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pd.hg.ul33.plus.db

-

R console [—][:'][ X ]

> biocLite(“pd.hg.u133.plus.2”) J
> library(pd.hg.u133.plus.2) JJ

. _J




= Tﬂf‘l B#% i - Outlook Web £ % T % GEO DataSet Browser ® Y ;j GEQ Accession viewer = ! u Biccond

s

/geo/query/acc.cgi?acc=GSE26910
Submission date Jan 27, 2011
Last update date Dec 03, 2014

Contact name Paolo Provero

E-mail paclo.provero@unito.it

Organization name University of Turin

Department Maolecular Biotechnology and Health Sciences
Street address Via Mizza 52

City Torino

ZIP/Postal code [-10100

Country Italy

Platforms (1) GPL570 [HG-U133 Plus 2] Affymetrix Human Genome U133 Plus 2.0 Array
Samples (24) GSME62756 prostate normal 1

A More...

G5Me62757 prostate tumor 1
GSME62758 prostate normal 2

platform ,
Relations

Human BioProject PRINA136171

Genome
Analyze with GEO2R

U133 Download family Format

Plus 2.0 SOFT formatted family file(s) SOFT
MINIML formatted family file(s) MIMIML
Series Matrix File(s) THT

supplementary file Size Download File type/resource

GSE26910_RAaW.tar 104.1 Mb (http){custom) TAR (of CEL)

Baw data provided as supplementary file
Processed data included within Sample table

| NIM | NTH | GFO Heln | Disclaimer | Acressihility |
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R console — |(H

> Sys.setenv(http_proxy="http://proxy.yokohama-cu.ac.jp:8080") J
> Sys.getenv(“http_proxy”)
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R R Console Sl
-
> test_data rma <- rma(test_data)
Background correcting
Normalizing
Calculating Expression
iy -

1: replacing previous import by ‘utils::head’ when loading ‘mogenelldstvlcs
2: replacing previous import by ‘utils::tail’ when loading ‘mogenelldstvlcs
>
>
>
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R console — ||

X

\_

> x <- read.table(“GSE40493 Normalized.txt”, header=T, sep="¥t") J
> head(x)
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http://ncbi.nlm.nih.gov

M ZHE L - junakabay: x Y msn x | & National Center for Biot x ‘T,"} RO OFZE x ‘j -* m

&~ C & [ www.ncbi.nlm.nih.gov

& NCBI  Resources ¥ How To @) Sign in to NGBI
-
(":; NCBI All Databases v || |
National Center for Recent -
Biotechnology Information All Databases
All
NCBI Home i!;ﬂ:ﬁt&f%s I Popular Resources
Resource List (A-Z) BioProject {otechnology Information advances science and health by providing access to biomedical ~ PubMed
All Resources BioSample rmation. Bookshelf
BioSystems
Chemicals & Bicassays Books il | Mission\ Organization | Research | NCBI News PublMed Central
Data & Software g:g*:ear PublMed Health
DNA & RNA Conserved Domains BLAST
dbGaP i
Domains & Structures dbVar . Nucleotide
- Epi ) alyze data usinQ NCBI software Genome
Genes & Expression Egl_lg_]enomlcs s: Get NCBI datX or software
Genefics & Medicine Gene Leamn ho'zf to accpmiplish specific tasks at NCBI SNP
Genome pns: Submit data td GenBank or other NCEI databases Gene
Genomes & Maps
GEO DataSets Protein
Homology GEO Profiles -
- PubChem
Literature NC*l F hoot
acepool e
Proteins pag
Sequence Analysis Find gut the latest news about NCBI NCBI Announcements
Taxonomy :1?:33 z:z;:nd il doriib s BLAST+ 2.2 30 released
. Oct 30, 2014
Training & Tutorials A new version (2.2_30) of the stand-alone
Variation n 1 2 3 4 5 & 7 BLAST executables is now available,

bl mms el e e b

New Genome BLAST selector on the
BLAST homepage

Oct 28, 2014

~ You can now eagil;.-‘ find Genome-specific
FoEL AV ESEAS

GEO Datasets -
IR GSE40493

On November 5th, NCEI will have a
webinar entitled “Exploring and
o g
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P ZHE L - junakebayz: x | [ =4F 8 - Outlock Web . x | 2. DRA Handbook % V2. DRA Handbook ) S eoraesionviensr x L

<« C' & [ www.ndbinlmnihgov/geo/query/acccgi?acc=GSE40493 77 @ Xk

@ A
Gene Expression Omnibus

GEO Publications FAQ MIAME Email GEO
MCBI = GEO = Accession Display @ Not logged in | Login &

Scope: [seif v | Format:[RTML_v] Amount: GEO accession: Feo|
Series GSE40493 Query DataSets for GSE40493

Status Public on Dec 05, 2012

Title Bcle-deficient regulatory T cells

Qrganism Mus musculus

Experiment type  Expression profiling by array

Summary gene expression data from wild-type and Bclé-/- regulatory T cells

in order to find genes regulated by Bcl6 in Treg cells

Qverall design FoxP3+ Tregs were sorted from wild-type (WT) and Bclg-/- (KO) mice—- 8
samples, 2 from each type of Treg, 2 WT and 2 KO

Contributor(s) Dent AL, Sawant DV

Cltation(s) Sawant DV, Sehra 5, Nguyen ET, Jadhav R et al. Bclé controls the Th2
inflammatory activity of regulatory T cells by repressing Gata3 function. J
Immunol 2012 Nov 15;189(10):4759-69. PMID: 23053511

Submission date  Aug 30, 2012

Last update date Dec 02, 2014

Contact name Alexander Dent
E-mail adent2 @iupui.edu
Phone 317 274-7524
Fax 317 274-7524

Organization name Alexander Dent

Street address 950 W. Walnut St. R2 202, Walther Oncology Center
City Indianapolis

State/province N

ZIP/Postal code 46202

Country usa

Plgtforms (1) GPLE246 [MoGene-1_0-st] Affymetrix Mouse Gene 1.0 ST Array [transcript
(gene) version]

E setup-86.64 (1).exe T|| #Y samtools-0119.tarbz2 = § TATOEFIVO—BEEER %

Pltaform



Platform|& ¥ ) BN 1%

M ZE FLA - junaksbaya: x | [ F#E - Outlook Web % Y 2. DRA Handbook xV "2. DRA Handbook x T = GEQ Accession viewer x ! - - - _ L=

<« C' A [ www.ncbinlm.nihgov/geo/query/acccgi?acc=GPL6246 75 @ *FE =
- - - known genes (multipart). B ' o
mrna_assignment Description of the public mRNAs that should be detected by the sets within
this transcript cluster based on sequence alignment {(multipart).
category Array design category of the transcript cluster
Data table
D GB_LIST SPOT_ID seqname RANGE_
10244614 chr1:3044314-3044814 chrl NC_0001
10344616 chr1:3092097-3092206 chri NC_000(
10344618 chr1:3266404-3267429 chrl MNC_000t
10344620 chr1:3670652-3670993 chrl NC_0001
10344622 NM_024221, BC094468 chr1:4761212-4762280 chrl NC_000t(
10344624 NM_D08866, BC013536 chr1:4797943-4836817 chrl MNC_000(
10344633 NM_011541, NM_001159750, NM_001159751, BC083127 chr1:4847895-4887990 chrl NC_000(
10344637 NM_133826, BCO09154 chr1:5073253-5152630 chrl NC_000t(
10344653 NM_011011, L11065 chr1:5578574-5592947 chrl NC_0001
10344658 NM_009826, AB070619, AB050017, BC150774, AK165119, AK076550, AKO20027, AK033709 chr1:6204743-6265656 chrl NC_000(
10344674 NM_001195732 chr1:6349422-6381175 chrl NC_000t(
10344679 NM_173868, BC118528 chr1:6720132-6851021 chrl NC_0001
10344705 chr1:6864053-6864139 chrl NC_000(
10344707 NM_183028, BC110360 chr1:7079231-7163709 chrl NC_000t(
10344713 NM_016661, L32836 chr1:7167820-7169118 chrl NC_0001
10344715 AK036865 chr1:7488080-7488381 chrl NC_000(
10344717 chr1:8806219-8806328 chrl MNC_000t
10344719 chr1:8846844-8847185 chrl NC_0001
1N2447721 rhr1:044A2751.044205% rhri L {aialaTall h
3
Total number of rows: 35557
Table truncated, full table size 32596 Kbytes.
[Annotation SOFT tHM]
Download family Format
SAET frrmattad family filale) SOFT
www.ncbi.nlm.nih.gov/geo/query/acc.cgitfacc=GPL6246 MINIME ) -
E setup-86.64 (1).exe T|| #Y samtools-0119.tarbz2 = § TATOEFIVO—BEEER %

Download full tableZ2')v%



array ID «= ZFD4hd ID

Data table

ID GB_LIST SPOT_ID seqname RANGE_
10344614 chr1:3044314-3044814 chri MC_000L
10344616 chr1:3092097-3092206 chrl MC_000L
10344618 chri:3266404-3267429 chrl NC_000(
10344620 chr1:3670652-3670993 chrl MC_0001L
10344622 NM_024221, BCO94468 chr1:4761212-4762280 chrl MC_000L
10344624 NM_008866, BC013536 chr1:4797943-4836817 chrl NC_000(
10344633 NM_011541, NM_001159750, NM_D01159751, BCO83127 chr1:4847895-4887990 chrl MC_000L
10344637 NM_133826, BCO09154 chr1:5073253-5152630 chrl MC_000L
10344653 NM_011011, L11065 chr1:5578574-5592947 chrl NC_0001L
10344658 NM_009826, ABOT70619, ABOS0017, BC150774, AK165119, AKO76550, AKO20027, AK0O33709 chr1:6204743-6265656 chrl MC_000L
10344674 NM_001195732 chr1:6349422-6381175 chrl MC_000L
10344679 NM_173868, BC118528 chr1:6720132-6851021 chri MNC_000L
10344705 chri:6864053-6864139 chrl MC_000L
10344707 NM_183028, BC110360 chr1:7079231-7163709 chrl MC_000L
10344713 NM_016661, L32836 chr1:7167820-7169118 chri MC_000L
10344715 AKO36865 chr1:7488080-7488381 chrl MC_000L
10344717 chrl:8806219-8806328 chrl NC_000(
10344719 chr1:8846844-8847185 chrl MC_000L
1N23A447 21 rhrl -0A4ARTE1 _0AARIET rhrl [ e Ta Tats -

k

Total number of rows: 35557

Trbkla Frismeantbad Foll Fahla mian BAEME e obo -
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g R console =) ]\

> id <- read.table(“GPL6246-21513 ID_NAME.txt”, header=T, sep="¥t") J

> head(id)J

> x_id <- merge(id, X, by.x="1D", by.y="X") J

\> head(x_id) J j

merge(A, B, by.x="AMIAEH", byy="BMIEH")
ALBZIHREALIEBBETHEESR T

14
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R console

> tx <- t(x_id[,3:10]) JJ

> tx_dist <- dist(tx) J

> tx_cluster <- hclust(tx_dist) ¢
> plot(tx_cluster)

ERE 1T t(475)
EEBELTHI dist(1T51)
hclust(EEB#1T51)

15



X DPDF771 ILE{RTF

Tl | BE YAIEE (U9

[28] "readbam.32D a"
[10] "readbam.Zm a"
[11] "readbam.B8p a"
[12] "tracks.inside"
[13] "tracks.outside"
[14] ™"

[15] "tx_dist"
[16] "tx hclust™

[17] "UCEC.House .GRCm38.CytoBandIdeogral

[18] "wiewpointfile™

[13] "we
[20] ="
[211 "x_id"

[22] "= mean"
[23] "=x_sub"

[24] "w"

[25] ™z"

> plot (tx_heclust)
>

£

| RIETRE ' Metafile...
HyTR—RIzaE - , Postscript...
ENRI... CTRL+P Pl
. . Png... A
TIAAEEELD B
mp...
[71 mid" TIFF...
] "p" Ipeg
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GSM985227_ADO1MOO7
GSME85225 ADO1MO0S J

GSM995222 ADO1MO0Z
GSM995221 ADO1MO01

GSM995224_AD0O1MO04
(3SM995223_ADO1TMO03
GSM885228_ ADO1MO08
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plot(xfE, y{E, option)

option : type = “p” or “I” or “b”
xlab = “x#f 4"
ylab = “yEf 5"
pch=-MDEFE (HF)
col = “@”

! R console [_][I:I][ y ] ~

> plot(x_id[,3], x_id[,4], xlab=“KO1_1", ylab="“KO1_2”, main = “Scatter Plot”, pch=20) J
> plot(x_id[,3], x_id[,7], xlab=“KO1_1", ylab="WT1_1", main = “Scatter Plot”, pch=20) J

) _J




MA-Plot

~

R console — ||

> plot((x_id[,4] + x_id[,3]) / 2, x_id[,4] — x_id[,3], xlab="A", ylab="M",
+ main = “MA-Plot”, ylim = ¢(-7, 7), pch=20) J
> plot((x_id[,7] + x_id[,3]) / 2, x_id[,7] — x_id[,3], xlab="A", ylab="M",
+ main = “MA-Plot”, ylim = ¢(-7, 7), pch=20) J




WT1D EHEEKOL1D EWEDITHIZE LK
WT/KO > 2D E{nF 72 E A

R console — ||| X )

> x_mean <- cbind((x_id[,3] + x_id[,4]) / 2, J

+ (x_id[,7] + x_id[,8]) / 2) J

> X_mean <- data.frame(x_mean)

> rownames(x_mean) <- x_idSGeneName J

> colnames(x_mean) <- ¢(“KO”, “WT”) J

> head(x_mean) J

> X_sub <- subset(x_mean, x_meanSWT / x_meanS$SKO > 1.1)J
> nrow(x_sub)

\> head(x_sub) & )

cbind(NTkJL1, RTK)L2, ..)

19
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Bioconductor, biocLiteD % 7E

g R console [—][:'}[ X }\

> source(”http://bioconductor.org/biocLite.R”)‘J

- J

Bioconductor

INAFADTARTAORBEED I\ Tr—2 B AL TS YA+

biocLite.R
INAF A ITARTADABEEDINS T —DFA VA=V T HAVA—5
I —CROKRFREFRON—DaVOBEREREL TN,

20



package “gplots”
heatmap.2

(

R console — ||

> biocLite(“gplots”) J

> library (gplots)J

> heatmap.2(as.matrix(x_sub), trace = “none”, density.info = “none”, J
+ col = greenred(75), cexCol = 2.0, cexRow = 0.25) J

21
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