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L . . . Exon array profiling detects EML4- a7
ALK-positive lung tumors, or recurrent inactivating rearrangements affecting RASSFS. ALK fusion ir Mol Cancer Res. 2009]
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Nat Biotechnol. 2013 Nov,31(11):1009-14. doi: 10.1038/nbt.2705. Epulr 2013 Oct 13.

A single-molecule long-read survey of the human transcriptome.
Sharon D', Tilaner H, Grubert F, Snyder M.

+ Author information

Abstract

Global RNA studies have become central to understanding biclogical processes, but methods such as
microarrays and short-read sequencing are unable to describe an entire RNA molecule from 5 to 3" end.
Here we use single-molecule long-read sequencing technology from Pacific Biosciences to sequence
the polyadenylated RNA complement of a pooled set of 20 human organs and tissues without the need
for fragmentation or amplification. We show that full-length RNA molecules of up to 1.5 kb can readily be
monitored with little sequence loss at the 5" ends. For longer RNA molecules more 5' nucleotides are
missing, but complete intron structures are often preserved. In total, we identify ~14,000 spliced
GENCODE genes. High-confidence mappings are consistent with GEMCODE annotations, but =10% of
the alignments represent intron structures that were not previously annotated. As a group, transcripts
mapping to unannotated regions have features of long, noncoding RNAs. Qur results show the feasibility
of deep sequencing full-length RNA from complex eukaryotic transcriptomes on a single-molecule level.

PMID: 24108091 PMCID: PMC4075632 DOI: 10.1038/nbt 2705
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Mat Biotechnol. 2012 Feb 14,30(4):344-5. doi: 10.1038/nbt.2147.

[RIEZRALTLS DT, @nanopore,

Automated forward and reverse ratcheting of DNA in a nanopore at 5-A MinIONS R T LZxAULV=RNA-seqlZ.

precision.

Cherf GM', Lieberman KR, Rashid H, Lam CE, Karplus K, Akeson M.

+ Author information

Abstract

An emerging DNA sequencing technique uses protein or solid-state pores to analyze individual strands
as they are driven in single-file order past a nanoscale sensor. However, uncontrolled electrophoresis of
DNA through these nanopores is too fast for accurate base reads. Here, we describe forward and

reverse ratcheting of DNA templates through the o-hemolysin nanopore con

@~ CNDDHIMNHIRODERNVET,
RF/RT7HEFES-—IIV AN
MDRXIZINDESTT

Cited by over 100 PubMed =
Central articles

rollod b mbi 7?0 kIS

polymerase without the need for active voltage control. DNA strands were rg
median rates of 2.5-40 nucleotides per second and were examined at one n
real time. Up to 500 molecules were processed at ~130 molecules per hour
probability of a registry error (an insertion or deletion) at individual positions
template strand ranged from 10% to 24 5% without optimization. This strate
of individual strands and is transferable to other nanopore devices for implef
analysis.

Comment in
A nanopore workhorse. [Mat Methods. 2012]
DMA sequencing with nanopores. [Mat Biotechnol. 2012]

PIAID: 22334045 PMCID: PMC3408072 DOl 10.1038/mbt 2147

[Indexed for MEDLINE]  Free PMC Article

Proc Matl Acad Sci U S A 1996 Mov 26:93(24):13770-3.

Characterization of individual polynucleotide molecules using a
membrane channel.

Kasianowicz JJ', Brandin E, Branton D, Deamer DW.

+ Collaborators (1)

+ Author information

Abstract

We show that an electric field can drive single-stranded RNA and DNA molecules through a

2.6-nm diameter ion channel in a lipid bilayer membrane. Because the channel diameter can
accommaodate only a single strand of RNA or DNA, each polymer traverses the membrane as
an extended chain that partially blocks the channel. The passage of each molecule is detected
as a transient decrease of ionic current whose duration is proportional to polymer length.
Channel blockades can therefore be used to measure polynuclecotide length. With further
improvements, the method could in principle provide direct, high-speed detection of the
sequence of bases in single molecules of DNA or RNA.

Cherf et al., Nat Biotechnol., 30: 344-348, 2012
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Mat Methods. 2018 Mar;15(3):201-206. doi: 10.1038/nmeth.4577. Epub 2018 Jan EI E %%&)TL\%O @ E zkggwq:#%%:b% (,)35-3'

Highly parallel direct RNA sequencing on an array of nanopores.

Garalde DR, Snell EA", Jachimowicz D', Sipos B, Lloyd JH', Bruce M', Pantic N', Admassu T', James
P! Warland A" Jordan M', Ciccone J', Serra §', Keenan J', Martin S', McNeill L', Wallace EJ',

Jayasinghe L', Wright C', Blasco J", Young S', Brocklebank D', Juul $2?, Clarke J', Heron AJ", Turmner DJ".

# Author information

Abstract
Sequencing the RNA in a biological sample can unlock a wealth of information, including the

of organisms. However, current methods have limitations due to short read lengths and
reverse transcription or amplification biases. Here we demonstrate nanopore direct RNA-seq,
a highly parallel, real-time, single-molecule method that circumvents reverse transcription or
amplification steps. This method yields full-length, strand-specific RNA sequences and
enables the direct detection of nucleotide analogs in RNA.

identity of bacteria and viruses, the nuances of alternative splicing or the transcriptional state

PMID: 29334379 DOl 10.1038/nmeth. 4577

Daralde et al., Nat Methods, 15: 201-206, 2018
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Mat Commun. 2017 Jul 5;8(1):59. doi: 10.1038/s41467-017-000:50-4.

Gaining comprehensive biological insight into the transcriptome by
performing a broad-spectrum RNA-seq analysis.

Sahraeian SME', Mohiyuddin M', Sebra B2, Tilgner H?, Afshar PT#, Au KF*®, Bani Asadi N', Gerstein MB®, Wong WHT,
Snyder MP?, Schadt E2, Lam HYK®.

+ Author information

Abstract

RMNA-sequencing (RNA-seq) is an essential technique for transcriptome studies, hundreds of analysis
tools have been developed since it was debuted. Although recent efforts have attempted to assess the
latest available tools, they have not evaluated the analysis workflows comprehensively to unleash the
power within RNA-seq. Here we conduct an extensive study analysing a broad spectrum of RNA-seq
workflows. Surpassing the expression analysis scope, our work also includes assessment of RMNA
variant-calling, RNA editing and RNA fusion detection techniques. Specifically, we examine both short-
and long-read RNA-seq technologies, 39 analysis tools resulting in ~120 combinations, and ~490
analyses involving 15 samples with a variety of germline, cancer and stem cell data sets. We report the
performance and propose a comprehensive RNA-seq analysis protocol, named RNACocktail, along with

a computational pipeline achieving high accuracy. Validation on different samples reveals that our
proposed protocol could help researchers extract more biologically relevant predictions by broad analysis
of the transcriptome RNA-seq is widely used for transcriptome analysis. Here, the authors analyse a wide
spectrum of RNA-seq workflows and present a comprehensive analysis protocol named RNACocktail as
well as a computational pipeline leveraging the widely used tools for accurate RNA-seq analysis.

Sanraeran et ar., Nat Gommun., 8\1). 99, ZUT7
May 08, 2018
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01/08/2018 12:2494& 13,347 Lactobaci |l lus hokkaidonensis jom 18481 .45M82939]1 .dna.chromosome . pLOOC2RD-2.f 8. g7
01/08/2018 12:2494& 745,580 Lactobaci | lus hokkaidonensis jom 18461 .45MB2939v] .dna.toplevel .fa.gz
01/08/2018 12:249& 706,228 Lactobaci | lus hokkaidonensis jcm 18461 .45M3259359 ] .dna rm.chromosome . osome.fa. gz
01/08/2018 12:2494& 26,023 Lactobaci | lus hokkaidonensis jom 18461.45M825939v] .dna rm.chromosome CC2R0-1.fa. g7
01/08/2018 12:2494& 13,355 Lactobacillus hokkaidonensis jom 18461 .A5ME2H34y] .dna rm.chromosome” pLOOCRED-2.f 3. 27
0170872018 12:24591% 745,606 Lactobaci | lus hokkaidonensis jcm 185461 .45M8259359v] .dna rm-toplevel .fa.gz
01/08/2018 12:2494& 706,228 Lactobaci | lus hokkaidonensis jcm 18451 .AEM32939v] .dna sm.chromosome . Chronosone.fa. g2
01/08/2018 12:2494& 26,022 Lactobaci|lus hokkaidonensis jom 18461 .ASMEZH34v] .dna sm.chromosome . pLOJCYED-1.f 5. 22
0170872018 12:24591% 13,355 Lactobaci | lus hokkaidonensis jcm 154681 .85MB2534y] .dna sm.chromosome . pLOOCYRED-2.f 8. 22
01/08/2018 12:2494& 745,605 Lactobaci|lus hokkaidonensis jom 18461.45M825939v] .dna sm.toplevel .fa.gz
01/08/2018 12:2499& 4,323 EEADME
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[ s AR 0O | NGS _*‘J:T-—ifalx'rﬁiﬁﬁﬂfﬁ TxDb | GFE/GTFH: 7]

GFF®D A FH

7. GFF3¥E, 77 1 )l (Lactobacillus hokkaidonensis jem 18461.GCA 000829

DBIRET M e+ IA A D E KT , @GenomicFeatures

ELNS I\ —U AR T H@make TxDbFromGFF
A% ZE FALNCGFF 74 ILEERAIAA T, TxDb&lLY
SHFDHA TRYIRZSEIIZTH

LA Issbl [ Iamzawa et al., SOl T =309,

Ensembl (Flicek et al_ 20145 3B EE 1 TL 1% Lactobacillus hokkaidonensis

2 em 1RAG =T NARRIG2I05 36 .....:..:::._:I:...:.x.:_::x.%l_;_'_':"#/'.l\

in f ¢- "Lactobacillus hokkaidonensis jom 18461.GCA 9888297

BTV O—-F
library(GenomicFeatures) #) % T — VOEL A IAR

#4E(TxDb T3/ 2 2 + OTERR
txdb <- makeTxDbFromGFF(in_f, format="auto™)#txdb T i z 2

kD 1ERY

‘ #ESEL T AT TY
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] J A0 | NGS | 7 A7 —33 1§5EEY{S | TxDb | GEE GTEREF 7 /L8 @Eﬁﬁﬁﬁfﬁ@txdbﬂ'

OO DREERTR
GFF® 35 A 3A & ettt

7. GFF3¥3. 77 - )l (Lactobacillus hokkaidonensis jem 18461.GCA 000829395.1.30.chromosome.Chromosome.gff3)D 185
Ensembl (Flicek et al . 2014 S B HE 1 TL % Lactobacillus hokkaidonensis JCM 18461 (Tanizawa et al. 2015) DT —42 T4,

in_f <- "Lactobacillus_hgigsssssssmmesmanbidainteinfattatntaninns b =n e
" P — =y — . L)
?HEQJ\”q-;“%D F |> txdb <- makeTxDbFromGFF(in f, format="auto")#txdbA < 1O+O{ER
ibrary(GenomicFeatures) , — .

Import genomic features from the file as a GRanges object ... OK
#2FE(TgDbA 7/ 2 0 +F OfF Prepare the 'metadata' data frame ... OK
sale akeTxDbFromGFF(: Make the TxDb object ... OK

> txdb #ESHLTAZHTY

TxDb object:

# Db type: TxDb
# Supporting package: GenomicFeatures
# Data source: Lactobacillus hokkaidonensis jcm 18461.GCA 000829395.5
# Organism: NA
# Taxonomy ID: NA
# miRBase build ID: NA
# Genome: NA
# transcript nrow: 2262
# exon nrow: 2262
# cds nrow: 2194
# Db created by: GenomicFeatures package from Bioconductor
# Creation time: 2018-04-13 16:12:15 +0%00 (Fri, 13 Apr 2018)
# GenomicFeatures version at creation time: 1.30.3
# RSQLite wersion at creation time: 2.1.0
# DBSCHEMAVERSION: 1.2
> |
W
< >
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] J OO NGS | 77— T eRERiE | TxDb | GEEGTFE | DT/ LlE A DDERKRE2DDTSAZR
= E’?l (pLOOC260-1&pLO0OC260-2)M B> TLVET ,

DOFERIFZEEBAERDHADEIETT , @DEnsembl

7. GFF3J2 77 - ) (Lactobacillus hokkaidonensis jem 18461.GCA 0008203 )T JH A EF TR SN AMEE—BLTLVFEHA

Ensembl (Flicek et al_ 20145 12 EHE M TL 1A Lactobacillus hokkaidonensis JCR T8301 (I anizawa et al
in_f <- “"Lactobacillus_hgiisscenesniminnniidaintainiatsadatminlGeshnanesans Assembly ASME2939v1, INSDC Assembly
S o] GCA_000829395.1, Nov 2014
LB T — VRO - F _ male T e - o 4 i
1ibrary(GenomicFeatures) > txdb < mc_}lquxDI:Fr:ﬁm,_-.FF{ln_f, fD:F‘mat Database version 871
Import genomic features from the file 3 Base Pai 2 400 586
#£F(TxDbA 7/ = 0 F OfF Prepare the 'metadata' data frame ... ( ase Fairs S
txdb <- mEIkETKDbFr‘DmGFF(] Make the TxDb Dbje{:t ... OK Golden Path 24{][]536
> txdb Length
TxDb object: Genebuild by ENA
# Db type; TxDb , Genebuild Generated from ENA annotation
# Supporting package: ngomlcFeatu;es method
i gi;gnigi%{:;i Lactobacillus hokkaldong Data source European Nucleotide Archive &/
# Taxonomy ID: NA e ¢
# miRBase build ID: NA ene counts
# Genome: NA
transcript nrow: 2262 2,344
exon nrow: 2262 6d
cds nrow: 2194 genes
# Db created by: GenomicFeatures packad| 68
# Creation time: 2018-04-13 16:12:15 +(|*
# GenomicFeatures wversion at creation 1|Gene transcripts™ 2,412
# RSQLite wersion at creation time: 2.1.0
# DBSCHEMAVERSION: 1.2
> |
W
< >
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J « -0 | NGS |7 A7 =33 1§5EH{5 | TxDb | GEE/GTER- 7]

)Yy WINPFN

=M@ B

s =

1

7. GFF3¥2. 77 - )l (Lactobacillus hokkaidonensis jem 18461.GCA 0008293

x99 M+E

1DNEBIKE2DDTSRAZR

(pLOOC260-1EpLO0C260-2)M B> TULNET,
DDFERIFZBARDADEBIETT , @DEnsembl

TRoNAHEL—HBLTLFEEA

Ensembl (Flicek et al_ 20145 12 EHE M TL 1A Lactobacillus hokkaidonensis J(

in_f <- “"Lactobacillus_heiymerspuiminaniidainatiniosiiss

BUEN S T —U%EO—F |

library(GenomicFeatures) > txdb <- makeTXDDFromGEH

Import genomic features f
#HE(TxDbA 7/ 2 2 +DfF Prepare the 'metadata' ds

txdb <- makeTxDbFromGFF(: mote the TxDb object

s T2ASRDeff 774 )L (plasmid1.gff3&
plasmid2.gff3) ZZNE NFHEHIAATD
transcript_nrow (Gene transcripts)&@)cds_nrow
(Coding genes)DIE#HRZF T, @Ensembl™y T4
A EDBHIELIEOTHEIZERE X

> txdb
TxDb object:
Db type: TXDb

Organism: NA
Taxonomy ID: NA
miRBase build ID: NA
Genome: NA
transcript nrow: 2262
exon nrow: 2262

cds nrow: 2194

H= S HE S S

Db created by: GenomicFeatures packad

Creation time:

DBSCHEMAVERSION: 1.2

VoSE S HE 9

]

May 08, 2018

Supporting package: GenomicFeatures
Data source: Lactobacillus hokkaidonsd

GenomicFeatures wversion at creation f
ESQLite wversion at creation time: 2.1.0

Length

Genebuild by ENA

Genebuild Generated from ENA annotation
method

Data source

Gene counts

2,344
65
genes
65
2018-04-13 16:12:15 +( =
Gene transcripts™ 2,412

Eurcpean Nucleotide Archive &




+ b0 | NGS |7 A7 =33 [§3E%F | TxDb | GEE GTER 07 L7

DT SRR Deff 774 )L (
plasmidl.gff3&plasmid2.gff3) (FTH S

+IR—LA

+ ARV MMcDOWT

+ A (—
+HEITOISA
tHRRIA—S A
+ ARk

+ BEVWEDHE

+ U

+E)N AL+

=1 e Il

=Y

+HSbTwF +English

HRAFEAERREFEMEEHER
TIG)VINAFAA YV TARTAVABBEHREI=Z v I

Agricultural Bioinformatics Research Unit

% zmzon~ @ masosa

—h > HEITOTI A > GERON—T > OHlET JLF

C 9.HeS ) LF
-

xxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxxx

RADBRE - BiE

RS TERLUTVSL2EEY (M2 20U R—A) CERERIZ.
g —4 Y (RNA-seq) [CETLD22HNET. LH'LRNA-seq7
o077 L OHAFFEEELTVET.
AZRBTRE. S0P L7 —FEXHHAELT. EENS AT
TERLUET, T, ROAFILTFYIZBELET.

=S

FIEZEC (R -E- 7OV A / SEERE)

BHs5t

EETE ROBL (WwI—IEAALET. HFHAHAPCHIRTEH

] o =0l = o o e il WA= T o = i~ e il M S 1|
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1. FER30FE05E08H

ABERPDF

gff37 71 )l (#71.3MB)

fa2 7 (§12.2MB)

(RT)IEERTIERT

(RT)YI-r20F L1 7~ 8h

plasmidl.gff3(ZFEEH)

plasmid2.gff3(Z5ER)

2. FhRE30£%F058158
ABRERPDF

3. ERE308F05822H
AEEFHEPDF

4. FERLI0FE05E29H
ABERPDF
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m 7/ T2 7ML DFEHIAHEERRET
O RTEEYIECSIENTS 0)/(/I~EI
m RCEZEYESI NG EERE
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J o A0 | —f | BUFIERF | F SR DU — LEE@] | Genot

$1: YB3l BT

multi-FASTAZ 74 )L (%7 / LEEH|EHR) EGFF 771 JL
(T /T—aVER) FREICHEARAD ZET,. DM
VARD)Th—LGEEY) BIEHRE—KICETS

« b0 —#% | BFIERS  FOE—2—ECF B’SgﬂlnmethDbﬁ“:-(lam 0 |EE 3 -+l
o 0| —f% | BL¥ BT | 7 O0E —4— BCF | GenomicFeatures(Lawrenc ht:EJ_.I.ﬁ"éo ®1§JL5° ®‘ih0gej7j_}l/9 I:FI' % )35-9-
A0 —f | BURIERIS SR 00T — LECH | DB (last medified 2015/05,
« b0 | —#% | BoFIERS | 52 0 T — LBCT | GenomicFeatures(Lawrence 2013) odified 2016/02/09)
« (0| —#% | BCYERIF |52 09U — LECH | biomaRi(Durinck 2009)(last modificq 2015/02/20)
« /R0 | — s 1A | wlew T | anenvlew (laet modified 201511153
s AVRRING Ao b0 | — | BAIE | b5 AP T —LER ) | GenomicFeatures(Lawrence 2013)
« A F0 | NG NEW
o k0 | NG B
* A2k 0 | NQGenomicFeatures) ST —UF EICHL TS A OUT — LERTIFIES 4 AHETLUET . [TextractTranscriptSeqs| F{TH2&T. o
o AR E | NG5 EEE %)._EJ{'J T?Eﬁ' transcriptsBy¥# ER 7313, exonsBy, cdsBy, intronsByTranscript, fiveUTRsByTranscript,
o A7k 0O | N(threeUTRg A HTEX B A AN TEET .,
o ARO[ NQIZ7 I 5. G]F"_Ff_'nﬁit@?h'—:faf??*f JLEFASTATERA DY . LECH 27 I ESA AL 55!
il 0 5 }‘(1_ E}(BS GFF33.77 1 )l-(Lactobacillus hokkaidonensis jem 18461 .GCA 000829395.1 30 chromosome Chromosome gff3) “FASTA T,
77 Jl-(Lactobacillus hokkaidonensis jcm 18461 GCA 000829395.1.30 dna chromosome Chromosome fa¥s Fras AT 45U A Td,
Eﬁg ’59;;’ Ensembl (Flicek et al._ 20145 1EHEZ N T v% Lactobacillus hokkaidonensis JCM 18461 (Tanizawa et al.. 2015) DF —45TH .
: in f1 <- "Lactobacillus a ai E __‘ 18461 _h-_ZZCZLf_'.'Z._ 30.dna.ch e.Chromo some.fa"
out_f <-| |in 2 <- “"Lactobacillus B aidonensis_- 1.GCA @90829395.1.30. chromosome m e.gff3"#A
param_bsg | ot £ <- ge5.fasta #."l_".]'jl? ffJL}%"&? E L Tout £1 4240
param_tx( mHiE (FERR30EE)
S #L By T EO-F
Wt library(Rsamtools) #)50 T — L DEFE AR -
library({ | 1ibrary(GenomicFeatures) #) % T — L DFL A L :T_EBDEDSEDBE
. library(Biostrings) #) 5 0 T — L DELAMAR AJEHPDF
#FIALIE (] G377 1)L ($1.3MB
Library() |4 07 7 1L OFEAAH faZ 7L (¥72.2MB)
‘;L"En;; }f txdb <- makeTxDbFromGFF(in_f2, FDr‘mat=":§é:§;;'&#%}g?fll’j_?%%_l 7+ O1F (RT)ISHEFI#H
f . (RT)NAO0OF LA 758
#AITHLER (1 L\ B BB E4RANS ) plasmid 1.gff3(ZR3F)
hoge <- transcripts(txdb) #157E L 7o 81 0 EEIEE 35 E ARG plasmid2.gff3(ZEM)
#EED L T AT TY 2. FHi30F058158
L | S/ BARIAGIE Y
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J o A0 —f | BOPIERIS [ F S22 00T — JAEE@] | Genomiy

EK%fF%EEﬁIJ g

DIE. GFF77 41 JLIEHRZE R ¥F L f=txdbA
5. transcripts&ELV OB Z ALV THE L=\ EY)
D EEFHRETIFLI-HE R ZDhoge[TRFEL TLVS

RSP

2o

5. GFR3ERM 7 /732271 ILEFASTAERD Y /L Eﬂﬁll?? 1% SR AL RS

GFF3F27. 77 1 Jl(Lactobacillus hokkaidonensis jem 18461 .GCA 000829395 1 30 chromosome Chromosome_ off3) #FASTATET,

77 - Jl-(Lactobacillus hokkaidonensis jem 18461 GCA 0008293951 30 dna chromosome Chromosome fa¥e FraaAT 1oYW AT,

Ensembl (Flicek et al.. 20145 2S5 1 TL 1% Lactobacillus hokkaidonensis JCM 18461 (Tanizawa et al. 2015 DT —27Td,

in f1 <- "Lactobacillus hokkai ensis_j 18461 GCA 88es529395.1 : O Chromosome :EII#’JA
in 2 <- "Lactobacillus hokkai ensis 1.GCA BOBE29395.1.308.c ome omosome . gFF3"# AL
out_f <- "hoge5.fasta" #&3‘]?‘ *fJLJ%’E’? L Tout -FIJ%%W
FLEL N T -V O-F R R Console ==y
T > #BIAE (BRLUVRIED EE IEHRARS )
iggggggfgzﬁi;gwesj > hoge <- transcripts (txdb) #18TE LIz EEEID IR IR #RE A4
> hoge #IESALCAZOTT
#FANT T A ILDF AR GRangﬁject with 2262 ranges and 2 metadata columns:
Exdb <- makeTxDbFromGFF (in] seqnames ranges strand | tx id tx name
<Rle> <IRanges> <Rle> | <integer> <character>
#H] IR (EF L LB EETE R 3R [1] Chromosome [ 360, 1le76] + | 1 dnan-1
hoge <- transcripts(txdp) [2] Chromosome [1852, 2991] + 2 dnaN-1
[3] Chromosome [3233, 3457] + | 3 <NA>
#4 HIER{F) [4] Chromosome [34€7, 4588] + | 4 recF-1
fasta <- getSeq(FaFile(in_j [5] Chromosome [4588, 6531] + 5 gyrB-1
#1% 3P (descriptionBfsy & 2§ [2258] Chromosome [2273%924, 2275312] - | 2258 trmE-1
< [2259] Chromosome [2275488, 2276288] - | 2259 <NA>
[2260] Chromosome [2276455, 2277288] - | 2260 <NA>
[2261] Chromosome [2277304, 2277648] - | 2261 <NA>
[2262] Chromosome [227771%, 22777853] - | 2262 rpmH-1
Feqinfo: 1 sequence from an unspecified genome; no seqglengths
>
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J o A0 —f | BOPIERIS [ F S22 00T — JAEEE] | GenomicFeatures(Lawrence

$£ 2y,

##off—version

Hisequence—region

Chromosome 360 2277853
#lzenome—builld European Mucleotide Archive ASMEZ93Y

#lgenome—version GCA 000829395 1
tlzenome—date 201411

#lgenome—builld—accession GDF&_C‘C‘WJ
tlzenebuild-last—updated 201 4-11

Aoz
i(n)l.

GFFI7M4ILD R AN KL Mo TLVEL
TH.GFF774)LBDOD HT=Y Ehoge
D DQELLE T B ET. D

ADHTNSLLLZEEDIDS

=S ECH[

Chromosome ena  gene S60 1676 0 + | [D=gd, - .5
) SEIEIHRENS)
Chromosome ena  transcript| 2360 1676 0 +|. ID_trta (txdb) w10 - R FEAE R AR AR S
Chromosome ena  exon 360 1676 . +| Pare s T ARG T
Chromosome ena  CDS 360 1676 . + ID=C} 2262 ranges and 2 metadata columns:
HEH ranges strand| | tx id tx name
Chromosome ena  gene 1862 2991 . + | ID=gs <IRanges> <Rlex> | <integer> <character>
Chromosome ena  transcrpt| 1892 2991 . + | D=ty [ 360, le7é] + | 1 dnah-1
Chromosome ena  exon 1862 2991 . + | Pare [1852, 2991] + | 2 dnaN-1
Chromosome ena CDS 1852 2991 . +|0 ID=C [3233, 3457] o 3 <NA>
it [3467, 4588] + | 4 reckF-1
Chromosome ena  gene 3233 3457 . + | ID=g3 [458* ] * | 2 gyrB-1
Chromosome ena  transcript| 3233 34527 . + | D=ty (2273924 22?5312] B | 2258 trrELE—l
Dhromo&ome g exon 8288 845? e B pEH"E [22?5488: 22?6288] _ | 2959 <NL>
Chromosome ena CDS 3233 38457 . +[01D=C| (2276455, 22772881 _ | 2260 <NA>
HH [2277304, 2277648] - 2261 <NA>
Chromosome ena  gene 2467 4588 .+ ID=g4 [2277719, 2277853] - | 2262 rpmH-1
seqgqinfo: 1 sequence from an unspecified genome; no seqglengths
> |
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B N P
EK%fF%EEﬁIJ 15

5. GFR3ERM 7 /732271 ILEFASTAERD Y /L Eﬂﬁll?? A L%

GFF3f=3. 77 - J-(Lactobacillus hokkaidonensis jcm 18461.GCA 00082934
7 Jl-(Lactobacillus hokkaidonensis jcm 18461.GCA 000829395.1.30.dn3

@in fITIEELI=Y / LEFIERIEIQOIZTES,
DODY / LEEFIMNS, @Dhoge TIHEL-EZENIE
F ER 51| & @ (Biostrings/ \'w/ 7 — hM 29 B)getSeq
RS #1% ALY TEUS . ®(Rsamtools/ \'war—U hiig{it

9 H)FaFileBAZIE. getSeqfd#FI AEFICIAE

Ensembl (Flicek et al.. 20145 S 1 TL 1% Lactobacillus hokkaidonensis JCM 18461 (lamzawaetal_ 2015 r — = g,

in f1 <- “"Lactobacillus ai ensis_jcm_18461.GCA_ 2
in f2 ¢- “"Lactobacillus hokkaidonensis jc 1.GCA 080828
out_f <- "hoge5.fasta" #&3‘]?‘ *fJLJ%’E’?
FLBEE T —UEO—F

library(Rsamtools) #15 wy T — D DFE A 1A
library(GenomicFeatures) #15 wy T — D DFE A 1A
library(Biostrings) #1150 T — D DFL A 1A

#A 77 A I DFEAIA R

txdb <- makeTxDbFromGFF(in_f2, format="auto™)#txdb= 7%z 7 | D{ER

#EALTARITTHT

#RTAIE (BL L | e kD EEAE I $R AV )
hoge <- transcripts(txdb) #157F L 7o gD EE

#EEL TARETTE
#E(BOTIERIS) '
fasta <- getSeq(FaFile(in_f1), hoge) #BCPI1ER*HRIGL /-85

- #HESEL TRETTY
#1EWIE (descript ion%ﬁﬁm

<

L Tout -FIJ%%W

R R Console E'@

-~

> FaFile(in f1)

class: FaFile

path: .../Lactobacillus hokkaidonensis jcm S
index: .../Lactobacillus hokkaidonensis jcm$
1s50pen: FALSE

yieldSize: NA

H
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J o A0 | —f | BUFIERF | F SR DU — hﬁﬂﬂ | GenomicFeatures(L

MeetSeqE 1T N Dfastat T oA, AL
WSRO Th—LEFIIEHR TIEHSHH -

EK%fF%EEﬁIJ g

5. GFR3ERM 7 /57— 3271 ILEFASTAERD Y A L EEEEII:-'? I EEA AL RS

GFF3f:7. 77 1 J-(Lactobacillus hokkaidonensis jem 18461.GCA 000829395.1.30.chromosome Chromosome. gff3) *FASTAF:T,

27 J/(Lactobacillus hokkaidonensis jem 18461 GCA 0008293951 30 dna chromosome Chromosome fafr FraaAt 90U HTH,

Ensembl (Flicek et al . 20145 B HE 1 TL %S Lactobacillus hokkaidonensis JCM 18461 (Tamizawa et al.. 2013) DT —42 T4,

e

library(Biostrings)

i

#1450 AT — LA DFL A AP

#ANT T A I DFEAIAR )
txdb <- makeTxDbFromGFF(in_f2, format="auto")#txdb= 73z 7 } DIERY
#ESI L TAITTE

#ATAIE (BN L L iR EE IR E RIS )

hoge <- transcripts(txdb) R R Console ][0 ]
|::- fasta <- getSeqg(FgFile(in f1), hoge) #BCSI B ERT BRELES i
#AF (ALFIENS) _ > fasta B EESHLTAEOTY
fasta <- getSeqlfgggle(in f1), hoge) il DN’ingSet stance of length 22e&2
ﬁ dth seqg names S
#1& escripgtiongfd T HE) [1] 1317 GTGACTGATTTAGAA...AGCTAAAGCCATAG Chromosome
[ EEESiEE | i F‘a“e(zﬁg?ﬁgi-"g:ﬁ?; [2] 1140 ATGAAATTTACAATT...TTAGAACTTACTAA Chromosome
s s [3] 225 GTGCAAGRAAGCAARA...TTCAAAATGAGTAG Chromosome
[4] 1122 ATGATTTTARRAGAL...AGGAGGAACCATAG Chromosome
#2727 VIR E _ [5]1 1944 GTGAGCGATARAAAA...ACTTAGATCTATAG Chromosome
writeXStringSet(fasta, file=out_f, fg
< [2258] 1389 GTGGCACAGACAGAG...GTTTAGGTAAATAG Chromosome
[2259] 801 ATGGCAATTTTTACT...CTAGTGAGATGTAA Chromosome
[2260] 834 GTGARAARAGCACTTA...GTAGGCGCAAGTGA Chromosome
[2261] 345 ATGAGAAAGTCATAT...TAGATGAGCATTAA Chromosome
[2262] 135 ATGAAGCGCACATTT...TATTATCTGCATAG Chromosome
> |
L I F
May 08, 2018 75




Wl T B F oo oU — LBl | Genol (DDfastat T DT Vb EDEFFASTARRRK TRET

IRCR Y EVES)

5&.QTRATULSNEFEDdescription|FIRMEE
f-zasnsd, DFY. I XT’Chromosome”’[ZZE->TLED

|HR{F )
getSeq(FaFile(in_f1), hoge)

#A05)| 1E5RE VS L I-fE R T fastal & iA
#ESIL TAITTE

escriptionEin=EE)

names(fagta) <- paste(segnames(hoge), start(ranges(hoge)),#"$EFH start end"|CEFEE

end(ranges(hoge)), sep="_")#"HB{FH_start_end"|CERE
gL TARRETTT

#7714 IICRE

writeXStringSet(fasta, file=out f, format="fasta", width=50)#fastaDPEH*IEEL =77 1 I& THFE=F W

4 R R Console o=
|::- fasta <- getSeq(FaFile(in f1), hoge) #BCIIBERT ARELES
> fasta #IESHL T
A DNAStringSet instance of length 2262 @
width seq names
[1] 1317 GTGACTGATTTAGAA...AGCTAAAGCCATAG |Chromosome
[2] 1140 ATGAAATTTACAATT...TTAGAACTTACTAA |Chromosome
[3] 225 GTGCAAGAAGCAAAL...TTCAARATGAGTAG |Chromosome
[4] 1122 ATGATTTTAAAAGAA...AGGAGGAACCATAG |Chromosome
[5] 1944 GTGAGCGATAARARRA...ACTTAGATCTATAG |Chromosome
[2258] 1389 GTGGCACAGACAGAG...GTTTAGGTAAATAG |Chromosome
[2259] 801 ATGGCAATTTTTACT...CTAGTGAGATGTAL |[Chromosome
[2260] 834 GTGAARAAAGCACTTA...GTAGGCGCAAGTGA |Chromosome
[2261] 345 ATGAGAAAGTCATAT...TAGATGAGCATTAA |Chromosome
[2262] 135 ATGAAGCGCACATTT...TATTATCTGCATAG |Chromosome
> |
L L}
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J- TR | —RE | BEBIENE F 5o DT — LECH | Genod IRFERRSD

$r\ YIBC 5 BN 15

#4FE(ACY|ERR)
fasta <- getSeq(FaFile(in_f1), hoge) #BO%I1&$E*HENISL

#EIL TARITT

1THoTULVADIE. descriptionZB D ECR N

5% Chromosome_start_end LT ECOEEZRR
DIEEEF MDA HMDEIIZLTLVS, Dpasteld, X
F5|%QsepA T3V THEELIZXFEMICERATE
a9 S, QDHEANITEEN LM SHEHEF

#EMNIP(descriptionBin T EE)
names(fasta) <- paste(segnames(hoge), start(ranges(hoge)),#"$E#5
end(ranges(hoge)), sep="_")#":B{FE start_en

#ﬁ%%ﬂﬁ?&n‘??
#7714 IICRE

writeXStringSet(fasta, file=out f, format="fasta", width=58)#fastal

4

May 08, 2018

(o] & |wes]

-~

R R Console

= paste {"U.ge "r "EgE“,
[1] "uge age"

> sednames (hoge)
factor-Rle of length 2262 with 1 run

5 ep="_" }

Lengths: 2262
Values : Chromosome
Levels (1) : Chromosome

> ranges (hoge)
IRanges of length 2262

start end width
[1] 3e0 le7e 1317
[2] 1852 2991 1140
[3] 3233 3457 225
[4] 3467 4588 1122
[5] 4588 €531 1944
[2258] 2273924 2275312 1389
[2259] 2275488 2276288 801
[22€0] 2276455 2277288 834
[2261] 2277304 2277¢48 345
[2?62] 2277719 2277853 135
>
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J o A0 —f | BLFIERIF (S22 0T — LBCF | GenomicFeatures(Law

$r\ YIBC 5 BN 15

#4F(BCHIERIF)

fasta <- getSeq(FaFile(in_f1), hoge)

#A05|1EEE BV S L /iE R fastalmomm
#ESIL TAITTE

(DdescriptionSh

PHEDHOTWLNBRIEAHLM
Bo NZEBKODIZIFTT. BAT7AIVEHTE
CTEOIELWNSO TS EHIETTES (EHBRL
TWAERFREZLELIDHLIDTER)

#EMNIP(descriptionBin T EE)
names(fasta) <- paste(segnames(hoge), start(ranges(hoge)),#"$EFH start _end"|FEE
"VERBEEFES start end"|CEER

end(ranges(hoge)), sep="_

#EEL TAHREITTT

#7714 IICRE

writeXStringSet(fasta, file-out f, forma

4

-~

May 08, 2018

I

S =

R R Console o[- & | e
> #1238 (descriptionfinE=EE
> names (fasta) <- paste(segnames (hoge), 5tart{ranges{h3ge}$
+ end (ranges (hoge) ), sep="_")#"&RES
> fasta #1ES LJ_(_'%.)?J[TT'..'EJ
A DNAStringSet instance of length 2262
width seq names
[1] 1317 GTGACTGATTT...RAAGCCATAG Chromosome 360 1l&76
[2] 1140 ATGAAATTTAC...AACTTACTAA Chromosome 1852 2991
[3] 225 GTGCRAAGAAGC...RAATGAGTAG Chromosome 3233 3457
[4] 1122 ATGATTTTAAA...GGAACCATAG Chromosome 3467 4588
[5] 1944 GTGAGCGATAA...AGATCTATAG Chromosome 4588 &531
[2258] 1389 GTGGCACAGAC...AGGTAAATAG Chromosome 227392...
[2259] 801 ATGGCAATTTT...TGAGATGTAA Chromosome Z27548...
[2260] 834 GTGAAARAGCA...GCGCAAGTGA Chromosome 227645...
[2261] 345 ATGAGARAGTC...TGAGCATTAA Chromosome 227730...
[2262] 135 ATGAAGCGCAC...ATCTGCATAG Chromosome Z27771...
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J o ARO | —f% | BoPIERR | F S22 00T — L BT | GenomicFeg

R REE 2

~ N

D Dfastar Tz AN ELT, EREYEL.
IEER DI KR(max) &x/Mmin) FH(mean)Z Rt

#4 & (BLFBiF)
fasta <- getSeq(FaFile(in_f1), hoge)

sEALTBHETTE

#BMNIF (descriptiontBH T HEE)

#A05)| 1E5RE VS L I-fE R T fastal & iA

names(fasta) <- paste(segnames(hoge), start(ranges(hoge)),#"$EFH start end"|CEFEE

end(ranges(hoge)),
=

5Ep=“_

Mol TRIEITTH

"VERBEEFES start end"|CEER

#2771 ILITRT
writeXStringSet(fasta, file-out f, forma

4

IR R console

| > #1238 (descriptioninEZEE)

> name asta) <- paste(
+
> fasta

A DNAStringSet instance of length 2262

width

[1] 1317
[2] 1140
[3] 225
[4] 1122
[5] 1944
[2258] 13E€95
[2259] 801
[2260] 834
[2261] 345
[2262] 135

seq

GTGACTGATTT. .
ATGAAATTTAC. .
GTGCAAGAAGC. .
ATGATTTTARAA. .
GTGAGCGATAA. .

GTGGCACAGAC. .
ATGGCAATTTT. .
GTGRARALGCA. .
ATGAGARAAGTC. .
ATGAAGCGCAC. .

I

segqnames (hoge) ,
end (ranges (hoge) ),

LAARGCCATAG
LAACTTACTAA
LAAATGAGTAG
. GGAACCATAG
LAGATCTATAG

LAGGTAAATAG
. TGAGATGTAA
. GCGCAAGTGA
. TGAGCATTAA
LATCTGCATAG

Fol-E ]

RES

SEP_TT m :lT__'I"I'

#1ES bféfﬁf$

names
Chromosome 360 1&76
Chromosome 1852 2991
Chromosome 3233 3457
Chromosome 3467 4588
Chromosome 4588 €531

Chromosome 227392...
Chromosome Z27548...
Chromosome 227645...
Chromosome 227730...
Chromosome Z27771...

5tart{ranges{h3ge}$

-~
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EREORMEBIMFIZ DT, ERE2TER

S =A wl| 9§ X0 Thb—LERH| Dmulti-FASTA
R NACOthaI I O I 0) 77’()71/-7;‘1 (DD Reference trann;zri;)t'C*‘To

Genomic variants

, Genome-aware
/ methods v

RNA-editing detection

GIREMI/

multiple-samples/ l‘,

pooled-samples
Y

Gene fusio_n detection 1 Cutflinks/ trinity/
JAFFA/FusionCatcher/ 10P-fusion StringTie SOAPdenovo-Trans
SOAPfuse/STAR-Fusion/ Transcript De novo
TopHat-Fusion assembly assembly

/S;l‘uh/hist

\
N

Short-read isoform detection \

.‘,

Variant detection

GATK3/SAMtools

Long-read isoform detection

" oy o
-

._»\“

ccs/error-free

L J

Oases/

Reference transcript ~

S/SLEBNA-seq
~
Long-read correction  (5¢/ "
* loRD(C\\
1
/
/
4 /
r i‘ ” ’
Mapping I GMAR/
B STARIong
R L= =
Isoform detection
o 0P

-
-l
-
-
-

JSalmon-SMEM

W )
1 Abundance estimation n

Dmorenﬁal analysis '<

Cuﬂdtﬂ/edpeﬁ
2/Ballgown/limma
[ Ditiorential expeession |
l‘l_ ] (‘n‘. 'r ’

/ Alignment-free 2
Isoform
quantification

S VTN J""l’hn I

Cufflinks MO/
StringTie/
eXpress/
Salmon-Aln/
featureCounts ¥

e

Expression analysis

» Exnrasaon
bl o ket oy
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" JEE
RNACocktall

(D@D Reference transcriptld. @Mapping. @
Transcript assembly. @Abundance estimation

HETYT7LUORBAELTEDODNET

HXDE

—

-

Y/

Genomic variants
TopHat
STAR
_Genome-aware 1 =Y U
methods  J \
RNA-editing detection Variant detection |
GIREMI/ \ Mapping
multiple-samples/ | | GATK3/SAMeools |
| pooled-samples | |
\J \ \J
\
Gene fusion detection : Cufflinks/
JAFFA/FusionCatcher/ | 1DP-fusion W (i ot Ainieg
SOAPfuse/STAR-Fusion/ Transcript

TopHat-Fusion

Short-read isoform detection \ / Long-read isoform detection \\
|‘ ,' |‘
{

ces/error-free

Ia:.r~-

/MG ARNAseq
~

~+—— Long-read correction (5¢/"
‘ lonofc\\
|

!

/

! /

| ” ’
[ SapEng [“Gwasy

STARIong

Isoform detection

M

Qases/
trinity/ ‘
Trans y 0P
De novo ' —
assembly Y

[ = Tranu:dpt mofglng
T

”

L -

Alignment-free
Isoform
uantification

\ Expression analysis

Sahraeian
May 08, 2018

et al., Nat Commun., 8(1): 59, 2017
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ol
=A,

RNACocktall

A

i X D

Genomic variants

£

-
Short-read isoform def|

DM I77Lo R JIETSEBIEVLVSEK, QTvEY

J1%. RNA-seq!) —KZ <y 73 58IELTHL.
JI7PLIRBIIDEZIZTVTINEINEFTRS
Bx%T9, UIT7LURERSIIE., &7/ LBERHITHEK
WL RO Th—LEHTHEELND T

T

T/HEANAseq
~

To;;rb:;: ~——p Long-read correction (5¢/"
== _ LoRDECH
/ Genome-aware s ol ‘ r
/" methods ¥ "
RNA-editing detection Variant detection ' * A
\ ¥ s
GIREMI/ , #  Mapping Mappin -
multiple-samples/ | | GATK3/SAMtools . / sk FGWI
pooled-samples | } S
T e
Mo o 1_4.- \g.' '} | l
et
(| | s Isoform detection
Gene fusion detection Cotflinks/ trinity/ v
JAFFASFusionCatcher/ 10P-fusion b StringTie SOAPdencvo-Trans LI v
SOAPfuse/STAR-Fusion/ ' Tumcdpc Do novo I
‘ TopHat-Fusion ) x" assembly assembly . Y
[ Y : | \‘ / _~ % Transcript merging
\ \ '
I \
\»,_ 7’8 N - ofor *
U1 ! TR
J AN I
Reference transcript  ~ .
I
lSalmon-SMEM
Allgnmonl froe }
Isoform
uanlmcatlon
\ Expression analysis
Sahraeian et al., Nat Commun., 8(1): 59, 2017
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"
RVED T DA A—D

(BEF=EEYTIELZELOTETALE
HETIEHEM...) DT/ LEFILSHZDR
FVRAD)Th—LEFIR)TTLUREL
THEAD. ELWOREZIEATLS2OH

7S S 7L~ YT = y—7 ) = . 7‘-~
n BRI VE (/7 JB754 (bo‘Wt'e P CDRASAFTRATEDNNCE

)7L RERH 4/ L T1
count —g=

o - HIEF1 | 14

HodHTILD - — I - =—=T_— E{EF2 | 5

RNA-Seq7 —% ——— BEF3 | 12

= =~ mapping | MEF L REE
= = = N )
= = = - \ )

= = = JI7L o REES NSO R Th— L count T1

= = = BE{EF1 | 19

- === o= =——=_— BEF2 | 7

———r— —= = EIEF3 | 12

BInF1 BInF4 BiEF4 | 1

EIEFS5 | -
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S AYYRE N TFLORD YA X (F—2ILDEFIE

o N
_\7“J|: >7 O) ’f)(—‘/ EREIE) DY/ LIZEERTERBIZ/INSVDD T, Ty

n ERMGTYEL S 70954 (b

)7L RERSI T/ 4

DS RO Th—LEHZE) I7L R ELTES

ELT RS ovEi&byYEST, F-. QTRLI=ED
HexonMIZEzR=NBorvoia ) —kFD<yEY
51 ) I7LU ARSIV R Th—LEFDIEE
(X, 2<KRICTHIVLELHYEEA

J= =S 1T

HHHTILD — — i BIRF2
RNA-Seq7—% —_— o= BEFS | 12
— — — =5 —
- - g
= = = Ko “
- = = Ens e FS2 R Th— count T
= = = BETF | 19
== = e _——— EEF2 | 7
— — —= —— = EBIEF3 | 12
BIZF1 B F4 HIEF4 | 1
BIEZF5 | -
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IVE T DA A A—

m ERMGTyEL S TOg54(

TA)yME TSRO Th—LESEZShiZ ! 1&
ROITBELTWAESIGEDHED T, HIREEWIEL
[CIEXRIEFEBA. TNHNBHDSEEIX. BEIXST /LA
BSE) 7L RELTRWET 52D Th—
LERHZE)ID7LRELTRYE T E1To T HHRT

)7L RBEAI 4T

HBHUTILD

AV I+ —LERETHEVSHEHELEICFEET S2HE
LNnFEFBADI., Ho=ELTETIAA— L%hitﬂu

I A I T
5

HIEF2
12

RNA-Seq7T—%
mapping

1H5IEF3
BEinF4 1

HIEF4
BIEF5

')77 l/&ﬁ” NSRRI Th—

T1
19

count

B F1
B F2
HIEF3
HIEF4
EI{LEF5

12
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" <M
RNACocktail 5 XX D

-

Y/

Short-read isoform

FNz. DYIT7LURELTR SV RO Th—Ls
BRAZRAVNSDIE, EBMICERNOCTYOADIGE

[CRESNET , AL OEB TR 58
EMDIFEAE (ZLMDARIESN TSNS TY

Genomic variants
‘ Raw™ = ~ _ccs/error-free
[HERNA-seq
~
To:::; ~——# Long-read correction  (5¢/
= . LoRDECH
~Genome-aware! ™ Ll ‘ A
,/ methods \ 4 \ '|
' RNA-editing detection Variant detection | * ¢
\ 1 e
GIREMI/ \ Mapping Manoin -
mumpﬁo-samplcs‘/“. | GATX3/SAMtools | / Sk }‘GW/
[ e m— STARIong
Y \ \
\
N
’_’,,,_—-,‘?-"‘ o M Isoform detection
Gene fuﬂo.n detection Cufflinks/ trinity/ : *
JAFFA/FusionCatcher/ 10P-fusion \ SAkigiie .SOAP*"M“‘.?’ . . 'l Gl : e
SOAPfuse/STAR-Fusion/ Transcript De novo —=}
v TopHat-Fusion i| )X assembly assembly e —
‘ .\ ¢ iatior 7 | ] 7 |~ »  Transcript merging
AI\ ana ] \ /;’ ' 5
' \ - A
N ___.-'/ ] S ~ript inolor *
L] \ . . O\ A == — /
v\ | /
Reference transcript  ~ pi . L
[~-. '
------------ I \
Salfish/kalisto '"‘ ------------ Abundance estimation
/Salmon-SMEM o Differential analysis ,l:
Alignment-free
Isoform
quantification
\ Expression analysis /

Sahraeian
May 08, 2018

et al., Nat Commun., 8(1): 59, 2017
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'__
Contents
m FSURD) T h— LMD REBOEE
0 X487l 14ERNA-seq
O B F#EE5Y
B RNA-seqT —3ET DA A—2
O RYEVT —>HREEMDREE
m BRARTZEEHT B BY
03—k J)—F®lllumina, A>%5)—RK MDPacBio&MinION
O T—2BTOEFRB (AR DDOBEFROKERMLTY—IL)
m 7/ T3 7ML DA IAH EERTE
O RCEREYEFIERED A0
m RCEREYIECSIENSG 3R RE2
O 7/T7—2avI74ILET / LIERI7AILHS
n PHETEHN—X
"1 NGS£{A (NCBI SRA, EMBL-EBI ENA, DDBJ SRA)
O DRAOME ., VA )T4RATEE

1Ll
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L] + 1O NGS | BLoIMi5 | FASTQor SRA | 122DE0 - | & 2EN10-17 ODAHEDBMSTRLTLNADI(E

Y DB

KSR TR—LIZRS I NGS
2IANDEE, QFASTQRRI7AIL

o A0 | —#% | BoPERF | F 52 9 T — LBLY] | GenomicFeatures(Lawrence 2013)( last modified 21 (j: . 7_3_9%&1:&0)$£J: D II:I:Il %nﬁ“

o A0 —f% | BURIERIS | 522 90— LBCSI | biomaRt(Durinck 2009)(1ast modified 2015/02/20)

o A0 — % | FoAr AR | xlsxza,

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

| openxlsx(last modified 2015/11/15)

4k O | NGS | gPCR > microarray’s

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

4> Viewer) (last mo 2016/12/22)

k0 | NGS | BCI|B%{§ | FASTQ or SRA | 24 H£DBH
Ao+ 0O | NGS | BEFIHYiSF | FASTQ or SRA | SRAdL(Zhu 2

« (b0 |NGS | DR{E(T A LTS5 T

s b0 | NGS | BLFIERS |30 20l —

odified 2015/02/23)
(last modified 2015/02/24)
35 =4 | 12211 T (last modified 2015/01/18)

« b0 | NGS |BUFIERF |2 2ol —

o 0O [NGS |7 /725 B3RS | 2L T (last modified 2014/03/26)

AT =R | A LTEIE R modified 2015/01/18)

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

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

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

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

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

= |DDBJ Sequence Read Archive (DEA): Kodama et al.. Nucleic Acids Res. 2012

EMBL-EBI European Nucleofide Archive (ENA): Silvester et al., Nucleic Acids Res_, 2015
MNCBI Sequence Fead Archive (SEA): NCBI Resource Coordinators., Nucleic Acids Res., 2014
ArrayExpress: Kolesmkov et al | Nucleic Acids Res., 2015

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

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

o o =] =]
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B TR IR Ee T o oA L NGST—4D 2 #DBI%. DB A (DODDBJ

23 DB

ELNSHEE) . @QKE(NCBI). ZL TR
(EMBL-EBI)D =B CTERIN TS

o A0 | —#% | BoPERF | F 29U T — LBLY | GenomicFeatures(Lawrence 2013)( last modified 2016/02/10)
o A0 —f% | BURIERIS | 522 90— LBCSI | biomaRt(Durinck 2009)(1ast modified 2015/02/20)

o AR O | =8| A kA | xlsxFEF | openxlsx(last modified 2015/11/15)

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

4k O | NGS | gPCR > microarray’s

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

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

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

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

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

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

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

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

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

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

o DBCLS SRA: Nakazato et al., PLoS One_ 2013
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m s DB NEDBIZHAIET—FDKRTIE. D
SRALIEIN SR D T7AIL (PhiE
j(J'E‘iSRAﬂ'/_tj'?’f}l/ ?hf.sra)o(@Elsé)ﬂés@lzk@E;@

o b0 —f% | BOFIERS |52 0N T — LACS | GenomicFeatures(Lawrence 2013)(last modified &:E)‘: lsra€9°r7“/ m _I:E.I-ﬁE

o A0 | —f% | BLPERF | F F2 90U T — LELY | biomaRi(Durinck 2009)(last modified 2015/02/2
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6 DRP0O0000OS DRACOO008  cjfpracterization of the binding sites of n " 1.6G  2009-07-02 UT-MGS
erase I Analysis sapiens
7  DRPO00OO11 DRAOD0011 rehensive analysis of cytoplasmic mRNAs Transcriptome Homo 167.5M  2009-08-17 UT-MGS
29 cell. Analysis sapiens EE—
rehensive analysis of cytoplasmic mRNAs Transcriptome Homo
8 DRP0O0O0012 DRACO0012  irNHT29 cell at 4hr after treatment with . 2 . 173.7M 2009-08-17 UT-MGS
tunicamycin Analysis sapiens
yein.
Comprehensive analysis of cytoplasmic mRNAs Transcriptome Homo
. . Transcriptome Homo e .
9 DRP0O0O00O13 DRAOODOI3  in HTZQ CE':II at 16hr after treatment with Analysis sapiens 179.9M  2009-08-17 UT-MGS
tunicamycin. analysis saplens
Comprehensive analysis of polysomal mRNAs in Transcriptome Homo e .
10 DRPO0OOCC14 DRAOOOO14 HT29 cell. Analysis sapiens 182.8M 2009-08-17 UT-MGS
Comprehensive analysis of polysomal mRNAs in Transcriptome Homo
. p Lo} _o8- |
11 DRPO0OOO15 DRAOOOOIS HT}%Q cell ?t 4hr after treatment with Analysis sapiens 180M 2009-08-17 UT-MGS
tunicamycin. Anglysis saplens
Comprehensive analysis of polysomal mRNAs in T ot u v
17 DRPONO0IS _ DRAOOONIE  HT29 cell at 16hr after treatment with ~fanscriptome  Homo 147.3M ___2009-08-17 UT-MGS
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DRAOOOO11

MDRA...I&. @Submission ID, T—
REFRFIMAEINELDT. T—
2 EREICEIHRHNEEND

@ http://ddbj.nig.ac.jp//DRASearch/submission facc =DRACDO0T1 - O || BE.
(2 Result List - DRA Search {2 DRAODDOT1 - DRA Search
A DRASearc
p

Submission Detail

Alias DRAOODOLL
Submission ID

Submission Date 2009-08-17

Center Name UT-MGS
Laboratory of Functional Genomics, Department of Medical Genome Sciences,

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

Website policy | © DNA Data Bank of Japan

Navigation

Study
Experiment
Sample

D~
Search Home DRA Home
DRPO00011
DRX000011 “/FASTQ ' SRA
DRS000011
DRROQ0031 FASTQ & SRA

Run
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R BIEHTHY . 10
DRP0O00011 S b RORSARC e

- O x
@ http://ddbj.nig.ac.jp//DRASearch/submission facc =DRACDO0T1 - O || BE. 0o~ ks
/2 Result List - DRA Search (= DRAODDOT1 - DRA Search X
2 DRASearch Search Home © DRA Home
ETP
\
Submission Detail Navigation
Alias DRAOODOLL Study DRPOO0O0O11
Submission ID Experiment DRX000011 FASTQ SRA
— Sample DRS000011
Submission Date 2009-08-17 Run DRRO00031 FASTO SRA
Center Name UT-MGS
Lab Name Laboratory of Functional Genomics, Department of Medical Genome Sciences,
Graduate School of Frontier Sciences, The University of Tokyo
Website policy | © DNA Data Bank of Japan
Navigation
Study DRPOOOO11
Experiment DRX000011 FASTO SRA
Sample DRS000011
Rumn DERROOOD21 FAST SRA
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DRPO00011

@31 kL, @Abstract. @

description’s & DIFHRMN S5

@ http://ddbj.nig.ac.jp//DR.

(= DRPODDOT1 - DRA Search

2DRASearc

Study Detail
Title

Study Type

Abstract

Description

Center Name

Related Study

bioproject

Comprehensive analysis of cytoplasmic mRNAs in HT29 cell.
Transcriptome Analysis
Expression profile in HT29 cell exposed to ER stress was attemptel. We used

shotgun sequencing method, in which next gene sequencing technology and
polysome analysis were combined.

We analyzed the mRNA profile in cytoplasm and in polysome during the
endoplasmic reticulum (ER) stress using second generation sequencers. We
compared three time points (0 hr/untreatment control, 4 hr and 16 hr after
treatment with 2 ??g/mL ER stress inducible agent Tunicamycin (Tm)). This is
the first time mRNA in ???polysome??? is analyzed using the next generation
sequencers and compared with that of cytoplasm. [less]

UT-MGS

PRIDA34559

Website policy | © DNA Data Bank of Japan

’E..

Search Home DRA Home

Navigation

Submission DRAQ00011 FTP
Experiment DRX000011 FASTQ

<

Navigation

Study
Experiment
Sample
Run

|U'1
< >

DRPO0OOO11
DRX000011 FASTQ SRA
DR5000011
DRROOOD21 FAST SEA

&
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@ hitp://ddbj.nig.ac.jp//DRASearch/experimentfacc=DRX0000T1 BE.. 0o~

({2 DRX000011 - DRA Search

2DRASearc

Experiment Detail
Title

Design Description
Organism

Library Description
Name

Strategy

Source

Selection

Layout
Construction
Protocol

Platform

Platform

Instrument Model

Processing
PipeSection
Step Index
Prev Step Index
Program

Version

Spot Information

Number of Reads per
Spots

Spot Length
Read Spec

Read Index 0

ST SRA

HT29_Cytoplasm_Cgntrol
none provided

Homo sapiens

HT29_Cytoplasm_Control
FL-cDMNA
TRANSCRIPTHMIC

cDMNA

SINGLE

none provi

ILLUMINA

Illumina Genome Analyzer

1
NIL

Solexa primary analysis

0

36

Search Home DRA H

Navigation

Submission
Study
Sample
Run

MDDRX...IZExperiment ID, E&&
FIRAGEEHINTHEY . QDT
—452THY. AcDNATHY . @
single-endT—%T#% % (paired-
end TIXEL) TEAHLMYFET

DRAOOOO11 FTP

DRPOOOO11

DR5000011

DRROO0031 FASTOQ SRA

Navigation
Study DRPOOOD11
Experiment DRX000011 EAST SRA
Sample DR5000011
Run DRROOOO21 FAST SRA
W
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DRX000011

DTSV TH—LIEEHR (QE D A—H
—D . QENDNGSHB/ TIEEINT=
N @DEDKS>LMEBFF(TOraIL

& http://ddbj.nig-ac.jp//DRASe

({2 DRX000011 - DRA Search

2DRASearch

Search Home

DTITON0M, OU—FRIZENL

LD, FEDFBMNEFND

CURATTIUNTE )
FASTQ SRA
Experiment Detail Navigation
Title HT29_Cytoplasm_Control Submission DRADOD011 FTP
Design Description  none provided Study DRPO00011
: . Sample DRS000011
Organism Homo sapiens Run DRROOD03L EASTO SRA
Library Description
Name HT29_Cytoplasm_Control
Strategy FL-cDMNA
Source TRANSCRIPTOMIC
Selection cDNA
Layout SINGLE
Construction - Navigation
Protocol none provided
Platform Study DRPOOOO11
Platf ILLUMINA '
oo Experiment DRX000011 FASTO SRA
Instrument Mddel Illumina Genome Analyzer
: Sample DRS000011
Processing
PipeSection Rur‘l DR.R.E'DDDE 1 F.I':'I.STQ SR..&.
Step Index 1
Prev Step Index NIL
Program Solexa primary analysis
Version
Spot Information
Number of Reads per 0
Spots
Spot Length 36
Read Spec
Read Index 0 e
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DRX000011

& http://ddbj.nig.ac.jp//DRASearch/experiment?acc=DRX000011

(= DRX000011 - DRA Search

2 DRASearch

Experiment Detail
Title
Design Description

Organism

Library Description
Name

Strategy

Source

Selection

Layout
Construction

Protocol

Platform

Platform

Instrument Model

Processing
PipeSection
Step Index
Prev Step Index
Program

Version

Spot Information

Number of Reads per
Spots

Spot Length
Read Spec

Read Index 0

FASTQ SRA

HT29_Cytoplasm_Control
none provided

Homeo sapiens

HT29_Cytoplasm_Control
FL-cDMNA
TRANSCRIPTOMIC

cDMNA

SINGLE

none provided

ILLUMINA

Illumina Genome Analyzer

1
MIL

Solexa primary analysis

36

’E..

SXEFD2009F EH (I FE=FEHNTL V=, NGSH
HIEO DB, Q36IEREIZEELMFEOHLEMNOT-
o TNM, a—M)—FEEESNTULV=RTLL T

Sedl LTT TTUTITE

Navigation

Submission DRAQ00O011 FTP

Study
Sample
Run

DRPOCOOO1L
DR5000011
DRROO0031 FASTOQ

Navigation

Study
Experiment
Sample
Run

LURATTUTITE M)

SRA

DRPO0OOO11
DRX000011

DR5000011

DRROOOD21
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DRS000011

@ http://ddbj.nig.ac.jp//DRASearch/samplefacc =DRS0O00011
(2 DRS000011 - DRA Search

2DRASearch

Sample Detail
Title DRS000011

Description none provided

Organism Info

Taxon ID 58606
Common Name

Scientific Name Homo sapiens
Anonymized Name

Individual Name

Website policy | © DNA Data Bank of Japan

o~

MDRS...[&Sample ID, CODT—45®D
BEIX. FRENDVLGLTI R, QD
Do OEICOITIEDOMYET A ERD
HUTILFEENSZELM LMY ERA

Search Home DRA Home

Navigation
Submission DRA0000O11 ETP

Study DRP0O00011
Experiment DRX000011 FASTQ

Navigation

Study
Experiment
Sample
Run

SRA

DRPO0OOO11

DRX000011 FASTQ SRA
DR5000011

DRROOOD21 FASTO SRA
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DRASearch/run?acc=DRRO00031

@& http://ddbj.nig.ac.jp
(2 DRRODDD31 - DRA Search

2DRASearch

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

READS (joined)

qualityl | show rows

>DRRO00031.1
TTTAAAAGATAATGTCATCACAACGCAACATATAGA
>DRRO00031.2
TGTAATGATTATGATTCTCAGGGAT TGGGGAAAGGT

>DRRO0O0031.3
TCAAAAAATACGAAGTTAGGGTGACAAAGTTTGACA

>DRRO00031.4
TGAGGTGGGAGTTTTAGCTAGCTTTGTTGTGGETGT

>DRRO00031.5
TTCAGGAAGCTGGTGATGGAGCACCAAGAGGGTGGT

>DRRO00031.6
TTTTTTTAAAATAGCACTTTAAATATTTATTTTTTT

>DRRO00031.7
GGAGGGTTAATTCTGAGGCAGTATAGTAACTTAAGG

>DRRO00031.8
TTATCATCTTCACAATTCTAATHNNHACTGACTATCC

>DRRO00031.9
TTTTAAATTGTAATTTTTTTATTGGAAAACAAATAT

>DRR000031.10
TGETAACAGCCTGATGGGTTATTTGACTGCACTAAG

Website policy | © DNA Data Bank of Japan

<< <[l ]/ 465206 pagd 5] >>]

NGSDIZE L. EERDEAIZ S (Run) ELMWVE
T, CNIEINGSHBFHTRELIITELHDD
llumina(I2&>TEIRE N 1=Solexatt) D7 Ok
ILDEWVERILAZAE2=EBWVET, BILY VT
ILTESU T LTI DD T EESNET

Sedl LTT TTUTITE

Navigation

LURATTUTITE M)

Submission DRA000011 FTP
Study DRPO0OOO11
Experiment DRX000011 FASTQ
<

Navigation

Study

Experiment

Sample

Fumn

SR

DRPO0OOO11
DRX000011
DR5000011
DRROOOD21

FASTO SRA

&

FASTOQ =
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DRASearch/run?acc=DRRO0003

@& http://ddbj.nig.ac.jp
(2 DRRODDD31 - DRA Search

2DRASearch

FASTQ SRA
Run Detail
Alias DRROOO031

Instrument model
Date of run

Run center

Number of spots 4,653,053

Number of bases 167,509,908

READS (joined) quali
>DRRO00031.1
TTTAAAAGATAATGTCATCACAACGCAACATATAGA
>DRRO00031.2

TGTAATGATTATGATTCTCAGGGATTGGGGAAAGGT

ho' rows

>DRRO0O0031.3
TCAAAAAATACGAAGTTAGGGTGACAAAGTTTGACA

>DRRO00031.4
TGAGGTGGGAGTTTTAGCTAGCTTTGTTGTGGETGT

>DRRO00031.5
TTCAGGAAGCTGGTGATGGAGCACCAAGAGGGTGGT

>DRRO00031.6
TTTTTTTAAAATAGCACTTTAAATATTTATTTTTTT

>DRRO00031.7
GGAGGGTTAATTCTGAGGCAGTATAGTAACTTAAGG

>DRRO00031.8
TTATCATCTTCACAATTCTAATHNNHACTGACTATCC

>DRRO00031.9
TTTTAAATTGTAATTTTTTTATTGGAAAACAAATAT

>DRR000031.10
TGETAACAGCCTGATGGGTTATTTGACTGCACTAAG

Website policy | © DNA Data Bank of Japan

<< <[l ]/ 465206 pagd 5] >>]

Search Homg

DODInHBU—FDERK, @QDRR000031
DEEE. #21)—F#HB)4,653,053(E
HHENHMI DB (F9465F)—K) , 1)—
FRI(Z36 bp/a D T, #RIEEHMN
4,653,053 X 36 = 167,509,908 bp&7i
%, @O Number of baseséFZEE£(Z—H

Navigation
Submission DRA000011 FTP
Study DRPO0OOO11 ~
Experiment DRX000011 FASTQ ﬁv
< >
Navigation
Study DRPOOOO11
Experiment DRX000011 EAST SRA
Sample DR5000011
Run DRROOOOZ21 FAST SRA
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READS (joined)
>DRRO00031.1
TTTAAAAGATAATGTCATCACAACGCAACATATAGA
40 40 40 40 40 40 40 40 40 40 40 40 40
40 40 40 40 40 40 40 40 40 40 40 40 40

>DRRO00031.2

TGTAATGATTATGATTCTCA ATT AAAGGT
40 40 40 40 40 40 40 40 40 40 40 40 40
40 40 40 40 40 40 40 40 40 40 40 40 40

>DRRO00031.3

TCAAAAAMNTACCAAGTTAS TCACAAAGTTTGACA
40 40 40 40 40 40 40 40 40 40 40 40 40
40 40 40 40 40 40 40 40 40 40 40 40 40

>DRRO00031.4

TGAGGT AGTTTTAGCTAGCTTTGTTGT TGT
40 40 40 40 40 40 40 40 40 40 40 40 24
40 & 40 40 40 40 22 40 40 40 40 5 40

>*DRRO0O0031.5
TTCAGGAAGCTGGTGATGGAGCACCAAGA TGGT
40 40 40 40 40 40 40 40 40 40 40 40 40
40 40 40 40 40 40 40 40 40 40 40 40 40

>DRRO00031.6
TTTTTTTAAAATAGCACTTTAAATATTTATTTTTTT
40 40 40 40 40 40 40 40 40 40 40 17 40
40 40 12 26 40 40 40 5 17 27 40 40 40

40
40

40
40

40
40

40
35

40
40

40

@ http://ddbj.nig.ac.jp//DRASearch,/run?acc =DRRODDO
(2 DRRO00031 - DRA Search
2 DRASearch
FASTQ SRA

Run Detail

Alias DRROODO31

Instrument model

Date of run 2008-04-01

Run center UT-MGS

Number of spots 4,653,053

Number of bases 167,509,

[T Y
[SI=1

e
o

e
o

T
[SI=1

W
oo

e
o

40
40

40
40

40
40

40
40

40
40

40

40

410

40

40

40

quality] show rows

40

40

40

13

40

<< <[l ]/ 465206 pagd 5] >>]

40

40

40

40

40

36

@Dquality®D ECAIZFviELIND L,
DAV TARATRHORTIND, N—
AO—)LEF, A CGTHBHDAXF
DIEEDIL. ENMIDZEERT L

Eo VAN TARAT X TEDA—RO—
N VRN EN L TREAS LN ERD

TIEELE=RDOTHY., SLIMEE LKL
Navigation

Study

Experiment
Sample

Fumn

DRPO0OOO11
DRX000011
DR5000011
DRROOOD21

FAST SRA

&

FASTOQ =
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& http:
(= DRROOD031 - DRA Search

2DRASearch

idbj.nig.ac.jp//DRASearch/runTacc=DRRO00031

- ¢ BE.

BIZIE O—BRAD)—F()—FID
AYDRRO00031.1) DQEREDIEEDY

» Search Home " DRA Home a

FASTQ SRA
Run Detail Navigation
Alias DRRO0O0O0O31 » Submission DRAQQO011 FTP ~
Instrument model 2 Study DRPO00O11 v

o Experiment DRX000011 FASTQ SR

Date of run 2008-04-01 < >
Run center UT-MGS
Number of spots 4,653,053
Number of bases 167,509,908
READS (joined) quality@ show Frows << < / 465306
>DRRO00031.1 AN
TTTAAAAGATAATGTCATCACAACGCAACATATAGA

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

=D -2

TGTAATGATTATGA GGGATTGGGGAAAGGT

40 40 40 40 40 40 40 40 0 40 40 40 40 40 40 40 40 40 40
40 40 40 40 40 40 40 40 40 40 40 40 40 40
>DRRO00031.3

TCAAAAANTACCAAGTTAGGCTGACAAAGTTTGACA

40 40 40 40 40 40 40 40 40 40 40 40 40 40 40 40 40 40 40 40
40 40 40 40 40 40 40 40 40 40 40 40 40 40 40 40
>DRRO00031.4

TGAGGTGGGAGTTTTAGCTAGCTTTGTTGTGGETGT

40 40 40 40 40 40 40 40 40 40 40 40 24 40 40 40 40 13 40 40
40 & 40 40 40 40 22 40 40 40 40 5 40 35 40 40
>*DRRO0O0031.5

TTCAGGAAGCTGGTGATGGAGCACCAAGAGGGTGGT

40 40 40 40 40 40 40 40 40 40 40 40 40 40 40 40 40 40 40 40
40 40 40 40 40 40 40 40 40 40 40 40 40 40 40 40
>DRRO00031.6

TTTTTTTAAAATAGCACTTTAAATATTTATTTTTTT

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

>DERO00031.1

AVT4RATIE, QA0LFEAREET

TTTAAAAGATAATGTCATCACAACGCAACATATAGA
40 40 40 40 40 40 40 40 40 40

40 40 40 40 40
40 40 40 40 40

40 40 40 40 40
40 40 40 40 40

40 40 40 40 40 40

“May 08,2018

s =

110




L] + {2+ 0| NGS | BC5IES |FASTQor SRA | 2 #DBNS [ S ZEEN]0-12

) T4k

& http:
(= DRROOD031 - DRA Search

2DRASearch

>DRRO00031.1
TTTAAAAGATAATGTCATCACAACGCAACATATAGA

idbj.nig.ac.jp//DRASearch/runTacc=DRRO00031

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

Ff-. D4ZB D')—K (DRR000031.4
YD, QEMNSSEEDIEREDIA)T

- ¢ || BE. o~ 7@

» Search Home " DRA Home a

Navigation

.+ Submission DRA000011 ETP

~
2 Study DRPO00011
o Experiment DRX000011 FASTQ ﬁv
< >

<< <[l ]/ 465206 pagd 5] >>]

>DRRO0D031. 4

A AT L. QLM fREET

.

TCAGGTGGGAGTTT TAGCTAGCTTTGTTGTGGGTET
40 40 40 40 40 40 40 40 40 40

40

& 40 40 40 40 22 40 40 40

40 40 24 40 40 40 40 13 40 40
40 5 40 35 40 40

40 40 40 40 40 40 40 40 40 40 40 40 40 40 40 40 40 40 40 40
40 40 40 40 40 40 40 40 40 40 40 40 40 40 40 40
>DRRO00031.2

TGTAATGATTATGATTCTCAGGGAT TGGGGAAAGGT

40 40 40 40 40 40 40 40 40 40 40 40 40 40_4&# 40 40 40 40 40
40 40 40 40 40 40 40 40 40 40 40 4 40 40 40
>DRRO00031.3

TCAAAAANTACCAAGTT, STGACAAAGTTTGACA

40 40 40 4 O 40 40 40 40 40 40 40 40 40 40 40 40 40 40 40
40 40 40 40 40 40 40 40 40 40 40 40 40 40
>DRRO00031.4

TGAGGTGGGAGTTTTAGCTAGCTTTGTTGTGGETGT

40 40 40 40 40 40 40 40 40 40 40 40 24 40 40 40 40 13 40 40
40 & 40 40 40 40 22 40 40 40 40 5 40 35 40 40
>*DRRO0O0031.5

TTCAGGAAGCTGGTGATGGAGCACCAAGAGGGTGGT

40 40 40 40 40 40 40 40 40 40 40 40 40 40 40 40 40 40 40 40
40 40 40 40 40 40 40 40 40 40 40 40 40 40 40 40
>DRRO00031.6

TTTTTTTAAAATAGCACTTTAAATATTTATTTTTTT

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

. —
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@ hitp://ddbj.nig.ac.jp//DRASearch/run?a

(2 DRRODDD31 - DRA Search

2DRASearch

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

READS (joined)

>DRRO00031.1
TTTAAAAGATAATGTCATCACAACGCAACATATAGA

40 40 40 40 40 40 40 40 40 40 40 40 40 40 40 40
40 40 40 40 40 40 40 40 40 40 40 40 40 40 40 40
>DRRO00031.2

TGTAATGATTATGATTCTCAGGGAT TGGGGAAAGGT

40 40 40 40 40 40 40 40 40 40 40 40 40 40 40 40
40 40 40 40 40 40 40 40 40 40 40 40 40 40 40 40
>DRRO00031.3
TCAAAAANTACCAAGTTAGGCTGACAAAGTTTGACA

40 40 40 40 40 40 40 40 40 40 40 40 40 40 40 40
40 40 40 40 40 40 40 40 40 40 40 40 40 40 40 40
>DRRO00031.4
TGAGGTGGGAGTTTTAGCTAGCTTTGTTGTGGETGT

40 40 40 40 40 40 40 40 40 40 40 40 24 40 40 40
40 & 40 40 40 40 22 40 40 40 40 5 40 35 40 40
>*DRRO0O0031.5
TTCAGGAAGCTGGTGATGGAGCACCAAGAGGGTGGT

40 40 40 40 40 40 40 40 40 40 40 40 40 40 40 40
40 40 40 40 40 40 40 40 40 40 40 40 40 40 40 40
>DRRO00031.6
TTTTTTTAAAATAGCACTTTAAATATTTATTTTTTT

40 40 40 40 40 40 40 40 40 40 40 17 40 10 40 S5
40 40 12 Z6 40 40 40 5 17 27 40 40 40 40 40 40

40

410

40

40

40

quality] show rows

40

40

40

13

40

- ¢ BE.

Navigation

Search Home

DAV T4ZAIAT7DREEIF. 200300V B R
o = 20[FIR—RO—)LEER A EE - TLY
BIER(T5—Fp) N1NEVLSIEKRTH S,
F1-.q=30[Fp = 0.1%IZHHT S

DRA Home A

Submission DRAQDD0O011 ETP

Study

Experiment DRX000011

<

<< <[l ]/ 465206 pagd 5] >>]

40

40

40

40

40

36

DRPOOOO1L
FASTO SR

>DRRO0D031. 4

TCAGGTGGGAGTTT TAGCTAGCTTTGTTGT GGG

40 40 40 40 40
40 & 40 40 40

40 40 40 40 40
40 22 40 40 40

=T
40 40 24 40 40
40 5 40 35 40

40 40 13 40 40
40
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?& :_Et —C iz'é' t . P=0.1%=103FLZEANIETENEEHET
T, QLT—RHIREWNXEIAYT4RTT 0

FEMNYET,

q = —10x log,(p) §

g =—10 X 10910(10'3)‘
g = —10 x (=3)=30

g=—10X loglo(lo'S)‘
g =-—10 X (=5)=50
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e O — X TRENFT, —ROOILLTIH. Q
?& :_Et —C iz'é' t . P=0.1%=103FLZEANIETENEEHET
T, QLT—RHIREWNXEIAYT4RTT 0

FENYET . DTS—FLFIFEILY
qg=-—10 X log,(p) T4RATQETAYET,

g =10 x 10910(10-3)‘
g = —10 X (—3)=30

g =—10 X 10910(10-5)‘
g =-—10 X% (=5)=50

g=—10 X loglo(lo'l)‘
g=-10x (=1)=10

May 08, 2018 114



o Bl R SN D)7 AT ats0 8
— _ = X, @M-0512550 T, BT
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>DRRO00031 . 4 '

TCAGGTGGGAGTTT TAGCTAGCTTTGTTGTGGGTET
40 40 40 40 40 40 40 40 40 40 40 40 24 40 40 40 40 13 40 40
40 & 40 40 40 40 £2 40 40 40 40 5 40 35 40 40

= —10 X log,,(10">)
—10 x (=0.5)=5
A= =

<
I

<
|
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10—0.5)

g =-—10 X (—=0.5)=5
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DTHWNSZETT, 2FELTI0IZHS
D H'3.162278BLNTHAHZEZX ALY
HeEnlX, TAENBIETEETLLES

|} 10~ (-0.5)
[1] 0.3162278
> 1/(10~0.5)
[1] 0.3162278
> sgrt (10)

[1] 3.162278
> sqgqrt(1/10)
[1] 0.3162278
> 1/3grt (10)
[1] 0.3162278

> 0.3162278*0.31e2278

[1] 0.1

> 3.162Z278*3.162278

(1] 10
> |

R R Console ‘ (o ]| &S]
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» {240 | NGS | BEFI VIS

By

| FASTQ or SRA | 24 2£DBH

DAV T4 RATqOERMEIE.
1AL D T204030H B

7S

(= DRROOD031 - DRA Search X

2DRASearch
DRRO00031 FASTQ =~ SRA

Run Detail

Alias DRRO00031

Instrument model

>DRRO00031.1
TTTAAAAGATAATGTCATCACAACGCAACATATAGA
40 40 40 40 40 40 40 40 40 40 40 40 40
40 40 40 40 40 40 40 40 40 40 40 40 40

>DRRO00031.2
TGTAATGATTATGATTCTCAGGGAT TGGGGAAAGGT
40 40 40 40 40 40 40 40 40 40 40 40 40
40 40 40 40 40 40 40 40 40 40 40 40 40

>DRRO00031.3
TCAAAAANTACCAAGTTAGGCTGACAAAGTTTGACA
40 40 40 40 40 40 40 40 40 40 40 40 40
40 40 40 40 40 40 40 40 40 40 40 40 40

>DRRO00031.4
TGAGGTGGGAGTTTTAGCTAGCTTTGTTGTGGETGT
40 40 40 40 40 40 40 40 40 40 40 40 24
40 & 40 40 40 40 22 40 40 40 40 5 40

>*DRRO0O0031.5
TTCAGGAAGCTGGTGATGGAGCACCAAGAGGGTGGT
40 40 40 40 40 40 40 40 40 40 40 40 40
40 40 40 40 40 40 40 40 40 40 40 40 40

>DRRO00031.6
TTTTTTTAAAATAGCACTTTAAATATTTATTTTTTT
40 40 40 40 40 40 40 40 40 40 40 17 40
40 40 12 26 40 40 40 5 17 27 40 40 40

40
40

40
40

40
40

40
35

40
40

10
40

40
40

40
40

40
40

40
40

40
40

40
40

@ nhitp://ddbj.nig.ac.jp//DRASearch/run?acc=DRRO00031

40
40

40
40

40
40

40
40

40
40

40

40

410

40

40

40

27

Date of run 2008-04-01

Run center UT-MGS

Number of spots 4,653,053

Number of bases 167,509,908

READS (joined) quality] show rows

40

40

40

13

40

<< <[l ]/ 465206 pagd 5] >>]

40

40

40

40

40

36

40

40

40

40

40

40

- ¢ || BE.. P~| w8 @

" Search Home © DRA Home a

Navigation

) Submission DRAQOO0O011 FTP ~

W Study DRPO00011

' Experiment DRX000011 FASTQ ﬁv
< >

>DRRO0D031. 4

TCAGGTGGGAGTTT TAGCTAGCTTTGTTGTGGGTET

40 40 40 40 40 40 40 40 40 40 40 40 24 40 40 40 40 13 40
40 & 40 40 40 40 £2 40 40 40 40 5 40 35 40 40

40

“May 08, 2018
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T—ENF I 0—

e

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

READS (joined)
>DRRO00031.1
TTTAAAAGATAATGTCATCACAACGCAACATATAGA
40 40 40 40 40 40 40 40 40 40 40 40 40
40 40 40 40 40 40 40 40 40 40 40 40 40

>DRRO00031.2

TGTAATGATTATGATTCTCAGGGAT TGGGGAAAGGT
40 40 40 40 40 40 40 40 40 40 40 40 40
40 40 40 40 40 40 40 40 40 40 40 40 40

>DRRO00031.3
TCAAAAANTACCAAGTTAGGCTGACAAAGTTTGACA
40 40 40 40 40 40 40 40 40 40 40 40 40
40 40 40 40 40 40 40 40 40 40 40 40 40

>DRRO00031.4
TGAGGTGGGAGTTTTAGCTAGCTTTGTTGTGGETGT
40 40 40 40 40 40 40 40 40 40 40 40 24
40 & 40 40 40 40 22 40 40 40 40 5 40

>*DRRO0O0031.5
TTCAGGAAGCTGGTGATGGAGCACCAAGAGGGTGGT
40 40 40 40 40 40 40 40 40 40 40 40 40
40 40 40 40 40 40 40 40 40 40 40 40 40

>DRRO00031.6
TTTTTTTAAAATAGCACTTTAAATATTTATTTTTTT
40 40 40 40 40 40 40 40 40 40 40 17 40
40 40 12 26 40 40 40 5 17 27 40 40 40

40
40

40
40

40
40

40
35

40
40

40

& http://ddbj.nig.ac.jp//DRASearch/runfacc=DRRODD03 1
=2 1 - DRA Search
worasear G

[T Y
[SI=1

e
o

e
o

T
[SI=1

W
oo

e
o

40
40

40
40

40
40

40
40

40
40

40

40

410

40

40

40

quality] show rows

40

40

40

13

40

- ¢ BE.

<< <[l ]/ 465206 pagd 5] >>]

40 40

40 40

40 40

40 40

40 40

36 40

Navigation

Sed

DODRADIBE 1%, QFASTQR: K. @SRATE
RI7AMILDONTNTEA D A—
LEESDECALEL, ELLEV)YILTHEL
s DZDT—RILI0FLLLERIDLDMNSIFE
'3'%)0)’6*, FASTQESRADEAMA o O—
RR[BEIZZE > TLVD

I:_.I- ﬁl:.o |E.|

Submission DRAQDD0O011 FTP
Study
Experiment DRX000011

DRPOOOO1L
FASTO

Navigation

Study
Experiment
Sample
Run

SR

DRPO0OOO11
DRX000011

DR5000011

DRROOOD21
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j.nig.ac.jp/

(2 Result List - DRA Search

2DRASearch

ASearch/quer

Transcriptome Anal

- ¢ BE.

Search Home

NETRTWV=DIEFE. ODDOT—42
DT, QWL TRIHDT—2H
%6&1&\bhéﬂ§%§/\_“‘( ﬂ%/Si

DRA Home A

Accession : |
Organism : | | studyType : [Transcriptome Analysis
CenterName : | | Platform : | v|
Keyword : |
Show records Sort l:n,f|5tuc|\,-r V| [ search |[ cClear |
Search Results ( 19035 studies ) << < 1 / 952 |Page|| > =
# STUDY SUBMISSION STUDY_TITLE STUDY_TYPE ORGANISM BASES SUBMITTED CENTER_NAME
Comprehensive identification and Transcriptome Homo e .
1 DRPO000OS DRAQ00003 (1 3racterization of the nucleosome structure Analysis sapiens 7.5G  2005-07-02 UT-M&S
Comprehensive identification and Transcriptome Homo
R X . p
2 DRP0O0O0D0D4 DRAQDO0D04 characterization of the transcripts, their Analysis saniens 2G  2009-07-02 UT-MGS
expression levels and sub-cellular localizations Anglysis saplens
Comprehensive identification and Transcriptome Homo
32 DRPOO0O0OOS DRAQO0005  characterization of the transcripts, their mp— sapiens 1.7G  2009-07-02 UT-MGS
expression levels and sub-cellular localizations analysis saplens
Comprehensive identification and .
A . . p
4 DRP000006 DRAOOD006 characterization of the transcripts, their E:I’S;rs' tome SH:Te"nS 1.7G  2009-07-02 UT-MGS
expression levels and sub-cellular localizations analysis saplens
Comprehensive identification and Transcriptome Homo
R P . p
5 DRP0O00D0D7 DRAQO00D07 characterization of the binding sites of Analvsis sapiens 1.7G  2009-07-02 UT-MGS
polymerase II Aanalysis sapiens
Comprehensive identification and Transcriptome Homo
R A . p
6 DRP0O0000OS DRACQOO008 characterization of the binding sites of Analysis sapiens 1.6G  2009-07-02 UT-MGS
polymerase 11 Analysis saplens
7 | DrRPODOO11 DRAOD0011 F:omprehenswe analysis of cytoplasmic mRNAs Transc_nptome Homo 167.5M  2009-08-17 UT-MGS
in HT29 cell. Anal¥5|s sapiens e
Comprehensive analysis of cytoplasmic mRNAs Transcriptome Homo
8 DRP0O0O0012 DRACO0012  in HT29 cell at 4hr after treatment with . . 173.7M 2009-08-17 UT-MGS
tunicamycin Analysis sapiens
yein.
Comprehensive analysis of cytoplasmic mRNAs Transcriptome Homo
. . p
9 DRP0O0O00O13 DRAQOO013 in HT29 cell at 16hr after treatment with A . . 179.9M  2009-08-17 UT-MGS
. i nalysis sapiens
tunicamycin.
Comprehensive analysis of polysomal mRNAs in Transcriptome Homo e .
10 DRPO0OOCC14 DRAOOOO14 HT29 cell. Analysis sapiens 182.8M 2009-08-17 UT-MGS
Comprehensive analysis of polysomal mRNAs in Transcriptome Homo
. p o _o8- |
11 DRPO0OOO15 DRAOOOOIS HTZ%Q cell ?t 4hr after treatment with Analysis sapiens 180M 2009-08-17 UT-MGS
tunicamycin. Anglysis saplens
Comprehensive analysis of polysomal mRNAs in T ot u v
12 _DRPOONOTG nRannnms HT2G cell at 16hr after treatment with Lranscriptome Bl 147.3M ___2009-08-17 UT-MGS
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BHDT

AN
)
L]

DRBDR—VITRATZESH, @

e & https://tra

(& Result List - DRA Search

2L DRASearch

2j.nig.ac.p/DRAS

ranscriptome+An

Accession : |

Organism : [

| studyType :

CenterName : |

| Platform :

Keyword : |

Show records

Search Home DRA Home A

TL&I BIZERZEV)VIT BE...

SUBMITTED® B 1%L VvAY, #FH K
EVVDOTHEYRIEARASIN-EDHED

[Transcriptome Analysis

W

Sort by [Study v| [ Search |[ Clear

Search Results ( 19056 studies )

# STUDY

19041 SRP139542

SUBMISSION

SRAG87053

19042 SRP139587

SRAGB7274

19043 SRP139667

SRAGB7634

19044 SRP139685

19045 SRP139743

SRAGB7768

SRAG88052

19046 SRP139744

SRAG28054

19047 SRP139796

19048 SRP139808

SRAG88228

SRAG88302

19049 SRP139810

SRAG88305

STUDY_TITLE

ular subtype-specific

nocompetent models of high-grade

elial carcinoma reveal differential

tigen expression and response to
munotherapy

Transcriptome profiling of Cryptosporidium
parvum infected lung and intestinal
organoids

Next Generation Sequencing Facilitates
Quantitative Analysis of conventional and
ischemia-free liver transplantation
Transcriptomes

Transcriptomes of Pleurotus ostreatus in
four different development stages
(mycelium, primordium, young fruit body,
mature fruit body)

Fasting-induced JMID3 histone

demethylase epigenetically activates
mitochondrial fattyacid beta-oxidation

Seletive inhibition of COK9 in DLECL cell
lines

Uterine glands synchronize embryo-
endometrial interactions and coordinate on-
time embryo implantation and stromal cell
decidualization for pregnancy success

Role of Epstein-Barr Virus (EBV) latency
protein EBMA3C in EBV-induced
lymphomagenesis in a cord blood-
humanized mouse model

Sequencing of human chain specific
ribosome transcriptional group
Exacerbated S. aureus foot infections in

L Lodiob okl imbod it

STUDY_TYPE

Transcriptome
Analysis

Transcriptome
Analysis

Transcriptome
Analysis

Transcriptome
Analysis

Transcriptome
Analysis

Transcriptome
Analysis

Transcriptome
Analysis

Transcriptome
Analysis

Transcriptome
Analysis

<< < [[953

ge| > >>

ORGANISM BASES

Mus musculus

Homo sapiens

Homo sapiens

Pleurotus
ostreatus

Mus musculus

Homo sapiens

Mus musculus

Homo sapiens

Homo sapiens

SUBMITTED CENTER_NAME

]
m
o]

3]
m
o]

]
m
o]

3]
m
o]
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E—%ﬁd) T—A31f=&..

/\Jtﬂwl_.\l./‘ ELJQEL/T:O ho)tﬁA'i®
FASTQEZAMNQSRAL FE=AHrO—K
TEHEWESTT R, IS EELHYFET

& https://trac Search/submissionTac

/2 Result List - DRA Search

2DRASearch
ETP

(2 SRABSTOS3 - DRA Search

Submission Detail

Alias GEO: GSE112973
Submission ID

Submission Date
Center Name GEOQ

Lab Name

- @d|| BE.

Search Home

Navigation

Study
Experiment

SRX3923608
SRX3923609
SRX3923610
SRX3923611
SRX3923612
SRX3923613
SRX3923614
SRX3923615
SRX3923616
SRX3923617
SRX3923618
SRX3923619
SRX3923620
SRX3923621
SRX3923622
SRX3923623
SRX3923624
SRX3923625
SRX3923626
SRX3923627
SRX3923628
SRX3923629
SRX3923630
SEX3923631
SRX3923632
SRX3923633
SRX3923634
SRX3923635 v

o~

DRA Home A

5RP139542“

SRX3923604
SRX3923605
SRX3923606
SRX3923607

CRY3IQDIATIA
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FEFCDT—RIEE. .

& https://tra =& - @0 || BE.

scriptome+An

(2 Result List - DRA Search

DO Z&600&EMIZL T, @SRA352409%
RTHD, RBABICE>THREIZELS
NELNELD T, @ T—HBSearch home
[CE->THh B, DDAccessionDEZAIC
SRA352409&FTHIAATELNLAY. ..

2_ DRASearch Search Homme DRA TTOTE A
Accession : |
Organism : | | studyType : [Transcriptome Analysis v
CenterName : | | Platform : | v|
Keyword : |
Show records Sort by |Stuc|\,-r V| [ search |[ cClear |
Search Results ( 19056 studies ) << < |[600 ]/ 953 [Page|| > || >> |
& STUDY SUBMISSION STUDY_TITLE STUDY_TYPE ORGANISM BASES SUBMITTED CENTER_NAME
sativa cultivar:BRS Queréncia Transcriptome . . .
11981 SRP0OG9827 SRA352409 criptome or Gene expression Analysis Oryza sativa 14.1G BioProject
increase in negative superceiling in
baXteria reveals topology-reacting gene ’
; Iranscriptome  Streptococcus
11982 SRP069833  SRA352473 clusters and a homeostatic response l:]aar:’;;rs' tome Srt]furtr?(f:i';zus% 13.5G GEO
. L pi
mediated by the DNA topoisomerase I Snalysis
gene [RNA-Seq]
Transcriptomic profiles and RNA half-life T it Meth .
11983 SRP069835  SRA352492  of M. acetivorans growing in acetate, ﬁsgir;m W 287.7G GEQ
methanol, and trimethylamine analysis E—
Complex Balanced Translocation
Disrupting TCF4 and Altering TCF4 Transcritome
. . p .
11984 SRP062838 SRA352576 Isoform Expression Segregates as Mild Analysis Homo sapiens 38.2G GEOQ
Autosomal Dominant Intellectual anglysis
Disability
Marker gene/pathway discovery for Transcrintome
. e p . .
11985 SRP062839 SRA352578 polystyrene particle toxicity in zebrafish n Danio rerio 13.3G GEOQ
Analysis
larvae
11086 SRP0GOSS2  SRA352605 _ombinaterial DNA methylation codes at  Iranscriptome o yscylys 18.7G GEO
repetitive elements [RNA-Seq] Analysis
11087 SRP06O860  SRA352656 | anscriptome data used for gene Transcriptome g gerofs 491.7G GEO
annotation Analysis
Protracted MP95 binding to Transcriptome
11988 SRP069861 SRA352717 hemimethylated DNA disrupts SETDB1- mp— Mus musculus 306G GEOQ
mediated proviral silencing [RNA-seq] Analysis
Gene expression profiling of Drosephila . :
f lranscriptome
11980 SRP06O86O  SRA352728  melanogaster 30 minutes after alcohol  LLenscriptome  Drosophila 4.8G GEO
Analysis melanogaster
exposure
Feedback regulation of cholesterol Transcriptome
. 5 . . p
11990 SRP069870 SRA352730 metabolism by LeXis, a lipid-responsive - Mus musculus 30.8G GEO
. Analysis
non-coding RNA ™
Uncoupling X chromosome number from
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%;%;0) _\\_97—5&

@ https://trace.ddbj.nig.ac.jp/DRASearch/submissionfacc =5l

2 Result List - DRA fgarc (=3 SRA352400 - DRA Search X
. DRASea

Submission Detail

Alias CIS
Submission ID

Submission Date

Center Name UFPEL
Lab Name LCTP

Website policy | © DNA Data Bank of Japan

52409

RAZD

- @d|| BE.

@FICSubmission IDTH. @—EDSRA
B I7MILDHLNT D A—RTEAELD
FOEEDEHYET , EIXZDSRA352409
Di5E . FROEMBL-EBlI ENATFASTQY
FAILEZ I O—

NCIN:E

SearcrrTomme

Navigation

Study
Experiment

Sample

Run

SRP0O69827

SRX1568591
SRX1568731
SRX1568734
SRX1568735
SR51282422
SR51282428
SR51282458
SR51282568
SRR3157922
SRR3157924
SRR3157925
SRR3157927

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

23 DB

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

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

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

4k O | NGS | gPCR > microarray’s

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

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

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

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

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

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

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

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

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

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

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