripti
growth and proliferation. Genome Res 2013 Og
PMID: 23893515

Submission date  MNov 09, 2012
Last update date Feb 17, 2015
Contact name Tao YE
Organization name IGBMC (CMRS/INSERM/UDS)
Street address 1 rue Laurent Fries
City Ilkirch
ZIP/Postal code 67404
Country France
Jun 16 2015

Platforms (2) GPL1092%9 Ilumina Genome Analyzer IIx (Homo sapiens)
GPL11154 Tlumina HiSeq 2000 (Homo sapiens)

Samples (26) GSM1035423 prolif_input_DNA
# More... GSM1035424 prolif_SUMO1_repl_ChIPSeq
GSM1035425 prolif_SUMO1_rep2_ChIPSeq

This SuperSeries is composed of the following SubSeries:

GSE42211 Genome wide occupancy of SUMO machinery in proliferative and Ras-induced
senescent human primary fibroblasts

GSE42212 Quantitative analysis of proliferative and Ras-induced senescent human primary
fibroblasts transcriptomes

Relations

BioProject PRINA179295

Download family Format

SOFT formatted family file(s) SOFT

MINIML formatted family file(s) MIMiML

Series Matrix File(s) %
Supplementary file Size Download File type/resource

GSE42213_RAW.tar 2.8 Gb (http}{custom) TAR (of BED, WIG)
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RNA-seqT7—2DHEEEDHT-

NGST—4HiF1

ID (GSE42212)DR— % Bk
AL SRP017142E0V5SRAdb

Scope: Format: [vtme  ~ | Amount: GEO accession: |GSE42212 | L

Saries GSE42212

Quantitative analysis of proliferative and Ras-induced senescent human

7

INVT—DUTARELTHIAT
AEZZSRP IDZEIF TE %,

Query DataSets for GSE42212

/

Status Public on Jul 24, 2013
Title

primary fibroblasts transcriptomes
Organism Homo sapiens
Experiment type  Expression profiling by high throughpu
Summary The goals of this study is to analyse tr

and to compare them with ChIPseq
proteins of the SUMO machinery

mRMNA profiling of proliferative wersus
fibroblasts 5 days post-infection

Overall design

Contributor{s) MNeyret-Kahn H, Benhamed M, Ye T, Le
Dasso M, Seeler 1, Davidson I, Dejean
Citation{s) MNeyret-Kahn H, Benhamed M, ¥Ye T, Le

governs coordinated repression of a tri
growth and proliferation. Genome Res
PMID: 23893515

Submission date  MNow 09, 2012
Last update date Dec 22, 2014
Contact name Tao YE

Organization name IGEBMC (CNRS/INSERM/UDS)
Street address 1 rue Laurent Fries

Platforms (1) GPL10992 Illumina Genome Analyzer [Ix (BAmo sapiens)
Samples (6)

A More...

G5M1035443 Proliferatives_repl_RNAgs£q
G5M1035444 Proliferatives_rep2_
G5SM1035445 Proliferatives_rep?’ RNAseq

Aseq

This SubSeries is part of SuperSeries:

GSE42213 SUMO is an Integral and Instruch
Senescence

e Component of Chromatin in Cell Growth and

Relations
BioProject ‘ PRINAL179305
SRA SRPO17142

Download family Format
SOFT formatted family file(s) SOFT
MIMNIML formatted family file{s) MINiML
Series Matrix File(s) TXT

Supplementary file Size Download File type/resource
G5E42212 RMASeq RPEM.txt.gz 11.4 Kb (ftp)(http) TXT
SRP/SRPO17/SRPO17142 (ftp) SRA Study

Raw data provided as supplementary file
Processed data is available on Series record

City Tllkirch
ZIP/Postal code 67404
Country France
Jun 16 2015
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NGST—4HiF1

CCTIEIAINFTRIAEELVIRRET
NGST—4E=4 2 a0—KTB5F|EE
~Y o MR AOSIELNTH

A=k A | NGS | aPCRY> microarrav'd & &0 FEES (last modified 2014/11/12)

47k 0 | NGS | o[ fR{E(T 4 T 52 = Viewer) (last modified 201 4/06/25)

A7/ 0 | NGS | BL¥I|JYiS | FASTQ or SRA | 24 DB (last mofled 2015/02/23) NEW
Ak 0 | NGS | BCHI|FYiS | FASTQ or SRA | SRAJL(Zhu 2013) odified 2014/06/26)
A O [ NGS | BLFIEYS (2 3al—i92F — &8 | |[c 2T (last\giodified 2015/01/18)
Ah O | NEELEREIEDIE (s0so) oo p3 oy | =0 04 ) F 48

caliT A B, (lact snadified 201501183

1“1 =71 & L =itk macmeai—E—as ) T 48 |+ T Tk s A

10 NS A2 +A | NGS | BB HHEF | FASTQ or SRA | SRAdb(Zhu 2013)
A0 | N
Ak 0 | N SRAdb! ST — 2% B T RNA-seqAUFIE RIS T & 00U AR L 9, SRAFRF 71 MISSIINCBIS 4

1"l =1+ T it ransadp e 8

0| N]
A b0 |N

3. RNA-seq7 —#®("5EP017142" : Neyret-Kahn et al., Genome Res., 2013)Dgzip EHiAADFARTQ 271 )b

A |N :‘E"E!"j}'n‘_l“ﬂ_%j%%:

1. K]
=3

st |sra_con <- dbCon - 1ist fFiles()

SRLIIT(EEST H 4 character (0)
> |

Jun 16 2015

s P AT D GEE422137%% ¥BW | 2. RNA-seqT — SWGSE422124L T YRebioh T2 28T/ B, T
TEER S SRP017142| TFe W BT ET . 5167711, SETeGHIEED FED 77 IL&a 0 —FEh

] F 9. EADFBLANT —IFEEsEENUET . B EhoEicbhigE13. BED getFASTQRlRG D

| AT AL fphS faspl CER J D EBRERTIRETY .

L3

(5§ | param <- "SRP@17142" #H0i5 L 7oL SRA IDFIETE .
 |#pErswr—v%O—F

#{ | 1lib SRAdb TR SETT CE N

5 | Labrany( ) R R console =nE=E
o | #ATSLIE | y:
«| |#sqlfile <- "SRA > getwd() \!

s{ |sqlfile <- getSR [1] "C:/Users/kadota/Desktop/hoge/mapping srp017142"
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NGST—4HiF1

V7. AERL TH A ERDIKEE,

3. RNA-seq7 —#("SEP017142" : Neyret-Kahn et al., Genome Res., 2013)MDgzip FE#iAA D FAS

EHIO-F 555!

SR M SRS GSE42213% $BW 12, RNA-seqT — #HGSEA22 12X T Rehan TL & 2 &% |
1§ S SRPOITIDIZIo S BN TN ET , 51607 A )L, ST Her 3 mm s Sm o A1l S84 o
F9 . BADBRLANT —BSRIgaEEL W 9. B R R Console

AT a A RS fasp| DB T B B R AR T

param <- “SRP@17142" #HY {
#LEG T E O F

library(SRAdb) #15
HRTAIE

#sgqlfile <- "SRAmetadb.sglite™ #5
sqlfile <- getSRAdbFile() #>

sra_con <- dbConnect(SQLite(), sqlfile)#f.

HRIAIE (ERRT U A LD 2HEEERT)

hoge <- sraConvert(param, sra_con=sra_con)i

hoge #hoj
#hoj
#hoj

FEE(FASTQZ 7 D AE T O0—F)
getFASTOFile(hoge$run, srcType="ftp') #ho

<

Jun 16 2015

Windows [ETMD £:#E R (L. CTRLEALT
F—FRLAENASTI—FOBRTESYY

SRAmetadb.sqlite.gzELNI T7AILD A
D O—FTHRERRBINH IS, X
NCBI SRAF D& AT —AEHREE A
TS, FDEMNIT T, SRPO17142%F A

> library (SRAdD) HELTEZAEITTEAETAEH T

ExkzEhE v -3 RSQLit

mpant - pat &y JVDFASTQIZ7A ILD1EHRE B EIRIC

maREh -3 graph | U SENTES,

;?{@."f'-'-JJT it hnE FdE s ‘oroanh' .
15% downloaded
The
URL: http://gbnci.abce.nciferf.gov/backup/SRAmetadb.sglite.gz
—
2

£7 T =2 b1tops =
Setting options('download.file.method.GEOquery'="auts
>

> #EILE
> #sqlfile <- "SRAmetadb.sqglite" FERITCRECS
> sgqlfile <- getSRAdbFile () ¥ BT SRAMS

URL 'http://gbnci.abcc.ncifcrf.gov/backup/SRAmetadb$

Content type 'application/x-gzip' length 776702957 bs
Rz URL

Fi Il 3

4 [m
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L] g ° (.t 0| NGS | BE5IHRiS | FASTQ or SRA | SRAdD(Zhy 2013) SRAmetadb.sqlite.gz&ELNDT 7 AL

- A= DFIA—RMNIET L. R
NGST—4HEF1 (el TV BET D, T

!! =| . » hoge » mapping_srp017142
U —

2 v SAJSUICEN HEE - ST

&l
| | SRAmetadb.sqglite

2015/02/23 2]
SRAmetadb.sglite.gz 2]

2015/02/23 2

Jun 16 2015

THLFRESNTWSIEN LMD,

IR R Console

|
ROty -V

following object is masked ffom ‘package:Biostrs

complement

EREni v -3 RCcurl &O-F
ERENL) v -3 bitops BEOAPTT

Setting options ('downlodd.file.method.GECOquery'="auts
>

> FALIE
> #sglfile <- "SRApLtadb.sglite" FERIT OIS

> sqlfile <- getSEAdbFile() ¥ R3O SRAMS
URL 'http://gbpfi.abecc.nciferf.gov/backup/SRametadbs
Content type 'Application/x-gzip' length 776702957 b$
FIz URL
downloaded f40.7 Mb

Unzipping...

1 [m
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NGST—4HiE1

3. RNA-seq7 —#&("SRP0O17142"

EHIO-F 555!

SR P FEEA S GSE42213% BBV I 2, RNA-seqT — #DIGSEA22 12X T Rthan TL & X% R
TEESESRPOITIA2ICIo XU BN TLET . 5167711, S5T6GhIZED FEED 27 LD 0w
FT. BEADFHLANT —BHBREESD U T, Bdshotil BE13. BEO getFASTQIl

AT RS fasp | DEE T B CESHE ATAT

param <- "SRP817142"

#LET T = O —
library(SRAdB)

#HIHLIT

#sgqlfile <- "SRAmetadt
sqlfile <- getSRAdbFRil
sra_con <- dbConnect(®

#ETAIR (EBRT T 1 D2
hoge <- sraConvert(par
hoge

#EE(FASTQD 7 1 IO &
getFASTOFile(hoge$run,

<

Jun 16 2015

:Nevret-Kahn et al., Genome Res., 2013)D gzip FHiAA D FAST

SRAdb/ Ny —U &, srals R T7 1)L
DIHEEIESRAIZ, fastgie KX T7/ILD
BEEIXENAIZT OERT HEH(TH-
TWWA5&S5TY, Dftp TSRR* fastq.gz
74 ILDOURLY R +E B EHIIZEIFG T

ETWWAIEADLMIFET,
|

R R Console o[- B [
|} getFASTQinfo (in acc=hogeS$run) #hogeSrunTisiELEZSR =
run submission study sample experiment fastq
1 SRRE16151 SRAOE1444 SRP017142 SRS375081 SRxX204181 1212951
2 SRRE16152 SRAO61444 SRP017142 SRS375082 SREX204182 1212552
3 SRRelelb3 SRAOe1444 SRPO1714Z2 SRS375083 SRX204183 1212953
4 SRRel6154 SRAOG1444 SRP017142 SRS375084 SEX204184 1212954
5 SRR&16155 SRAO61444 SRP017142 SRS375085 SEX204185 1212955
& SRRelelbe SRAOe1444 SRPO1714Z SRS37508¢e SRX20418e 12125956
ftp
1 ftp://ftp.sra.ebi.ac.uk/voll/fastqg/SRR616/5RR616151/SRR616151.fastg.gz
2 ftp://ftp.sra.ebi.ac.uk/voll/fastq/SRR616/SRR616152/SRR616152.fastg.qgz
3 ftp://ftp.sra.ebi.ac.uk/voll/fastqg/SRR616/SRR616153/SRR616153.fastg.gz
4 ftp://ftp.sra.ebi.ac.uk/voll/fastq/SRR616/5RR616154/SRR616154.fastg.gz
5 ftp://ftp.sra.ebi.ac.uk/voll/fastq/SRR616/SRR616155/SRR616155.fastg.qgz
6 ftp://ftp.sra.ebi.ac.uk/voll/fastg/SRR616/SRR616156/SRRel16156.fastg.gz =
mdb bytes
1 79f7663a558458f8fe77e3707£2602d5 1694201684
2 1fdS5743365db4c76381a0cbcabll18ded 16576965975
3 bllcd4c2b9%e9%6ff8da2beeT7294461e0c 1452944898
4 8e0a7d2d8b5a0%6385b07ae76addafed 1025583201
‘ m F
67




[ d + /b0 | NGS | BLFIHRIF | FASTQ or SRA | SRAdb(Zhu 2013) /5‘"7.‘/|:|—|~J$¢'.;|;J@

NGST—4HiE1

3. RNA-seq7 —#("SEP017142" :Nevret-Kahn et al., Genome Res., 2013)Dgzip FHiAAD FASTQ 271 )L
FHI L O-FI58S:
ERSC P SRS GSE42213% 384 |2, RNA-seqT —#MIGSE42212X LT Rehan T s &% Rl =0
EEFSESRPOITIA2ICIo XU BN TLET , 516771, S5T6GhIZED FEED 27/ LW D O—F&Eh
. BADFHLANT —BHEEED U 9, B S0 BE1T . RRO getFASTQfileR D
FF gl fiphid fasp | CE R d & XBFEHEEME OIRET S .
R R Console |E||E”E|

param <- "SRPB17142™
S

ety —m g — 2 2014-01-15 05:59:49 2015-02-21 19:29:02
1ibrary (SRAdD) 3 2014-01-15 05:52:10 2015-02-21 19:29:02

» 4 2014-01-15 05:31:20 2015-02-21 19:29:02
:Eg%ﬁie o e 5 2014-01-15 05:53:12 2015-02-21 19:29:02
sqlfile <- getSRAdbFil & 2014-01-15 05:48:28 2015-02-21 19:29:02
sra_con <- dbConnect(s > "45l¥ downloaded

> $74% (FAST{ "

#RIAIE (BT o D2 !
hoge <- sraConvert(par > getFASTQL]

hoge Files are 5¢
CH/Users/ifl  ———

LURL: ... sra.ebi.ac.uk/voll/fastq/SRR616/SRR616152/SRR616152.fastq.gz

#EE(FASTQZ 7 )LD 4 URL "ftp:/) 16151.fass

getFASTQfile(hoge$run, ftp data connection made, file length 1694201684 bytes
FNz URL
< downloaded 1615.7 Mb

URL 'ftp://ftp.sra.ebi.ac.uk/voll/fastg/SRR616/SRR616152/SRR616152.fas5
ftp data connection made, file length 1657696979 bytes
NIz URL

m

1
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[ d + /b0 | NGS | BLFIHRIF | FASTQ or SRA | SRAdb(Zhu 2013) @rb.‘/ﬂ F\ﬂ'&?TﬁO)'{ R&o

— 3= listfil ()%?‘%*%h\b%bh\éé:
NGST—4E#F1 5. - B Dl

3. RNA-seq7 —H("SEP017142" : Neyret-Kahn et al., Genome Res., 2013)D gzip FEFiAAD FASTQZ 7 | FASTQ??/{)[,]f)‘\ﬁﬂE ﬁE"d’éo
FHIO-FIHIES:

5RO SihA 5 GSEA22 1 3 JBL | 2, _RNA- seqT —HMGSEA 2L TSN TAZEEA ML, TO ‘

#sqlfile <- "SRA 3c3fefcefi8edlZ2cddB876%ebbb/4%5e41b 1482559798 2014-01-15 05:53:12
sqlfile <- getSR 2al5030e622a35b%38ccdl V124 2dcbh2fd 1372463724 2014-01-15 05:48:28
sra con <- dbCon

- sradb updated

e s LE T - Seq7 T oH aaRdect O L DT LY IR s
B R R Consoe e e
A g% fphS fa) -
—— bytes audit time
param <= =T 1 79£76632958458F8Fe77e3707£2602d% 1694201684 2014-01-15 06:01:01
#HE) T —27 2 1£d9743365db4cT76381a0c5cab018gbd 1657696979 2014-01-15 05:59:49
library(SRAdD) = 3 pB11cd4c2b9e96ff8dazbee729446fe0c 1452944898 2014-01-15 05:52:10
43I 4 8e0a7d2d8b5a096385b07ae76asflafes 1025583201 2014-01-15 05:31:20
5
3

#ETAIE(=EeT o 1 2015-02-21 19:29:02
hoge <- sraConve 2 2015-02-21 19:29:
hoge 3 2015-02-21 19:29:
4 2015-02-21 19:29
- p 5 2015-02-21 : :02
#AE(FASTQT 11 g 2015-02-21 102
getFASTQFile(hog > getwd ()
< [1] "C:/Userg/kadota/Desktop/hoge/mapping SRP017142"

> list.files{()
[1] "SRAmetadb.sqglite" "SRR61lel51.fastg.gz" "SRRelelsZ2.fastg.gz"”

[4] "SRR&lelb3.fastqg.gz"™ "SRR&lelb4.fastqg.gz" "SRRelelh5.fastg.gz"
[7] "SRRe&lel5e.fastg.gz” |
> | r

4 2
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[ d o b0 | NGS | BOFIEVS | FASTQ or SRA | SREAdb(Zhu 2013)

NGST—42HiE1

3. RNA-seq7 —#("SEP017142" : Nevret-Kahn et al.. Genome Res., 2013)Dgzip B #iAA O FASTQ]

EHIO-F 555!

SRR SCIEA S GSE42213% 384 |2, RNA-seqT — #MIGSE422124L T Rehan Tl s Z &% R
1EER S SEPOI T2 ST SV BT ET . 516071 ). SET6GhHIzED FEED J 7 ILAE 2 O —F 371

gzip EHEIREETH6{E DFASTQI 7 A
JLTZ[TT8GBLLEICH - TLZA I EN

Hhbd, CCETT. RNA-

—

seq 7T

—43

1S H5E T - SRAmetadb.sqlite 774
ILIEERIR T 5005 TEHATREE,

9. RADFEHLANT e ELnu 7. Blashogith 5513, B0 getFASTQfilef#M

A al A fiphri fasp | CEE T A LBFREEEM OTRETY .
param <- "SRP@17142"

#AEI) AT = O—F

#8958 L. 7= L\SRA ID#f5°F

library(SRAdb) = B S
AT @Qﬂ » hoge » mapping_SRPDl?‘V + | 42 || mapping_.... P
#sgqlfile <- "SHAmetadb.:
sqlfile <- getSRAdbFile _ . . B = _
sra_con <- dbConnect(sQl| ZIE - SA7SUICEN - STIAT LN I A IS — =+ [0 @
#AIIE (ERRT T D2 g : Eapaanlc it HAF
hoge <- sraConvert({para
hoge | | SRAmetadb.sqlite 2015/02/24 10:07  SOLITE Z7-JL. 10,516,087 KB
| SRR616151.fastq.gz 2015/02/24 10:54 GZ 7L 1,654,494 KB
4 (FASTQ D7 1 L 4 )| 2] SRR616152.fastq.gz 2015/02/24 11:34  GZ Z7- Il 1,618,845 KB
getFASTQfile(hoge$run, | SRR616153.fastq.qz 2015/02/24 12:09 GZ 27 Il 1,418,892 KB
= “ | SRR616154.fastq.gz 2015/02/24 12:33 GZ I7-IL 1,001,547 KB
| SRR616155.fastq.gz 2015/02/24 12:57 GZ F7- Il 1,448,203 KB
- | SRR616156.fastq.gz 2015/02/24 13:26 GZ Z7 Il 1,340,297 KB
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0 NGST—4 11 £R (single—end; PacBio; SRP038897) by DDBJ SRA (DRA)
0 NGST—43#1#R (single—end: lllumina; GSE36469) by ENA, DRA, and SRA
[0 NGST—#4#% %8 (paired—end: lllumina; GSE42960)

0 /\itDB&77’f)l/ﬂ/_t(Publlc database and file format)
O ke
[0 SRA, DRA ENA, .sra& fastq, 5 1& 0D 75 [A] 14 X034 =%

0 NGST—4H15 (SRAdb/ v r—2)
s SRPO17142
= SRP016842

m QC(Quality Control)
O T—3DEAKEZBD HQuality Check

m QuasR/\wH—<
m FastQC
m iRpE2, 3
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[ d o b0 | NGS | BOFIEVS | FASTQ or SRA | SREAdb(Zhu 2013)

NGST—A2HiE2

NBRAEFTIN. T7AILY
A XHLLEF/NEVNDTEET S
PIRBELTIEETITHTI T

» {2k 0O | NGS | gPCRY> microarravid: & & FL#Z (last modified 2014/11/12) MIETI—A DS, A—K NRY
o R0 | NGS | TR {0 4T 5D S Viewer) (last modified 2044/06/25) ‘il’)sﬁ'”sg rb/l:l FL/-CJ:DL T‘
« b0 | NGS | BEF|ER{E | FASTQ or SRA | 2:2£DBH (last moflk&ed 2015/02/23) NEW SRAmetadb.sqlite 771 JLZ B F|
« R0 | NGS |BCYI|ER{S | FASTQ or SRA | SRAdD(Zhu 2013) odified 2014/06/26) L —
« Ak 0| NGS | BESIENS |2 2al —290 5 — 2 | [EDL T (last¥pddified 2015/01/18) AT DPYAETT,
- -—f:/l»l:l |N;E EEE EE{; T --—||)'~—'~/:| /—l—*—J-I:-' =" /)x_-‘ .lI ?L_l'tﬁ
s A0 NS A2 bO | NGS | B2 SIHRES | FASTQ or SRA | SRAdb(Zhu 2013)
o A0 N]
o b O | N|SRAAD) G0 T =% LV TRNA-ceqBACSIF RIS 400U e FLET . SRAFE T 77 1 ILDIESIINCBIY
o b0 NP YA-FLTLAESTED FASTQRED 7ML DHSIIEBI S U O—FL T 2L 5T (20144
. (b0 N238 FRiEnE ISR, ZZTIIFASTQZ 7 LS D O—Fd&0WU hETrLET,
e Aok O N PTPATF AL O D BRI TO7IVE REL I T (L AR ISHEL TR,
1. RNA-seq R (£ i 175 LA )L
A XHBkDZ f al., BMC Genomics, 20130 gzip FE#f A+ D
SHICPDE FJLETQ?TJI’JLPH?
) EﬁKEP'iDEEﬂﬁ%GEEHEH%EUIL SRE016842| oW BN TWET . Lichi= T ZOTHSET 3
(SRX000604), | DA "SEPOIasa ki lEd, LITF {7 T 1398 Ssmall RNA-seq 771 /L1312
(SRR609266 fastq.gz)T. 77 W21 Z13400MbEE. 11928428 —FTH B &AW T,
param <- "
a1, | PAram <- “SRPO16842" #HYiF L 7oL WSRA IDE55E
1lib SR 1 . . )
S #LEI Ly — U O— | )
#Hi] T library(SRAdb) #15 T — LN DEE A A
#sglfile <
sglfile <- H#HIALEE
sra_con <=\ l#cqlfile <- "SRAmetadb.sglite" #RITTE THL <, FrICFHI D0 |
#4%E (=835 [sqlfile <- getSRAdbFile() #E¥TMSRAmetadh SQLite 7 7 L&A o0
hoge <- srd |sra_con <- dbLonnect(sglLitel ), sqlfile)#d F L7l
hoge
#ATAIB(ERT U 4 D 2FERERT)
hoge <- sraConvert(param, sra_con=sra_con)#param ({5 - 7oSRA IDICFTFET S study
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[ d o b0 | NGS | BOFIEVS | FASTQ or SRA | SREAdb(Zhu 2013)

NGST—42EF2

7. -1 A small RNA-seq7 —2(" ": Nie et al., BMC Genomics, 2013)D g4
FASTQZ 7 ILEHD . O—F4 258

s P SRR S GSE41841%F B 2, SRPO16842I Sz W B ATIET, Lichi=T
e nerah ) FTE, LITTEEITL Ti851 2small RNA-seq 771 JLI3 17D
(SRR609266.fastq.gz) 7. 77 -1 13 400MbFE, 11928428 ) —FTH L Z&HH b

param <- " " #2i5 L7zl SRA ID*5E

ToIL—b,a—FETFRALI T4
[COERLT. RELGEMEEER, -
29 HZ& T, Ff-getSRAdbFileFA %X
THOTEFIT HELL FTh
SRAmetadb.sqlite 771 )L ZEBF|
I H_EMTES, How to reuse the
huge “SRAmetadb.sqlite” file in
your local PC.

# B T = O —

Ll iGN {param <- "SRPOT6842” #ERIS L =L SR IDETEE.
#EAED ;ﬂgmﬁw?—iﬁﬁu— o

S e 1l ibrary(SRAdb) B8 o — S DEERAHL
sra_con <- dbLonnect(sglite(), sqlfile)y

. s o HEIALEE .

AR (H5RT T A VO ERRERT) sqlfile <- “SRmetadb.salite” WSS TH< Th L, Fml
Eg%i i - SPECDHUEF‘t{pEF‘EmJ SF‘E_EDI’FSF"E_CE #S':IH: | |E {_ getSR.&del |E|i:| #Haﬁfﬁﬂ'}SR.ﬂnmetadb S[JI_I'I:E_

hoge
app v (hoge, 2, unique)

zra_con <- dbCornect (SOLite(), salfileltdE L7GLw

.

HRIIE (S T o D EFEEET) L

hoge <- sraCorvert (param, sra_con=sra_con)fparam THSE L-ToSRA 10
getFASTRIRfo(in_acc=hoze$ run) fhogel run TIEE L o SRRA 4

1
P FASTO Z 7ML A2 20— KL
2etFASTOR i lelhozedrun, srcTvpe="ftp')  #hozedrunTHSE L T-SRRAA

fhoge B H T
thogefTRA| (I 22—
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L] gl H 0| NGS | E2FIEYS | FASTQ or SRA | SRAdD(Zhu 2013) EETALIRJIZEZTEHELWNAAY,

— A= AN &L A BSRAmetadb.sqlit
N G ST _9 Hy 1_7'2 774}»#*1’;%%“41/;:';:;;%;

paran <= SRPOTGRAY SUFLGRh DETEEL | | LSRR,
#M»E?ﬁi b= FO—

| ibrary(SRidb) # 5o T =S A AL

.

HEITLTE |

=qlfile <- "SRimetadb.salite” tEan o< TH L4, Fml

f=alfile <- zetSRADGFI () BT CR et adk, S0 i+

zra_con <- deConnect (SOLite(), =sqlfile)ddE 3 IR Console Lol &S]

. | e FMCEALTE. "1icense () ' &l "18 1
#ﬁﬁﬁ&ﬂi(%ﬁ%—?ﬁ# OEERTRT) o
hoge <~ sralonvert (param, sra_con=sra_con)fy R BZ<OEMECILZRRFIIOVIDETT, |
hioge Bhoze fL<ld "contributors () ' e ARLTZE.

arp | vlhoze, 2, unique) fhiog: ??L:? R ¥ R Uﬁijwﬁ—iﬁﬁﬁﬁﬁﬁﬂt"%lﬁ?éﬁ@ﬁ%
getFﬂST@infa(iﬂ _acc=hogebrun) fhoge < Citation()' CAALTUEL.

_ "demo () " EADTNETEEHA_ENTETT,
PRB ST LS a— ). help()' cFhEA S AT LT,

EE'IZF.'E.STQ'P | |E|:|“IGEE$FUPI; SFCT'}"'DE 'H:F:' :l #hﬂgf 'help.start{} ' T HTML jﬁ'jﬂ'[[ct%)ﬁjbjﬂﬂ3}5$
'g() ' cAHTNE R BETLIT.

m

> getwd ()
[1] "C:/Users/kadota/Desktop/hoge/SRP016842"
> list.files()
[1] "SRAmetadb.sglite"
> |
Fl 11 3
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0 gl * '+ O INGS | AZ5IERS | FASTQ or SRA | SRAdb(Zhuy 2013) =P #Ri1E ., SRR016842 fastq.gzMDF

=3 U O—R O e HET— S A
NGST—QHQFFZ Earivic bl

Daram {- "SRPOTRR4Z” = L foLSRA [DEISE

#M»E?ﬁi fwr—limEn—Rl

library(SRAdb) B4 =LA ER ARG

. T
#_ﬁhﬁﬂiixb R R Console = | = 53“|
salfile <- "SRimetadb.sal ite” #E#T > getFASTQinfo(in_acc=hoge$run) ¥hogeSruns
f=alfile <- getSRAdFI () IgoCE run submission study sample

Sra_con <- dbCGﬂﬂECt(SuLitE(:‘: SCI|'|:I|E:I#H_3E 1 SRRe09266 SRADG071Z SRPO16842 SRS5373230

L experiment fastg ID
HRIE (BT o D g T ET) L 1 SRX201e04 1209776 .
hoge <~ sralonvert (paran, sra_con=sra_con)# ftp://ftp.sra.ebi.ac.uk/voll/fastq/SRR609/SRRE609S
hoge fihoe: md>b bytes
app |y (hoge, 2, uniaue) f#hoze 1 §1c7189d85d491a58F£0ded4£991babfeb 383840833
getFﬂST@mfa(m _acc=hogedrun) thoe: audit time sradb updated

1 2013-03-10 00:24:17 2015-06-01 23:02:32
#K%(Fﬂ@m? AT H D JIZI*—H«L >

eetFASTOF i le(hozedrun, srcTvpe="ftp')  fhoge { 86% downloaded

URL: ... sra.ebi.ac.ulk/voll/fastq/SRRE609/SRR609266/SRR609266.fastq.gz

m

—
ftp data connection made, file length 383840833 bys
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[ d A7k 0O | NGS | BLFI BV | FASTQ or SRA | SRAdb(Zhu 2013)

.l-\b ﬂ

Il._l\ O /71w

BT RDIREE

NGS:r“—StHS(1=f2

ILDE 00—

Efastqgz774
KM TETHo(XLY

Daram <- "SRPO163427 S 7oL SRA [DEIEEY

#M»EHE A= EO— My

| ibrary(SRAdb) TR |R R Console EIEJ
4* > #A&& (FASTQIPILMADYO-F)

fEALIE > getFASTQfile (hogeSrun, srcType='"ftp') #hogeSruns
salfile <- "SRimetadb.sal ite” #&3T Files are saved to:

fzalfile <- zetSRAdLFi () #5: 'C:/Users/kadota/Desktop/hoge/SRP016842"

sra_con <- dbCornect (SOLitel), Salfile)#ﬁﬁﬁ
1

HEIEE (BT 1 OIS EFRT) L

hoge <- sralonvert (param, sra_conssra_con) i

hoze oz
applvhoze, 2, unigue) e
getFﬂST@infa(iﬂ _acc=hogedrun) Hhoes

#K%Wmm? 4mmﬁﬁxu—hﬂ
2etFASTOR i lelhozedrun, srclvee="ftp')  #hose

Jun 16 2015

4

URL 'ftp://ftp.sra.ebi.ac.uk/voll/fastq/SRR609/SRS
ftp data connection made, file length 383840833 by$
downloaded 366.1 MB

run submission

study sample

1 SRR609266 SRA060712 SRP0168642 SRS373230
experiment fastg ID
1 SR¥X201604 1209776
5
1 ftp://ftp.sra.ebi.ac.uk/voll/fastqg/SRR609/SRR609S
mdb bytes
1 dlec7189d85d491a58f0dedf9%1babfeb 383840833

audit time sradb updated

1 2013-03-10 00:24:17 2015-06-01 23:02:32
> list.files ()
[1] "SRAmetadb.sglite"” "SRRe09266.fastg.gz"

> |

I

m
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o b0 | NGS | BOFIEVS | FASTQ or SRA | SREAdb(Zhu 2013)

(DFASTQZIR I3 5 £ DBRAID T

"o
% 52 (check)

7AW A X FHREQF HO—F
BOFTODI7AILGAXZTRLLEA

7. 131 2@ small R_T:’s.-;aqi"' —&("SRP016342": Nie et al., B IR R Console

FASTQZ 71 I EHD 2 O0—Fd Higa:

ST SRS GSE418417 8BV | O, SRPO16842| iz, > list.files ()
[1]

M3 sEpolaga gl T, LIT=EETLTi551 Ssma
(SRR609266 fastq.gz)T. 77710 213 400Mbo5. 11928
param <- “"SRP816342" #4713
LBy —UEO-F

library(SRAdb) #)50
#R1 AT

#sglfile <- "SRAmetadb.sqlite" #ERHT
sqlfile <- getSRAdbFile() A

sra_con <- dbConnect(5QLite(), sglfile)#fH =
HATAIE(ERT Y 1 O 2F 8 EFRT)

hoge <- sraConvert(param, sra_con=sra_con)#p
hoge #hoge

#hoge

#hoge
#FEHE(FASTQZ 7 7LD HE 20— F)
getFASTQfile(hoge$run, srcType="ftp') #hoge

£

Jun 16 2015

>

[1]

>

1

1
>

| TRICIEIZH>TWNB T L& fEEE,

"SRAmetadb.sglite”
list.files () [2]
"SRR60S9266.fastqg.gz"

"SRR609266.fastg.gz"

getFASTQinfo (in acc=hogeSrun)

run submlsslon study sample

SRR609266 SRA060712 SRP016€842 SRS373230
experiment fastg ID
SR¥X201e04 1209776
&
ftp://ftp.sra.ebi.ac.uk/voll/fastg/SRRe09/SRR60925
md5 bytes
dlc7189d85d491a58f0ded4f991babfeb 383840833(:>

audit time sradb updated
2013-03-10 00:24:17 2015-06-01 23:02:32
file.info(list.files () [2])
51zZze 1s5dir mode

SRR609266.fastg.gz 383840833 FALSE 666
C) mtime
SER609266.fastg.gz 2015-06-15 17:16:52
ctime
SERe609266.fastg.gz 2015-06-15 17:13:19
atime exe

SRR609266.fastg.gz

>

4

m

2015-06-15 17:13:1% no

L 3
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H d + (-0 | NGS | BC5IEYIS | FASTQ or SRA | SRAdb(Zhu 2013) 7_:Z7|“770'::||:°—L7":h0ge77j-)l/
?E"] D2 DNDfastq.gzDI7AILHA

Eﬁ ﬂ't‘-‘(Ch eCk) RZE R (OFYFIE) DLOLFE

m EDI(E —MESMERERL ., Bo TV

DUSBAEYMBIE—LEZS,
m SRR609266.fastq.gz

383,840,833 bytes

m SRR616268sub _1.fastq.gzZ
74,906,576 bytes

R R Console =N o X

. getwd () )
[1] "C:/Users/kadota/Desktop/hoge”
ist.files ()

size 1sdir mode
383840833 FALSE 666
745906576 FALSE 666

SRRE6092¢6¢6.fastqg.
SRReleZ268sub 1.fastg.gz

mtime
SRRe09266.fastg.gz 2015-06-15 17:16:52
SRReleZe8sub 1.fastg.gz 2015-05-11 16:52:40
HA A ctime
SRR609266.fastg.gz 2015-06-15 17:58:46
SRR609266.fastg.gz 374,845 KB SRRele2e8sub 1l.fastg.gz 2015-06-15 18:08:28
SRR616268sub_1.fastg.gz 73,151 KB atime exe |z
SERe09266.fastg.gz 2015-06-15 17:58:46 no
SRF6162685ub_1.fa5tq.gz 2015-06-15 18:08:28 no
> L

1

4 L
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0 NGST—#4#EER (single—end: PacBio: SRP038897) by DDBJ SRA (DRA)
0 NGST—4#EER (single—end: llumina; GSE36469) by ENA, DRA, and SRA
0 NGST—%4#1£8 (paired—end: Illumina: GSE42960)

0 /\itDB&77’f)l/ﬂ/_t(Publlc database and file format)
O ke
[0 SRA, DRA ENA, .sra& fastq, 5 1& 0D 75 [A] 14 X034 =%

0 NGST—4H15 (SRAdb/ v r—2)
s SRPO17142
s SRP016842

m QC(Quality Control)
O TN EREBZEHD 5 Quality Check

m QuasR/\wH—
m FastQC
m iRxgE2, 3
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- V74 )T4—32~B—)L(Quality

: C NDERFDATIITNIA
Quality Control (QC) 54 F T Quality Cheok

s (RO | ZFA L TERDE# | gseq —= Hllunyna FASTQ (last modified 2013/06/17) | @b\f;&%ﬁlﬁb\yﬁ&)'t('\ij'o

© AHO[ITILEADER | gseq > S FASTQ (last modified 2013 §iREE | 541743 rA— v

* HIELEE | DAUT (TR D)L 12O odified 2015/05/04) B8~ 181 —F b SENGST — 20 S HEVIEF 25, £ T (D B —F
« RALEE | 9AN) T 4T oD | QuasR(Gaidatz015) (last modified 2015/06{0 2411204, J—FIC&ENET ¥ F 2B 0 AT (0 B BESIEH OIS (-
+ BIALER | 9T 4F v 7 | arac (last modified 2014/07/17) i 2t b am g e (L e i B T mmn s
o BLER | 9ANTF 4 F oD | PHREDZ O | 2 (last modified 2013/06/1 {paired-end) —F QRT3 U THIEL T &

« BIALER | OAUF4F 7 | B 5% (last modified 2013/06/1§RM:

o BIALEE | D)L A4 | PHREDZ D740 B 1B B NI CE R (last modifid .« goo maiasrl

» FALIE | ol | PHEEDZ OF2{E O BLS) —F velg £ (1351 mod * PIQA: 3-131:[111&2—.-—\1cant31'a et al, Bioinformatics, 2009

« BRI | T 0L AU S | ACGTOMA SHBECTIE L, (last modified 200 | S tosdir s Bt st

o HIALER | DA T | ACGTLIAMD character”-"% NI 27 #82 (last modifie{ — * QuasR: Gaidatzis et al, Bioinformatics, 2015

o HPALEE | o)A A | ACGTLIAND 35 #05 BA {E LT 00 ALF I $l (13
o« BELER | DL A | EEOA BRIl # R (last modified 2013/(FH

» BULEE | LU S | $5FLIC Bl FO ECFIE fi (last modified 20] - Fesioc:REGRITL

+ FASTX Toolkit: BEFHITiL

SolexaQA: Cox et al | BMC Bioinformatics, 2010

* Quake: Kelley et al . Genome Biol., 2010

= NGSQC:Dai et al.. BMC Genomics, 2010

» Cutadapt: Martin, M, EMBnet journal_ 2011

PRINSEQ: Schmieder and Edwards, Bioinformatics, 2011
» ECHO:Kao et al., Genome Res., 2011

» Binim:Kong V., Genomics, 2011

Hammer: Medvedev et al., Bioinformatics, 2011

* ConDeTri: Smeds et al, PLoS One, 2011

= BIGpre: Zhang et al_ Genomics Proteomics Bioinformatics, 2011
» NGS QC Toolkit: Patel et al., PLoS One, 2012

RobiNA: Lohse et al | Nucleic Acids Res., 2012

* SEQuel:Ronen et al | Bioinformatics, 2012

= AdapterRemoval: Lindgreen 5., BMC Res Notes,_ 2012
Slim-Filter: Golovko et al . BMC Bioinformatics, 2012
HTQC: Yang et al., BMC Bioinformatics, 2013

» QC-Chain: Zhou et al._ PLoS One, 2013

» Kraken:Davis et al . Methods, 2013

AlenTrimmer: Criscuolo and Brisse, Genomics, 2013

» NextClip:Legpgett et al.. Bioinformatics, 2014

* QTrim (Roche/45473 ¢ long readFH): Shrestha et al.. BMC Bioinformatics, 2014
» Trimmomatic: Bolger et al | Bioinformatics, 2014

» Skewer: Jiang et al . BMC Bioinformatics, 2014

= FaQCs:Lo and Chain, BMC Bicinformatics_ 2014
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|| BIRER | S TearbO—L | 12T

AR~ B —F S ANGST — 5D 2 HEVIEET o2 2AUT o0 B —F

D2 = EFENSTE FA—EIF 27T oD B BORIER S D
Vi AVigEEEITS B T AFREUAL T wILEY . Knkend &7 474
ERTASEOS EAE Y. Fa0Cs (Lo and Chain, 2014) #4& LEEFEY
paired-end! ) —F D ALFR| CF 2 )b TRl T ET .

RH:

RLE#:

arac: [RZFFRITGL
PIQA: Martinez-Alcantar .. Biot 5.
ShortRead: \Iorgap( Bmmfonnatpe/(}ogl
oirafe: %ﬁkﬁr al., Bmuﬂonnams/ 2010

QuasR Caidatzis et al. Bmmﬁnaﬂcs. 2015

FastQC: [RZEH 37 4L

FASTX-Toolkit: R RIIL

SolexaQA: Cox et al. . BMC Biomformatics, 2010

Quake: Kellev et al.. Genome Biol._ 2010

NGSQC:Dai et al.. BMC Genomucs, 2010

Cutadapt: Martin, M., EMBnet journal. 2011

PRINSEQ: Schmieder and Edwards, Biomnformatics, 2011
ECHO:Kao et al., Genome Res., 2011

Btnm: Kong Y., Genomucs, 2011

Hammer: Medvedev et al., Bioinformatics, 2011
ConDeTni: Smeds et al.. PLoS One, 2011

BlGpre: Zhang et al | Genomics Proteomics Bioinformatics, 2011
NGS QC Toolkat: Patel et al . PLoS One, 2012

RobiNA: Lohse et al. . Nucleic Acids Res.. 2012

SEQuel: Ronen et al.. Biomnformatics, 2012
AdapterRemoval: Lindoreen 5., BMC Res Notes, 2012
Slim-Filter: Golovko et al.. BMC Biomnformatics, 2012
HTQC: Yang et al.. BMC Biromformatics. 2013
QC-Chain: Zhou et al.. PLoS One, 2013

Kraken: Davis et al.. Methods, 2013

AlienTrimmer: Criscuolo and Brisse, Genomics, 2013
NextClip: Leggett et al._ Biomnformatics, 2014

QTrim (Roche/45474 (D long readH): Shrestha et al.. BMC Bioinformatics, 2014
Trimmeomatic: Bolger et al.. Bioinformatics. 2014
Skewer: Niang et al._ BMC Biomformatics, 2014
FaQCs:Lo and Chamn, BMC Bioinformatics, 2014

FASTQR.HK D71 ILE AN ELT
SR BTBRDSHER, FastQCH

LM, RISy —IH O
5. FastQC is famous.
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A V) T14Fxv?% (quality check)
T4ILAR) 4 (filtering)

s VXV TAEDEIMEED)—FDIRE

s rRNAtRNAD BRZE
NJS2 % (trimming)

s XPDBEREDAFALE
FE#E & Z% (de—duplication)
122 = (contamination)
/N\—2—F B2 5 (barcoding)

75 JR2—BR 5| R ZE (adapter removal)

EBRTHAUOERTD
WERICH L DD PR REHT
MENTHNDELITY

AIRER | JA )T bO—)L | [2DVT

HE~BHTE) D OUANGST — 5D 2 #RVIEE T2, DA UT O BN —F
D24 A)AE J—FICEFENEFE T E2—FI 27T 4O B BIFIEE DR E -
Yz A0l EITE A A RIFE) AL TP LET . Kraken'd ¥ 7 7 59—l E
EDTASBD S EAFET . FaQCs (Lo and Chain 2014) 75 IR IRDHD 1 F
paired-end!) —F' D #IEI CF P ok THRIGL TV ET .

RH:

* arqc: REFHITIL

» PIQA: Martinez-Alcantara et al.. Biomformatics, 2009
» ShortRead: Morgan et al., Bioinformatics, 2009

» girafe: Toedling et al , Bioinformatics, 2010

* QuasR: Gaidatzis et al., Bioinformatics, 2015

RES-

FastQC: [R&ZFRIT4L

FASTX-Toolkit: FE G4l

SolexaQA: Cox et al | BMC Bioinformatics, 2010

Quake: Kellev et al . Genome Biol , 2010

NGSQC: Dai et al. . BMC Genomics, 2010

Cutadapt: Martin. M., EMBnet. journal, 2011

PRINSEQ: Schmieder and Edwards, Bioinformatics, 2011
ECHO: Kao et al., Genome Res., 2011

Binim: Kong V., Genomics, 2011

Hammer: Medvedev et al., Bioinformatics, 2011

ConDeTri: Smeds et al . PLoS One, 2011

BlGpre: Zhang et al | Genomics Proteomics Bioinformatics_ 2011
NGS QC Toolkit: Patel et al.. PLoS One, 2012
RobiNA: Lohse et al | Nucleic Acids Res., 2012
SEQuel: Ronen et al., Bioinformatics, 2012
AdapterRemoval: Lindgreen §.. BMC Res Notes,
Slim-Filter: Golovko et al., BMC Bioinformaties,
HTQC: Yang et al., BMC Bioinformatics, 2013
QC-Chain: Zhou et al._ PLoS One, 2013

Kraken: Davis et al., Methods, 2013
AlenTrimmer: Criscuolo and Brisse, Genomics, 2013

NextClip: Leggett et al., Bioinformatics, 2014

QTrim (Roche/45473:# D) long readH): Shrestha et al | BMC Bioinformatics_ 2014
Trimmomatic: Bolger et al | Bioinformatics, 2014

Skewer: Jiang et al. . BVMC Bioinformatics, 2014

FaQCs: Lo and Chain, BMC Bioinformatics, 2014
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» Review: Paszkiewicz et al._ Front Genet., 2014

82




[ o BILER | OAUF o F v | QuasR(Gaidatzis 2015) i) l-bIj"\o—:/o't‘:'j:Quathqrqcl \o\ylj'—:)ODJCDL) 7':,_

QuasR

Z L TLV5, QuasRIZZEZELTEIKH. [FHRENAA
F. gzipEHE I 7 AILIZH L TLNAD WinTIXIEEFEIC

. ff:.z’l* M |?TfJijE\;@§T§ gseq _, Ellmnini?_—lié"_l'{j 0 #§ed 5, Maclj:2014E§Eﬁ$(i&ﬁ'§77,{)bl:ﬂmb
v AAO | FTAIFETFUDER | gseq = Sanser FASTO) (la TN EERE L= A, 201548 58 4 (1258 [ fastq.gz

o BOAERE | SOAF o3 O—=) 1220 T (last modiffled 2(

o IR | OAT 4 F 2o | QuasR(Gaidatzis 2015) m FAIADHT=ED L, aracl&. FENT L E B DIEHE
+ AILEE | DAUT 4 F x| arac (last modified 2014 §717) D7 A )LD A AITx L TULVELY, This page shows the

o BIALER | DAUTF
o BIALEE | DT
o FIALIE | 22
o BIALER | 2412
o HIALER | TR
o BIALER | 2412

o BIALER | D)l
s BEoNFEB 7 104

BIRER | A1) T4F v | QuasR| usage of two R packages (QuasR and grqgc). However,

QuazR) ST — 2% BT QCLA —
FRLA b o EHFERTT
(270 =TT 4 L 20 2 TREH

1. B 77— %270 gzipE FIFASTQ
SRR03743505 55114 FASTQ 71

in f <- "

out_f <- "

#FET T — O —F
library(QuasR)

#AE
gqQCReport(in_f, pdfFilenames

2. B I T — 270 IEEFEFASTQR
SRR03743505 i85 N HFASTQ 7 4

in_f <- "
out_f <- "

BUEE S T — V%O — F

Tdibemorn e iMhancBY
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3. FasToi those have some disadvantages compared to FastQC.

- Jsmall RNA-seqT — 2(Nie et al . BMC Genomics, 2013; #375MBYTH .

in_f <- " " # AN 77 A IABEIEEL Tin_flCfi
out £ <- " " #1077 1 IBEIEEL Tout_fITHHA
#ALBIT Ly T — O — F

library(QuasR) #0507 — L DFL A AP

#An g

gqQCReport(in_f, pdfFilename=out_ f) #pdf Lo7R— + 2 7 1 LD ERY

4. FASTQIER. 771 JL(SRR616268sub _1.fastq.gz)D IG5
FLERERNA-seqT — HSRR6162680 R0 10001 —F 73(¥173MB)TH .

in f <= " " #A0 77 A IBEIEE L Tin_flIoE i
out_f <- " " #1077 A IBEIEE L Tout_fICiE i
#FLEE T — O - F )

library(QuasR) #) % o T — DL A AR

#AREE

gqQCReport(in ¥, pdfFilename=out f) #pdf L'iR— F 7 7 - IO ERY
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QuasR

3. FASTQIER 7 71 )L (SRR600266.fastq.ez)D B4 :
14 Jsmall RNA-seqT — #(Nie et al.. BMC Genomics, 2013; #1375MB)YTY .

in_f <- "
out £ <- "

#FLEE N T EO—F
library(QuasR)

#AR g
qQCReport(in_f, pdfFilename=out_f)

#FAN T A IEEEEL
#EN 7T A IEBEEEL

#1757 — LDEE A AR

#pdf LA — |+ 2 7 A IO 1]

EEDEFE A D, ZDT—74 (SRR609266)
DEZSI K (E50 bpFFED=AHEHBITES,
HitEh AV quality score, EA RKELMEE quality
NEWL, —DDEZRIE20, COT—EDIGE
AFEAED)—FREDRT LI TE
score > 30(3 5 LFIBTTES, Horizontal
axis indicates the positon in read, implying
about 50 bp length for this data. Vertical
axis indicates the quality score: the higher
score corresponds to accurate base calling.

SRR609266.fastg.qz
2 | SRR609266_fastgc.html
|-4| SRRE616268sub_1.fastq
SRR616268sub_1.fastg.gz
2 | SRR616268sub_1_fastgc.ht...
|-4| SRR633802_1_sub.fastq

I
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4. FASTQIER 2 7 )L (SER616268sub 1.fastq.ez)D IS
FLARRIRNA-seqT — #SRR6162680 = #10D 1000 —F $3(#173MB) T .

in f <- " " # AN 77 A IBEHEEL Tin
" #E 77 1 ILBEIREL Tout

out_f <- "

Hh B T = EO—
library(QuasR)

# B
gQCReport(in_f, pdfFilename=out f)

#0507 — L DFL AN

#pdf Lo — F 27 7 7 JL-DER

N IEZZLEEERNA-seqT—%, £&HY100
bpb &2ETHAHZEN D MB, FREET
Y FONFEAEDDICLEEN-T, 7R
[Zquality score M THBIERIIZHDH_E
BhHd, CHH—HZEI, This
lactobasillus («—ZLE&E) RNA-seq data
has about 107 bp in length. As shown in
the red arrow, the quality scores tend to
gradually decrease. This is general
tendency for sequencer.

40

30
]

X hoge3.pdf
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FastQC ver. 0.11.3

4 BioLinux8 [E4T] - Oracle VM VirtualBox

FETLY Bai— FIAR ~LT

iu@bi *linux[~/Desktop/mac_share]

iu@bielinux[mac share] pwd
/home/iu/Desktop/mac share
iu@bielinux[mac share] 1ls SRR609266*

MDlpwd] = N'getwd()]. @lls SRR609266%* | =
[Nist.files(pattern="SRR609266”) | , @FastQC
TR S LERTTHECH, DBUIIs
SRR609266% | &> T, EETALIRIAD
SRR609266E8E 771 L ZFZK R, FastQCET
BRIZTAILDMERSN TS EN IS,

1u@b1e11nux[mac share] fastqc2 -q SRR609266.fastq.gz

[11:44517 |
[11:44% #i ]

[11: 4?4‘-!‘1]

.
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@ @ 2 Cr¥Users¥kadota¥Desktop¥hoge¥SRR609266_fastqc.html

D) —F#13%11,928.428 (#91,2005) .
@) —RKDEX(%49 bp, BGCE 2 (£52%

£ - & || @ SRrRe09266.fastq.gz Fas...

gFastQC Report
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@Per base sequence guality

@Per tile sequence qualit
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@Per base sequence content

@Per sequence GO content
@Per baze M content

@Seg usnce Length Distrbution
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@Overre resented sequences
Py ¥

(] Adapter Content

@Kmer Content

Produced by FastQC (version 0.11.3)

@ Basic Statistics
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File type Convent ional baze cal ls
Encoding Ilumina 1

Total Sequences 11928428
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@Per base sequence quality
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FastQC ver. 0.11.3

@F‘er base sequence quality

A1) T4 A7 7% (quality score

distribution) . FastQC@ﬁ%&QuasR@
BRIIR-BRLC, COLIGESE
HnJO 7\\5A'C“§JJ1’F§EEM€$AU:‘V3%)
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@Per sequence quality scores

G000000
5000000
4000000
3000000
2000000

1000000

Quality score distribution over all sequences

|J—RZ & (per sequence) DAY T4 R
a7, RAIXEL A oE U A average

scoreMIIDELDMNFEEHZL\DT=55 IK
LWLMEDT D,

234586 7 8 910 12

14 15 13 20 22 24 25 28
Mean Sequence Quality (Fhred Score)

Average Quality per read
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N lElI A A asmall RNA-seqT—%4 ], small RNA

(£20-40 bpFREDRILGD T, ) —FPIZKET
FaStQC ver. O . 1 1 . 3 9°7°9—@Ep§|1£(adapter szquence) NEEND, C

Adapter Content

100
an
a0
70
G0
=0
40
30
20

10

DFRERITFNZIMZEIZTRLTULVS, It can be seen

that there are a number of adapter sequences.

% Adapter

Numina Universal Adapte
Numina Small RMA Adaptpr

Mextera Transposase Sgguence
SOUD Small RMA Adapt

—‘:"‘_—"’_—’_

1 23 456 7 8 810

12

14
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Summary N
@Basic Statistics @ Basic Statistics
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Encoding [l lumina

@Per base sequence content Total Sequences 1000000

':\__ |Per senuence GC content Seauences flagzed as poor aualjty 0
@per hase M content Seauence length 107
@Seg uence Length Distribution e 50
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@Overre resented sequences
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FastQC ver
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@Per sequence quality scores
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% Adapter

Discuss about this result.

(SRR616268sub_1.fastq) D F7HX T

Numina Universal Adapter
Numina Small RMA Adapter
Mextera Transposase Seqguence
SOUD Small RMA Adapter
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m AMEBEBRIOTSL(BFHE TR B EE: 2004/10-2009/3)

m HEMEIOTSLGERHEAZEZEE: 2009/4~2014/3)

m HEWETOTSL (AEFRZE: 2014/4~)

RKEZEOZEDPHE AL
e MG NE R VA &
AVTAEETOT S L

£ 2004 2005 2006 2007 2008 2009 2010 2011 2012 2013 2014 2015
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Bt 3 7 11 13 6 8 12 21 16 19 24 1B BE
e A 5 3 8 4 1 0 11 19 32 26 55 DEREH
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FHERI B 9 15 15 15 15 12 15 15 14 15 13 13
FEEHER 6 6 7 7 17 3 4 4 3 2 2 2
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% 3 2?2 2?2 8 8 5 5 11 13 14 18 20 u,

Jun 16 2015

96



