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Evaluation of methods for differential expression analysis on multi-grou
RNA-seq count data.

Tang M', Sun J?, Shimizu K, Kadota K*.

+ Author information

Abstract

BACKGROUND: RNA-seq is a powerful tool for measuring transcriptomes, especially for identifying
differentially expressed genes or transcripts (DEGs) between sample groups. A number of methods have
been developed for this tagk, and several evaluation studies have also been reported. However, those
evaluations so far have been restricted to two-group comparisons. Accumulations of comparative studies
for multi-group data are also desired.

METHODS: We compare 12 pipelines available in nine R packages for detecting differential expressions
(DE) from multi-group RMNA-seq count data, focusing on three-group data with or without replicates. We
evaluate those pipelines on the basis of both simulation data and real count data.

RESULTS: As a result, the pipelines in the TCC package performed comparably to or better than other
pipelines under various simulation scenarios. TCC implements a multi-step normalization strategy (called
DEGES) that internally uses functions provided by other representative packages (edgeR, DESeq2, and so
on). We found considerably different numbers of identified DEGs (18.5 ~ 45.7% of all genes) among the
pipelines for the same real dataset but similar distributions of the classified expression patterns. We also
found that DE results can roughly be estimated by the hierarchical dendrogram of sample clustering for the

raw count data.

CONCLUSION: We confirmed the DEGES-based pipelines implemented in TCC performed well in a three-
group comparison as well as a two-group comparison. We recommend using the DEGES-based pipeline
that internally uses edgeR (here called the EEE-E pipeline) for count data with replicates (especially for
small sample sizes). For data without replicates, the DEGES-based pipeline with DESeq2 (called 553-5)
can be recommended.

PMID: 26535400 PMCID: PMC4634584 DOl 10.1186/512859-015-0794-7

[Indexed for MEDLINE]  Free PMC Article

PMC FuII%Exﬂ

Save items =

Add to Favorites -

Similar articles =

TCC: an R package for comparing
tag count [BMC Bicinformatics. 2013]

SARTools: A DESeq2- and EdgeR-
Based R Pipeline fc [PLoS One. 2016]

A comparison of per sample global
scaling and per ger [FLoS One. 2017]

TN RNA-Seq differential
expression analysis [PLoS One. 2017]

A comparison of statistical
thods for detectin [Am J Bot. 2012]

See reviews._

See all...

Cited by 5 PubMed Central =
articles

Silhouette Scores for Arbitrary
Defined Gr [Biol Proced Online. 2018]

Metastatic ability and the epithelial-
mesenchymal iran: [Cancer Sci. 2015]

Evaluation of logistic regression
models ar [BMC Bicinformatics. 2017]

22




S 52450 TR E T E) 0T, BB —
3 TN R 4 CDEGREHER) 2 EEAIZEHmT 5
-.l-ﬂ:/ . t D EG ﬂ'& 0 FELLT, LTy RO7 (Silhouette score) BN E AT=

Biol Proced Online. 2018 Mar 1;20:5. doi: 10.1186/512575-013-0067-8. eCollection 2018. tL \5:&%% LT Eﬁi
A o

Silhouette Scores for Arbitrary Defined Groups in Gene EXpression Data and
Insights into Differential Expression Results.

Zhao S, Sun J?, Shimizu K', Kadota K.

+ Author information

Abstract

BACKGROUND: Hierarchical Sample clustering (H5C) is widely performed to examine associations within expression
data obtained from microarrays and RNA sequencing (RNA-seq). Researchers have investigated the HSC results with
several possible criteria for grouping (e.g.. sex, age, and disease types). However, the evaluation of arbitrary defined
groups still counts in subjective visual inspection.

RESULTS: To objectively evaluate the degree of separation between groups of interest in the HSC dendrogram, we
propose to use Silhouetfe scores. Silhouettes was originally developed as a graphical aid for the validation of data
clusters. It provides a measure of how well a sample is classified when it was assigned to a cluster by according to both
the tightness of the clusters and the separation between them. It ranges from 1.0 to - 1.0, and a larger value for the
average silhouette (AS) over all samples to be analyzed indicates a higher degree of cluster separation. The basic idea to
use an AS is to replace the term clusfer by group when calculating the scores. We investigated the validity of this score
using simulated and real data designed for differential expression (DE) analysis. We found that larger {or smaller) AS
values agreed well with both higher (or lower) degrees of separation between different groups and higher percentages of
differentially expressed genes (FPpez). We also found that the AS values were generally independent on the number of
replicates (Ng). Although the Ppeg values depended on N, we confirmed that both AS and Ppeg values were close to
zero when samples in the data showed an intermingled nature between the groups in the H3C dendrogram.

CONCLUSION: Silhouettes is useful for exploring data with predefined group labels. It would help provide both an
objective evaluation of HSC dendrograms and insights into the DE results with regard to the compared groups.

KEYWORDS: Bioinformatics; Differential expression analysis; Hierarchical sample clustering; Silhouettes
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JOHNS HOPKINS

ReCount BLOOMBERG

A multi-experiment reso. rce of analysis-ready RNA-seq gene count datasets SCHOOL o PUBLIC HEALTH

@

There is now a new version of recount that provides processed and summarized expression data for nearly
60,000 human RNA-seq samples from the Sequence Read Archive (SRA). The associated Bioconductor
package provides a convenient API for querying, downloading, and analyzing the data. Each processed study
consists of meta- and phenotype data, the expression levels of genes and their underlying exons and splice

junctions, and corresponding genomic annotation. See our preprint for details.

This website corresponds to the older resource described in our 2011 paper

ReCount is an online resource consisting of RNA-seq gene count datasets Site Map
built using the raw data from 18 different studies. The raw sequencing R
data (.fastg files) were processed with Myrna to obtain tables of counts for
h gene. F f statistical analysis bined each count tabl News and Updates

each gene. For ease of statistical analysis, we combined each count table : . .

. 9 ySIS, v . i Getting Started with ExpressionSets
with sample phenotype data to form an R object of class ExpressionSet.
The count tables, ExpressionSets, and phenotype tables are ready to use Related Tools

and freely available here. By taking care of several preprocessing steps
and combining many datasets into one easily-accessible website, we make
finding and analyzing RNA-seq data considerably more straightforward.

Myrna: Cloud, differential gene expression

Related Publications
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@ recountz: analysis-ready RNA-se. X +

< @ {t @ nhttpsy/jhubiostatistics.shinyapps.io/recount/ w -

recount2: analysis-ready RNA-seq gene and exon counts datasets
Datasets Popular datasets GTEX TCGA Documentation Download data with R

Accessing recount2 via SciServer  Contribute your data

FANTOM-CAT/recount2 RSE objects are now available thanks to Imada, Sanchez et al,
bioRxiv, 2019. Check the Documentation tab for further information.

A multi-experiment resource of analysis-ready

H recount.Z RNA-seqgene and exon count datasets

recount2 is an online resource consisting of RNA-seq gene and exon counts as well as coverage bigWig files for 2041 different
studies. It is the second generation of the ReCount project. The raw sequencing data were processed with Rail-RMNA as described in
the recount2 paper and at Nellore et al, Genome Biology, 2016 which created the coverage bigWig files. For ease of statistical
analysis, for each study we created count tables at the gene and exon levels and extracted phenotype data, which we provide in their
raw formats as well as in RangedSummarizedExperment R objects (described in the SummarizedExperiment Bioconductor
package). We also computed the mean coverage per study and provide it in a bigWig file, which can be used with the derfinder
Bioconductor package to perform annotation-agnostic differential expression analysis at the expressed regions-level as described at
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recount2: analysis-ready RNA-seq gene and exon counts datasets
Datasets Popular datasets GTEX TCGA Documentation Download data with R

Accessing recount2 via SciServer  Contribute your data

FANTOM-CAT/recount2 RSE objects are now available thanks to Imada, Sanchez et al,
bioRxiv, 2019. Check the Documentation tab for further information.

A multi-experiment resource of analysis-ready
recoun |' RNA-seq gene and exon count datas’
recount2 is an online resource consisting of RNA-seq gene and exon counts as well as coverage bigWig files for 2041 different
studies. It is the second generation of the ReCount project. The raw sequencing data were processed with Rail-RMNA as described in
the recount2 paper and at Nellore et al, Genome Biology, 2016 which created the coverage bigWig files. For ease of statistical
analysis, for each study we created count tables at the gene and exon levels and extracted phenotype data, which we provide in their
raw formats as well as in RangedSummarizedExperment R objects (described in the SummarizedExperiment Bioconductor

package). We also computed the mean coverage per study and provide it in a bigWig file, which can be used with the derfinder
Bioconductor package to perform annotation-agnostic differential expression analysis at the expressed regions-level as described at
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@ recount?: analysis-ready RNA-se X +
< C Y @ nhttpsy//jhubiostatistics.shinyapps.io/recount/ i -
recount2: analysis-ready RNA-seq gene and exon counts datasets ’

Datasets Popular datasets GTEX TCGA Documentation Download data with R Accessing recount2 via SciServer Contribute your data

FANTOM-CAT/recount2 RSE objects are now available thanks to Imada, Sanchez et al, bioRxiv, 2019. Check the Documentation
tab for further information.

A multi-experiment resource of analysis-ready RNA-seq gene and exon

H recount count datasets

recount2 is an online resource consisting of RNA-seq gene and exon counts as well as coverage bigWig files for 2041 different studies. It is the second generation of the ReCount
project. The raw sequencing data were processed with Rail-RMNA as described in the recount2 paper and at Nellore et al, Genome Biology, 2016 which created the coverage
bigWig files. For ease of statistical analysis, for each study we created count tables at the gene and exon levels and extracted phenotype data, which we provide in their raw
formats as well as in RangedSummarizedExperiment R objects (described in the SummarizedExperiment Bioconductor package). We also computed the mean coverage per study
and provide it in & bigWig file, which can be used with the derinder Bioconductor package to perform annotation-agnostic differential expression analysis at the expressed regions-
level as described at Collado-Torres et al, Nucleic Acids Research, 2017. The count tables, RangedSummarizeExperiment objects, phenotype tables, sample bigWigs, mean
bigWigs, and file information tables are ready to use and freely available here. We also created the recount Bieconductor package which allows you to search and download the

data for a specific study. By taking care of several preprocessing steps and combining many datasets into one easily-accessible website, we make finding and analyzing RNA-seq
data considerably more straightforward.
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Associated Transcriptome. bioRxiv, 2019. doi: 10.1101/659490.
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We present primary results from the Sequencing Quality
Control (SEQC) project, coordinated by the United
States Food and Drug Administration. Examining
lllumina HiSeq, Life Technologies SOLID and Roche 454
platforms at multiple laboratory sites using reference
RMNA samples with built-in controls, we assess RNA
sequencing (RNA-seq) performance for sequence
discovery and differential expression profiling and
compare it to microarray and quantitative PCR (gPCR)
data using complementary metrics. At all sequencing
depths, we discover unannotated exon-exon junctions,
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Datasets Popular datasets GTEX TCGA Documentation Download data with R Accessing recount2 via SciServer Contribute your data

FANTOM-CAT/recount2 RSE objects are now available thanks to Imada, Sanchez et al, bioRxiv, 2019. Check the Documentation
tab for further information.

A multi-experiment resource of analysis-ready RNA-seq gene and exon

H recount count datasets

recount2 is an online resource consisting of RNA-seq gene and exon counts as well as coverage bigWig files for 2041 different studies. It is the second generation of the ReCount
project. The raw sequencing data were processed with Rail-RMNA as described in the recount2 paper and at Nellore et al, Genome Biology, 2016 which created the coverage
bigWig files. For ease of statistical analysis, for each study we created count tables at the gene and exon levels and extracted phenotype data, which we provide in their raw
formats as well as in RangedSummarizedExperiment R objects (described in the SummarizedExperiment Bioconductor package). We also computed the mean coverage per study
and provide it in & bigWig file, which can be used with the derinder Bioconductor package to perform annotation-agnostic differential expression analysis at the expressed regions-
level as described at Collado-Torres et al, Nucleic Acids Research, 2017. The count tables, RangedSummarizeExperiment objects, phenotype tables, sample bigWigs, mean
bigWigs, and file information tables are ready to use and freely available hereWated the reco@uctor package which allows you to search and download the
data for a specific study. By taking care of several preprocessing steps and com any datasets into =slly-accessible website, we make finding and analyzing RNA-seq

data considerably more straightforward.

Main nublication
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RSE

BELTWWAERKIZ. DEDOAIURT—2E. D

@ recount2: analysis-ready RNA-s

x +

RangedSummarizedExperiment& LN ORA T
RangedSummarizedExperimentDEEFRDQRSE v2% 1)y
LTHELND. @rse gene.Rdatad---

o

VIO I\O)2$E§Eo

< C Y @ nhttpsy//jhubiostatistics.shinyapps.io/recount/

« Imada EL, Sanchez DF, Collado-Torres L, Wilks C, Matam T, Dinalankara W, Stupnikov A, Lobo-Pereira F, Yip CW, Yasuzawa K, Kondo N, Itoh M, Suzuki H, Kasukawa T,
Hon CC, de Hoon H, Shin JW, Carninci P, FANTOM consortium, Jaffe AE, Leek JT, Favorov A, Franco GR, Langmead B, Marchionni L. Recounting the FANTOM Cage

Associated Transcriptome. bioRxiv, 2019. doi: 10.1101/659490.

The Datasets

Show 10 v entries
number
of
accession samples |f
All All
SRP0O01556 12

duffel.rail.bio/recount/v2/SRP001558/rse_gene.Rdata

species

human

abstract gene
All
Comparative studies RSE v2
gene regulation sugg counts
an important role for v2 RSE
natural selection in Vi
shaping gene expression  counts
patterns within and V1

between species. Most of
these studies, however,
estimated gene
expression levels using
microarray probes

signed to hybridize to
ly a small proportion of

exon junctions

All

RSE v2
counts
vZ RSE
V1
counts
V1

RSE x_bed
x_cov counts

transcripts

All

RSE v2 RSE
vl

Search:
phenotype
All
link

¥ &

SEP001553

files
info

v2 vl

FANTOM-
CAT

All

RSE
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Counts

@ recount2: analysis-ready RNA-se X +
< C Y @ nhttpsy//jhubiostatistics.shinyapps.io/recount/

« Imada EL, Sanchez DF, Collado-Torres L, Wilks C, Matam T, Dinal

BELTWWAERKIZ. DEDOAIURT—2E. D

RangedSummarizedExperiment&LNSRA T

o

VI

ZANOVE:E R

RangedSummarizedExperimentDEEFRDBRSE v2% 1) v
LTHoND., @rse gene.Rdatak. ®ED LI T—2D

counts v2% ') v L THoMN 5. ®counts_gene.tsv.gzd?2

BEESVO—FAIEETY . ©of=D2EUTEELY,

Hon CC, de Hoon H, Shin JW, Carninci P, FANTOM consortium, Jaffe AE, Leek JT, Favorov A, Franco GR, Langmead B, Marchionni L. Recounting the FANTOM Cage
Associated Transcriptome. bioRxiv, 2019. doi: 10.1101/659490.

The Datasets

Show 10 ¥ entries
number
of
accession samples |f species
All All A
SRP0O01558 12 human

duffel.rail.bio/recount/v2/SRP001558/ counts_gene.tsv.gz

abstract
All

Comparative studies of
gene regulation suggest
an important role for
natural selection in
shaping gene expression
patterns within and
between species. Most of
these studies, however,
estimated gene
expression levels using
(croarray probes
ned to hybridize to

on small proportion of

gene exon junctions
All
RSE v2 E vz RSE jx_bed
counts unts x_cov counts
vZ2 RSE RSE
v 1
counts counts
V1 V1

transcripts

All

RSE v2 RSE
vl

Search:

phenotype

All

link

SRP001558
files FANTOM-
info CAT
All
V2 v RSE
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O -_ (Dcounts_gene.tsv.gzZfZEL . Excel £ T®@
N 7 = counts_gene tsva Bk B, HHEHBgene_idFl|
E d) jj I'b 7 I\ ﬂ:ﬁ :_Lt N—FBAHAIZGZ->TWWS(DOTRELELY),

> o Ft=. CCTRONDFEHUNEIEFENALY,

counts_gene.tsv - Bxcel O

fi-n  BA  A-TLPIF  EE F-4  BE  iER O EFLAMERRAALTGRL

M21 - k= ' \
A . = . C . D . E . F . G . H . I . J . K . L -
1 |SRR032116 SRR032118 SRR032119 SRR032120 SRR032121 SRER032122 SRR032123 SRR032124 SRR032125 SRR032126 SRR032127 gene_id
2 | 76390 6538 G780 3359 3702 3201 2812 9053 8005 8237 6866 ENSGO0000000003.14
3 1 0 0 0 0 a a a 35 a a 0 ENSG00000000005.5
4 1 1501 1224 1503 980 1769 970 1104 2192 1709 1358 1339 ENSG00000000419.12
5 1 1845 1418 1497 1678 2025 2695 2797 1707 2000 2658 2282 ENSGO0000000457.13
6 1 508 700 952 630 847 902 875 321 844 1206 711 ENSGO00000000460.16
7 1 1615 2028 1963 7241 6495 2081 2655 1983 1263 2238 2504 ENSGO0000000938.12
8 1 208796 249132 271774 141088 150247 157858 175680 245692 235295 246368 217387 ENSG00000000971.15
9 6169 4360 5091 3109 4194 3750 3955 4477 4550 5580 4041 ENSG00000001036.13
1D- 15747 18358 18146 7409 7320 7153 8522 24045 26675 11906 11058 ENSGO0000001084.10
11- 1995 1733 1794 1925 2232 1678 1995 1574 1791 2056 2245 ENSGO0000001167.14
12- 433 140 105 245 209 105 333 259 450 245 175 ENSG00000001460.17
13- 1107 854 663 782 855 454 593 1109 1427 840 727 ENSGO00000001461.16
14 | AIRT 2000 2043 N0 1775 2201 2908 A1RR AN17 2030 R8N FMSRANNNNONT AT 1A~
counts_gene () 1 3
EERT i M - i + 100%
rearray probes
ned to hybridize to
duffel.rail.bio/recount/v2/SRP001558/counts_gene.tsv.gz| only small proportion of <
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rse gene.Rdata

(DRSE v2%91)yJ9 B L. recount2hh i@
rse_gene.RdataZz X O O—KTEFET A, &

@ recount2: analysis-ready RNA-se X +

< C Y @ nhttpsy//jhubiostatistics.shinyapps.io/recount/

« Imada EL, Sanchez DF, Collado-Torres L, Wilks C, Matam T, Dinalankara W, Stupnikov A, Lobo-Pereira F, Yip CW, Yasuzawa K, Kondo M, Itoh M, Suzuki H, Kasukawa T,
Hon CC, de Hoon H, Shin JW, Carninci P, FANTOM consortium, Jaffe AE, Leek JT, Favorov A, Franco GR, Langmead B, Marchionni L. Recounting the FANTOM Cage

Associated Transcriptome. bioRxiv, 2019. doi: 10.1101/659490.

The Datasets

Show 10 ¥ entries
number
of
accession samples |f species abstract
SRP0O01558 12 human Comparative studies

gene regulation sugg

an important role for
natural selection in
shaping gene expression
patterns within and
between species. Most of
these studies, however,
estimated gene
expression levels using
microarray probes
signed to hybridize to
ly a small proportion of

duffel.rail.bio/recount/v2/SRP001558/rse_gene.Rdata

gene

RSE v2
counts
vZ RSE
v
counts
V1

HAEMNFTADTETIETOLENTLESLY,

a =

w =

Search: | SRP001558

files FANTOM-

exon junctions

RSE v2
counts
vZ RSE
V1
counts
V1

RSE x_bed
x_cov counts

transcripts

RSE v2 RSE
vl

phenotype info CAT

link v2 v RSE
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@rse_gene.RdataxO—FLTHELNS

-_.-— RangedS dE t (RSE)F2X DA
RSEf2 ‘t ZHER S i Lk

)

(AZT—5) X0, geneDEBERLEDAE. ELF
< C Y @ httpsy//jhubiostatistics.shinyapps.io/recount/ E\ gene SymbOISfc'th§<0)'I‘E§$&fﬁ'§$nfb\
» Imada EL, Sanchéz DF, Collado-Torres L, Wilks C, Matam T, Dinalankara W, Stupnikov A, é 0) —GL \7‘> L \7') &1E *IJ -Cs-g- o 7:":0) —Gllﬁhi L/J:j o

@ recount2: analysis-ready RMA-se X

Hon CC, de Hoon H, Shin JW, Carninci P, FANTCM consortium, Jaffe AE, Leek JT, Favorov A, Franco GR, Langmead B, Marchionni L. Recounting the FANTOM Cage
Associated Transcriptome. bioRxiv, 2019. doi: 10.1101/659490.
The Datasets
Show 10 ¥ entries Search: | SRP001558
number
of files FANTOM-
accession samples |f species abstract gene exon junctions transcripts phenotype info CAT
SRP0O01558 12 human Comparative studies RSEvZ RSEv2Z RSE x bed RSE vZ RSE link v2 v RSE

gene regulation sugg counts counts ¢ _cov counts w1

an important role for v2 RSE vZ2 RSE

natural selection in Vi V1

shaping gene expression  counts counts

patterns within and V1 v

between species. Most of

these studies, however,

estimated gene

expression levels using

microarray probes
signed to hybridize to

duffel.rail.bio/recount/v2/5RP001558/rse_gene.Rdata ly a small proportion of
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m YUTIIREISRA) T
O Liver® 34 MFERE LLER T —4 (technical replicates¥—3Ril)
O Liver® 34 ¥7&EfE LT —24 (technical replicates¥—31%)
n NHEPOUNT—EEYE
0 Recount, recount2
O Liver® 34 ¥7&EfE LB T —42(SRP001558) % recount2 THkH 5
1 SRP001558Mrse_gene.Rdatah i D | EriH H
n HIRE1&3. RangedSummarizedExperimentA 7 7D EREA (B )
m RangedSummarizedExperimentA 77D ERBA (12F) | fHlzE4
n 5IEES. f5IRE6. EF (FT6AD) DT —ADAHTHUTILREIZ AR
0 ERP000546Mrse_gene.Rdatah i D EERIH H
s BIRES (19U U TILDLIRHENDIRRIGBREREDHIUNT —ET 74 ILDERF)
s YT IVREIISRA) T DET
0 SRP001558&ERP000546% Y — L TYSRA) VT
s BEbLY, EIT(ERE)
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" S
R/\w/ 5 —<recount

@ recount2: analysis-ready RNA-se X +

< C Y @ nhttpsy//jhubiostatistics.shinyapps.io/recount/

« Imada EL, Sanchez DF, Collado-Torres L, Wilks C, Matam T, Dinalankara W, Stupnikov A,

(DRSE v2%&9') 79 % &, recount2h iz
rse_gene.RdataZz ¥ O O—KRTEE9 . D
FEEELT, RINY T —TrecountZ HLNAC &

T.®SRP001558MD @ eene LR ILAY T —

FEHMES L. rse_gene.RdataZx A V2 O—k
TEET,

Hon CC, de Hoon H, Shin JW, Carninci P, FANTOM consortium, Jaffe AE, Leek JT, Favorov A, Franco GR, Langmead B, Marchionni L. Recounting the FANTOM Cage

Associated Transcriptome. bioRxiv, 2019. doi: 10.1101/659490.

The Datasets

Show | 10 v entries

number
of

accession samples |f species abstract

SRP0O01558 12 human Comparative studies
gene regulation sugg
an important role for
natural selection in
shaping gene expression
patterns within and
between species. Most of
these studies, however,
estimated gene
expression levels using
microarray probes
signed to hybridize to
ly a small proportion of

duffel.rail.bio/recount/v2/SRP001558/rse_gene.Rdata

gene

RSE v2
counts
vZ RSE
v
counts
V1

exon

RSE v2
counts
vZ RSE
V1
counts
V1

Search: | SRP001558

files FANTOM-
junctions transcripts phenotype info CAT
RSE x_bed RSE vZ RSE link v2 v RSE

¢ _cov counts w1
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MMSRPO01558MDAI b T—2%EE T HIER,

R/ Vw4 —<recount

(RT)IEEEFIARIT

(last modified 2019/07/01, since 2010)

COHITIR—2e

Nw % | hO> HEEREE

Macintosh2018.1 « Zj“f bf'Eagﬁﬁg’iﬁE |_UFILT—==4 | (cDWLT (last modified 2019/05/16)

TNET, AbF,
2018478 (C(RT
(2018/07/18)

HREVE
HREVE
HREVE
HREVE

What's new? (il * RHVE

HEVE
HEVE
HEVE
HEVE
EE:HR

EI]]HJr EI]]HJr EI]]HJr EI]]H+ dji EI]]H EI]]H’[ EI]]H’[ EI]]H’[ EI]]H’[

L ]
o
g
'\."
_.'"_

1J77)L7—%4 | SRP061240 | recount(Collado-Torres

| RS ROUT —Ls | BEDIFZ1JLD'S (last modified 2014/06/21)

2017). (last modified 2018/08/28)

1J77)L7—% | SRP056295 | recount(Collado-Torres

2017). (last modified 2018/08/29)

1J77)L7—% | SRP056146 | recount(Collado-Torres

2017). (last modified 2018/10/25)

1J77)L7— | SRP035988 | recount(Collado-Torres

2017). (last modified 2018/08/25)

1J77)L7—%4 | SRP026126 | recount(Collado-Torres

2017). (last modified 2018/08/30)

1) 77)L7—% | SRP018853 | recount(Collado-Torres

2017) (last modified 2018/08/26)

1J77)L7—% | SRP012167 | recount(Collado-Torres

2017) (last modified 2018/08/24)

77)L5—4 | SRP012167 | parathyroidSE(Haglund

2012) (st modified 2018/08/19)

'J77)L.7—% | SRP001558 | recount(Collado-Torres

2017); t modified 2018/08/08)

J77)L7—% | SRP001540 | recount(Collado-Torres

2017) (Npst modified 2018/08/10)

L 77)L5—4 | SRP001540 | GSVAdata(Hinzelmann

2013) (last modified 2018/07/03)

L) _"J'lﬁf—‘S’ | ERPO00546 | recount(Collado-Torres

2017). (last modified 2018/08/07)

=l —=3>5—4 | RNA-seq_|_[C DL T (last modified 2019/04/05)
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" | P12, SRP00IS58DgeneL A

15“ E 1 Qﬁ’é‘ﬁrse_gene.Rdata’é’fﬁ‘/I:I:—_G[ibgﬁb\o

—CDHESHO—FTEDT, =

LA NT—
I:-a-égzkﬁ/o

HO> MEERES | Y7L —% | SRP001558 | recount(Collado-Torres_2017)

recount/ (w4 —=%& AT, SRP001558(Blekhman et al.,_Genome Res., 2010 ; J S OH RIELSMEIEE) DD > HEIR
#Z3RangedSummarizedExperiment 7S XA T =4 hEWS D . RdataE AT > O0— RUIZD. A b7 — S DEIE
TRICLIZIRETEEI SN AERLEYS., BERX ClIE. 3EWE(E ~12 samples. 72 /{2 —12 samples. TLTF
AT H)IL12 samples)DAD > BT —IERMEBLTUWEY, DT IH- krecount2 FTSRPO01558TiERd D E. number of
samplesfH*12. speciesfthuman& 2o TS ENS, BEENTWVWSHD > R —FFhumaniCBRE=NTULS Z &0
NZET, BIFE2ETT. BEMN1L samplesBDFT—FULNMRWCECRIEZTET, k. DT THo krecount2 ET
RPO01558THZE L. phenotyped|dlink=4™ > 0O— R L TES1SSRP001558.tsv ZB&H S = & TrA E b < DEHAD
MNEF, #E. [SRRO32117DF—FHBHNURT ECRDTHD. recount2TRETBIAUF 1 (SELRDOE, O
DIz, recount2®I T I R—= FiF12 samples& iR D> TS EDD. B> b —FB&K(E11 samplessy Ex> TWLWBDIE
35, | &FBULELE. F/z. PRINA119135 - GSE17274 - SRAQ10277(FENA FICU &S DEIN. D THA -
recount2 FTIESI o> TEFEEATULIZ, 2018F8H7HI(C. recountWorkflow THEB =N TL\Sscale _countsEAE=EIT
BOAD D T —AERDEDICERELFE UL,

[D7A)L] — T4 LU RUOEE] T O-FLIEVWT A LI RUCBHLETEIEA,

1. genebN VA D M —FEHREEBZVES :

SRPO01S58E VD EBID T AILINMER ENE T \FICHBrse-gene.Rdataz 00— R LU THEHAD Erse-gene ENS AT
T RETERNRAFT, T JIHA krecount2 E TSRPOOISS58TIEZRL. genedlMRSEV2EASA DI O—RLTESNS

rse_gene.Rdata&B L TT,
param_ID <- "SRP@@1558" #IDHIEE

#hES Ny r—2FEO—F .
library(recount) #/ 8w T — DD FHAF

#BE (Rdatam A DO —F) \
download study(param_ID, type="rse-gene"”, download=T)#% . O—F
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®
{5783

Ho> MEERES | Y75 —4% | SRP001558 | recount(Collado-Torres_2017)
Genome Res., 2010 ; TS OH FIESMNEIEE) DD > HEIR

OFIRE3AY, FITIZdh Srse_gene.RdataZ A+ IAA T,
gseneLRNJLADU ST =3O HETIEFLELRTR,
@rse_gene.RdataZxT AUy T[ZAHA—K

recount/ (o —=% AT, SRP001558(Blekhman et al.

#Z3RangedSummarizedExperiment 7S XA T =4 hEWS D . RdataE AT > O0— RUIZD. A b7 — S DEIE
THCURRETEREFEISZIPDAERLEY. BERX ClE. 3EWE(E <12 samples. F7>/(>=—12 samples.
1Y krecount2 £ T

BT HIL12 samples)DAD > R —IEEEBLTNET,
samplesfH*12. speciesfthuman& 2o TSI EMS, BHEh
NEF, FIE2ETT. BEM 1 amnlesh DT —4F LARLY

SRPO01558TH#Z=EL. phenot
MO ET, FAlZ. [SRR03211
MIz&. recount2®I L I _—=3

22, )} EFBUFELZ, FT. PH

=L TH
"SRPOD1S58THEYT S E. number of
I bF— Gtihumantiﬁﬂﬁéhfb\ﬁC&:’J“?Db‘

E£d. Thid T IH A brecount? FT

3. 40>0— RiFEHDrse_gene.RdataZ AN & LTEHADIES :

)T JH- krecount2 FTSRPOO1
B genel LA BT — /S’(rse gene.Rdata; fI3MB)&EZFHAAT. B> FOIEITHIEIHR(S8,037

S558TRREL. genedlDRSE V2D EZ B35 O0—-RLTESNE

recount2 FTE3| oD TEE
BOHI > R —SYERBEDICES
(D7l — o LI JDES

1. geneb R IVHD > b —5 1587

in_f <- "rse
out f <- "

m 09

[\1=W|

#hEIG e T —UFO—F

SRPO01558& VD ERID T AL library(recount)
T RETRODRAET, D17
rse_gene.RdatacRBLUTY,

load(in_tT)
rse <- rse_gene

param_ID <- "SRP@91558"

#hES Ny r—2FEO—F

library(recount)

#78% (Rdataz 4 D O—F)
download study(param ID, typ

#RE (DI T2 EU8)
rse <- scale counts(rse)
data <- assays(rse)fcounts

77 A IAZRTE

tmp <- cbind(rownames(data), data)
write.table(tmp, out f, sep="\t", append=F,

genesxll samples)ﬂ)é';kﬁfﬁ'jliﬂ]*ﬁ?fkl 2P AILTEFEITSZIPPDATY, HH 77 -1)Ldhoge3.txtTT,

# AT 7 AINBEIEEL Tin_fIZiEH
#0777 TILB%IE Ebfout_ﬂl*%ﬁtp‘]

#/ 5w T — DDA

#7458 (type THEE L7-Z 1D .Rdataz O — 1)

#in fTIEEL /- .Rdataz O —F
#rsed L THRVIED
#ESIL TAETTT

#scale counts3E{T(2018.08.07:E]0)
#0J +7— TR ERUE L Tdatal CHE#A
# T S A Fe

#HED L TAETTY

#{RFFL 72UV 7 tmp ZAEH
quote=F, row.names=F)#tmpPB#IgELT-7

7TILET

4
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{5783

DEZETALIMN)IZTRIMYTIZL T, @rse_gene.Rdata
NHBIRET., LUHAT DN RZEIAENR,

3. 40> 0—RiEHDrse_gene.RdataZ AN E U TEHADIES :

21 JH-f hrecount2 F TSRPOO1558 TRER L.

genelb LB T > 7 —4H(rse_gene.Rdata; ¥I3MB)ERAMAA T, D> ROBIEITHIER(58,037
genesx11 samples)&H =S IXDFF AT 7))L TREFETZODATY. DT 7-1)LFhoged.txtTT,

genefl|MRSE v2h & A sSd o 0O0—- KL TESNE

in_f <- "rse_gene.Rdata” # 0T 7 LR EIEEL Tin_fIZHEH
out_f <- "hoge3.txt" S — I

R RGui (B4-bit) - O >
#ARIG )y T — - F L mE mEE zok vy 9MUED ALT
library(recount) #

HECIREEERE
#45F (type TIEE L7122 B R taz O — F) &
load(in_f) #1 'R R Console B=n HCH <
rse <- rse_gene #n N

# #£{F 'contributors()' EAALT{EEL,
$RE (DI F— S EU) Fo R P R DI —UEHRYITS | ATAEORINCS
rse <- scale counts(rse) #d 'citation()' cAFILTUZEL.
data <- assays(rse)$counts #
Al vdemo () EANTNEFEEBBCENTEST,

"help () ' c¥nEF3 1A ILTHEET.
£7 7 LICIRTE 'help.start()' T HTML Joo¥ictar)lTdianh®s
tmp <- cbind(rownames(data), data) #l "g() ' cAHTHE R BEETLEY.
write.table(tmp, out f, sep="\t", appends

> getwd () '

[1] "C:/Users/kadota/Desktop”

> list.files ()

[1] "desktop.ini" "rse gene.Rdata”

|

£ >
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= ZZETH. Drse gene.Rdatazx, @A —F L T(EL

{5783

AAT), @A) DT ILDrse_genek\5F T
ODhBFrselZZERBLI-EDEF. OFRTRLEFEE,

3. 40> 0—RiEHDrse_gene.RdataZ AN E U TEHADIES :

: geneFIMRSE V2D &2 BMMEH D 0— KU TESNIE
genel YLD I b —4 (rse_gene.Rdata; ¥I3MB)EFIHAAT. DD LOBIEITHIIEHR(58,037
genesx11 samples)D&H =S IRNDFTF AT 7))L TREFETBHODATY. DT 7-1)LFhoged.txtTT,

21 JH-f hrecount2 F TSRPOO1558 TRER L.

whEL Sy —0F0—F

in_f <- "rse_gene.Rdata” # AT 7 LB ETEEL Tin_flTi8H#
Du.t .F e I. "'g':‘ﬁ ‘1::'::_‘_" #L -+ — A B e it ] =L ] | I of Bk Yow A x|
: R RGui (64-bit) - O X

Jrill ®BE BE ot Jvr-I 9 uFY AT Vignettes

HEEIEBRRERIEIE

library(rgcount) #
#$§(typ¥w%‘ﬁm}. RdataZ 00— F) ¢

load(in_f)
rse <- rse_gene

#1

# ok F—2E8)

rse <- scale counts(rse) #9
data <- assays(rse)$counts #
#
#h

#2771 LR
tmp <- cbind(rownames(data), data) #f
write.table(tmp, out f, sep="\t", appends

F R Console l_l':' l_IEI l_lﬁ

> rse HEFLTALS

class: RangedSummarizedExperiment

dim: 58037 11

metadata(0) :

assays(l): counts

rownames (58037) : ENSGO0000000003.14
ENSG00000000005.5 ... ENSGO0000283698.1
ENSG00000283699.1

rowData names(3): gene id bp length symbol

colnames (11): SRR0O3211e¢ SRR032118 ... SRR03212¢
SRR032127

colData names(21): project sample ... title
rharacteriﬂtiCS

>

£ >
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Tips:loadE%

DloadBi#IE. DT T7AIL - FEERR—ZRDEH:
AH ] TQ@rse_gene.RdataZBIRT A ELERETY .

3. 40> 0—RiEHDrse_gene.RdataZ AN E U TEHADIES :
T JY- krecount2 ETSRPOD1ISS8TIEZREL.

aen

o L

—
L L

: genedDRSE V2D &2 3545 0— RLTESNE
el LA b —4 (rse_gene.Rdata; $I3MB)ZEHRAMAA T, DT> OBEITHIELR(58,037
genesx11 samples)D&H =S IRNDFTF AT 7))L TREFETBHODATY. DT 7-1)LFhoged.txtTT,

in_f <- "rse_gene.Rdata # AT 7 LB ETEEL Tin_flTi8H#
Dut 'F <- } :'EE'_:."::’{_" #Il:l_l—l—‘—: — w7 Aol o o — A drh
- - R RGui (64-bit) — O X
#EG Ny T —DE O F | I BE BE 2ol for-Y  MUEY ALT Vignettes
library(recount) # R 1-FOY—AE=BAR..
#2F (type T | /-5 I . Rdatazx 0 — ) FLLATYTH
load(in_f) #] AT FEEL... L= [ e
rse <= rsefy 2 rieEs. . , g
' fEEAN #IESELTAES
AN-ADFE AR .
. 5 L= ; JEXperiment
#ZTK%(;U R T_/;‘HEf%) . fEZEAN-ADFERE.. Ctrl+S P
rse <- scale counts(rse) #9
data <- assays(rse)$counts #) EEDZEHAH...
E EEORE..
e 1000000003.14
47 > A LR 7 = ENSG00000283698.1
tmp <- cbind(rownames(data), data) #] ElEL. Cirl+P
write.table(tmp, out_f, sep="\t", append- TP VERE.. 'id bp length symbol
=T 5 SRR032118 SRR03212¢
colData names (21): project sample title
characteristics
> |
W
£ >
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Contents

m YUTIIREISRA) T
O Liver® 34 MFERE LLER T —4 (technical replicates¥—3Ril)
O Liver® 34 ¥7&EfE LT —24 (technical replicates¥—31%)
n NHEPOUNT—EEYE
0 Recount, recount2
O Liver® 34 ¥7&EfE LB T —42(SRP001558) % recount2 THkH 5
0 SRP001558Mrse_gene.Rdatah™is D (& il H
m {5|781£3. RangedSummarizedExperimentA 7 oz DEREA (FiIE)
m RangedSummarizedExperimentA 77D ERBA (12F) | fHlzE4
n 5IEES. f5IRE6. EF (FT6AD) DT —ADAHTHUTILREIZ AR
0 ERP000546Mrse_gene.Rdatamhyis D& EHih H
s BIRES (19U U TILDLIRHENDIRRIGBREREDHIUNT —ET 74 ILDERF)
s YT IVREIISRA) T DET
0 SRP001558&ERP000546% Y — L TYSRA) VT
s BEbLY, EIT(ERE)
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RSE

Drseh’. @RangedSummarizedExperiment
(RSEYERDA T HRTT,

3. 40> 0—RiEHDrse_gene.RdataZ AN E U TEHADIES :
geneF|MRSE v2D &AM EH I O0—- KL TESNE

21 JH-f hrecount2 F TSRPOO1558 TRER L.

genel-~YLH D> T —4(rse_gene.Rdata; fI3MB)&HRMAAT. B> OFIETHIEIR(58,037

genesx11 samples)&H =S IXDFF AT 7))L TREFETZODATY. DT 7-1)LFhoged.txtTT,

.Rdata”™

whEL Sy —0F0—F

library(recount)

load(in_f)
rse <- rse_gene

# kT —42Eg)
rse <- scale counts(rse)
data <- assays(rse)$counts

#2771 LR
tmp <- cbind(rownames(data), data)

write.table(tmp, out f, sep="\t", appends

#)\27 7T ILBEIEEL Tin_fIIIEH0

#A7 (type TIEE L 7B A1 .Rdataz O — ) f

July 8, 2019

#L A B e it ] =L ] | I of Bk Yow A x|
R RGui (64-bit) — O X
# Jrill ®BE BE ot Jvr-I 9 uFY AT Vignettes
=R d| [=|&| S| [D)|[&
#1 ' R Console li“ﬂ“ﬁl
el
> rse #IESELTAES
class: RangedSummarizedExperiment
#d dim: 58037 11
#1 metadata(0):
zg assays(l): counts
rownames (58037) : ENSGO0000000003.14
ENSG00000000005.5 ... ENSGO0000283698.1
# ENSGO0000283699.1
rowData names(3): gene id bp length symbol
colnames (11): SRRO32116 SRR032118 ... SRR03212¢
SRR032127
colData names(21): project sample ... title
characteristics
> |
W
£ >
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7JF7/I~ T — BRI -

3. 40> 0—RiEHDrse_gene.RdataZ AN E U TEHADIES :

SEYHZATHMLLDIE, h O MT—2DOH
EITHEHR . Dcounts&ELND X FEFZET=KUY
[Z. @assays&ELVDECAIZHIMIETNTLNVSD
=i mELHIBT 5,

1 JH brecount2 F TSRPO01558THREZEL. gen

: 0ened|MRSE v2M ECANEAF I O— FU CESIC
genel YLD 7 —4(rse_gene.Rdata; I3MB)ZmIHAA T, 1D OBIETYIIEHR(58,037
genesx11 samples)&H =S IXDFF AT 7))L TREFETZODATY. DT 7-1)LFhoged.txtTT,

in f <- "rse gene.Rdata #)\j’j? TILBFIEEL Tin fIZFEH
out_f <- "hoge3.txt" #1 LS BEE B
R RGui (64-bit) — O *
#LBIG Sy T —DEH—F Jr4ll EE EE  z0ft  f(v7-Y  94YFY AT Vignettes
library(recount) #) =
N = CE E S E
#2537 (type TIBEE L /-2 HI0 .Rdatazx O — ) ;
load(in_f) #1 'R R Console o[BS
rse <- rse_gene #r] A
S rse FEESALTAES
#AE (DT F— A EE) class: RangedSummarizedExperiment
rse <- scale counts(rse) #4 dim: 58037 11
data <- assays(rse)$counts : metadata(0) :
assays(l): counts
rownames (58037) : ENSGO0000000003.14
771 IR ENSGO0000000005.5 ENSG00000283698.1
tmp <- cbind(rownames(data), data) #f ENSGOO0O0D0283€99.1
write.table(tmp, out_f, sep="\t", appendy rowData names(3): gene id bp length symbol
colnames (11): SRR032116 SER032118 SER032126
SRRO32127
colData names(21): project sample title
characteristics
> |
L
£ >
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737/#"‘—’5!1‘%

3. 49> 0—RiEHDrse_gene.RdataZ® AN & L TES

1 JH o recount?2 F TSRPOO1558THREL. gene
genel~YLHI > 5 —4 (rse_gene.Rdata; $I3MB)%|

genesx11 samples)D#E S TXTOFF A kI 7L

FIEHAREDclassA Tz MDBE AL/ ITIENRTLY
BHNDT, EFT (XQstrBEAMEITIHERZBKO S, ZTL T, rsed
TP EREREZEDIOICHELINERITER
95, ZLTKRKEHMEIREEDISATILTODLILGESTSH
TEWWELWOSEBEHRIZES, BRELSBIE. QDFBRIZMA
Trecount/\Y 7 —o DI =T IILEZBROLILELH AN,

in f <- "rse gene.Rdata #)\j’j? TILBFIEEL Tin fIZFEH
out_f <- "hoge3.txt" #1 U e B
R RGui (64-bit) — O *
#LBIG Sy T —DEH—F Jr4ll EE EE  z0ft  f(v7-Y  94YFY AT Vignettes
library(recount) #) =
N = CE E S E
#8F (type TIEE L7z B .Rdatazx O — F) & ;
load(in_f) =] 'R R Console EER(ESR (=
rse <- rse_gene #r1 A
> rse #IESELTAIZS
YA E (DT S — A EE) class: RangedSummarizedExperiment
rse <- scale counts(rse) dim: 58037 11
data <- assays(rse)$counts #1 metadata(0):
jg assays(l): counts
rownames (58037) : ENSGO0000000003.14
771 IR ENSGO0000000005.5 . ENSG00000283698.1
tmp <- cbind(rownames(data), data) #f ENSGOO0O0D0283€99.1
write.table(tmp, out_f, sep="\t", appendy rowData names(3): gene id bp length symbol
colnames (11): SRR032116 SER032118 SER032126
SRRO32127
colData names(21): project sample . title
characteristics
> str(rse)|
L
£ >
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StrEE{THa R

3. 490> 0—RiEHDrse_gene.RdataZ AN & UTEHADIES

T JYA krecount? F TSRPO01558THEZEL. geneFlIdRSEH
genel~YLHI > 5 —4 (rse_gene.Rdata; $¥13MB)ZEFiAHAA
genesx11 Salnples}mé'}’&"i‘j[fﬂ*ﬁj-illl 27 AL TERFT]

DN, Dstrirse) EITHEDZREDITO>NER, E
AN ~oEfiNd, BNHERTEENOEALTE
ORI INTODIDNDERENMA_ENTETE
Fllo Bl Z X, @ TlEassays(rse)$countsEELVTLVS
M. BREBREBATIKIET. ODE L ER-EBFE
[rse@assays THOKME.. | EB R D KIITH B,

in f <- "rse gene.Rdata #}’\j’j? TILBFIEEL Tin fIZFEH
Uut_'l: <- w _EE? +wt #L A B e it ] =L ] | R ol Bl Yov i s x|
R RGui (64-bit) — O *
#LBIG Sy T —DEH—F Jr4ll EE EE  z0ft  f(v7-Y  94YFY AT Vignettes
library(recount) #) =
N = CE E S E
#8F (type TIEE L7z B .Rdatazx O — F) & ;
load(in_f) #] R R Console =N EER (==
rse <- rse_gene #11 A
H .@ metadata list ()
#AE (DT F— A EE) @ assays :Reference class 'ShallowSimpleLi5
rse <- scale counts(rse) #9 ..5 data: NULL
data <- assays(rse)$counts # ..and 14 methods.
F#*g .@ NAMES : NULL
.@ elementMetadata:Formal class 'DataFrame' [packag$
77 4 JLICRTE ..@ rownames : NULL
tmp <- cbind(rownames(data), data) #f ..@ nrows : int 58037
write.table(tmp, out f, sep="\t", appends ..@ 1listData : Named list ()
..@ elementType : chr "ANY"
.@ elementMetadata: NULL
.@ metadata : list()
@ metadata list ()
% dwtr =3
L
£ >
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" T 3E

rse@assays

(Drse@assays&@assays(rse) DFER, L TET 12,

3. 40> 0—RiEHDrse_gene.RdataZ AN E U TEHADIES :

21 JH-f hrecount2 F TSRPOO1558 TRER L.

genefl|MRSE v2h & A sSd o 0O0—- KL TESNE

genelb LB T > 7 —4H(rse_gene.Rdata; ¥I3MB)ERAMAA T, D> ROBIEITHIER(58,037
genesx11 samples)&H =S IXDFF AT 7))L TREFETZODATY. DT 7-1)LFhoged.txtTT,

#2771 LR
tmp <- cbind(rownames(data), data) #f
write.table(tmp, out f, sep="\t", append

Not a validObject(): =EH] "elementType" tLvIAOWS

> rse@assays

in_f <- "rse_gene.Rdata” # 0T 7 LR EIEEL Tin_fIZHEH
out_f <- "hoge3.txt" =t L=

B R RGui (64-bit) - a X
#LBIG Sy T —DEH—F | g mE mE zof K9r-Y  9MUES AT Vignettes
library(recount) #) =

N = B EE E = E
#5% (type TIEE L 7ZBAID .RdataZ O — F) |
load(in_f) #1 'R R Console | B |
rse <- rse_gene #n N
#3 ..@ elementMetadata: NULL

HEE (DI R F—2EE) e +. ..0@ metadata : 1list ()
rse <- scale counts(rse) #s ..@ metadata : 1list()
data <- assays(rse)$counts # EBEAutr—3.

Reference class object of class "ShallowSimpleListAssas

Field "data":
List of length 1
names (1) : counts
> assays(rse)
List of length 1
ﬂaFES{l}: counts
>

£
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= 3E BEDstrCrse@assays N EPDHE & (structure)

ZBkH B, QF datatEMNTLNSHD T,

Str(rS e @ asSSs a.yS) rse@assays$dataZz P> TH LD ELD BE B

3. 40> 0—RiEHDrse_gene.RdataZ AN E U TEHADIES : (27455, :‘\:—,—l—\—I\O)J:TEE@%Eﬂf\__EEIX
T JY- krecount2 ETSRPOD1ISS8TIEZREL.

genel LB T > 7 —4H(rse_gene.Rdata; ¥I3MB)EHEHMAA T, .
genesx11 samples)&H =S IXDFF AT 7))L TREFETZODATY. DT 7-1)LFhoged.txtTT,

geneBIDRSE V20O L TIHEMIZITEIAA TULVNET L2

in f <- "rse_gene.Rdata”
out_ f <- "hoge3.txt"
whEL Sy —0F0—F
library(recount)

#7857 (type TIEE L /=& I .Rdata®x O — )
load(in_f)
rse <- rse_gene

#EE (DD T — 2 IE)
rse <- scale counts(rse)
data <- assays(rse)$counts

#2771 LR
tmp <- cbind(rownames(data), data)
write.table(tmp, out f, sep="\t", appen

July 8, 2019

#)\27 7T ILBEIEEL Tin_fIIIEH0

A B it =L | I ol B v 2. A x|

#

R RGui (64-bit) — O X
Jrill ®/E BE 0 0yT-¥ 94UET ALT Vignettes

HEEIBEEEEIE

#1
#11
#1]

#5
o
#]
#1]

#

R R Consocle =

L]
Not a validObject(): HEH] "elementType" clLvIAOWS
> rseflassays
Reference class object of class "ShallowSimpleListAssas
Field "data":
List of length 1
names (1) : counts
> assays(rse)
List of length 1
names (1) : counts
> str(rselassays)
Reference class 'ShallowSimpleListAssays' [package "Sus
5 data: NULL
aFd 14 methods.
>

£ >
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" ST 5%
rse@assays$data

Drse@assays$dataDFER (L.
@assays(rse)ERIL T 13,

3. 40> 0—RiEHDrse_gene.RdataZ AN E U TEHADIES :

21 JH-f hrecount2 F TSRPOO1558 TRER L.

: geneFIMRSE V2D &2 BMMEH D 0— KU TESNIE
genel YLD I b —4 (rse_gene.Rdata; ¥I3MB)EFIHAAT. DD LOBIEITHIIEHR(58,037
genesx11 samples)&H =S IXDFF AT 7))L TREFETZODATY. DT 7-1)LFhoged.txtTT,

in_f <- "rse_gene.Rdata” # 0T 7 LR EIEEL Tin_fIZHEH
out_f <- "hoge3.txt" =t L=

- R RGui (64-bit) - a X
#LBIG Sy T —DEH—F | g mE mE zof K9r-Y  9MUES AT Vignettes
library(recount) #) =

- =S EBREEIFE
#% (type TIEE L 722 Hi() .Rdataz O — F)
load(in_f) #1 'R R Console = e (<™
rse <- rse gene #1 N
# Field "data":

#KE (DY b7 — 2 EE) List of length I

rse <- scale counts(rse)
data <- assays(rse)$counts

#2771 LR
tmp <- cbind(rownames(data), data) #f
write.table(tmp, out f, sep="\t", append

names (1) :

> assays(rse)

List of length 1
names (1) :

counts

counts

> str(rsefassays)
Reference class '"ShallowSimpleListAssays' [package "Sub

S data:
and 14 methods.

NULL

> rsefassaysSdata

List of length 1
names (1) :

> |

£

counts
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" SN 5
str(rse@assays$data)

3. 40> 0—RiEHDrse_gene.RdataZ AN E U TEHADIES :
)T JH- krecount?2 F TSRPOD1558TEZEL. gen

(Dstr(rse@assays$data) DFEER LY . @
$ countshVibrse@assays$databcountsT
1. BQLRILEKIEASEREZELIZY. @
dimBARI TITE EFIBZEEEEL =Y T S

: 0ened|MRSE V2 EC BN T O FLU CESIC
genel YLD I b —4 (rse_gene.Rdata; ¥I3MB)EFIHAAT. DD LOBIEITHIIEHR(58,037
genesx11 samples)&H =S IXDFF AT 7))L TREFETZODATY. DT 7-1)LFhoged.txtTT,

in_f <- "rse_gene.Rdata #0777 AR EIEEL Tin_fIZHEH
out ¥ <- f ]Ec‘q.t?{_" #) = — Pl B B ol 1 =L I of Bk Sv K15 1

- : R RGui (54-bit) - b X
#LBIG Sy T —DEH—F | BmE BE zofs M-y 9MUEY ALT  Vignettes
library(recount) #) =

N AR ERIENE
#58 (type TIEE LB BIC .Rdataz O — ) .
load(in_f) =] 'R R Console EER(ESR (=
rse <- rse_gene #1] A
# > rse@assaysSdata

#KE (DY b7 — 2 EE) List of length I

rse <- scale counts(rse) counts

A\ names (1) :
data <- assays(rse)$counts > str(rsefassays$data)

Formal class 'SimpleList?

..@ listData

#7 7  JLIC{RTE .+ ..o counts: num
tmp <- cbind(rownames(data), data) #f .. .— attr(¥*,
write.table(tmp, out f, sep="\t", appends e ve . ..5 : chr

..@ elementType

..@ metadata

> dim(rsefassaysSdat

£

.5 1 chr

..0 elementMetadata:

[package "sS4vectors™] with 435
:List of 1
[1:58037, 1:11] 7€%0 0 1501 1845 S
"dimnames")=List of 2
[1:58037] "ENSGO0Q000000003.14™ "ES
[1:11] "SRR0O3211e™ "SRR032118" "sS
chr "ANY"
NULL
list ()

aScounts)]|
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" 33 ®&®®£??%E%li~%h\l:—ﬁbf
~ == N N \ AGIRLIZWLNZ &I, L ;
FRRIERIBAED®HSD |20

3. 40> 0—RiEHDrse_gene.RdataZ AN E U TEHADIES : UEHA. ELVDHZETT,

DT JY- hrecount?2 FTSRPOD1S58THREL. genedlDRSE v2d & B3N S5YToO— FU TR
genel YLD I b —4 (rse_gene.Rdata; ¥I3MB)EFIHAAT. DD LOBIEITHIIEHR(58,037
genesx11 samples)&H =S IXDFF AT 7))L TREFETZODATY. DT 7-1)LFhoged.txtTT,

in_f <- "rse gene.Rdata" #2771 ILBEIBEL Tin fIZFEH
DUt_'F <- } :'g S.t}i_._" #L -+ — P o B ol | = Lo 1| I ol Bk Yo A
R RGui (64-bit) - O e
#LBIG Sy T —DEH—F Jr4ll EE EE  z0ft  f(v7-Y  94YFY AT Vignettes
library(recount) #) =
N = EEB R EEE
#AE (type TIEE L 72 HIO .Rdataz O — F) ;
load(in_f) #1 'R R Console (= | Y A ™ ™
rse <- rse_gene #r1 A
# Formal class 'SimpleList' [package "S4Vectors"] with 45
$RE (DI F— S EU) ..@ listData :List of 1
rse <- scale counts(rse) #e .« ..5 counts: num [1:58037, 1:11] 7690 0 1501 1845 S
data <- assays(rse)$counts # e oo «.— attr(*, "dimnames")=List of 2
zg e 24 sa «.5 1 chr [1:58037] "ENSGOO0000000003.14" "ES
e +a 2+ 2.5 1 chr [1:11] "SRRO32116e"™ "SRR0O32118" "sS
#7 7 JLICIRTE ..@ elementType : chr "ANY"
tmp <- cbind(rownames(data), data) #f ..0 elementMetadata: NULL
write.table(tmp, out f, sep="\t", appen ..@ metadata + list()
> dim(rsefassaysSdataScounts)

[1] 58037 11

> dim(assays (rse) Scounts)
[1] 58037 11

> |

£ >
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"
REBEFTIER

REFTIERETLEER,

3. 40> 0—RiEHDrse_gene.RdataZ AN E U TEHADIES :
T JY- krecount2 ETSRPOD1ISS8TIEZREL.

: geneFIMRSE V2D &2 BMMEH D 0— KU TESNIE
genel YLD I b —4 (rse_gene.Rdata; ¥I3MB)EFIHAAT. DD LOBIEITHIIEHR(58,037
genesx11 samples)&H =S IXDFF AT 7))L TREFETZODATY. DT 7-1)LFhoged.txtTT,

in f <- "rse_gene.Rdata”
out_ f <- "hoge3.txt"
whEL Sy —0F0—F
library(recount)

#7857 (type TIEE L /=& I .Rdata®x O — )
load(in_f)
rse <- rse_gene

#EE (DD T — 2 IE)
rse <- scale counts(rse)
data <- assays(rse)$counts

#2771 LR
tmp <- cbind(rownames(data), data)

write.table(tmp, out f, sep="\t", appends

July 8, 2019

#0777 AR EIEEL Tin_fIZHEH
#L -+ — ] B i ol A =L | 4 o — A7 krh
R RGui (64-bit) — O x
; Il BE BE o -3 94yF7 AT Vignettes
s EE E R E
#1 ‘R R Console l_l':' l_IEI l_lﬁ
#1 | N
' ENSC00000000460.16 210 53 142
ENSGOO000000%938.12 &37 328 213
#9 SER032126 SREO32127
#) ENSG0O0000000003.14 1350 1220
ig ENSG00000000005.5 0 0
ENSGOO000000419.12 223 238
ENSGO0000000457.13 435 405
#{ ENSGO000000004€0.16 198 12¢
ENSGO0000000938.12 367 445
>
> # I ILCIRTE
> tmp <- cbind(rownames (data), data) #HERTFELELES
> write.table (tmp, out f, sep="\t", append=F, quote=F,35
> |

£

58




"
REBEFTIER

58,0371T X 1N HIMBLE DD MTFI
D . DFRFD61T5H D174 (rownames)
E. Q& B D255 D54 (colnames),

3. 40> 0—RiEHDrse_gene.RdataZ AN E U TEHADIES :

21 JH-f hrecount2 F TSRPOO1558 TRER L.

in_f <- "rse_gene.Rdata
out_ f <- "hoge3.txt"
whEL Sy —0F0—F
library(recount)

: geneFIMRSE V2D &2 BMMEH D 0— KU TESNIE
genel YLD I b —4 (rse_gene.Rdata; ¥I3MB)EFIHAAT. DD LOBIEITHIIEHR(58,037
genesx11 samples)&H =S IXDFF AT 7))L TREFETZODATY. DT 7-1)LFhoged.txtTT,

#7857 (type TIEE L /=& I .Rdata®x O — )

load(in_f)
rse <- rse_gene

#EE (DD T — 2 IE)
rse <- scale counts(rse)
data <- assays(rse)$counts

#2771 ILICIRTF

tmp <- cbind(rownames(data),

write.table(tmp, out f, sep="\t", appends

July 8, 2019

#0777 AR EIEEL Tin_fIZHEH
#L -+ — ] B i ol A =L | 4 o — A7 krh
R RGui (64-bit) — O x
# Il BE BE o -3 94yF7 AT Vignettes
= EEB R EEE
#1 R R Console (= | Y A ™ ™
#1 | N
' ENSC00000000460.16 210 53 142
ENSGOO000000%938.12 &37 328 213
#d [SRR032126 SRR032127|
#1 |ENSGO0000000003.14 1350 1220
I |[ENSG0D0000000005.5 0 0
ENSGOO000000419.12 223 238
ENSGO0000000457.13 435 405
data) 1 |[ENSG00000000460.16 198 12¢
ENSGO0000000938.12 367 445
>
> # I ILCIRTE
> tmp <- cbind(rownames (data), data) #HERTFELELES
> write.table (tmp, out f, sep="\t", append=F, quote=F,35
> |
L
£ >
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Contents

m YUTIIREISRA) T
O Liver® 34 MFERE LLER T —4 (technical replicates¥—3Ril)
O Liver® 34 ¥7&EfE LT —24 (technical replicates¥—31%)
n NHEPOUNT—EEYE
0 Recount, recount2
O Liver® 34 ¥7&EfE LB T —42(SRP001558) % recount2 THkH 5
0 SRP001558Mrse_gene.Rdatah™is D (& il H
n {5IEE1&3. RangedSummarizedExperimentA 7 7D EREA (Fii )
m RangedSummarizedExperimentZ4 < T DERBA (183 ) . |7E4
n 5IEES. f5IRE6. EF (FT6AD) DT —ADAHTHUTILREIZ AR
0 ERP000546Mrse_gene.Rdatamhyis D& EHih H
s BIRES (19U U TILDLIRHENDIRRIGBREREDHIUNT —ET 74 ILDERF)
s YT IVREIISRA) T DET
0 SRP001558&ERP000546% Y — L TYSRA) VT
s BEbLY, EIT(ERE)
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N
RSE

3. ~O—RiEHDrse_gene.RdataZ AN & LTEHADIBS
" krecount2 F TSRPODISS8TEEL. genedlMRSE |

el ~)LHTD> 7 —4(rse_gene.Rdata; $13MB)&EFHAAA

DHIREIT. @RangedSummarizedExperiment (RSE)
EWVSIISRA TR TH S rsexBERTR,
RSEFEEAMBRSEVSRAENIRIFIZEZ TS,
{th[ZERSE containert®RSE objectZi & LNA A ZLEETR
FET D, ML EFRIZLELTELY,

genesxll samples)MD#&&E S J XOFFRART7A )L CRETZO0ETT, BHI7 « JLIZhoge3.txt T,

in f <- "rse_gene.Rdata" #}’\j’j? TILBFIEEL Tin fIZFEH
out_f <- "hoge3.txt" #1 LS BEE e
R RGui (64-bit) — O *
#LEIG Sy T —DEH—F | o mE mE g0k M-y 94UEY AT Vignettes
library(recount) #) =
B = CE E S E
#8F (type TIEE L7z B .Rdatazx O — F) &
load(in_f) #1 'R R Conscle i
rse <- rse_gene ' A
> rse
4 Mk F— A2 EE) C:!_aEiEi: RangedSummarizedExperiment
rse <- scale counts(rse) #d4 dim: 53037 11
data <- assays(rse)$counts #1 metadata(0) :
zg assays(l): counts
rownames (58037) : ENSGO0000000003.14
771 IR ENSGO0000000005.5 ENSGO0000283698.1
tmp <- cbind(rownames(data), data) #f ENSGOO0O0D0283€99.1
write.table(tmp, out_f, sep="\t", appendy rowData names(3): gene id bp length symbol
colnames(11): SER03211& SRR032118 SRR03212¢
SER0O32127
colData names(21): project sample title
characteristics
> |
L
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RSE

NFETEIZEBLTW =D&, DA™
T —EBRRFICETSLDTH o=,

3. 40> 0—RiEHDrse_gene.RdataZ AN E U TEHADIES :

: geneFIMRSE V2D &2 BMMEH D 0— KU TESNIE
genel YLD I b —4 (rse_gene.Rdata; ¥I3MB)EFIHAAT. DD LOBIEITHIIEHR(58,037
genesx11 samples)&H =S IXDFF AT 7))L TREFETZODATY. DT 7-1)LFhoged.txtTT,

21 JH-f hrecount2 F TSRPOO1558 TRER L.

— oy
o L

in_f <- "rse_gene.Rdata" # AT 7 LB ETEEL Tin_flTi8H#
DUt_'F <- f':)gES.tk’_" #L -+ — A B e it ] =L ] | I of Bk Yow A x|

R RGui (64-bit) — O e
#LBIG Sy T —DEH—F Jr4ll EE EE  z0ft  f(v7-Y  94YFY AT Vignettes
library(recount) #) =

N = B EE E = E
#8 (type TIEE L 722 I .Rdatax O — )
load(in_f) #1 R R Console i
rse <- rse_gene #r] A
S rse

#AE (DT F— A EE) class: RangedSummarizedExperiment
rse <- scale counts(rse) #d dim: 58037 11
data <- assays(rse)$counts : metadata(0) :

assays(l): counts

rownames (58037) : ENSGO0000000003.14
#7 7 -1 ILICIRTE ENSG0O0000000005.5 ENSG00000283698.1
tmp <- cbind(rownames(data), data) #f ENSGOO0O0D0283€99.1
write.table(tmp, out_f, sep="\t", appendy rowData names(3): gene id bp length symbol

colnames (11): SRR03211¢ SRR0O32118 SRR0O32126

SRR032127
colData names(21): project sample title
characteristics
> |
L
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rownames

3. 40> 0—RiEHDrse_gene.RdataZ AN E U TEHADIES :
: geneFIMRSE V2D &2 BMMEH D 0— KU TESNIE
genel YLD I b —4 (rse_gene.Rdata; ¥I3MB)EFIHAAT. DD LOBIEITHIIEHR(58,037
genesx11 samples)&H =S IXDFF AT 7))L TREFETZODATY. DT 7-1)LFhoged.txtTT,

21 JH-f hrecount2 F TSRPOO1558 TRER L.

DIEFAIU T =27 DITREEHR. @

rownames(rse) CHYUH &5, 58,03 7{ED 1T

BAM—RUCRTEIND, POALTEHELY,

in_f <- "rse gene.Rdata" #2771 ILBEIBEL Tin fIZFEH
out_f <- "hoge3.txt" e e

R RGui (64-bit) — O e
#LBIG Sy T —DEH—F Jr4ll EE EE  z0ft  f(v7-Y  94YFY AT Vignettes
library(recount) #) =

N = CE E S E
#AE (type TIEE L 72 HIO .Rdataz O — F)
load(in_f) #1 'R R Console (= | Y A ™ ™
rse <- rse_gene #r] A
S rse
#AE (DT F— A EE) C:!_aEiEi : RangedSummarizedExperiment
rse <- scale counts(rse) #d4 dim: 53037 11
data <- assays(rse)$counts #1 metadata(0) :
#l assays(l): counts

rownames (58037) : ENSGO0000000003.14
#7771 JLICIRTE ENSG00000000005.5 ... ENSGO0000283698.1
tmp <- cbind(rownames(data), data) ENSGO0000283€99.1
write.table(tmp, out_f, sep="\t", appendy rowData names(3): gene id bp length symbol

colnames(11): SRR03211e SRR032118 ... SRR03212¢

SRRO32127
colData names(21): project sample ... title
characteristics
> rownames {rﬂe}|
L
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JE
rowData

DlFgeneL NILAD U T —21THIDFT(gene)
CEDHEFEHRELTEDISLEEDIHHH
#Z#~LTUL B, gene. id, bp_length, symbol ) 3F&

3. 40> 0—RiEHDrse_gene.RdataZ AN E U TEHADIES :
T JY- krecount2 ETSRPOD1ISS8TIEZREL.

: geneBl|MRSE v2h & CENEAY T O— FU CESTLC
genel YLD I b —4 (rse_gene.Rdata; ¥I3MB)EFIHAAT. DD LOBIEITHIIEHR(58,037
genesx11 samples)&H =S IXDFF AT 7))L TREFETZODATY. DT 7-1)LFhoged.txtTT,

FHNDIEHRZE . QrowData(rse) THYH 5,

in_f <- "rse_gene.Rdata # AT 7 LB ETEEL Tin_flTi8H#
out_f <- "hoge3.txt" =t el id
- : R RGui (54-bit) - b X
#LBIG Sy T —DEH—F Jr4ll EE EE  z0ft  f(v7-Y  94YFY AT Vignettes
library(recount) #) =
N = B EE E = E
#8 (type TIEE L 722 I .Rdatax O — )
load(in_f) #1 R R Console i
rse <- rse_gene #r] A
#H 5 rse
#AE (DT F— A EE) C:!_aEiEi : RangedSummarizedExperiment
rse <- scale counts(rse) #d4 dim: 53037 11
data <- assays(rse)$counts #1 metadata(0) :
jg assays(l): counts

rownames (58037) : ENSGO0000000003.14
#7771 JLICIRTE ENSG00000000005.5 ENSG00000283698.1
tmp <- cbind(rownames(data), data) ENSGO0000283€99.1
write.table(tmp, out_f, sep="\t", appe rowData names(3): gene id bp length symbol

colnames (11): SRRO032116¢ SRR0O32118 SRR032126

SRRO32127
colData names(21): project sample title
characteristics
> r-:awData{rE:eH
W
July 8, 2019 64




" DrowDatalrse) RfT#ER -

rowData(rse)

3. 40> 0—RiEHDrse_gene.RdataZ AN E U TEHADIES :

DT JY- hrecount?2 FTSRPOD1S58TREL. genedlDRSE v2d EC 3N 55T 0—- RLTESNE
genel YLD I b —4 (rse_gene.Rdata; ¥I3MB)EFIHAAT. DD LOBIEITHIIEHR(58,037
genesx11 samples)&H =S IXDFF AT 7))L TREFETZODATY. DT 7-1)LFhoged.txtTT,

in_f <- "rse_gene.Rdata” # 0T 7 LR EIEEL Tin_fIZHEH

Du.t_.l: <= I':lg S.t)”(_._" ol — ] B i ol A =L | 4 o — A7 krh
R RGui (64-bif) — O e

#LBIEG Sy T —DEH—F 74 BE BT w0l [vr-¥ MUY AT Vignettes

library(recount)
HEENE R ERIENE

#A3 (type TIEFE L 7R IO . Rd—— -

load(in_f) R R Console E=N[EER (X

rse <- rse_gene A
> rowData(rse)

#AE (DD kT — S EE) DataFrame with 58037 rows and 3 columns

rse <- scale counts(rse) gene id bp length symbol

data <- assays(rse)$counts <character> <integer> <CharacterList>
ENSGO0000000003.14 ENSGOOOOO0000003.14 4535 TSPANE
ENSGO0000000005.5 ENSGO0O000000005.5 1610 TNMD

#7 7 + LICEE ENSG00000000419.12 ENSG00000000419.12 1207 DPEM1

tmp <- cbind(rownames(data)| ENSGO0000000457.13 ENSGO0000000457.13 6883 SCYL3

write.table(tmp, out_f, sepy ENSE00000000460.16 ENSGO0000000460.16 5967 Clorfll2
ENSGO0000283e95.1 ENSGO0O000283695.1 el NA
ENSGO0000283¢e9¢6.1 ENSGO00002836%¢6.1 997 NA
ENSGO0000283€97.1 ENSGO0O000283697.1 1184 LOC101928%917
EMSGDDDDDEBEEBB.I ENSGO0O0O00283698.1 840 NA

L
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" SN
rowData(rse)

3. 49> 0—RiEHDrse_gene.Rdata® AN & L TEHIAS
1 YA krecount2 ETSRPOO1IS58TIEREL. genedld
genel~YLAD > b —4H(rse_gene.Rdata; $J13MB)% g
genesx11 samples)D&HFE S JXTDFF A T 7 1)L TH

MDgene_idHB LI=HO T —21THIDITH. @
bp_lengthHEEZ 51| & . RPKM/FPKM/TPM{E %15 AR D £
BEE#REL THELVET , @symbolHigene symbol[EER T
G, HEREfRAT (GORMT O/ NRY A B2 175121,
gene symbol[EER CXI AT (TEITOIVELHYET . D
SO EHZEFRFFL TLYSRangedSummarizedExperiment
AT HOREFENCHESERE(EF,

in_f <- "rse gene.Rdata" # A\ A7 7

out_f <- "hoge3.txt" S
R RGui (64-bit) — O X

#LBIEG Sy T —DEH—F 74 BE BT w0l [vr-¥ MUY AT Vignettes

library(recount)
HEENE R ERIENE

#A3 (type TIEFE L 7R IO . Rd——

load(in_f) R R Console E=N[EER (X

rse <- rse_gene A
> rowData(rse)

s RBE (DY b F— TS DataFrame with 58037 rows and 3*&115' '

rse <- scale counts(rse) gene id bp length symbol

data <- assays(rse)$counts <character> <integer> <CharacterList>
ENSGOO000000003.14 ENSGOO000000003.14 4535 TSPANG
ENSGOO0O00000005.5 ENSGOO0O00000005.5 1e10 TNMD

#7 7 + LICEE ENSG00000000419.12 ENSG00000000419.12 1207 DPEM1

tmp <- cbind(rownames(data)| ENSGO0000000457.13 ENSGO0000000457.13 6883 SCYL3

write.table(tmp, out_f, sep{ ENSG00000000460.16 ENSGO0000000460.16 5967 Clorfll2
ENSGO0O000283€95.1 ENSGO0000283695.1 el NA
ENSGO000028369¢6.1 ENSGOO00028369¢6.1 8997 NA
ENSGO0O000283€97.1 ENSGO0000283697.1 1184 LOC101928917
EMSGDDDDDEBEEBB.I ENSGO0000283698.1 940 NA
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" | D45 —ErseE KR . @cohnamesELN 5 i
RN ﬁTéhTL‘é'lﬁ*&ﬁ\b AT —
colnames SITAIO A& B AR BB ST L
3. 49>0— RiEHDrse_gene.RdataZ AN & L TEHFADIES : DD, QTIHERTEAN O THELY,
'__'JI:Hj'f ~recount?2 FCSRPO01S58TEEREL. gened|MRSE V2D EZAESNSY IO FU CESILC

genel-~YLH D> T —4(rse_gene.Rdata; fI3MB)&HRMAAT. B> OFIETHIEIR(58,037
genesxll samples)DHES TXTDFF A I 71 ILCRET B ONHCT, th I 7 ILEhoged. it TF,

in_f <- "rse_gene.Rdata” #/-’\737 TILBZEIBTEL Tin_fIZIEH
out_f <- "hoge3.txt" # bt 05 ol
i R RGui (64-bit) — O X
#LBIG Sy T —DEH—F Jr4ll EE EE  z0ft  f(v7-Y  94YFY AT Vignettes
library(recount) #

=[P a| [=[=]c][@] (@
#F (type THEE L= B IO .RdataZ O — F)

load(in_f) #1 R R Console o[ [

rse <- rse_gene

> I'se
#AE (DT F— A EE) C:!_aEiEi : RangedSummarizedExperiment
rse <- scale counts(rse) #d dim: 58037 11
data <- assays(rse)$counts #; metadata(0) :

zg assays(l): counts

rownames (58037) : ENSGO0000000003.14
771 I RTE ENSGO0000000005.5 ... ENSGO0O000283698.1
tmp <- cbind(rownames(data), data) #f ENSGO0O0002836€99.1

write.table(tmp, out_f, sep="\t", appenqd rowData names(3): gene id bp length symbol
colnames (11): SERO32116 SRRO32118 ... SRRO3Z21Z26

SRRO32127

colData names(21): project sample ... title
characteristics

> colnames (rse)|
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" | ChETO/UDS, DY FILISHENT BRI

ID t @Q21E D fHhEFEHRMHSD TIXLELNEFET S,
COlDala BEE[TTBE—SISEEMNRND N O T A5,
3. 40> 0—RiEHDrse_gene.RdataZ AN E U TEHADIES :

'jI:HJL'f recount?2 ETSRPODISS8TRERZREL. genedlDRSE v2mE 355 I 0—- L TESNE

genel-~YLH D> T —4(rse_gene.Rdata; fI3MB)&HRMAAT. B> OFIETHIEIR(58,037
genesxll samples)DHES TXTDFF A I 71 ILCRET B ONHCT, th I 7 ILEhoged. it TF,

in_f <- "rse_gene.Rdata” #/-’\737 TILBZEIBTEL Tin_fIZIEH
out_f <- "hoge3.txt" # bt 05 ol
R RGui (64-bit) — O *
#LBIG Sy T —DEH—F Jr4ll EE EE  z0ft  f(v7-Y  94YFY AT Vignettes
library(recount) #) =
. =S B EEEE
#8F (type TIEE L7z B .Rdatazx O — F) & -
load(in_f) #1 'R R Conscle ™
rse <- rse_gene #1
#H > rse
HEE (DI R F—2EE) c}aﬁﬁ: RangedSummarizedExperiment
rse <- scale counts(rse) #d4 dim: 53037 11
data <- assays(rse)$counts #1 metadata(0) :
zg assays(l): counts
rownames (58037) : ENSGO0000000003.14
77T ICRE ENSGO0000000005.5 ... ENSGO0O000283698.1
tmp <- cbind(rownames(data), data) #f ENSGOO0O0D0283€99.1

write.table(tmp, out_f, sep="\t", appendy rowData names(3): gene id bp length symbol

) SRRO32127
colData names(21): project sample ... title
characteristics

> colData(rse)| {

CDlH&IﬂEE{ll}@BEllE SRRO32118 ... SEROU3Z1Z&
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" colData(rse) EATHER . COBIEH 1 X12&.

i % D Dcharacteristics 5| LM B X TULVELY,
colData(rse) B O DcharacteristiosBIL AR A TLVAL

3. 40> 0—RiEHDrse_gene.RdataZ AN E U TEHADIES :

DT JY- hrecount?2 FTSRPOD1S58TREL. genedlDRSE v2d EC 3N 55T 0—- RLTESNE
genel YLD I b —4 (rse_gene.Rdata; ¥I3MB)EFIHAAT. DD LOBIEITHIIEHR(58,037
genesx11 samples)&H =S IXDFF AT 7))L TREFETZODATY. DT 7-1)LFhoged.txtTT,

in_f <- "rse_gene.Rdata” # AT 7 LB ETEEL Tin_flTi8H#
out ¥ <- f "-g»;-“.t:r.jt" #) = — Pl B B ol 1 =L IR of Bk vl s

- R RGui (64-bit) — a X
#LBIG Sy T —DEH—F Jr4ll EE EE  z0ft  f(v7-Y  94YFY AT Vignettes
library(recount) #) =

. = EEEEEEE
#43 (type TIEE L 72 I .Rdataz O — F) | .
load(in_f) #1 'R R Console = e (<™
rse <- rse_gene #1] ' N
#) characteristics

#AE (A b T — 2 EE) <CharacterList>
rse <- scale counts(rse) #d SRR032116 sex: female,tissue: liver
data <- assays(rse)$counts #1 SRR032118 sex: female,tissue: liver

#“| SRR032119 sex: female,tissue: liver

A SRR032120 sex: female,tissue: liver
#7 7 1 LIC{RTE SRR032121 sex: female,tissue: liver
tmp <- cbind(rownames(data), data) #| SRR032122 sex: male,tissue: liver

write.table(tmp, out f, sep="\t", appendy grr(32123 sex: male,tissue: liver
SRR032124 sex: male,tissue: liver

SRR032125 sex: male,tissue: liver
SRR0O3212¢ sex: male,tissue: liver
SRR032127 sex: male,tissue: liver
> |
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" S 53

colData(rse)

3. 490> 0—RiEHDrse_gene.RdataZ AN & UTEHADIES

21 JH-f hrecount2 F TSRPOO1558 TRER L.

genel~YLAHI > 5 —4H(rse_gene.Rdata; ¥13MB)ZEFA+A

gene¥l|DRSE

CDHEY (Load{TLELA) T, TR

—DT—ARIE

112 samplesD X T F=>F=DIZ. 7511 samplesLH
HODEAINERULMED B, DfemaleH’5 samplesL
MELD T, female T ILDSIBED1DMRHHU R
T—RZEENTWVELDEASEHIRT S,

genesx11 samples)DHEF IXNDFFEIA ST FAILTRETZODATT., £H I 7 ILIFhoge3.txtTT .

in f <- se_pgene.Rdata
out_ f <- "hoge3.txt"
whEL Sy —0F0—F
library(recount)

#48 (type THEE L 7-B IO .RdataZ O — F)
load(in_f)
rse <- rse_gene

#EE (DD T — 2 IE)
rse <- scale counts(rse)
data <- assays(rse)$counts

#2771 LR
tmp <- cbind(rownames(data), data)

write.table(tmp, out f, sep="\t", appends

July 8, 2019

# AT 7 LB ETEEL Tin_flTi8H#
#L -+ — P o B ol | = Lo 1| R ol Bl Yov i s x|
R RGui (64-bit) — O X
# el ®E BE wof vy o4uEy AT Vignettes
AEEEEEEE
#1 R R Console B=n HoH <=
#n N
#) characteristics
<CharacterList>
#d SRR03211€ sex: female,tissue: liver)
#) SRR032118 sex: female,tissue: liver
jg SRR032119 sex: female,tissue: liver »
SRR032120 sex: female,tissue: liver
SRR032121 sex: female,tissue: liver J
#f SRR032122 sex: male,tissue: liver )
SRR032123 sex: male,tissue: liver
SRR032124 sex: male,tissue: liver >
SRR032125 sex: male,tissue: liver
SRR0O3212¢ sex: male,tissue: liver
SER032127 sex: male,tissue: liver J
> |
L
70




" B 3%
rse gene.Rdata

@ recount2: analysis-ready RNA-se X +
< C Y @ nhttpsy//jhubiostatistics.shinyapps.io/recount/

« Imada EL, Sanchez DF, Collade-Torres L, Wilks C, Matam T, Dinalankara W,
Hon CC, de Hoon H, Shin JW, Carninci P, FANTOM consortium, Jaffe AE, Lee
Associated Transcriptome. bioRxiv. 2019. doi: 10.1101/659490.

The Datasets

Show | 10 v entries

number
of

accession samples species abstract gene

SRP0O01558 12 human Comparative studies RSE v2
gene regulation sugg counts
an important role for v2 RSE
natural selection in Vi
shaping gene expression  counts
patterns within and V1

between species. Most of
these studies, however,
estimated gene
expression levels using

microarray probes
signed to hybridize to
duffel.rail.bio/recount/v2/SRP001558/rse_gene.Rdata ly a small proportion of

BIH, T ~2&EHBALTLSDIE., DT H Ak
recount2M5MRSE v2& 7y LTHELMNT=. @
rse_gene.RdataZ &t A A A Tl T
RangedSummarizedExperiment (RSE)fi2 = DrseF4 T

TxIk, female T ILDSIEDI DA ONT—4F

ZEFENTULEWERIX., @phenotypedl| DlinkHri5
BFoNDIT7AILEBRD A ETEHRALLES OIS,

Search: | SEP001558

files FANTOM-
exon junctions transcripts phenotype info CAT

RSE v2 RSE jx_bed RSE vZ RSE link v2 v RSE
counts ¢ _cov counts w1

vZ RSE

'

counts

V1
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" S
colData(rse)

3. 40> 0—RiEHDrse_gene.RdataZ AN E U TEHADIES :

(DcolDatal(rse) DT EF$AFBIET XL Q)
dimZZE{T, ¥F— R—FD LT EHDXHF—
ZEREL ThERMIZITEIAATVNVET KR

DT JY- hrecount?2 FTSRPOD1S58TREL. genedlDRSE v2d EC 3N 55T 0—- RLTESNE
genel~YLAH I > 7 —(rse_gene.Rdata; $I3MB)EFRAAAT. 7> OEIEITHEER(58,037

genesx11 samples)&H =S IXDFF AT 7))L TREFETZODATY. DT 7-1)LFhoged.txtTT,

in_f <- "rse_gene.Rdata" # AT 7 LB ETEEL Tin_flTi8H#
out_f <- "hoge3.txt" e e
R RGui (64-bit) — O X
#LBIG Sy T —DEH—F Jr4)l EE EE z0fe {97-Y  94UEY AL Vignettes
library(recount) #
AEEEEEEE
#AE (type TIEE L 72 HIO .Rdataz O — F)
load(in f) #1 & R Console =] E eS|
rse <- rse_gene #r1 A
#) characteristics
# A (DD b r—2 F8) {ChgracterL;Et}
rse <- scale counts(rse) #4 SRRO32116 sex: female,tissue: liver
data <- assays(rse)s$counts #1 SRR032118 sex: female,tissue: liver
zg SRR032119 sex: female,tissue: liver
SRR032120 sex: female,tissue: liver
#7771 JLICIRTE SRR032121 sex: female,tissue: liver
tmp <- cbind(rownames(data), data) #| SRR032122 sex: male,tissue: liver
write.table(tmp, out f, sep="\t", appendy grr(32123 sex: male,tissue: liver
SRR032124 sex: male,tissue: liver
SRR032125 sex: male,tissue: liver
SRR0O3212¢ sex: male,tissue: liver
SRR032127 sex: male,tissue: liver
> dim(colData (rse))|
=D~ ’
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JE—
dim(colData(rse))

MDcolData(rse)l. 1147 X 215 DIEHMBHE S,
NEITOBH=EIZTEDHEQR ConsoleEH L
THITADIFHELLONDTIFZSILIZRELT

3. 40> 0—RiEHDrse_gene.RdataZ AN E U TEHADIES :
)T JH- krecount?2 F TSRPOD1558TEZEL. gen

o L

: 0ened|MRSE V2 EZENEAF I O— FLU CESIC
genel YLD I b —4 (rse_gene.Rdata; ¥I3MB)EFIHAAT. DD LOBIEITHIIEHR(58,037
genesx11 samples)&H =S IXDFF AT 7))L TREFETZODATY. DT 7-1)LFhoged.txtTT,

Excel CBkHADZEIZT B, T1LhMilEES,

in_f <- "rse_gene.Rdata # AT 7 LB ETEEL Tin_flTi8H#
out f <- "hoge3.txt" e B
- ) R RGui (64-bit) - O X
#LBIG Sy T —DEH—F Jr4ll EE EE  z0ft  f(v7-Y  94YFY AT Vignettes
library(recount) #
HEEEEEEE
#8 (type TIEE L 722 I .Rdatax O — ) -
load(in_f) =] 'R R Console EER(ESR (=
rse <- rse_gene #r1 A
# SRR032116 sex: female,tissue: liver
#AE (DT F— A EE) SRR032118 sex: female,t:lﬁﬁue: l:lver
rse <- scale counts(rse) #4 SRRO32119 sex: female,tissue: liver
data <- assays(rse)s$counts #1 SRR032120 sex: female,tissue: liver
jg SRR032121 sex: female,tissue: liver
SRR032122 sex: male,tissue: liver
#7771 JLICIRTE SRR032123 sex: male,tlissue: liver
tmp <- cbind(rownames(data), data) # SRR032124 sex: male,tissue: liver
write.table(tmp, out f, sep="\t", appendy grR(32125 sex: male,tissue: liver
SRR0O3212¢ sex: male,tissue: liver
SRR032127 sex: male,tissue: liver
> dim(colData (rse))
[1] 11 21
> |
L
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Contents

m YUTIIREISRA) T
O Liver® 34 MFERE LLER T —4 (technical replicates¥—3Ril)
O Liver® 34 ¥7&EfE LT —24 (technical replicates¥—31%)
n NHEPOUNT—EEYE
0 Recount, recount2
O Liver® 34 ¥7&EfE LB T —42(SRP001558) % recount2 THkH 5
0 SRP001558Mrse_gene.Rdatah™is D (& il H
n {5IEE1&3. RangedSummarizedExperimentA 7 7D EREA (Fii )
m RangedSummarizedExperimentA 7z bDERBA (12 3) . {5IES
n 5IEES. f5IRE6. EF (FT6AD) DT —ADAHTHUTILREIZ AR
0 ERP000546Mrse_gene.Rdatamhyis D& EHih H
s BIRES (19U U TILDLIRHENDIRRIGBREREDHIUNT —ET 74 ILDERF)
s YT IVREIISRA) T DET
0 SRP001558&ERP000546% Y — L TYSRA) VT
s BEbLY, EIT(ERE)
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= N CCTEBLTELL O, ORSERK Drsed TSz o5, @

15“ EE4 ST ILDAZT—RERET7AIL (srp001558 meta samples.txt)
= |Z%ET ESAHDH, @A—RD FERIFEEH.

4. 47> 0— RiEHDrse_gene.RdataZ AN & LT AL ES ¢

BIEEREN—2LELT, ESICULTILDAST BRI 71)L(srp001558 meta samples.txt) &, BIEF
(features)(DA S5 —S1EEH T 7-1){(srp001558 meta features.txt)EELANFT S0 ATT, 58,037

genesx 11 samplesMSi@ 2002 b —4 77 JL{hoged counts.txt)(FF|EZ=SRR...JMVSSRS. . [CEE L TLY
=9. o7 STy FDBSIF. BN technical replicatesDY > T LICH L TR 2 MSRS IDAMTSENTLS
MT, FIEEEZFEFEEHR T,

in_f <- "rse_gene.Rdata # 4 77 A ILBEIEEL Tin_fICf# 0

out_f1 <- “hoged counts.txt”™ 7 B ERREL Tout_FLICHEA(DD T —42)

out_f2 <- “"srp@@1558 meta_samples.txt™ 7 A ILBEREL Tout 21T i (samples X 2 T —3)
out_f3 <- “"srp@@1558 meta features.txt 77 A IBEITEL Tout 3108 (features ¥ 2 57— 4)
#ELEGA T —UEOD-F

library(recount) #1530 T — DL AAR .
AN T T A IO EEA AP

load(in_f) #in fTIEEL /= .Rdata®O— F

rse <- rse_gene #ree s L THRWIR S

2L TARITTHT

# 7T — 2R

rse <- scale counts(rse) #scale_countsZE{T(2018.88.8718/10)

data <- assays(rse)$counts #0707 —R{THFE RIS L Tdatal CHgiH

colnames(data) <- colData(rse)$sample #%|-BFERR...HSERS...ICHEE
#TE S Sl ERT

2L TARITTHT

#2 7 AINCIRE(R 2 FT— &)
tmp <- cbind(rownames(data), data) #RF L FoUVIRREE top | CHE -

e R o T R

T

July 8, 2019 75



" Oa—FOTHISHBLI-ECS,

{51 %84

4. 47> 0— RiEHDrse_gene.RdataZE AN & L THEMADIES !

FIEERENR—AE LT, EBICH Y TIMAST—SBRI 7 ) (arp001558 meta samples.txt) &, BIEF
(features)DAST—SIEHR I 71 ){srp001558 meta features.txt) EHITBPNODATY, 58,037

genesx 11 samplesMSi@ 2002 b —4 77 JL{hoged counts.txt)(FF|EZ=SRR...JMVSSRS. . [CEE L TLY
=9. o7 STy FDBSIF. BN technical replicatesDY > T LICH L TR 2 MSRS IDAMTSENTLS
MT, FIEEEZFEFEEHR T,

rse <- rse_gene #PS_;-L’ L THRWE S -
#HESIL TARILITTE

#EFE(DD T — 2ELHF)

rse <- scale_counts(rse) #scale_counts={T(2018.88.8718/10)
data <- assays(rse)%counts #h70 b T —RITHZE RIS Tdatal CiEA
colnames(data) <- colData(rse)$sample #%|-BFERR...H DERS...ICEHE

#1TE BT FOR

4R L TAEITTY
#2TFAICREFE(R? 2 FT7—4)

tmp <- chind(rownames(data), data) #1FR7F L Tol VIEEEF tmpl CTEEA

write.table(tmp, out 1, sep="\t", append=F, quote=F, row.names=F)#tmpl P EFIEE_ =77 1ILH

#7 7 AIICRE(T T ILDA BT — 21FE) ’
tmp <- colData(rse) #1F7E L 7ol VISR E tmp | C1E A

write.table(tmp, out 2, sep="\t", append=F, quote=F, row.names=F)#tmplD P EFIEE_ =77 1ILH

#7 T A LI CIRTFE (Ffeatures® ¥ 857 — 21F4E)
tmp <- rowData(rse) #1F7E L 7ol VISR E tmp | C1E A
write.table(tmp, out 3, sep="\t", append=F, quote=F, row.names=F)#tmpl P EFIEE_ =77 185

4
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= — OF B MNESEBLTELL=V\ECA, Drseld. rse gene.Rdata

{51 %84

4. 47> 0— RiBEHDrse _gene.RdataZE A

BIRE3EN—AL LT, 5T TILDAS
(features)DA ST —SFH I 7-1)L{srp001

Z St A A TIFo N T=RangedSummarizedExperiment (RSE)F2 X D
AT 1Ok, BcolDatalrse) DF HE ., TDFEFEB@out_2

(srp001558 meta samplestxtMZE) IZOATRYYTF AKX T
REFELTULS, O—FE2AZFOERETL TSN,

genesx 11 samples'571323 07> b —4 77 - JL{hoged counts.txt)(ZF]5%ZSRR...)SSRS...ICEB L TLY
F9. D7 Ay FOESIZ. B htechnical replicates®t > J)LICH L TRI4ZMSRS IDATSZFTLS

DT, FIEEFEZEEFEEHRTT.

rse <- rse_gene

#"ﬁ:‘ b7 — 2ERi8)
rse <- scale counts(rse)

data <- assays(rse)%counts
colnames(data) <- colData(rse)%sample

#7271 INCRFE(HR 2T 2)

tmp <- cbhind{rownames(data), data)

#rse s L THRWIR S -
#HEAL TAETTT

#scale_counts={T(2018.83.8718/0)

#h b7 — 2175 RIS Tdatal S
#5||ZFERR. . ./ SERS. .. ICE &

# T Y| EERT

#MEEEL T RIEITTY

#1FTE L o\ v IEEE 7 tmp | CHEER

#2727 1 INREF(T
tmp <- colData(rse)

write.table(tmp, out f1, sep="\t", append=F, quote=F, row.names=F)#tmpl P EFIEE_ =77 185
E‘}é 57— B1E%)

write.table(tmp, out f2, sep="\t", append=F, guote=F, row.names=F) PEFIFELLZZT 1ILE

#1FTE L o\ v IEEE 7 tmp | CHEER

#2727 1 ILICIRTF(F b

tmp <- rowData(rse)

36)

write.table(tmp, out 3, sep="\t", append=F, quote=F, row.names=F)#tmpl P EFIEE_ =77 185

#1FTE L o\ v IEEE 7 tmp | CHEER

4
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= FHLERS B, ~oH —TERBRCEN1T x 21510

colData(rse)

4. 4>0— RiBHDrse gene.RdataElbthEﬁM@% TN DIEEIEH TR RSEE-HD T,

colData(rse)D B % . 1) (srp001558 meta samples.txt)
[CERFLI-HER . Excel THRARAFE T, SIFEBICEL

BIEIEN—2LELT, ESICULTILDAST BRI 7-1)Uerpl01o58 meta samples.xt) &, BInT
(features)(DA S5 —S1EEH T 7-1){(srp001558 meta features.txt)EELANFT S0 ATT, 58,037

genesx 11 samplesMSi@ 2002 b —4 77 JL{hoged counts.txt)(FF|EZ=SRR...JMVSSRS. . [CEE L TLY
=9. o7 STy FDBSIF. BN technical replicatesDY > T LICH L TR 2 MSRS IDAMTSENTLS
MT, FIEEEZFEFEEHR T,

in_f <- "rse_gene.Rdata" # 4 77 A ILBEIEEL Tin_fICf# 0

out_f1 <- “hoged counts.txt" 2T AINEBEETEL Tout FLICEA(AD? 57— 2)

out_f2 <- “"srp@@1558 meta_samples.txt" 27 A IBEITEL Tout_ 210830 (samples ¥ 2 T — &)

out_f3 <- “"srp@0@1558 meta features.txt" 77 A IBEITEL Tout 3108 (features ¥ 2 57— 4)

FLEID T -V O F )

library(recount) #1530 T — DL AAR

#AJ‘]?‘ A B  C D |E|F|G|H| I |[J|K|LIM/NIO|P Q R|S| T . U

igzdgf 1 |pro sample EXp run reareaprcpalsramaaucshishibiobiobioavegecbigtitle characteristics
2 -SRFSRSDDBBIB SREYSRER032116 ## #&# % ## ## ## livecor20020020: 35 GS SR Human female 1 repl c("sex: female", "tissue: liver")

A (] 3 -SFEFSFESEIEIEIBIS SEYSER032118 ## #&# ## ## ## ## livecor 20020020 35 GS SR Human female 2 repl c("sex: female", "tissue: liver")

g;i;; il :SRFSRSL’]L’]QBlEﬁ SR}SRR032119 ## #&# % ## ## ## livecor20020020: 35 GS SR Human female 2 rep2 c("sex: female”, "tissue: liver")

colnamd & |SRESRS009317 SR SRR0O32120 ## ##7 & ## ## ## livecor 200200 207 35 GS SR Human female 3 repl c("sex; female”, "tissue: liver")
6 -SRFSRSUUQBIS SRYSRR032121 ## ## B8 #% ## ## livecor20020(20: 35 GS SR Human female 3 rep? c("sex: female”, "tissue: liver")
T -SRFSRSUUQEH SRYSRER0O32122 ## #&# 8 ## ## ## livecor200200207 35 GS SR Human male L repl  c("sex: male”, "tissue: liver”)

4:”?:}?({_{ 2] :SRFSRSL’]L’]QBEL’] SRYSRR0O32123 ## ## 8 ## ## ## livecor 200200207 35 GS SR Human male L rep?  c("sex: male”, "tissue: liver”)

' 9 |SRFSRS009321 SR»SRRO32124 ## ## % ## ## ## livecor20020020: 35 GS SR Human male 2 repl  c("sex: male”, "tissue: liver")
ID-SFEFSFES[]DQBEE SREYSRER032125 ## #&# % ## ## ## livecor20020020: 35 GS SR Human male 2 rep2  c("sex: male”, "tissue: liver")
11-SFEFSFESDE19323 SEYSER032126 ## ## ## ## ## ## livecor20020020: 35 GS SR Human male 3repl  c("sex: male”, "tissue: liver")
12-SRFSHSL’10932-¢ SRYSRR0O32127 ## ## 1 ## ## ## ## livecor20020(20. 35 GS SR Human male 3rep?2 c("sex: male”, "tissue: liver”)
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colData(rse)

TRRER DN ANYE —1TZERCE1IT X 215D
colData(rse) D B % . 1) (srp001558 meta_samples.txt)
[CHRFLI=FER, Excel TR AEFE T, SIXERIZEL

4. 49>0— Ri#FHDrse gene.RdataZE AN & L THEMHADIE f'd:[,\ﬁlj@ﬂlgéyjz&)fi%ﬁ:éﬁf:%@fj'o @fﬁ

BIEEREN—2ELT, ESICULTILDAST—IERIT 7
(features)(DA S5 —S1EEH T 7-1){srp001558 meta featu

genesx11 samplesi'5i2 300> o —& 7 )l(hoged o

F9. OF7—9Tv FDBESE. EEh'technical replicates

colData(rse)$sample. @h colDatalrse)$run, L T@DAH
colData(rse)$title THRY B 5 1FEH &40 5.

DT, FIEEFEZEEFEEHRTT.

in_f <- "rse_gene.Rdata" # 4 77 A ILBEIEEL Tin_fICf# 0

out_f1 <- “hoged counts.txt" 2T AINEBEETEL Tout FLICEA(AD? 57— 2)

out_f2 <- “"srp@@1558 meta_samples.txt" 27 A IBEITEL Tout_ 210830 (samples ¥ 2 T — &)

out_f3 <- “"srp@0@1558 meta features.txt" 77 A IBEITEL Tout 3108 (features ¥ 2 57— 4)

LB T -V O F )

libr*ar*y(r*ecnunv ’ #1530 T — DL AAR ’

#AJ‘]?‘ A B  C D |E|F|G|H| I |[J|K|LIM/NIO|P Q R|S| T . U

igzdgf 1 |pro sample EXp run reareaprcpalsramaaucshishibiobiobioavegecbigtitle characteristics
2 -SFEFSFES[]DQBB SREYSRER032116 ## #&# % ## ## ## livecor20020020: 35 GS SR Human female 1 repl c("sex: female", "tissue: liver")

A (] 3 _SFEFSFESEIDEIBlS SEYSER032118 ## #&# ## ## ## ## livecor 20020020 35 GS SR Human female 2 repl c("sex: female", "tissue: liver")

g;i;; il :SRFSHSL’]L’]QBlE SR}SRR032119 ## #&# % ## ## ## livecor20020020: 35 GS SR Human female 2 rep2 c("sex: female”, "tissue: liver")

colnamd & |SRESRS009317 SR SRR0O32120 ## ##7 & ## ## ## livecor 200200 207 35 GS SR Human female 3 repl c("sex; female”, "tissue: liver")
6 _SRFSRSUUQMS SRYSRR032121 ## ## B8 #% ## ## livecor20020(20: 35 GS SR Human female 3 rep? c("sex: female”, "tissue: liver")
T _SRFSRSUUQEH SRYSRER0O32122 ## #&# 8 ## ## ## livecor200200207 35 GS SR Human male L repl  c("sex: male”, "tissue: liver”)

4:”?:}?({_{ 2] :SRFSRSL’]L’]QBEL’] SRYSRR0O32123 ## ## 8 ## ## ## livecor 200200207 35 GS SR Human male L rep?  c("sex: male”, "tissue: liver”)

' 9 |SRFSRS009321 SR»SRRO32124 ## ## % ## ## ## livecor20020020: 35 GS SR Human male 2 repl  c("sex: male”, "tissue: liver")
ID-SFEFSFES[]DQBEE SREYSRER032125 ## #&# % ## ## ## livecor20020020: 35 GS SR Human male 2 rep2  c("sex: male”, "tissue: liver")
ll_SFEFSFESDEIEIBEB SEYSER032126 ## ## ## ## ## ## livecor20020020: 35 GS SR Human male 3repl  c("sex: male”, "tissue: liver")
12_SRFSHSL’10932-¢ SRYSRR0O32127 ## ## 1 ## ## ## ## livecor20020(20. 35 GS SR Human male 3rep?2 c("sex: male”, "tissue: liver”)
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= N 3= {5l Z [£. DcolData(rse)$sample DEITHER (.
HEMNZQFDIEHRERLCTT , Cld., HiIES
COI Data(rse)$sam p | e DHAIUT—RIT 74 IL@hogesd counts.txt

4. 47> 0— RiBHDrse gene.RdataZE AN & UTHEMHADIES ¢ 0)5']% tL/—C1E;b*LTL\$_a-O

BIREI N —A L LT, EBICHLTIDAST—SERT 7 )L (srp001558 mefa samples.xt) &, BEInf
(features)(DA S5 —S1EEH T 7-1){(srp001558 meta features.txt)EELANFT S0 ATT, 58,037

genesx 11 samplesMSi@ 2002 b —4 77 JL{hoged counts.txt)(FF|EZ=SRR...JMVSSRS. . [CEE L TLY
=9. D7 —HTYRDESE. FED technical replicatestDt > ) LICH L TRI4MSRS IDHTSEFATLS
MT, FIEEE HFEFEEHTT,

in_f <- "rse _gene.Rdata # .M 1] ea bt _
out_f1l <- "hoged counts.txt # 1 1] % s (GG = x
out_f2 <- “"srpB@l558 meta samp\gs.txt™ #4074 Frl ®E BE ot Ayr-¥ 94YFY ALT Vignettes
out 3 <- “"srpB@1558 meta features.txt #1411 = .
- - AEEEEEEE
BUE )y T —VED - F , |
libr*ar*y(r*ecnunv #1% | "R R Console ™
e
"Ii;jdj(f A B c D E F| sRrR032121 sex: female,tissue: liver
rce ¢ |1 |Pro,sample eXp run reareal SRR032122 sex: male,tissue: liver
2 |SRFSRS009313 SRySRR032116 ## ##| SRR032123 sex: male,tissue: liver
4 ({3 |SRFSRS009315 SR)SRR032118 ## ## | SRR032124  sex: male,tissue: liver
rse <-|4 |SRFSRS009316 SR)SRR032119 ## ##| SRKRO32125  sex: male,tissue: liver
data < — SRRO03Z12¢ sex: male,tilssue: liver
colnan{ 5 |SRFSRS009317 SRYSRR032120 ## ##| ¢pp032127  sex: male,tissue: liver
6 |SRFSRS009318 SR)SRR032121 ## ##| > dim(colData (rse))
7 |SRFSRS009319 SR)SRR032122 ## # [1] 11 21
In?ij 8 |SRFSRS009320 SR)SRR032123 ## >[i?lD&t&égggigﬁi&fﬂplem%lﬁ 0931e 0631
- ITSRS m '"SRS m 'I'FSRS bl '"SRS m
9 |SRFSES009321 SR>SRER032124 ##% #4
——— [5] "SRS009318" "SRS00%31%"™ "SRS009320"™ "SRS009321"™
10 |SRFSRS009322 SR SRR032125 ## ## [9] "SRS009322" "SRS009323" "SRS009324"
11 |[SRFSRS009323 SRYSRR032126 ## ##| - |
12 |SRFSRS009324 SR)SRR032127 ## ## v
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AT —ADFI 4

DDTEERHRT. 175dataDF| B IZHHET S
colnames(data)Zx E#L TLNHD T...

4. 47> 0— RiEHDrse_gene.RdataZE AN & L THEMADIES !

BIEIENR—AELT, S5[CHTILDAST—EEHR T 7 1)L (srp001558 meta samples.txt) &, BEF
(features)(DA S5 —S1EEH T 7-1){(srp001558 meta features.txt)EELANFT S0 ATT, 58,037

genesx 11 samples'571323 07> b —4 77 JL{hoged counts.txt)(FF|HEESRR...NSSRS...ICEBLTLY
F9. D7 Ay FOESIZ. B htechnical replicates®t > J)LICH L TRI4ZMSRS IDATSZFTLS

DT, FIEEFEZEEFEEHRTT.

in f <- "rse gene.Rdata

out 1 <- "hoged counts.txt

out 2 <- "srp@@l558 meta samples.txt
out_f3 <- "srpB@l558 meta_features.t

#FLBEG T —UEOD—F
library(recount)

AN T T A IO EEA AP
load{in_¥)
rse <- rse_gene

#HRE(D D LT — RERF)

rse <- scale counts(rse)

data <- assays(rse)%counts
colnames(data) <- colData(rse)fsample

S =

#2 7 AINCIRE(R 2 FT— &)

tmp <- cbhind{rownames(data), data)

July 8, 2019

[1] 11 21

> colData(rse) Ssample
[1] "SRS009313" "SERS005315" "SRS00%31e"™ "SRsS0O09317"

[5] "SRS005318"™ "SRS005319"™ "SRS009320™ "SRS009321"
[9@] "SRS009322"™ "SRS009323" "SRS009324"

> |

:;; R RGui (64-bit) - O x
g TrL BE BEE zoft /Nv5-Y 94UEY AT Vignettes
SR 1s oy lf e .
EGREBRESEE
#)% | ‘R R Console = || |
e
o SRR032121 sex: female,tissue: liver
#nca| SRR032122 sex: male,tissue: liver
#W#s] SER032123 sex: male,tissue: liver
SRR032124 sex: male,tissue: liver
2o SRRO32125 sex: male,tissue: liver
#h7 SER032126 sex: male,tissue: liver
fljg SRR032127 sex: male,tlissue: liver
#%— > dim(colData(rse))
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AT —ADFI 4

4. 47> 0— RiEHDrse_gene.RdataZE AN & L THEMADIES !

BIEIENR—AELT, S5[CHTILDAST—EER T 7 1)L (srp001558 meta samples.Ixt) &, BEnF
(features)(DA S5 —S1EEH T 7-1){(srp001558 meta features.txt)EELANFT S0 ATT, 58,037

DDIEERT. 175 |dataD F| L IZH BT S
colnames(data)ZE#iL TLNEH D T..25

L2 EEHZDITH dataD R D2{TH TR
ZTWABESHIREEIZ, @MV E-TULVET,

genesx 11 samples'571323 07> b —4 77 JL{hoged counts.txt)(FF|HEESRR...NSSRS...ICEBLTLY
F9. D7 Ay FOESIZ. B htechnical replicates®t > J)LICH L TRI4ZMSRS IDATSZFTLS

DT, FIEEFEZEEFEEHRTT.

in ¥ <- "rse_gene.Rdata”
out 1 <- "hoged
out 2 <- "
out 3 <- "

iy
LA
R LY g o |

#FLBEG T —UEOD—F
library(recount)

AN T T A IO EEA AP
load{in_¥)
rse <- rse_gene

Lo

#HRE(D D LT — RERF)

rse <- scale counts(rse)

data <- assays(rse)%counts
colnames(data) <- colData(rse)fsample

e

S =

#2 7 AINCIRE(R 2 FT— &)

tmp <- cbhind{rownames(data), data)

July 8, 2019

:’éi R RGui (64-bit) N =
»ad Irfll BE BE O x0T 94 vED AT Vignettes
S G ENB EEEIE
#)% v R R Console e[ eS|
L]
- > head(data, n=2)
e SRS009313 SRS009315 SRS009316
#i#5] ENSGO0000000003.14 1724 15¢61 1440
ENSGOOO00000005.5 0 0 0
e SRS009317 SRS009318 SRS009319
#h7 ENSGOO0O00000003.14 cle 654 851
iﬂg ENSGOOO00000005.5 0 0 0
kL SRS009320 SRS009321 SRS009322
ENSGOOO000000003.14 €75 1498 1351
. ENSGOQOO00000005.5 0 () 0
#RH SRS009323 SRS009324
ENSGOOO00000003.14 1350 1220
ENSGOO0O00000005.5 0 0
> |
L
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T

ol 2%
PS

4. 49> 0— RiEHDrse_gene.RdataZE AN & L THEMADIES !

BIEEREN—2LELT, ESICULTILDAST BRI 71)L(srp001558 meta samples.xt) &, BInT
(features)(DA S5 —S1EEH T 7-1){(srp001558 meta features.txt)EELANFT S0 ATT, 58,037

genesx 11 samplesMSi@ 2002 b —4 77 JL{hoged counts.txt)(FF|EZ=SRR...JMVSSRS. . [CEE L TLY
F9. D7 Ay FOESIZ. B htechnical replicates®t > J)LICH L TRI4ZMSRS IDATSZFTLS

QD FNEHNIEHMBEH, HlZIED
SRS009315&SRS009316(% . @Human
female 2(HSF2) [ZHHLE T HREI—H T,
DZFEYtechnical replicates T&H B,

DT, FIEEFEZEEFEEHRTT.

in_f <- "rse_gene.Rdata" #AN T T A ILBEEEL Tin_fIC# 0
out_f1 <- “hoged counts.txt" # PN 77 A IBFEEL Tout FLISHEM(RD T —2)
out_f2 <- "srp@@l558 meta_samples.txt" #HATTF A ILBEIEEL Tout 2| (samples X 27— &)
out_f3 <- “"srpB01558 meta features.txt"#HN 77 1 ILBEEL Tout_f3ICiF 0 (features ¥ # T — &)
LB T -V O F )
libr*ar*y(r*ecnunv #1530 T — DL AAR ’
#AJ‘]?‘ A B  C D |E|F|G|H| I |[J|K|LIM/NIO|P Q R|S| T . U
igzdgf 1 |pro sample EXp run reareaprcpalsramaaucshishibiobiobioavegecbigtitle characteristics
2 -SRFSRSDDBBIB SEYSRR032116 ## #&# % ## ## ## livecor20020020: 35 GS SR Human female 1 repl c("sex: female", "tissue: liver")
A (] 3 -SFEFSFESEIEIEIBIS RRO32118 ## ## HE #F ## #% livecor200 200207 35 GS SR|Human female 2 repl «: female"”, "tissue: liver”)
g;i;; il :SRFSHSUUQBIE RRO32119 ## &## #H ## ## ## livecor200 200207 35 G5 5E|Human female 2 rep? «: female"”, "tissues: liver”)
colnamd & |SRESRS009317 SEYSRR0O32120 ## ## & ## ## ## livecor 200200 207 35 GS SR Human female 3 repl c("sex; female”, "tissue: liver")
6 -SRFSRSUUQMS SRYSRR032121 ## ## B8 #% ## ## livecor20020(20: 35 GS SR Human female 3 rep? c("sex: female”, "tissue: liver")
T -SRFSRSUUQEIQ SRYSRER0O32122 ## #&# 8 ## ## ## livecor200200207 35 GS SR Human male L repl  c("sex: male”, "tissue: liver”)
4:”?:}?({_{ 2] :SRFSRSUUQBEU SRYSRR0O32123 ## ## 8 ## ## ## livecor 200200207 35 GS SR Human male L rep?  c("sex: male”, "tissue: liver”)
' 9 |SRFSRS009321 SR»SRRO32124 ## ## % ## ## ## livecor20020020: 35 GS SR Human male 2 repl  c("sex: male”, "tissue: liver")
1D-SFEFSFES[][]9322 SREYSRER032125 ## #&# % ## ## ## livecor20020020: 35 GS SR Human male 2 rep2  c("sex: male”, "tissue: liver")
11 -SFEFSFESEIEIEIBEB SEYSER032126 ## ## ## ## ## ## livecor20020020: 35 GS SR Human male 3repl  c("sex: male”, "tissue: liver")
12 -SRFSHSUUQBN SRYSRR0O32127 ## ## 1 ## ## ## ## livecor20020(20. 35 GS SR Human male 3rep?2 c("sex: male”, "tissue: liver”)
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] (DcolData(rse)$title D FERHY. Y- T ILIED

N
colData(rse)$title

SARZ) T EATOBRIZHh YT LN
BTL=D T, ENZETo>TLLHDHMHIEES,

4. 47> 0— RiEHDrse_gene.RdataZE AN & L THEMADIES !

BIEE3 N —A L LT, EB([CHLTIDAST —SER T 7 ) (srp001558 meta samples.txt) &, BEF
(features)DASFT—SEHR I 7 )(srp001558 meta features.txt)BHE /1T DP0OAFTT. 58,037

genesx 11 samplesMSi@ 2002 b —4 77 JL{hoged counts.txt)(FF|EZ=SRR...JMVSSRS. . [CEE L TLY
=9. o7 STy FDBSIF. BN technical replicatesDY > T LICH L TR 2 MSRS IDAMTSENTLS
DT, FIEERZEFFEEWTT.

in_f <- "rse_gene.Rdata" #AN T T A ILBEEEL Tin_fIC# 0

out_f1 <- “hoged counts.txt" # PN 77 A IBFEEL Tout FLISHEM(RD T —2)

out_f2 <- “"srp@0@1558 meta_samples.txt™ #PN 77 1 ILBEEEL Tout_f2I1CiF i (samples X 2 T — &)

out_f3 <- “"srpB01558 meta features.txt"#HN 77 1 ILBEEL Tout_f3ICiF 0 (features ¥ # T — &)

FLEID T -V O F )

library(recount) #1530 T — DL AAR ’

#AJ‘]?‘ A B  C D |E|F|G|H| I |[J|K|LIM/NIO|P Q R|S| T . U

igzdgf 1 |pro sample EXp run reareaprcpalsramaaucshishibiobiobioavegecbigtitle characteristics
2 -SRFSRSDDBBIB SREYSRER032116 ## #&# % ## ## ## livecor20020020: 35 GS SR Human female 1 repl c("sex: female", "tissue: liver")

A (] 3 -SFEFSFESEIEIEIBIS SEYSER032118 ## #&# ## ## ## ## livecor 20020020 35 GS SR Human female 2 repl c("sex: female", "tissue: liver")

g;i;; il :SRFSRSL’]L’]QBlEﬁ SR}SRR032119 ## #&# % ## ## ## livecor20020020: 35 GS SR Human female 2 rep2 c("sex: female”, "tissue: liver")

colnamd & |SRESRS009317 SR SRR0O32120 ## ##7 & ## ## ## livecor 200200 207 35 GS SR Human female 3 repl c("sex; female”, "tissue: liver")
6 -SRFSRSUUQBIS SRYSRR032121 ## ## B8 #% ## ## livecor20020(20: 35 GS SR Human female 3 rep? c("sex: female”, "tissue: liver")
T -SRFSRSUUQEH SRYSRER0O32122 ## #&# 8 ## ## ## livecor200200207 35 GS SR Human male L repl  c("sex: male”, "tissue: liver”)

4:”?:}?({_{ 2] :SRFSRSL’]L’]QBEL’] SRYSRR0O32123 ## ## 8 ## ## ## livecor 200200207 35 GS SR Human male L rep?  c("sex: male”, "tissue: liver”)

' 9 |SRFSRS009321 SR»SRRO32124 ## ## % ## ## ## livecor20020020: 35 GS SR Human male 2 repl  c("sex: male”, "tissue: liver")
1D-SFEFSFES[][]9322 SREYSRER032125 ## #&# % ## ## ## livecor20020020: 35 GS SR Human male 2 rep2  c("sex: male”, "tissue: liver")
11-SFEFSFESDE19323 SEYSER032126 ## ## ## ## ## ## livecor20020020: 35 GS SR Human male 3repl  c("sex: male”, "tissue: liver")
12-SRFSHSL’10932-¢ SRYSRR0O32127 ## ## 1 ## ## ## ## livecor20020(20. 35 GS SR Human male 3rep?2 c("sex: male”, "tissue: liver”)
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Contents

m YUTIIREISRA) T
O Liver® 34 MFERE LLER T —4 (technical replicates¥—3Ril)
O Liver® 34 ¥7&EfE LT —24 (technical replicates¥—31%)
n NHEPOUNT—EEYE
0 Recount, recount2
O Liver® 34 ¥7&EfE LB T —42(SRP001558) % recount2 THkH 5
0 SRP001558Mrse_gene.Rdatah™is D (& il H
n {5IEE1&3. RangedSummarizedExperimentA 7 7D EREA (Fii )
m RangedSummarizedExperimentA 77D ERBA (12F) | fHlzE4
» IRES, IRE6. EF(ET6AND) DT —2DHTHUTILEIZAZ) Y
0 ERP000546Mrse_gene.Rdatamhyis D& EHih H
s BIRES (19U U TILDLIRHENDIRRIGBREREDHIUNT —ET 74 ILDERF)
s YT IVREIISRA) T DET
0 SRP001558&ERP000546% Y — L TYSRA) VT
s BEbLY, EIT(ERE)
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= BIEESTIZDD &SI L Tritle 5 D I5HRE IR B
15'] EES L= @THENTWAESIZ, VD THZZ
= ICHESHERAHZEILESLVDTIEE,

5. 40 >0—K&EHDrse _gene.RdataZ AN &L THEMBADIES ¢

PIBATESNIZT L TILOAS T —HIEH I 7-)L(hoged meta samples.txt) RDtitlel|[CIEX T BIEH TE
=HEZ TLEY, T#HUZE. hoged meta samples.txt#Excel THkeHI= & =T, IoEi-SFtitleF SR )
discriminable( B2 (CERINIEE TH2 ) CEBEMICHBILIZZOTY . COHIEDORROIVA VT EVSNE
DESHERMREZAN TSN, submitterffF CTT. LIEA T, — R TRRVLSEECA. FE3TEERE
HMORVESREOEEELEENASTY, 58,037 genesx11 samplesn'Si a2 N 777l izhogeS. txt TF,

\J

in_f <- "rse_gene.Rdata" # AN T T B EIEE L Tin_fICH0
out_f <- "hoge5.txt" #E N7 F M IBEIEE L Tout i85
FLEE T -0 - F

library(recount) #0507 — DDA AR

#AH 77 A LDFEMAM(.Rdata)

load(in_¥) #in_fTIEEL /. .Rdata®=O— I

rse <- rse_gene #rses L THIWR S

L=

s T AEITTH
#REE(HD T — 2ER])

rse <- scale_counts(rse) #scale_counts=E{T(2018.88.871EM0)
data <- assays(rse)$counts #5070 0+ T —FITRERRIFL Tdatal JiE5H
# T EBHER T

s T AEITTH

#HENIPFI|BEEHE)
colnames(data)<- colData(rse)$title #9|l B EE

$HEI L TAETTH
#j?amm:{%ﬁ{h?yl»f—g _ , e, M
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" A
HIRESZOE RELT

BIRESZOE NET

LT. DD &57%54

(2752 1=. @Qhogeb txtZH/BTHETFEL LD,

5. 40 >0—K&EHDrse _gene.RdataZ AN &L THEMBADIES ¢

PIBATESNIZT L TILOAS T —HIEH I 7-)L(hoged meta samples.txt) RDtitlel|[CIEX T BIEH TE
=HEZ TLEY, T#HUZE. hoged meta samples.txt#Excel THkeHI= & =T, IoEi-SFtitleF SR

discriminable(BR(CHERIAIE THD)CEERMICHLIZZS TI. COHEDOEROIA VT EVDSNE
M EDRPEREMEEN TSN, submitterffFE TY ., LIEN' 2T, —FRTRLEEEA. T2TEELE
MOEVESREOEHIEEZINSTY,. 58,037 genesx11 sampleshS a3 77 )l izhoge5. &t TH,

in_f <- "rse_gene.Rdata"
out_f <- " e )

r+ I

o |

#FLEGA T - UEOD-F
library(recount)

#A 27 A IDEEAAP+( . Rdata)
load(in_f)
rse <- rse_gene

=

#EE(NDD LT — SHF)
rse ¢<- scale_counts(rse)
data <- assays(rse)%counts

#HENIPFI|BEEHE)
colnames(data)<- colData(rse)$title

#77 AICREF(DD 2 FT—H)

July 8, 2019

#AM] G Rui (64-bit) - o X
#47H _
el R/E BE w0t /vr-¥ 94vFY AT Vignettes
2 5 B B SR E
R R Console l_l':' l_IEI l_lﬁ
#in_1 A
i%_ﬁ, ENSG0O0000000460.16 53 142
"] ENSG00000000938.12 328 213
Human male 3 repl Human male 3 rep?2
E;% ENSG00000000003.14 1350 1220
2i7#f ENSG00000000005.5 0 0
4] ENSGO00000000419.12 223 238
ENSG00000000457.13 435 405
45| ENSG000000004€0.16 198 126
##:) ENSGO0000000938.12 367 445
>
~— > #IPAILEARTF (hOURT —8)
> tmp <- cbind(rownames (data), data) #HERTFELELES
> write.table (tmp, out f, sep="\t", append=F, quote=F,35
> |
W
£ >
87




- _ DFIREGIL . @technical replicates([E]—{E{AD &
15'] E BT —2ET—I LT, 358,037 genes X 6 samples
L

O r==1/—

NE1To

6. 47> 0— RiBHDrse gene.RdataZEANhELT: nﬁ:&%

BlgEs M =D L DHREMTI A, technical replicates :
(£, "Human female 2 repl"%| & "Human female 2 rep2’ @JE’D:’JT; I"“ r;'D I&x &N, FIEEHSF2"DES (T
LTWET, CORIEOREERR. [T 2% FJII A42(M20,689 genesx18 samples@U7ILAD > FF—4

J7 A A3srp001558 count hogeb.txtTH,

‘wm»-“ 2175124 33—k, aF
=

sample blekhman 18.txt)] FOE R LEEFRCICLTOET, 58,037 genesxb sample? +

ta" #ANTF A IBEREL Tin_fICiE 0
count_hogeb.txt"  #HA T F T ILBEIEE L Tout_fICTiEiA

#ELEG T - UEOD-F

library(recount) #1050 T — DDA AR
#ANTF A IOFAAF( -Rdata)

load(in_+) #in_fTiEEL o .Rdata®®O— I
rse <- rse_gene #rsed L THEL.-I :]:E ::3'

=

AL T A&EITTH
#REE(HD T — 2ER(8)

rse <- scale counts(rse) #scale_counts=E{T(2018.08.8718/10)
uge <- assays(rse)$counts #0707 b T —RITHERISL Tugel JHE4M
#TH E B ER T

AL T A&EITTH

#E24IF(technical replicatesDd|#F 7 —i/)

uge <- as.data.frame(uge) #HIPESD ST — 2 2 L —LEDICER

data <- cbind( # B ER|EDEEERIG LI IDEE TS L Iofg~ T datal
ugefSRRO32116, #H5F1
ugefnSRREi?.leS + uge$SRR632119 #HSFE
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" A BIRE6ZIEREITLT. DD LSHFA IS

15']%6 o= . QE N7/ ILEBTEEELLS,

6. 40 >0—KRiEHDrse _gene.RdataZE AN & LTHEMADIES ¢

BIEESOE DL SRBEDMTI A technical replicatesT —4&Y— S LIEEEFEALTLET. #Hlx

[F. "Human female 2 rep1"%| & "Human female 2 rep2"5|MAH D> FIDINEE D, FIEF"HSF2"DLED (C

LTWET. CORE0FEDEEZ. [HY 2% FJII A42M20,689 genesx18 samples@JZJLAD > —4

sample blekhman 18.txt)] O T2 TILESE CICLTLET, 58,037 genesx6 samplesD'Sia3dH
J7 A A3srp001558 count hogeb.txtTH,

in_f <- "rse_gene.Rdata” b 7] @ RGui (54-bit) - o x
out_f <- "srp@@l558 count_hogeb.txt"™ g _
Tl EE BE  z0ft vr-Y  9AUFY  ALT  Vignettes
JAEE S —_F —_
be%:;gréiun:}%u |* #15 @||£E||H ||ﬁ||ﬂ+ D[S
#ANTT A I OEARAM( Rdata) ‘R R Console - E ]
load(in_f) #in_ A
rce - rse_gene i%ﬁm [1] 58[]3? 6
> head(data) #IESEL T BT
#RFE(LD T — FERE) |[HSF1 HSF2 HSF3 HSM1 HSM2 HSM3 |
rse <- scale_counts(rse) #scal ENSGO0000000003.14 1724 3001 1270 1526 2849 2570
uge <- assays(rse)$counts 2 ENSG00000000005.5 o o0 0 0 & 0
+#] ENSG00000000419.12 337 611 493 523 651 46l
) . _ ENSGOO0000000457.13 414 €57 666 1383 620 840
e meplheares IR =), 25| ENSG00000000460.16 114 371 266 450 195 324
data <- cbind( @ ENSGO0000000938.12 362 901 2476 1191 541 §12
uge$SRRO32116, #HSF| >
L A T FSEL > 09IV ICIRTE (kT -8)
> tmp <- cbind(rownames (data), data) HRTFLIZIVES
> write.table (tmp, out f, sep="\t", append=F, quote=F,35
=
| L
£ >
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T

(=71
=]

5. 40 >0—K&EHDrse _gene.RdataZ AN &L THEMBADIES ¢

FIBATESNITH L TILDAST—EER I 7 ) (hoged meta san
SEITUVET, 13, hoged meta samples.txt® Excel THEHT= ¢
discriminable(BRICHERBIFIE TH S )T EEERICHIBILIZIZ8 TY.

MDEDIHBERMBETNTULENE. submitteri®t® T9 ., LIED T,
MOBVESREOEEEBEEZNSTT,

58,037 genesx11 samples]

FIALEZLRN\YST—2o DR =7 ILTlE,. YT
IWT—EADHNBERLREXRIDIZSIZEHEBASN
TW3, KEODHT=YIZARBELEEZATIEALY,
LHOLENS, BRLEWLEIEEIZE#AETHY., LHDE
Y-a7IILRDERBIEENIZETETIERL, £
Nz . §EgFERLI=&>% colDatalrse)z H 53 TBE
O TOFEIUT B/IICENEIDONEETY !

in_f <- "rse_gene.Rdata" # AN T T B EIEE L Tin_fICH0
out_f <- "hoge5.txt" #E N7 F M IBEIEE L Tout i85 \LS ; /\//\
BN PN

BUET = UEO— F PONSE late
library(recount) #1350 T — LNDEE A AR WV ;(:’L
# AN 7T I DEEAAA( . Rdata)
load(in_¥) #in_fTIEEL /. .Rdata®=O— I
rse <- rse_gene #rsed L THRVR S

AL TARETTE
#EE( DT T — HHRIR)
rse <- scale counts(rse) #scale_counts=E{T(2018.08.8718/10)
data <- assays(rse)$counts #5070 0+ T —FITRERRIFL Tdatal JiE5H

# T EBHER T

AL TARETTE
#HEMIFANEZERE)
colnames(data)<- colData(rse)$title #9|l B EE

AL TARETTE
#??{JLJI:T%E{:UT}F_:T‘—Q_ ) - N ) .

»
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] INVIT— DR T ILDEHAFEEMN

R/ {“J"T—:/\\I’GCOU Nt HIRTHAPERLET . DR/ Syr—

< M)recount, DR—I T ERIZFEE,
2. 2019F07E08E (PCER)

ABRENPDF(SEE5 : 2019.07.01)
(RT)EEmRTIfRT
Blekhman et al., Genome Res., 2010
TCC : Sun et al.,, BMC Bicinformatics, 2013
Tang et al.,, BMC Bioinformatics, 2015
Zhao et al., Biol. Proc. Online, 2018 g
ReCount{website) : Frazee et al., BMC Bioinf B]OCOﬂdUCtOI’
recount2{website) : Collado-Torres et al., N3 OPEN SOURCE SOFTWARE FOR BIDINFORMATICS
recount{R. package) : Collado-Torres et al., N
e.Rdata(SRP001558)
rse_gene.Rdata(ERPO00546)

!I Bioconductor - recount x +

<« C Y @ BFESNTWEWEE | bioconductor.org/packages/release/bioc/html/recount.html T4 &

Help Developers About

Home » Bioconductor 3.9 =» Software Packages » recount

Documentation =

recount

Bioconductor

= Package vignettes and manuals.
= Workflows for learning and use.
= Course and conference material.
.

platforms [Gll | rank 219 f 1741 posts (5412 /0 | in Bioc | 2.5 years
updated < 1 month | dependencies 145

DOI: 10.18129/B9.bicc.recount ﬁ D

Videos.
Community resources and tutorials.

R/ CRAN packages and documentation

Explore and download data from the recount project

Bioconductor version: Release (3.5)

Explore and download data from the recount project available at
https://jhubiostatistics.shinyapps.io/recount/. Using the recount package you can download
RangedSummarizedExperiment objects at the gene, exon or exon-exon junctions level, the raw counts,
the phenotype metadata used, the urls to the sample coverage bigWig files or the mean coverage bigWig

Support =

Pleaze read the posting_guide. Post

July 8, 2019

file for a particular study. The RangedSummarizedExperiment objects can be used by different packages
for performing differential expression analysis. Using http://bioconductor.org/packages/derfinder you can
perform annotation-agnostic differential expression analyses with the data from the recount project as
described at http://www.nature.com/nbt/journal/v35/n4/full/nbt.3838.html.

Author: Leonardo Collado-Torres [aut, cre] , Abhinav Nellore [cth], Andrew E. Jaffe [ctb]
&, Taub [ctb], Kai Kammers [ctb], Shannon E. Ellis [ctb]
. Jeffrey T. Leek [aut, ths]

» Margaret
. Kasper Daniel Hansen [cth] "5, Ben

Langmead [cth]
Maintainer: Leonardo Collado-Torres <lcolladotor at gmail.com=
Citation {from within R, enter citation("recount")):

. oo © ¥ammare ¥ Fllic ©F Tzsuh MA Hanran KN 1affa AF | anamasd B 1 eal- 1T
www.r-project.org/other-docs.html

guestions about Bioconductor to one of
the following locations:

= Support site - for questions about
Bioconductor packages

= Bioc-devel mailing list - for package
developers
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%

R/ Vw4 —<recount

(Drecount quick start guide M@HTML,

) = O *
u Bioconductor - recount X +
< C 0 @ FEESQTWELESE | bioconductor.org/packages/release/bioc/html/recount.html ¥ -
Installation -
To install this package, start R {version "3.6") and enter:
if {!reguireNamespace("BiocManager”, quietly = TRUE])
install.packages{"BiocManager™}
BioManager: :install{"recount™)
For older versions of R, please refer to the appropriate Bioconductor release.
Documentation
To view documentation for the version of this package installed in your system, start R and enter:
browseVvignettes("recount™)
Basic DESeq2 results explo)
recount quick start guide
Reference Manual
NEWS
Details
. . Coverage, Datalmport, DifferentialExpression, GeneExpression, ImmunoOncology,
biocViews . - "
RMASeq, Sequencing, Software
Version 1.10.8
In Bioconductor BioC 3.4 (R-3.3) (2.5 years)
since
License Artistic-2.0
Depends R (== 3.3.0), SummarizedExperiment
Imports BiocParallel, derfinder, downloader, GEOquery, GenomelnfoDb, GenomicRanges,
P IRanges, methods, RCurl, rentrez, rtracklayer(== 1.35.3), S4Vectors, stats, utils
LinkingTo
AnnotationDbi, BiocManager, BiocStyle(== 2.5.19), DESeq2, sessioninfo,
Suggests EnsDb.Hsapiens.v73, GenomicFeatures, knitcitations, knitr (== 1.6),
o7 org.Hs.eq.db, RefManageR, regionReport(=>= 1.9.4), rmarkdown (== 0.9.5), -
1k, Q 2019 D
A% 1] O, ULJ
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] (12 Quick start to using to recount

R/ Vw4 —<recount

] ] = O >
u recount quick start guide X +
< C Y @ FEESQTWELESRE | bioconductor.org/packages/release/bioc/vignettes/recount/inst/doc/recou... Tt 2
i . . Code =
1 Basics
EEEESEE L recount quick start guide
2 Quick start to using to
recount .
Leonardo Collado-Torres'*
3 Introduction
) !Lieber Institute for Brain Development, Johns Hopkins
4 Sample DE analysis Medical Campus
5 Sample derfinder “Center for Computational Biology, Johns Hopkins
analysis University
& Annotation used “leolladotor@gmail.com
?_ Candidate gene 1 July 2019
fusions
8 Snaptron Package
recount 1.10.8
9 FANTOM-CAT
annotation
10 recount-brain 1 BESICS
11 Download all the data
, 1.1 Install recount
12 Accessing recount
via SciServer R is an open-source statistical environment which can
o be easily modified to enhance its functionality via
13 Reproducibility packages. recount is @ R package available via the
14 Bibliography Eiucorductor repository. for packages. R can be
installed on any operating system from CRAN after
which you can install recount by using the following
commands In your R session:
install. packages("BiocManager") Hide
BiocManager : :install({"recount")
1Tk, Q@ 2010 #£& Check that yvou have a8 valid Bioconductor inst -
Jul O, ULJ

93




(12 Quick start to using to recount|ZF%
gLI-CERDHMYEST , DBR—T EE

R/ \w4—<recount BRI,

u recount quick start guide X +
< C Y @ FEESQTWELESRE | bioconductor.org/packages/release/bioc/vignettes/recount/inst/doc/recou... Tt &
2 Quick start to using to recount .
1 Basics

Quick start to using to

3 Introduction

4 Sample DE analysis

5 Sample derfinder
analysis

& Annotation used

7 Candidate gene
fusions

8 Snaptron

9 FANTOM-CAT
annotation

10 recount-brain

11 Download all the data

12 Accessing recount

via SciServer
13 Reproducibility

14 Bibliography

Main updates:

= As of January 30, 2017 the annotation used
for the exon and gene counts is Gencode v25.

= As of January 12, 2018 transcripts counts are
available via recount2 thanks to the work of
Fu et al, bioRxiv, 2018. Disjoint exon counts
(version 2) were also released as described in
detail in the recount website documentation
tab.

= As of April 29, 2019 FANTOM-CAT /recount2
annotation quantifications area available via
recount2 thanks to the work by Imada,
Sanchez, et al., bioRxiv, 2019.

Hrecount2

Here is a very quick example of how to download &
RangedSummarizedExperiment object with the gene
counts for @ 2 groups project (12 samples) with SRA
study 1d SRP009615 using the recount package
(Collado-Torres, Mellore, Kammers, Ellis, et al., 2017).
The RangedSummarizedExperiment object is defined in
the SummarizedExperiment (Morgan, Obenchain,
Hester, and Pagés, 2017) package and can be used for
differential expression analysis with different packages.
Here we show how to use DESeg2 (Love, Huber, and
Anders, 2014) to perform the differential expresion
analysis.

This quick analysis is explained in more detail later on
in this document. Further information about the
recount project can be found in the main publication.
Check the recount website for related publications.

L Hide - 94
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(12 Quick start to using to recount|ZF%
giLI=CEnNhMYET , QHR—T EEB
(270 H D272 5, AL, ZBZIE
[ZERA TV THTLIZELY, 3'5% CEE AR

u recount quick start guide X +
THHAEDNDHYET
< C Y @ FEESQTELESE | bioconductor.org/packages/release/bioc/vignettes/recount/inst/doc| “%%);&75\73 \U o
ooy N
) This quick analysis is explained in more detail later on
1 Basics in this document. Further information about the
Quick start to using to recount project can be found in the main publication.
Check the recount website for related publications.
3 Introduction #£2 Load Tibrary Hide
) Tibrary( recount')
4 Sample DE analysis
s Sample derfinder & Find a project of interest . .
. project_info «<- abstract_search( GSE32465")
analysis
6 Annotation used re] RangedSummarizedExper
7 Candidate gene dcrwn]oad _study(project_infoSproject)
fusions -
#F load the data
8 Snaptron Toad(file.path(project_infoSproject, "rse_gene.R
data’))
9 FANTOM-CAT
annotation #£& Browse the praject at 5SRA
browse_study(project_infofproject)
10 recount-brain
&F View GEO Tds
11 Download all the data colData(rse_gene)igeo_accession
12 Accessing recount - » i ) -
. . ) ## Extract the sample characteristics
via Sciserver geochar «- lapply(split{colDatalrse_gene), seg_]
13 Reproducibility en{nrow(colData({rse_gene}))), geo_characteristic
s)
14 Bibliography
for this study 75 a
geuchar‘ == do call(rbind, lapply(geochar, fumcti
on(x) {
AfF({'cells" %¥in% colnames(x)) {
colnames (x) [colnames (x) == 'cells'] «=-
‘cell.line’ -
July-8,2019 95




_é}% EEENTEBEDO D E . DGSE32465E LN SIDD .

@rse_gene.RdataZ EUIFL TL\BAT=557%, &Ly

R/ \‘J"T S TECOUNT |Snimnyeg o om0

u recount quick start guide

€ 5> C 0O 0=

1 Basics

2 Quick start to using to

3 Introduction

4 Sample DE analysis

5 Sample derfinder
analysis

& Annotation used

7 Candidate gene
fusions

8 Snaptron

9 FANTOM-CAT
annotation

10 recount-brain

11 Download all the data

12 Accessing recount

via SciServer

9

B

FOGEHRAEENTLS MDA DA TLRIL,
bioconductor.org/packages/release/bioc/vignettes/rd @COI D3t3€5[1§ LTE:Q\@ZH?IJ % ,I‘Elﬁa *EE?% J: 5
ELTWBAEASE, ELVSEERDAMYET,

This quick analysis is explained in md

in this document. Further information about the
recount project can be found in the main publication.
Check the recount website for related publications.

Hide

'I1br'ary( ecnu-'t'}
#F Find a project of interest '
pr‘u]ect info <- abstract_search( GSE32465')

Dot Toad the gene-Tevel RangedSummarized

download_study(project_infoSproject)

1uad(‘F1'|e path(praject infoSproject, 'rse_gene.R
data’))

F# Drowse the praject ar ohA

browse_study(project_infofproject)

£2F View GEO 1ds
colData(rse_gene)igeo_accession
# Extract the sample characteristics

ochar <- Tapplv(split{colData(rse_gene), seg_]

13 Reproducibility E;(nrow(co'lnata(rsa_gene)})), geo_characteristic
3
14 Bibliography
ttiea fa 5 2
geochar =- do ca"l](r'bmd lTapply(geochar, functi
on(x) {
1f({'cells" ¥in% colnames(x)) {
colnames (x) [colnames (x) == 'cells'] «=-
‘cell.line’ -
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%

DESqutd) i

ER—UREFEETEHIZFESH, DHLOQ
DESeq2& L\ OB AR/ —I %R
RAL=-RIELEEFTED

u recount quick start guide
& C Y @ FEESQTWELESRE | bioconductor.org/packages/release/bioc/vignettes/recount/inst/doc/recou... Tt e
USE "
sample_info <- data.frame(
1 Basics run = colData(rse_gene)srun,
group = ifelse(grepl{'uninduced’', colData(rs
Quick start to using to e_gene)$title), "uninduced', "induced’),
gene_target = sapply(colData(rse_gene) itit]
e, Function(x) { strsplit(strsplitix,
3 Introduction "targeting ")[[1]11[2], ' gene')[[1]]10[1]
. s
4 Sample DE analysis cell.line = geochar$cell.line
5 Sample derfinder )
analysis into account the total
6 Annotation used =t
rse <- scale_counts{rse_gene)
7 Candidate gene
- E _"\-::' AN _.7:- '_'-.".,:‘-_'._r'.'."jff--_'-' f'_._-_-- DE ar ,_.-L T
fusions oa s =
ccr'IData(rse)$gr‘uup < 5amp1e_1n‘FuSgruup
8 Snaptron colData(rse)$gene_target <- sample_infoigene_tar
get
9 FANTOM-CAT
annotation expression analysis witl
10 recount-brain
11 Download all the data N:witch to DESea? Format
i Accessing recount dds <- DESegDataSet{rse, ~ gene_target + group)
via SciServer & DamFarm OE ama T
#F Ferrorm e ar ,_* 15
13 Reproducibility dds - DESeq(dds, test = "LRT", reduced = ~ gene
- _target, fitType = 'local’)
14 Bibliography res <- results(dds)
&F Explore I
plotMA(res, main=' DE_aeqz results for SRPOO9615")
£& Make a report with the results
Tibrary( regionReport™)
DESeq2Report(dds, res = res, project = 'SRPO0DZG1
5", -
Tuh/.Q 2010
A% 1] O, ULJ
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DESqutd)

+
IEihgp

= | £9 ([EDrse_geneFrFHECAETIAEREITL
T.rsegeneMH B ZEHRAILGTHEA TS, Tk
L EDTT— R A[ZO->TLNEMIEEERT HLD

u recount quick start guide

<«

C Y @ FEESQTWELESRE | bioconductor.org/packages/release/bioc/vignettes/recount/inst/doc/recou... Tt -

FERER ST

1 Basics

Quick start to using to

3 Introduction ‘targeting ')[[1]11[2], ' gene')[[1]1][1]
_ D,
4 Sample DE analysis cell.line = geocharicell.line
5 Sample derfinder )
analysis + the total
6 Annotation used
7 Candidate gene ) - ) . }
fusions ## Add sample information for DE analysis
ccr'IData(rse)$gr‘uup < 5amp1e_1n‘FuSgruup
8 Snaptron colData(r=e)igene_target <- sample_infofgene_tar
get
9 FANTOM-CAT
annotation differential expression analysis wit
10 recount-brain br'ary( DESeg2')
11 Download all the data ## Specify design and switch to DESeq? format
12 Accessing recount dds <- DESegDataSet{rse, ~ gene_target + group)

via SciServer

sample_info <- data.frame(

run = colData(rse_gene)srun,

group = ifelse(grepl{'uninduced’', colData(rs
e_gene)$title), "uninduced', "induced"),

gene_target = sapply(colData(rse_gene) itit]
e, Function(x) { strsplit(strsplitix,

dds = DESeq(dds, test = "LRT", reduced = ~ gene

13 Reproducibility ;
_target, fitType = 'local’)
14 Bibliography res <- results(dds)
#F Explore results
plotMA(res, main="DESeq2 results for SRPOOSG615")
#F Make a report with the results
Tibrary( regionReport™)
DESeq2Report(dds, res = res, project = 'SRPO0DZG1
X
T Q 2010 ' . .
A% 1] O, ULJ
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= F9 [XDrse_geneFFAHECAFEFTAERETTL
T.rse geneDHRBZHRREHR R TBED . Ch &k

scale counts UJ:OD S — K BTN B D ERET 5ES

u recount quick start guide x +

& C 0 © FEBSNTLELE

1 Basics

3 Introduction

4 Sample DE analysis

5 Sample derfinder
analysis

& Annotation used

7 Candidate gene
fusions

8 Snaptron

9 FANTOM-CAT
annotation

10 recount-brain

11 Download all the data

12 Accessing recount

via SciServer

RIS T Ef-, @DESeq2~ D (TIELHAT
£ | bioconductor.org/packages/release/bioc/vignettes/rec (:©Sca|e—count8€£?ﬁbf(’ é"‘\%ﬁjﬁbfli
5;;;1E_'infu <- data.frame( L\(-j-fa:‘l\o *Aﬁé@]gié(:g*gfgfl’\éb
s SR TRV, IZaT L RISBHREN TS0
e_gene)$title), 'uninduced', "induc -t*:"'

gene_target = sapply(colData(rs
e, Function(x) { strsplit(strsplitilo

"targeting ")}[[1]]1[2], ' gene')[[1]1][1]

s

cell.line = geocharscell.line

(]

EE —'J'-G"*.-St._... for DE analysis
colDatalr up <- sample_info%group

colData(r=e)igene_target <- sample_infofgene_tar

rform differential expression analysis with

££ Specify design and switch to DESeq? format
dds <- DESegDataSet{rse, ~ gene_target + group)

~form DE analysis

E-2 e

dds <- DESeq(dds, test = "LRT", reduced = ~ gene

13 Reproducibility ;
_target, fitType = 'local’)
14 Bibliography res <- results(dds)
#F Explore results
plotMA(res, main="DESeq2 results for SRPOOSG615")
#& Make a report with the results
Tibrary( region Rep:!rt "
DESeq2Report(dds, res = res, project = 'SRPO0DZG1
5",
Tuh/.Q 2010
A% 1] O, ULJ



" S 5%
scale counts

6. 40 >0—KRiEHDrse _gene.RdataZE AN & LTHEMADIES ¢

BlgEs MR =DLDIBEMTTH, technical replicatesT—4E ¥ — L1

[£, "Human female 2 rep1"% & "Human female 2 rep2"5MA 0> I

LTWET. JOAEOFLERD. rm_fz% ;—“—Eﬂmza,ssg genesx 1

sample blekhman 18.txt)] FOE TV TILEEEGICLTLET. 59
J7 A A3srp001558 count hogeb.txtTH,

in f <- "rse_gene.Rdata" PN I7F7AIBEREELT
out_f <- "srp@@1558 count_hogeb.txt"” #EAT7FTILBFEEL T

F9 (EDrse_geneZFB55HECAFETAEREFTL
T.rse_geneMHAEBZHRRGZR A TS, &k
Y FDITT— R AIEO->TLBINEREET LD
HESRRE 7Y, £f-. @DESeq2~D = (TE LA
[ZQ@)scale_countsFEITLTWWSmERELTIE
WMFEL, FABL B ZEEL2ICEETETLSD
(T TIXEWD, =27 I)LHIZEASEESNTLNAD
T EYHZATODERIZCDEEEANTL
BNDTY,

#ELEG T - UEOD-F

AL T A&EITTH
#REE(HD T — 2ER(8)

AL T A&EITTH

#E24IF(technical replicatesDd|#F 7 —i/)

1

library(recount) #1050 T — DDA AR

#A 77 A ILDEMAM(.Rdata)

load(in_+) #in_fTiEEL o .Rdata®®O— I
rse <- rse_gene #reed L THWRS

rse <- scale counts(rse) #scale_counts=E{T(2018.08.8718/10)
uge <- assays(rse)$counts #0707 b T —RITHERISL Tugel JHE4M
#TH E B ER T

uge <- as.data.frame(uge) #HIPESD ST — 2 2 L —LEDICER

data <- cbind( # B ER|EDEEERIG LI IDEE TS L Iofg~ T datal
ugefSRRO32116, #H5F1
ugefSRRO32118 + uge$SRRO32119, #H5F2 -
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Contents

m YUTIIREISRA) T
O Liver® 34 MFERE LLER T —4 (technical replicates¥—3Ril)
O Liver® 34 ¥7&EfE LT —24 (technical replicates¥—31%)
n NHEPOUNT—EEYE
0 Recount, recount2
O Liver® 34 ¥7&EfE LB T —42(SRP001558) % recount2 THkH 5
0 SRP001558Mrse_gene.Rdatah™is D (& il H
n {5IEE1&3. RangedSummarizedExperimentA 7 7D EREA (Fii )
m RangedSummarizedExperimentA 77D ERBA (12F) | fHlzE4
s GIEES. fIE6. ER(BTOANSD) DT —EDATHUTILEIZRRD T
0 ERP000546Mrse_gene.Rdatamhyis D& EHih H
s BIRES (19U U TILDLIRHENDIRRIGBREREDHIUNT —ET 74 ILDERF)
s YT IVREIISRA) T DET
0 SRP001558&ERP000546% Y — L TYSRA) VT
s BEbLY, EIT(ERE)
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— CNFETIAEREFTLIEZEDIE, DSRPO015580 -+
SFERTIZTHHADIL...

(RT)IEEEFIARIR

(last modified 2019/07/01, since 2010)

CDOITITR—=e
Macintosh2018.1 «

Nw % | hO> HEEREE
A0~ HEIREVE

U77)L7—4 |_Ic DT (last modified 2019/05/16)

TNET, AbF,
2018478 (C(RT
(2018/07/18)

» 072 HBEIREVE

o O
What's new? (i{ * 73772 [

s
s
j
j
* T HEREE
T K
T K
* T HEREE

s 710> HEEREE
» OO

A HEIREVE
» 072 HBEIREVE

HREVE
HEVE

5
5
A
SN
SN
A
* T HEREE
* T HEREE

SEREVE

7). 7 —% | SRP061240 | recount(Collado-Torres

| RS ROUT —Ls | BEDIFZ1JLD'S (last modified 2014/06/21)

2017). (last modified 2018/08/28)

1J77)L7—% | SRP056295 | recount(Collado-Torres

2017). (last modified 2018/08/29)

J77).7—% | SRP056146 | recount(Collado-Torres

2017). (last modified 2018/10/25)

1J77)L7— | SRP035988 | recount(Collado-Torres

2017). (last modified 2018/08/25)

1J77)L7—%4 | SRP026126 | recount(Collado-Torres

2017). (last modified 2018/08/30)

1) 77)L7—% | SRP018853 | recount(Collado-Torres

2017) (last modified 2018/08/26)

1J77)L7—% | SRP012167 | recount(Collado-Torres

2017) (last modified 2018/08/24)

77)L5—4 | SRP012167 | parathyroidSE(Haglund

2012) (st modified 2018/08/19)

'J77)L.7—% | SRP001558 | recount(Collado-Torres

2017); t modified 2018/08/08)

J77)L7—% | SRP001540 | recount(Collado-Torres

2017) (Npst modified 2018/08/10)

J77)L.7—% | SRP001540 | GSVAdata(Hanzelmann_2013) (last modified 2018/07/03)

) 77)l.7—% | ERP000546 | recount(Collado-Torres

2017). (last modified 2018/08/07)

2Zal—2327—4 | RNA-seq | [CDWLT (last modified 2019/04/05)
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m — CNFETIERRETLIZELO(E. DSRP0015580 - FE5%

Z/\ % — '— & é d EITLTHEBMNT=58,037 genes X 11 samplesh %53
7 j-l-l S { hogebixt&, @FIRE6EFEITL THED471-58,037 genes X 6

ho> MESEE | UPILFT—4 | SRP001558 | samplesHh 575 AHB)srp001558 count hogeb.txt, cBHZE AN E
recount) (w4 —Z#FL\T. SRP001558(Blekhman et al., Genome Res L/T-U-?/j}l/Fﬁﬂbang-\/7\\5"59(&35 L/J:ao

#EZTRangedSummarizedExperiment 7S ZA T 140 HEVDHERD.R

TACLERETRET SO ATRUEY. BERX T 3EWE(L bIZsamples. 7 7\ = 12 samples. €U CJ
BT HIL12 samples)DAH T B YEREB L TWEY, DI Y- recount2 FTSRPO0O1IS58THERT S E. number of
samplesh'12. speciesh*huma O TINS T MHNG IBEEN TN N B AlidhumanlCIBRFE SN TNE & HAtnh

DFg. BIE2ETT. LEL 5. 47 >0— FEH#HDrse gene.Rdata® AN & U THEMADIES ¢

SRPOD1558TH#ZE L. pheno o
MDEF, Fhld. [SRRO32117 BlREA TESNIZH > T ILDAST —FIEHR I 7 -()L(hoged meta samples.txt)FDtitledl [CHHE T 3EHE TE
Mz, recount2@IT I~ SHEXTLWET., CiUZ. hoged meta samples.txtFExcel THEOE =0, TEE-Etitled|1EES

22, ] LFBLFELE. F, PRI discriminable(ZER(CHEEIRIEE TH2 )CEERNICHUIZZSHTT. COBEDODBROIA VT LD E
recount2 ETEZISOM O TEFEA DESRBRMEBZMNA TSN, submitterffiFTT . LIEN>T. —Hi@TRIVEETA., T2 TEERE
RORVESREDTEEL RO T. 58,037 genesx11 samples S a7 7 JLizhoges.txt T3,

BOND T ERBEDSCER

il

(27 - [T4LOUDEE] — p - .
<- "rse gene.Rda . =
1. geneb N JILAD > M—51EH%E ;E¥_f <- "hog 6. 90> 0—Ki&EHDrse_gene.RdataZ AN L LTHRFHRDRS

FIESOE =ML SRBEOTTH, technical replicatesDT — 42T —S UIEREEZRDLTVET. Hlx
[£. "Human female 2 rep1"%l & "Human female 2 rep2"SIlMAH D> FHDIIE S D, FIRZEHSF2"DLED(C

O METRORAES, oroy| FUEEIT-SEN-f

rse_gene.RdatacmL T, library(recount) LTVET., CORMEDETAR. [H2FILT—5420020,689 genesx 18 samplesDU 7)LHD > R —%
R . sample blekhman 18.txt)| FOE I IILEEBECCLTWET ., 58,037 genesx6 samplesi'SiaaH
param_ID <- "SRP@21558" YA?(?T;SH’ODEE‘?‘}L‘?}L-RdEtaf 7 JLIZsrp001558 count hoge6.txtTH
oad(in_
#hF 3wy —D%FO—F rse <- rse_gene in_f <- "rse_gene.Rdata" N7 A IBEREEL Tin_ £l
library(recount) out_f <- "srp@@1558 count hogeb.txt" A7 1 ILBEEEL Tout_fICE i
#4F (Rdatazx 4 D O—F) #RE(HD T — 2RI FPAEERL S o A O — |
download_study(param_ID, type| |rse <- scale_counts(rse) library(recount) #1007 — A DFEAIAR

data <- assays(rse)%counts
#AN 77 I DA ( .Rdata)

load(in_¥) #in_fTHEE L 7o Rdata® O — F
) rse <- rse_gene #rsed L THUIRS
#RNIBP(FEEER) #HEEEL TAREITTT

colnames(data)<- colData(rse)$t
#EE(HD T 2RI5)

~ ) B rse <- scale counts(rse) #scale_countsZE{T(2018.08.0718H0)
#27 TIICHRF(N D FT—F) uge <- assays(rse)$counts #0700 b T — RITAE RIS Tugel CHHHR
#HTH S ERT

#tEEE L TARITTY

#E8MIB(technical replicates®BF 7 —5)

uge <- as.data.frame(uge) #HTAFERL ST -2 L —LERICER

data <- cbind( # BRI DERES L LWIDIEE TE S L f2iEFR Edatal
uge$SRRO32116, #HSF1
uge$SRRO32118 + uge$SRRO32119, #HSF2 -
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® .
YT IWRBOS AR

DD . QFIESETTL—RE
LTHALT,. T ILEIS
ARG HRO>THELED,

-

e

e

BBt | BUYLFE | scRNA-seq | I

BBt | 95 A8 1) | RNA-seq | [CDULT

(last modified 2019/06/26) NEW
(last modified 2019/04/04)

ﬁﬂ'ﬁ

ﬁ#ﬁ | ’."J:',Z

g2t | 952U | RNA-seq | B2 )L | houst (last modifi
BEAF | C?:-'Z*? 'J./’,'DP | RNA-seq | th:UL»F'ﬁ | TCC(Sun 2013

1)>7 | RNA-seq | Y>JLR | TCC(Sun_2013)

015/02/26)
madified 2018/08/06)
| 2014 {last modified 2018/09/2 31

TCC) T a—=7z Rl

IS AN ) A TEE R
2015)FTH JDEEER
(2015/11/15).

(7] - 7«12

1. 59,857 genesx6 sa

Neyret-Kahn et al., Ger

RNA-segf1 > F>—%
SRP017142 (Neyret-Kal

in £ <- "
out_+ <- "
param_fig <- c{

#LBEG T — %O
library(TCC)

#A N T T A I DFERIA
data <- read.table(]

5. 60,234 genesx6 samples®@®UFJL5—%(hoge9 count gene.txt)DIRS :

Neyret-Kahn et al., Genome Res., 2013(Dgene-level(D28FEHEE(3 proliferative samples vs. 3 Ras samples)
£ FRNA-seqh > o —4& Td, X & | h™I> MEREE | single-end | 4 S/ | P IFT—23 8 |
QuasR(Gaidatzis 2015)1"\BESNET,

#7274 INBEIEEL Tin IR
Trtlj::']T»‘TffJL»%"& EF L Tout fI-TE4M
7T A I B ENE & HIEE T (B 2 L)

WEC S LN

DLE f <" f.-_ ;

param fig <- c(580, 400)

#ENEG =0 — F

library(TCC) #1050 T — U DEL AP

# AN 2T A IDFEAA P

data <- read.table(in_f, header=TRUE, row.names=1, sep="%t", quote="")#in fTIEEL 7
#7172 D bdataDiTH P #ERT

7 D5

H#An g
out <- clusterSample(data, dist.method="spearman",#%7 5 2 %) . JETIERTout| CHEiH
hclust.method="average", unique.pattern=TRUE}# 7S5 2 &) o J5{Ti5R Fout| TN

#AT "fJH'-'f%r

png{out_f, pointsize=13, width=param_fig[1], height=param fig[2])#L£H 7 T{Jbﬂ}%@a'f-ﬁﬁ — 25
par{mar= C(EI 4,1, 8)) #T. E E. 7f:T IBT#8 (1) =5%E
plot(out, 5u|:|="", xlab="", cex.lab=1.2 SAEEE( T FOS S L)DHFRT
cex=1.3, main="", ylab="Height") rrﬁﬁ”.(‘f"‘_/ 045 LYDERT
dev.off() #HFE LT
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" BIfES%E T FL—hELT, Dhoges txt, @

_Ij_‘sjjo) l/ Fﬁﬁ 73X9 IJ ‘s/ srp001558 count_hogeb.txtZxE{TLI-FE R,

f#th | 25 AFU>2 | RNA-seq | Y>T7JLRE | TCC(Sun_2013)

TCC/ Sy —2ERNTH Y IO SAGU VIETIW0AERLET, dusterSampleBBEraFIA U ziEiER:
DSASV) L OEBRFRELEYT. SEBEFEROEES 7 PS5 24885 (Tang et al., BMC Bioinformatics,
fgéfgiﬁ?itmaﬁﬁmbittﬁ-ﬂzmm1;:}5@;'11]): xlsxfeR. J 7-1ILEAN ET D AEEMULELE

(7L — [T LORUDEE] TRIFLEVWIFZMILEBVNTEST 1 LY FUICEE LM TEIE,
1. 59,857 genesx6 samples®U7JL5—4(srp017142 count bowtie.txt)DIES :

(Dhogeb.txt BUINS @srp001558 count_hogeb.txt
L =
- a7 | ‘ |
[ | -
o I
P = = E'L'h
g — B o T o
y:“ T
8 _ — 2
e 3 i |
.g w o |a o o~ o |__| uc_% o N
T s 2 2 [ ] s 2 [ ] o 0T 8 - @
- = = o - o =
g ¢ H @ ~w o T T = 2 o
e g 2 2 o o p p §F = = =
c ¢ @ @ £ £ «o o E ¥ < a2 ‘
m iy w w O O 3 n n o
= = I T £ £ 5w w I © © o4
5 5 E E € c© g E E E L |
T T & @& 2 2 £ c = = 0 ®
E E m M = - L o
&« @ © T E E E E = = =
£ § T T r I % %
T T
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] — &Y. B—E{AD 1ET—23 (technical replicates) TR if

. P = DI RAZI—ZFHEL TS EN TS, ChlLtechnical
-Ij-/j )I/Fﬁﬁ 7 # replicatesGAI T DFELUENEEICEVN_EXERLTHEY ., Y,

45N S

f#th | 25 AFU>2 | RNA-seq | Y>T7JLRE | TCC(Sun_2013)

TCC/ Sy —2ERNTH Y IO SAGU VIETIW0AERLET, dusterSampleBBEraFIA U ziEiER:
DSASV) L OEBRFRELEYT. SEBEFEROEES 7 PS5 24885 (Tang et al., BMC Bioinformatics,

2015)FTE COBEERVTVET(2015/11/05EM). xlsxET. 7 7MILEANETIRDREEMLULELE

(2015/11/15),

(71l — [T L9 FUDEE] TERLEVLW I FIMILEBLTEST LI RUICERLUTEIEA,

1. 59,857 genesx6 samples@®U7PIL5—4(srp017142 count bowtie.txt)DiESE :

(Dhogeb.txt BUINS @srp001558 count_hogeb.txt
| =
- a7 | ‘ |
= in " =
o B2 -
S & = | T %
= T
© D
[ [ = = —
s 3 s |
Em -— [ | I__| .‘_: UCEGJ -—
= 9 [|a ol — O = 0 LL
2o 2| ¢ |r 1] e (I T|Fe & o
< T e wllE Rl e &l 8 | o <
2 2 la oo N N |la @ al X o o
c gl|e 2| o |2 @2 § |= =
E Bl o&||® ©f|e o £ [ o 2 _ ‘
§ Glle o |E Elle < 2 [& & =
= = I | |= = © © © © o4
S5 S| |E E|l|le <¢||e € E E L
T T O o © © c c C C . w
c 2ll1E El|ls ® P 2 L o L)
C C 3 3 = = =
© c| | T T E E 5 5 o = =
5 § T T L T % %
T T
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= RO AR (HSF) EERDF R (HSM) Tl
S — > FF(Liven) D 363/ S8 — [ E ALY
BT IR SRR 2T | Cobns. ~svmisisnses,

f#th | 25 AFU>2 | RNA-seq | Y>T7JLRE | TCC(Sun_2013)

TCC/ Sy —2ERNTH Y IO SAGU VIETIW0AERLET, dusterSampleBBEraFIA U ziEiER:
DS ARGV AIEBERLEY. SERNERADEENA F51 21888837 (Tang et al., BMC Bicinformatics,
fgéfgiﬁ?itmaﬁﬁmu‘ﬂﬁ-ﬂzmm1;:}5@;'11]): xlsxfeR. J 7-1ILEAN ET D AEEMULELE

(7L — [T LORUDEE] TRIFLEVWIFZMILEBVNTEST 1 LY FUICEE LM TEIE,
1. 59,857 genesx6 samples®U7JL5—4(srp017142 count bowtie.txt)DIES :

(Dhogeb.txt g S @srp001558 count_hogeb.txt
) Eh- |
S -
= in " :E: ‘
1
P CEI %—:m: EE
S I 1= @]
= T
g z g
ST ; S |
= ] e [ - -
o g lis 3 o of B TS . z
T =iz 2] - gl =T 8 4 2
STl ol |12 S e of 8] i o -
1 L 21 la al [N N| 1o al =] 1g 24
s T2 2| s ol i2 ei|g| 2 2
e EllS SllE sl is SR ie o 2 ‘
1c cl ; ; = = : -1 35 I'm ! =
1@ ol | @ @ ol 12 o) T wI o
I 1 y— [l T 1 (M0 mi
iE Ei|® ®| = =[i® @i | | o |
15 S | E £ cC c| 'e =y 1 £ = L
|I II O FiT) L] L] 1 = - I~ 1 n
1 = e £ | ic (il 15 i Ty T p=—— r——
L — - - - 1 © ! 1 1 g_ TatF 1co !
C C S =) - = 1 E Ei : 1=! =1
g g| =—LXIi5 5i 2 ° ot it
2 37 e s s S
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Bl

BRAT | 2S5 RAFVU>2S | RNA-seq | B>

TCC/ Vo —2ERWTHY IO S ARG L I%{T2007
DS ARGV AIRBTELEY. SERNEROEESA Foa
2015)FTH COBEERVTLET(2015/11/05E00). xlsx]

(2015/11/15),

[J7IL] — [T L9 FUDEE] THRIRLEWVWIFMILrET oo T T 0 IO LH T T,

1. 59,857 genesx6 samples@®U7PIL5—4(srp017142 count bowtie.txt)DiESE :

CDYZRA) T HERDITTT—3 (58,037 geneshbiEd
Ao RT—2) &, recountD T JL—THOZDREEH X
D . DAHEDBDIDTHASRPO01558(DE) —FT—4)
FHBEDNATSAVTETLERRES
RangedSummarizedExperiment(RSE)is X DA T ok &
L Trse_gene.Rdata& L TIRHEL TLVBE D, T )IL D A
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sample blekhman 18.txt)] O T2 TILESE L;[:.L;TU?@}. 58,037 genesx6 samplesD'Sia3dH

LTLET.

42(20,689 genesx=18 samples 7). AHT > 5 —4

J7 A A3srp001558 count hogeb.txtTH,
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load(in_f)
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