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NCBI Gene, Blast, GEO, SRA, dbEST, UniGene, HomoloGene, PubMed, OMIM, ClinVar,
GRASP, GSEA, Connectivity Map, Cell Encyclopedia, NCI 60, caArray, UniProt, Ensembl,
COSMIC, ArrayExpress, BioMart, RefEx, GGRNA, GGGenome, Allie, Chip-Atlas, FANTOM,
DBTSS, GeneSpring GX, SpotFire, IPA, MetaCore/KPA, NextBio (Correlation Engine)(ZEH
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NCBI Gene Expression Omnibus (GEO) G£)

(https://www.ncbi.nlm.nih.gov/geo/) Gene Expression Omnibus
EBI Array Express
(http://www.ebi.ac.uk/arrayexpress/)
Genomic Expression Archive (GEA) ? DDBJ

(https://www.ddbj.nig.ac.jp/gea/index-e.html)
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GO NCBI Gene Expression Omnibus

[URL] https://www.ncbi.nlm.nih.gov/geo/

NCBI GEODLAHFT—4 %X (2021.08.08I77%)
DataSets (GDS): 4,348 NCBIWE &=L

Series (GSE): 158,136 HEFThiz=x=Rtzv b
Platforms (GPL): 22,456 HEITSYBIA—LA
Samples (GSM): 4,560,461 Y >2oI)IED7T—4

Japan Science and Technology Agency @ Japan Science and Technology Agency 16
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lln Sequence Read Archive N C BI S RA

[URL] https://trace.ncbi.nlm.nih.gov/Traces/sra/
NGST—H5D—IRLNRZ KU

NCBI SRADOLRT—#L (2021.08.08IR1T)

Study: 324,672 EBfFThiz=8tzy bk
Samples: 11,056,478 >—45>RF7—4
NCBISRARSRT—F8 4L BEFRR. TES ) LRIA
10000 == J;/// IRERRR IR —T > RAF -5,
1 SRA(FH < ET—IRLIRS RURDT,
1000 /// ZDH A NN TSRAICESRENT=RNA-
100w | LF seqF— N SESNBIE T RIER
a’/é ZRBENDIETEIFTTERN,
10 - —EBADRNA-seq—~ (CDULTIE. GEO
/ CEETRIBERIBR SN TN s

17 . LR ] \
09 11 13 15 17 19 21 OB FATTEIELN.
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EBI Expression Atlas

[URL] https://www.ebi.ac.uk/gxa/home
RNA-seq-—~DE1—", 65%M1E, 139,128 —~FZ /N

(2021.07.1931H1%)
A 2 e v J

Homo sapiens Mus musculus Rattus norvegicus Drosophila melanogaster Gallus gallus Caenorhabditis elegans

1518 expernments 1185 experiments 152 experniments 142 experiments 39 expenments 30 experiments
Baseline: 79 Baseline: 49 Baseline: 3 Baseline: 4 Baseline. 4 Baseline: 1
Differential. 1439 Differential: 1136 Differential 149 Differential. 138 Differential. 35 Differential. 29

[$3&TV] TOGOOTV

[Expression AtlasTHrLZIREVEDHEHBEKRER E(CHITDERFFHIRD
B¥ZEHANSB] (115)30%) [2018-07-25]

https://togotv.dbcls.jp/20180725.html
Expression Atlas (k& IXEME(CH T DELTFRIRIEHRZIEM I SEMBL-EBI I T T Y1 b, fERMADIE,. FEAERRE.

REOERIREDRMRC. B FORRBIHRZELEEHTLND, T—4 (& GTEX. Cancer Cell Line Encyclopedia (CCLE).
ENCODE. FANTOMS 7@&EDTO2 T MMCHET D, 2 TCHOTF—HEEFEMZRANF1L—>3> L TLSB,

BLFETRRLU, BIRUCTVWIEREGZRRT DHEZEUH. BILFORRICENRE SN DEMREZMDIRIR. EY)FIE
HNSEILU TVWDBLTFZRR I BHE. =5(C. —HilE RNA-seq DEEERST — 5 ZHRZR T = BSingle Cell Expression Atlas
DIEWVSZBITUET,

Japan Science and Technology Agency @ Japan Science and Technology Agency 19




EBI Single Cell Expression Atlas

[URL] https://www.ebi.ac.uk/gxa/sc/home
EBIICEER=MNTULVBssRNA-seqT—~FDE1—"T,

Single Cell Expression Atlas®DFT —% ¥} 021.08.08m7%)

Species : 18 4&£MiE
Study: 217 EHESn=E=RtEY

Cells: 5,312,183 #lraEk

Japan Science and Technology Agency @ Japan Science and Technology Agency
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Digital Expression Explorer 2 (DEE2)

[URL] http://dee2.io

NCBI SRADRNA-seq7—~Z#—J 0O M I—)L TEEFTLE
F—=SDLIRZ K, T—FZT EDQCT—FEBiEt,
OfWNiE, 1, 569 29757 —A %= \Fo  (2021.05.2815)

100,000 200,000 300,000 400,000 500,000 600,000 700,000 800,000

A. thaliana

[ le
C. elegans completed
MW cueued

D. melanogaster

D. rerio
E. coli
H. sapiens
M. musculus 739)892
389,625
R. norvegicus
S. cerevisiae Jated
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B DSeriesZlAT LB /I-B=HBERIT

Series GSE119087 Public on Aug 29, 2018

URL
Title

Summary

Overall design

Contributor(s)
Citation(s)

Organization

https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE119087
Human Boolean Implication Network

Third-party reanalysis

Numerous gene expression datasets from diverse human tissue samples have been already
deposited in the public domain. There have been several attempts to do large scale meta-analyses
of all of these datasets. Most of these analyses summarize pairwise gene expression relationships
using correlation, or identify differentially expressed genes in two conditions. We propose here a
new large scale meta-analysis of all of the publicly available human datasets to identify Boolean
logical relationships between genes. Boolean logic is a branch of mathematics that deals with two
possible values. In the context of gene expression datasets we use qualitative high and low
expression values. A strong logical relationship between genes emerges if at least one of the
quadrants is sparsely populated.

25,955 published human microarray samples assayed on the GPL570
were re-analyzed. RMA was used to normalize the RAW CEL files all
together.

Sahoo D

Dabydeen SA, et al., Unbiased Boolean analysis of public gene expression data for cell cycle
gene identification. Mol Biol Cell 2019 Jul 1;30(14):1770-1779. PMID: 31091168

Dang D, et al., Computational Approach to Identifying Universal Macrophage
Biomarkers. Front Physiol 2020;11:275. PMID: 32322218

UCSD
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TOGOOTV maTVv

[URL] https://togotv.dbcls.jp/

N N ll”l"‘l.l_
. DBCLS /\E¥/&
‘4 2w TOGOOTV gy ﬁP_FHJJ%I

AERRLEHET

wwmr e [RSOBEFRRT —H ORFECERZETS

NCBI GEOD{ELW\A1 ~~Nro0O7 LA F—5 DR - Biig~2017
NCBI GEO Df#E\\52 ~BFIOT 7 1 ILORER - YUEEHT —FDEUS~ 2018
NCBI GEODFT—4tv NI SOHZE> TART —HDEGETFREHFEFEITD 2019
I AOEZ{F > CEMLGFRIAT —IN—ADMEt = RGN SHEFET S 2018
e B G B B § © RefExDfaLvs “ :
oo LB mMtam- M aco:a- | mmeemy SO 8 © OmicsDI Zff> THRARRT —IR—IANBAZ IR —FZHH ([CIRZRT D
o1ms50 o1ress & + Expression Atlas T 4 IQEYFEDEMIEERE (CHITDELTFRIADBEREZANRD
« IMOTA Z{E> T. ffB(CHEESNRLIBRILFAZORT—4
(miRNA/mRNA/protein)Z A3
Spotfirez AW\ ARY M OO7 LA F—F EO0—-DILRT -5 DS 2019
Bgee %= {F> CTHEIMODEVEDIEEMRBICHD T DECFRIRT —FZIRR. LK. BEI3
MGIZ{E > TYIXDEGFRIREHREZHANRD 2019
MGIZE> T/ v o7 MROADIEHRZRENS 2018
GTEXx PortalZz{#> Tkt bDOERIBHE TOEBIGFRIREVLFE T 3eQTLZRANRD
UCSC VisiGeneZ{#> TEARNICH T D2MRNADBIEZ NS 2017
The Human Protein Atlas Tt hD& > /) \OBDFHIRIEIRZRNA-seqT —4 . BIHKT —
FEELEBITHRAXRD 2017
Allen Brain AtlasZz (V&9 ~EAKiFE~ 2017
Arabidopsis eFP Browser T 01 XF X DELGTFRIREGHRZRS
Human Brain TranscriptomeZ{#> Tt FDIKDOFIEICRE T BTSSRI UT ~
—LZR3
NCBI GEODGEO2RZ(E> TSN TWBNAIO7 L1 T —9 =BT D
& $(._F'£JJ§§“5/\'J7 NOBGETFRIRDERZAND
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AHOTFETF—% (1]

GSE21422
JERBIEFLEHA (DCIS) LRBEFLEHA (IDC)

URL : https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE21422




JERBEILE DA (DCIS) -REREFLEDHA (IDC)

Series GSE21422

URL https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE21422
Title Expression profiling of human DCIS and invasive ductal breast carcinoma
Organism Homo sapiens

Overall design Expression profiling by array

Platforms (1) GPL570 [HG-U133_Plus_2] Affymetrix Human Genome U133 Plus 2.0 Array
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GPL570

BioProject PRINA126373
https://www.ncbi.nlm.nih.gov/bioproject/PRINA126373

[Ba:EE5m ]
Cell Oncol. (2011) 34:419-434

Latent transforming growth factor binding protein 4 (LTBP4) is
downregulated in mouse and human DCIS and mammary

carcinomas
Celine Kretschmer et al. (Charité Berlin, CVK, Med. Klinik Hepatologie & Gastroenterologie)

(BBAFS> )L o
Healthy breast 585>J)b

Ductal carcinoma in situ (DCIS) 9O bB>JI
Invasive ductal carcinoma (IDC) 589>2J)
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Cell Oncol. (2011) 34:419-434

(£5]

TGF-BlE LA DIBIEZAE L. FBREBEOEMNAICES T D, Fic. 3BRED
LTBPITGF-BDHEREDREI CRS L TWLWS Z EWABSN TS,

ERETIZDIESHEMIAENA (DCIS) [CHBIFBLTBPAEZDTAY ITA4—1I
LTBP1., LTBP3. ©UTTGFBLl. TGFB2. TGFB3. SMAD2. SMAD3. SMAD4®DH
IRzANX, SEEALENA (IDC) L& UTE. =5ICEMNAMEYR (MCF7.
Hs578T. MDA-MB361) & BRI (Hs578BsT) MOFERERANIC, <12
O L. g-PCR. A/J0Owv b, SEEMEE. fEEXTIREZRAVC

IEMARRRE (n=5) &LLEBRU. BARTZETDOWAP-TNP8Y DX & FDDCIS (
n=9) . BKXVIDC (n=5) [CHSWNT. LTBPADFERET L LE(C. BMPADFEBH
BTFTL. FCEDOHEERF CTHDIGREMIDFERMENM L CWSZLEZREUZ. =
5(C. AAAMAEYR (Hs578T) &I TGFRICTUIEL/Z&E S, BMP4EER UL
GREM1(HKF LTz,

EHAREREGTE, LTBPAZNUES—SYTo 2IOBRRMI B LICELD,
TGFR1EBMPDINA AP RASEVUF 1 LEEDZE(ED SIS TN TS AIHEM
hEXSNI.

i Japan Science and Technology Agency @ Japan Science and Technology Agency 31




I
GSEA UCSanDiego EZEBROAD

- BROAL

(Gene Set Enrichment Analysis)
https:/ /www.gsea-msigdb.org/gsea/index.jsp

Gene Set Enrichment Analysis

Molecular Profile Data

Enriched Sets

Torubwael phe DOTROM WA THATID CINIEY

) tEEt

Gene Set Database
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N
GSEA - GSEA/ MSlQDB (https:/ /www.gsea-msigdb.org/gsea/index.jsp)

Gene Set Enrichment Analysis

\\

(o1 V] 77L+15—%/RNA-seq7 —
[(EENDER] EOXDREENTLE/BR=EL TV

—74 (gct/clsT 7 /I’)I/)

H hallmark gene sets (biological states or processes).
(o | positional gene sets (human chromosome and cytogenetic band).
C2 curated gene sets (pathway databases in PubMed and knowledge of domain experts).

C3 regulatory target gene sets (microRNA target seed sequences and predicted transcription factor
binding sites).

C4 computational gene sets (large collections of cancer-oriented microarray data).
C5 ontology gene sets (annotated by the same ontology term).
Cé6 oncogenic signature gene sets (cancer gene perturbations).

C7 immunologic signature gene sets (cell states and perturbations within the immune system).

C8 cell type signature gene sets (cluster markers identified in single-cell studies of human tissue).

. Japan Science and Technology Agency @ Japan Science and Technology Agency 33




6SEn - GSEAZ{ES/-RIRSEEHI (GSE21422 ABHA)

Gene Set Enrichment Analysis

C2: "curated gene sets"

Gene sets enrlched in phenotype DCIS (9 samples), top 10

NOM p- FWER p- RANK AT

Rank SIZE ES NES FDR g-val LEADING EDGE

follow I|nk to MSigDB val val MAX
1 REACTOME CONDENSATION OF PROPHASE CHROMOSOMES 58 0.80 1.83 0.000 0.230 0.125 2945 tags=52%, list=14%, signal=60%
2 REACTOME PRC2 METHYLATES HISTONES AND DNA 57 0.80 1.82 0.000 0.147 0.152 2390 tags=47%, list=11%, signal=53%

WP FBXL10 ENHANCEMENT OF MAPERK SIGNALING IN DIFFUSE LARGE
BCELL LYMPHOMA

28 0.71 1.81 0.000 0.133 0.190 1650 tags=36%, list=8%, signal=39%

4 REACTOME _AMYLOID FIBER FORMATION 94 0.58 1.81 0.021 0.101 0.191 2390 tags=30%, list=11%, signal=33%
5 REACTOME MEIOTIC RECOMBINATION 71 0.73 1.80 0.000 0.093 0.214 2902 tags=39%, list=14%, signal=46%
6 REACTOME SIRT1 NEGATIVELY REGULATES RRNA EXPRESSION 52 0.78 1.79 0.006 0.101 0.278 3040 tags=44%, list=15%, signal=52%
7 REACTOME PROCESSING OF DNA DOUBLE STRAND BREAK ENDS 90 0.68 1.78 0.000 0.092 0.293 2902 tags=46%, list=14%, signal=53%

REACTOME ACTIVATED PKN1 STIMULATES TRANSCRIPTION OF AR ANDR
OGEN RECEPTOR REGULATED GENES KLK2 AND KLK3

9REACTOME DNA METHYLATION 49 0.84 1.78 0.004 0.083 0.325 2390 tags=49%, list=11%, signal=55%
10 REACTOME OXIDATIVE STRESS INDUCED SENESCENCE 108 0.56 1.77 0.000 0.089 0.367 2390 tags=32%, list=11%, signal=36%

Gene sets enriched in phenotype IDC (5 samples), top 10

51 0.76 1.78 0.010 0.082 0.298 2390 tags=39%, list=11%, signal=44%

Rank collow I|nk SR SIZE ES NES N?I';’: P* FDR g-val FWVE: p- RA“':K)fT LEADING EDGE
1PID_AURORA B PATHWAY 39 068 1.83 0.000 0.161 0.122 1162 tags=46%, list=6%, signal=49%
2 JEON SMAD6 TARGETS DN 19 073 179 0.000 0.189 0.204 1022 tags=42%, list=5%, signal=44%
3 NAKAYAMA SOFT TISSUE TUMORS PCA2 UP 89 075 174 0.000 0.342 0.439 1093 tags=49% list=5%, signal=52%
45U _TESTIS 80 063 174 0.000 0.264 0.443 2301 tags=31%, list=11%, signal=35%
SLEE EARLY T LYMPHOCYTE UP 109 077 173 0.000 0.242 0.455 2268 tags=61%, list=11%, signal=69%
6 REACTOME TRNA MODIFICATION IN THE NUCLEUS AND CYTOSOL 41 063 173 0.000 0.204 0.455 2900 tags=44%, list=14%, signal=51%
7 CHEMNITZ RESPONSE TO PROSTAGLANDIN E2 UP 147 060 173 0.000 0.179 0.459 1422 tags=42%, list=7%, signal=45%
8 REACTOME_PROTEIN UBIQUITINATION 77 059 172 0.010 0.171 0.481 3210 tags=45%, list=15%, signal=54%
9 FERREIRA_EWINGS SARCOMA UNSTABLE VS STABLE UP 161 066 1.72 0.000 0.161 0.500 2211 tags=48%, list=11%, signal=54%
10 ODONNELL TFRC TARGETS DN 141 067 171 0.000 0.187 0.580 2739 tags=47%, list=13%, signal=54%
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G6SEA  GSEAZ{E-SZ=FMNEHI (GSE21422 ALENA )

Gene Set Enrichment Analysis

C2: "curated gene sets"
[DCISTTLE L CU\ZHEEE [IDCTILE U CTULVZHEEE

"REACTOME_CONDENSATION_OF_ "PID_AURORA_B_PATHWAY"

PROPHASE_CHROMOSOMES"
Group Rank ES NES NON P Group Rank ES NES NON P
DCIS 1 0.80 1.83 0.000 DCIS 377 0.57 1.39 0.154

IDC 329 0.72 1.47 0.058 IDC 1 0.68 1.83 0.000

IDC

Enrichment plot: PID_AURORA_B_PATHWAY
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TOGOOTV

[HBTV] GSEADEL\FIFIESA

1) GSEA software®fEULNG BAEHE o568 [2010-07-23]

https://togotv.dbcls.jp/20100723.html

GSEA software(d>KEBroad Institute(C K> TIRIEETNTULWBGSEAZITDOY I NI T 7 TT ., Gene Set Enrichment Analysis
(GSEA) (&, FOHORARULEGTFLY MERIDIZGF T TESIRESHZARBZFETYT, CNZIRAURIRTOD 7 1)L ZH#R
FRCENTEFT, FUWZILTOUX AL, GeneSet Enrichment Analysis PNAS paper (pdf)ZESB LT EE0, SEIE,
GSEA softwareDGUINRMDME A EGEHIREETZITL). GSEA software TRINWN TE 3N ZERrUET .

2) GSEA software®D{E\L\75 FEMR 5571 [2010-08-30]

https://togotv.dbcls.jp/20100830.html

NCBI GEOK DEUE UTeAHDELEFFHIRT—4 (GSE1657:Adipocyte Differentiation Homo sapiens]dSeries Matrix Files)
HEFRSTEY DT b EEVVIIIT L. GSEA softwarellsidrAEz . A ETOFIEERHUETD,

3) GSEA software Z#FD>TEEFUAMDIVVUYFAS NMEREITS

(89r52%2) [2019-04-01]

https://togotv.dbcls.jp/20190401.html

GSEA softwaredGUIIRMDE A & ESTEHEDFRSE EBICTET —SIZHAVWEEELEET TN S, GSEA software TN T
AN ERUET,
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https:/ /david.ncifcrf.gov/home.jsp/

DLVED:. ...

DAVID

(The Database for Annotation, Visualization and Integrated Discovery)

DAVID Bioinformatics Resources 6.8
Laboratory of Human Retrovirology and Immunoinformatics (LHRI)

Home

Japan Science and Technology Agency

Start Analysis | Shortcut to DAVID Tools | Technical Center

Overview

The Database for Annotation, Visualization and Integrated
Discovery (DAVID ) v6.8 comprises a full Knowledgebase
update to the sixth version of our original web-accessible
programs. DAVID now provides a comprehensive set of
functional annotation tools for investigators to understand
biclogical meaning behind large list of genes. For any given
gene list, DAVID tools are able to:

= ldentify enriched biological themes, particularly GO
terms

m Discover enriched functional-related gene groups

m Cluster redundant annotation terms

m Visualize genes on BioCarta & KEGG pathway maps

m Display related many-genes-to-many-terms on 2-D
view,

& Search for other functionally related genes not in the
list

& List interacting proteins

& Explore gene names in batch

m Link gene-disease associations

& Highlight protein functional demains and motifs

& Redirect to related literatures

m Convert gene identifiers from one type to another.

& And more

Downloads & APIs = Term of Service

About DAVID | About LHRI

Hot Links

M Postdoctoral Fellow position available in LHRI
The Laboratory of Human Retrovirology and
Immunoinformatics (LHRI) has collaborated with the
National Institute of Allergy and Infectious Diseases (NIAID)
and supported NIAID clinical trials for patients infected
with HIV mutants resisting anti-retroviral therapy. LHRI has
isolated the multiple-class drug-resistant (MDR) variants
from patients and characterized each variant's drug
sensitivity and infectivity. The study aims to define salvage
therapy and develop novel therapy (chemaotherapy and
immunotherapy). During the investigation, LHRI has
characterized the emergence of novel mutations on drug
susceptibility and viral replication. LHRI is a pioneer in
researching the anti-viral cytokine, Interleukin-27, DNA-
repair protein (Ku70)-mediated innate immune response
against HIV and other virus co-infection, and novel subsets
of immune cells. LHRI maintains the Database for
Annctation, Visualization and Integrated Discovery (
DAVID ). Postdoctoral Fellow position available to perform
Microbiology/Cellular Immunology research in our Basic
Research Section.

¥ Call for papers
Submit papers for a Special Issue of Frontiers in
Immunology: "IL-27 in Health and Disease”

j> HHE ISR



DAVl D (https:/ /david.ncifcrf.gov/home.jsp/)

Annotation Summary Results

Help and Togl Manusal

Current Gene List: IDC_UpDown 4 of 6 (2194) 1537 DAVID IDs
Current Background: Homo sapiens Check Defaults Clear All
B Disease (1 selected)

- Use All Species - || cAD_DISEASE 75.5% 1160 | Chart |

Homo sapiens(2090) | GAD_DISEASE_CLASS 75.5% 1160

Unknown{104) OMIM_DISEASE 24.600 378 Im e
B Functional Categories (3 selected)

Select Species COG_ONTOLOGY 9.206 142 | Chart |
[ PIR_SEQ_FEATURE 14.29% 218 | Chart |i—
[ | 5P COMMENT_TYPE 03.80% 1442 | Chart
UP_KEYWORDS 96.0% 1475 | Chart
UP_SEQ _FEATURE 05.1% 1462 | Chart |
B Gene_Ontology (3 seiecteq)
[ GOTERM_BP_1 88.1% 1354 | Chart |
[ | GOTERM_BP_2 87.8% 1350 | Chart
[ | GOTERM_BP_3 87.2% 1341 | Chart

Remove || Combine | GOTERM_BP 4 86.1% 1323 | Chart |

Show Gene Lict [ | GOTERM_BP_5 84.8% 1302 | Chart

/ | GOTERM_BP_ALL 88.1%% 1354 | Chart |

B GOTERM_BP_DIRECT 88.1% 1354 | Chart
[ 'GOTERM_EP_FAT | 87.204 1341 | Chart
O coTERM_CC_1 02.6% 1424 | Chart
[ GOTERM_CC_2 91.5% 1407 | Chart
[ 'GOTERM_CC_3 91.5% 1406 | Chart
] GOTERM_CC_4 89.000 1382 | Chart |
[ GOTERM_CC_5 84.8%0 1303 | Chart
[ GOTERM_CC_ALL 02.6% 1424 | Chart
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DAVID%Z{E->7=f T S8 fll (GSE21422 AL&EHA)

Enrichment Score: 10.4

) [ UF_SEG_FEATURE signal :}ﬁg ~ } (ag

C] UP_SEG. FEATURE signal peptids AT — 366 LIE-17 45E-14 ] UP_KEYWORD S Secreted =
C UP_KEYWORDS Secreted [ 228 B7E-14 13611 .
[ UP_KEYWORDS Disuffide bond RT — 340 5.7E-11 4.0E-9 I_ UF_HE'I"I'I'CIHDS M
] UP_KEYWORDS Signal RT —— 398 6.EE-11 4.3E-3 EYWGO .
R UP_KEYWORDS Glycoprotein RT — 420 24E9 14E7 I_ LIF_H ROS igr—al
W UP_SEQ_FEATURE dizulfide bond RT — 292 3TE9 7AE-R |_ UF KEYWORDS El":D:pI'G‘tEiF
[ UP_SEQ_FEATURE glycosylation site:N-inkad (Glchac...} RT — 377 57E-6 5.3E-3 - - -

: : Benjamini 2N [] UP_5SEQ _FEATURE disulfide bong
O UP_KEYWORDS Cell division RT. m 58 L7E7 5.5E6 %N -
@ UP_KEYWORDS Cell cyde e 82 ESET 19E5 > [ UP_SEQ FEATURE glycosylation site:M-linked (GlcNAc..)
[ UP_KEYWORDS Mito: RT 43 TAET 15E5 N
® GOTERM_BP_DIRECT cell division BT = 51 51E-5 2062 - -
a GOTERM_BP_DIRECT mizstic nudiear divisisn it % 40E4 58E2 Annotation Cluster 2 Enrichment Score: 5.33

[ GOTERM_CC_DIRECT hicellular tight function RT =~ 23
] UP_KEYWORDS Tight function RT = 21
1 HEGG_PATHWAY Tight junction RT a ig

2_9[—5 2,4E—s ‘:\ [ UP_KEYWORD 3 Cell division mﬂﬂﬁ;u
ses sees N UP_KEYWORDS Cell cycle " R

2,7E-3 6.0E2 "

5.55-3 74E2

2 B wo [ UP_KEYWORDS Mitosis
. UP_KEYWORDS Oidoreductaze e 74 1966 4685 ) W\ —
| GOTERM_MF DIRECT xidoredicase activiry RE. = 3 ees 23e2 |\ N\ GOTERM_BF_DIRECT ol division
o GOTERM_BP_DIRECT ‘axidstion-reduction process RT - 73 274 S5EEZ2 Vo
; Vo GOTERM_BF_DIRECT mitotic nudear division

B KEGG_PATHWAY Focal zdhesion i 4t 5866 7.9E-4 Vo

& i 3 \
-] BEGG_PATHWAY ECM-receptor interaction RT - 22 30E3 3563 \ = o
= : = nnoiation x
[ KEGG_PATHWAY PIZK-Akt signaling pathway RT - 45 \ A CII..IEtEI' 3 E“rm't m' E'E

= ! . - -
[ INTERFRO Plecketrin homology-like omain BT s 17Es BaE: | L GOTERM_CC_MRECT hicellular tight junction
i INTERPRO Pleckstrin homology domsin RT = 33 1584 37E2 ! - :
[1 UP_SEG FEATURE domsin:PH R & 33 944 15E1 \ » Sisunli e Tight juncticn
e = s B s il KEGG_PATHWAY et
Enrichment Score: 3.2 & k = Tight juncticn

0 INTERFRO' Ens::_llii:;ii'm groisth factor binding protein, N- RT i 21 107 a4 g r h :\\ LS a : LS
[] INTERFRO Epidermal growth factor-like domain RT = 4z 21E7 ZAE2 / t / / 5 /
a SMART EGE RT: = 38 1366 5064
1) INTERFRO: EiSF-lie, consarved ste RT - 33 S4E-6 3.6E-3
w UP_KEYWORDS EGF-likee domain RT ™~ a7 16E-5 2.8E-4
[ UP_SEQ_FEATURE domain:EGF-lika 44 celdum-binding RT 5
I UP_3EQ FEATURE domain:EGE-like 1 RT n Ab' ‘E
i INTERFRO! EGF-like calciumbinding RT - \\ —
1 INTERFRO Complement Clr-like EGF domain RT u h b ﬁ
W UP_BEQ FEATURE domain:EGF-like 2 celcum-binding RT .
& UP_SEQ_FEATURE domain:EGlike 3 RT &
- AR ot RT a I I
] UP_SEQ FEATURE domain:EGFlike 3; esldum-binding RT & —
m UP_SEQ FEATURE domain:EGF-lika 5; exlcium-binding RT & ’ ‘n , \
] INTERFRO EGF-ike calcium-binding, conserved site RT 5
= INTERFRO' EG'I——T‘;pE_E.EpEI'_EtEJ"BSDEFEEhE BT i
hydroenylation site s
[ UP_SEQ _FEATURE domain:EGF-lika 2 RT a 15 49E-3 48E-1
) UP_SEQ_FEATURE domain:EGF-lika 6 calcium-binding RT H 7 9.EE-3 GIEL
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TOGOOTV

[fETV] DAVIDOEL\FIFZESHA

1) DAVIDZ{E>TYA 207 L AT —IFZFFINT D 75401) 1[2009-09-25]

https://togotv.dbcls.jp/20090925.html

DAVID(EN o0V LA EBHISE8oNET—FZHET DY —ILTT, COV—)LZ[{EDZETRAZEDG D 1B FEFOIF
HzEofRbL. BRNCOTITDZENTEET ., DAVIDELVDEHIEThe Database for Annotation, Visualization and
Integrated DiscoveryDEEXZF(CHEL TWET. A—E—TEHY>TILF7—5FE LT, NCBI GEOICEIRESN TLBIANHDER
FHIRT—4 (GSE17913:Effects of Cigarette Smoke on the Human Oral Mucosal Transcriptome) M SGEO2R%Z L\ THY
BU, BNEELTMEIEEEELEDOOBERNTHEIRICEDD D 250BDELFAFDOYU X he{E> TEHRIAL TWLET,

2) DAVIDZ{ES> TN 07 L1457 —S%&BINT 52012 (65556 [2012-09-27]

https://togotv.dbcls.jp/20120927.html

3) DAVID®D{ELYT Ei&HR (55421) [2013-05-28]

https://togotv.dbcls.jp/20090925.html

[DAVID DfELG Eikiml LT, DAVID (CKD GO fi#tr. KEGG /XX f##T&. Gene ID Conversion Tool M5z
ULTWEY ., BIBEINTI(E. NCBI GEO ([CEERESNTL\DFT—4(GSE18121: Gene expression regulation in response to heat
stress in different yeast strains)"SEEEITFIRA RMERAWTWET, BR(ICHS 3 vI% 300HSI B TRIRN EF UL

BT 2000 fEZ. GEO2R ZAWTCESLIZEDTY,
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GSA (Gene Set Analysis)
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NBDCHiAEHEET OT S A (BUEKRE KT BEF 2iR)

PESHRIFER—S )L

GlyCosmos &=

(https://glycosmos.org)  %eees®
ACGG-DB & ClycoliAVI

GITCﬂEmfom ‘

‘Protelns‘ @= Glycans LJFDB .

b Gry“cm @ @Emns ﬁ& " PACDD ‘ @

Wl

b Prmalns

' a_-r'.!- ‘- y
. Giycome
s 1}
G .—:— " “’ ?

Giﬁnme

Lipids

About each data rescurce (metadata)
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G IYCO Ma P l@ nttps:/ /glycosmos.org/glycomaple/index)
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GlycoMapleZ{E>7=fR#TEHI (GSE21422 ALEHA)
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Polylactosamine
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TOGOOTV

[#£&TV) GlyCosmosDfELVHIFETESA

1) GlyCosmosZ{E> CTHEHDIBHRZEIRIET D (169321) [2020-11-24]

https://togotv.dbcls.jp/20201124.html

GlyCosmos Portal(d. BAEZEZESONARNR—FILE U TRESNTUVD., BHERFEESA I I XOREZHETE LzWeb/R
—A)LTY ., URZ KU (Submissions) m5(&. EFRMEEES /RS N THBGlyTouCanE, 95U - 54417075
AZORDIHDBEENHT —SF IR MU THBGlYcoPOSTICF IR IR ENTEET. ©UT20208688 LD, BEDH
NMSEE SNEHEEBISES —FDURS KJUniCarb-DRIMRD T —F > SBiTaNFCBMENELZ. T—5Ftv bk (
Resources) Tl&. BaF. /D&, BBE. . B51EE. 5170 —LA. NATI A, KECDVWTDOT—INEEHSN
THD., HFENICKREIDCENTEET,

2) Find information related to glycans using GlyCosmos

(165333%) [2021-01-23]
https://togotv.dbcls.jp/20210123.html

3) 3RBELOETAMS ! [HHFARY) HWEKR—FIYA NS

(37342%2) (BMIARVERREhiE)
https://www.youtube.com/watch?v=5UgGG4cXolQ
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AHOTFETF—% (2]

GSE7032

v A & el A - B & Bs Ah i A
oIl g3l

URL : https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE7032
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GSE7032: 5 & AaR#lRa & B & g iyl id

URL https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE7032
Organism Mus musculus
Overall design Comparisons of white and brown pre- and mature-adiposytes

Platforms (1) GPL81 [MG_U74Av2] Affymetrix Murine Genome U74A Ver. 2 Array
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GPL81

BioProject PRINA98391
https://www.ncbi.nlm.nih.gov/bioproject/PRIJINA98391

ST
PNAS March 13, 2007 vol. 104 no. 11 4401-4406

Myogenic gene expression signature establishes that brown and

white adipocytes originate from distinct cell lineages
James A. Timmons et al. (Stockholm University)

(7> )]
NMRIEEY D X (3-4:Eim)
| TEEREME- SEE8 - REEEiEInEME. BE _ AR EASAHHEE
l  DMEM with 10% $F4EFAFINE/2.4 nM « > XU >/25 pg/ml 7X)LE > #Na/10 mM Hepes, pH 7.4
/4 mM DJLE=>/50 U/ml R=SU>/50 ug/ml AL T KA,
| FRIRAAEUcplDFEIRTHER
Treated with 0.1 uM JJILTZEXRTU AR (485RH)
l 1B&
4% miBkteERERLHIAE - BERERGMRE (RHD1E)
78% {BtRERsHHRE - B@AERsHAE (531b)
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PNAS March 13, 2007 vol. 104 no. 11 4401-4406

(Z5]
v & ERERRIEFHROIINER(E. FREDS I RF v ZrUTT,

v Db UBERERHRTE. MRt IRFradaAL 222093
Sirt11B8EDIE S JRF v @R UTT,

v BERERrEISKHERE C(E. ArfiZpk (CEAD SANZE R IIT I DEEE+
Tcf21HNEIT L TLV,

v eelsiirFliie & B ERE RIS T, EE(CE5 I 52 < DOD{EEE
B FHFEIRLU TV,

v 15 AsRnEISNHERE & ArtRRDFALUEN StEEAsAL Rk & B EAsRbH kIR
WEIED C ENTREENTZ,

v & EREIHHERRD E18EH D K DIREL LRV IR e E 2 C/ER (T B U Tz iEe
B9 DEHZHRAIDIEDEEZTR SN,
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NBDCHELHEET OD S A (REPARE 4 Bk F5EEEIR)

ChIP-segfii&>—FN—2X

ChIP-Atlas

> Peak Browser

(https:/ /chip-atlas.org/)

IGVT ) LD SOYTEHERFMEE T DT/ ARBEHENRD

» Target Genes

BRERAFHEE T DY -0 Y MEFZHRNRD

> Colocalization

T (C—#E(CHEa 9 DESRTFOHRAENDEZRANRD

» Enrichment Analysis

S X I EGFEFOFIRHIHICREN DS
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SElEhfilRE e EhfROFHNEERF
BEishhiiRa (fEFA>—4 : GSE7032)
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PpargDi§ &/ BEEMMREICEHSTEE2—TYMEEF

*%éﬂaﬂfj"ﬂﬂﬂﬂ'cwé" —Ty I\

EI@HEHE’HHHE‘COD’S’ —TJv bk

: Echl Atel Art3 Mgst1 Ggt5 C3

: Pddgfra Acot8 Smyd5 Lpl Mkin1 Entpd2

:  Acaa2 Gpr137b Acsf3 Cidec Ncoa4 Tnfaip3

: Etfdh Mcm7 Entpd5 Serpinel  Atpla2 Bdnf

:  Slc39a1l Myl4 Ghitm Cdkn1la Aridla Zranbl

:  Pcx Myl1 Flil Mel Clgtnfl  Atp6v0Oal
:  Hclsl Pdk4 Angptl Cast Nupril Tcf4

: Dnajcl5  Nfyc Ndufa9 Acp5 Tafl5 KIf9

: Gabpa Hccs Tomm®6 Slc27al Amy1 Abcal

: Chp1l Cox7a2 Gipcl Rom1l Ttcl4 Selenbpl
: Coa3 Pvr Tspan12 Clcn2 Otud5 Notch2

:  Aco2 Arl8b TxIng Nr2f2 Repinl Dicerl

: Nos3 Fubp1l Rad51apl S100a13 Cmip Ptprs

: Gapdh Rangapl Ugccl Rbm39 Fmril Apbb?2

:  Pdhb Idh3a ; Rbck1 Orm?2 ;
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TOGOOTV

[HATV] ChIP-AtlasDfELFIFIESA

1) ChIP-AtlasZ &> CTBIERMDChIP-seq>T—~%ZF L HTHET S

~Peak BrowserD{EL\T~ (94340%) [2018-01-23]

https://togotv.dbcls.jp/20180123.html

ChIP-Atlas (&. (NCBI, EMBL-EBI, DDBIRR E (CEEFRSNT(Z(FE2TD ChIP-seq T —ANW R TE XTI, BIFRDChIP-seqT—4%=ZF£EHT
RIE59 3 [Peak Browser| MfELVA, Peak BrowserT(d. Integrative Genomics Viewer (IGV)ZAWTRAAL—XRI SIS INTE.
B TFOAAEERZFALZD. TOEGCFORRZHEHITIHERFEFRALET,

2) ChIP-AtlasZ{E> CHIkDH SHEERFZEIRUEDIRMNBLEFIZHZIRTET D

~Target GenesDfELNT~ (7521%) [2018-01-24]

https://togotv.dbcls.jp/20180124.html

FXHDEERTFZERL. BERIBRERREFZIEET DL TOESHRFNFIHT DIRMNELRFZ TR TS [Target Genes] DfELSS
ZRRITUET .

3) ChIP-AtlasZ{E> THREBESYVIINVEZIFT

~ColocalizationDfEWLNS~ (65311%) [2018-01-28]

https://togotv.dbcls.jp/20180128.html

KD DEERFZIEIRL., TNES /) AL THEET DGEERFIEFEZIRR. DEDFESIMINTIET DEERF R ZRRITD |
Colocalization] DfEWAZBITULET,

4) ChIP-AtlasZ{E> THKkD DIERF YA hatliil 9 SaREEDEVESEF2ZHND

~Enrichment Analysis®D{£U\5~ [2019-01-05]

https://togotv.dbcls.jp/20190105.html

FBAEDELGFY R NERFDChIP-seqT — A & LLEfE#MTI D [Enrichment Analysis] DEWAZRBNTUET . AN UCERFEIORIRZ
FEHTHIH T DEERFZFHTDEN. BEDEX T 7AIAS T XAEF—TZANTDE. ENS(Cenrichmentd 85X FEFz
RBJBZENTEFT,
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Japan Proteome Standard
itory/Database

Recent posts

other]

jPOST member
paper aboul USH has been
published

(D 2021-06-30 g jpost

-authored

Deutsch, Vasset []
=
JCompMS &1h workshop

@ 2021-05-26 g jpost
florkshop details i Jepaness

other]
jPOST databa
be stopped. (on Nov. 27-30)

2028-11-14 ozt
iP
= and regasito

2 and

About

Repository

Post raw data

Con

1act

Japan Science and Technology Agency

N

L

NBDCHtEtHEET DU S A (REARFE A& &= 2R)

/\ —

—INR—XK

iPOST

s://ipostdb.org/

(%

J ST REPOSITORY Amemberor " Vange Repository

& About jPOSTrepo

JPOSTrepo (Japan ProteOme STandard Repository) is a new data repository of sharing MS raw/processed
data. It consists of a newly-developed, high-speed file upload process, flexible file management system
and easy-to-use interfaces. Users can release thelr “raw/processed” data via this site with a unique
identifier number for the paper publication. Users also can suspend (or "embargo”) their data until their
paper is published. The file transfer from users’ computer to our repository server is very fast (roughly ten
times faster than usual file transfer) and uses anly web browsers — it does net require installing any
additional software

caled

Reference

Please cite the following arficle when using jPOST:
Okuda, S et al POSTrepo: an intemational standard data repasitory for proteomes. Nudl. Acids Res. 45
(D1} D107-D1111 (2017). doi: 10.1093nar/ghw1080 [pubmed]

& Statistics

1021 projects are registered. 615 are opened

77931 files amount to 33.5 TB.

184 species

2108 2l om0 BEnE
—Proje —— Opanes sre

Add filter

species organ

Submit

?
Help

1 Sign in

&4+ Sign up

202107

diszase

Otrer

@ Homo sapiens

® Arstidopss thalisnz
(Mause-gar cress)

@ Rt s (B
=




7057 A —-LTF—aHSOEERFF Al

Japan Proteome Standard
Repository/Database

j POST (https://jpostdb.org/) Ch I P-Atl a S (https://chip-atlas.org/)

ChlP-Atlas: Enrichment Analysis T

Slicel: White adipocyte
Dataset ID Project ID #proteins #spectra
DS791 1  JPST000791 1,385 4,047
DS791 2  JPST000791 1,182 3,527
DS791 3  JPST000791 1,615 5,404
DS791 4  JPST000791 1,519 5,089
Slice2: Brown Adipocyte e —
Dataset ID Project ID #proteins #spectra Brown adipocytes White adipocytes
DS793_1  JPST000793 1,223 4,421 GEbRd Pparg
DS793 2  JPST000793 1,100 3,499 Cebpb Tles
- ! ’ Ebf2 Nridl
DS793 3  JPST000793 1,321 4,513 Esrra Trp53
DS793 4  JPSTO000793 786 2,408 Hdac3
Med1
White adipocyte Brown Adipocyte Nfia O gy = — ~
total IZni;:ue share total :niqyue Nridl J D‘:E# AJ _.gb\b
i 2,000 716 1284 1688 404 poara 6, ‘EE;_%EEI‘T._Q =
proteins ' ' ? — (Z(ZE UEEEREFEDE
# g Prdm16 V= o
peptides 3,771 1,644 2,127 3,524 1,397 e Sh¥illEni=.
Zc3h10
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RIRE TR D, RIREIUTR DD

FHIR= FIRZEE
(S0FILiE) (WERBFICH T SLELL)

SOFIVE = HBE = HiEoEEE
FIRZE) = HERE(L = £EMFENMEEDEH

> AIEROBERESE /A X > BFRIECF FEEZEEN
g g
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ZEMEIS XHERE I THRS

RIZBUEIC R LRSEF EERE T ERFIMIFICHEBRTERWN

XTERRF
X2 -2 ZEgElE TA (@) /B (WER) |
x1/2 FBUETF =2l Va (&) /B (XIER)
0 x1/2 1 x2
! SIERCRSRL

WL S ETRRLFEGEFEERETERFIMIFCLERTES

WG EE

2 ¥HIRLER _

/2 HRET |  ZEIEE [A (LE) -B GIE) |
x1/2 1 x2

4 BIERICRD

X EENIC, WERDEF 2] ZESSENBL,
X XWELAINCE + / — TrUJEFold ChangeZz{E 50 —XEH D,
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D EE)fEREPiEIcKDEIR(Volcano7aY )

VolcanoZ’'O0wV b

GSE17913: Effects of Cigarette Smoke on b9 B 2 BE DT —4A = e U
the Human Oral Mucosal... ﬁ'ﬁ%—l-"#"’ﬂ(](:ﬁ%@%ﬂ &3
Never_smoker_F vs Smoker_F, Padj<0.05 E1ﬁ?%%*ﬁjgiiﬁo
Z < DX CHEASTN. —/ET.
Up M DOERB R EODNTWVDFE,

(FiiE (REEADZATE) )

v 2D0OY>TILEIRDT—SF N
TBERICHIiD>TWBI &,

v BRIENEENEDIHIMIYIETES
[+97328) OF—IhHnd L,

Down

el .
-
. " L N 8 N N BN N N N N §N N N N N §N |
T .

(EE=)

eI v BEERY > IILF—ITE, OO0
o92(fold change ZHRBIZT ZERDTH UL,

ZHEE (log2FC)

NCBI GEO2R

P{E (-log10(P.value))
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FECRME 10028 R %

A) B#ADIESDOEHNMNEWNES B) #ADIESDOEIHKRENES

X EREY WiETF X ERES WiERF
(E5DEH N NENZDHZEIE. (XS5DENKREVGETPNEH ML
TIRTE (28F)>ANOVA(EUA L) 2 &ED mald. AT 272 IREFONKRIELS
REFZECT. HHEDLL LPIENSZE) UCTERID> TV EBDOZEE ZE L U,
B fFzitd LR, 3/6LAL E&EM4/6LL LI EDSESRMAT

REELTZMh T D ER
X TIRENPANOVATEEE R F 2t I 255 BHRFRIEEIADT7 > TE>R<HHEZED,

Japan Science and Technology Agency @ Japan Science and Technology Agency 59



EFACIHRNED DEATT

RELASETFOQC FRRETEEFDQC
EETEsE Sl

XERRE JLIEEEY ERgd JLIREE

2549 No PorM PorM No
Rawi& No Yes Yes No
ZEhiE - Yes z Yes
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@ 7 FIVEEEEENERZ(E>T=EIR

Brown vs. White, adipocytes (Expression and FC)

LWaTaTalalal
Eav viv viv)

[2DDY2I)V] =& L.
NEV/REME] =REUZLET,

. LT ERIRT B
|
E Gill=y
b v B )V LIRS
R v BRICHIS TOWRWNF—(C1H LT
< Sy OGP
N
2 [527)
Q v EYREME] (FEDKDITRDHD
A i Mo
1
’ 1 | |
/’ // | i

GSE7¢032Ul ST 1 (SHFIVE)
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HIEEEPEICSIBROME R

Brown vs. White, adipocytes (FC and P -y s .
. Pocytes(FCandP)  senmmrmm eEFEH T

/ BESZDITE,. BEREFRUTD
A EBRLANILDMEWLWEGFICDOLTE
' [BEREIRETHELTT] EHIEL
TLED.

FIHLN)LDOKV B F (I EERRE
PH>TILEDESDE(ICRERT D
FEMNNT EOZEEBHEERR] ARE<H
DIEEMMNHD. #EIRUEREIRZE)E
¥z IZEER] CEHMiid D &,
BIRDIRVERD TEFIRIC DI D T
UESBRENSGDIDOTEEIT Db
EHH D,

COBEEZIPL., fEmae=AJU—R
L CWWBimX BRI, §i5TE

BT 2 (STFIE)

100p00

il f H(CIFIEL < THEMFEMICELL)
GSE7032 Y>FIL1 (34F)LiE) EFT ULEERRBRVRISER,
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Affymetrix 3'-IVT GeneChipF7—4 D {E#AX &

MASS5| =~ ! Affymetrix 3'-IVT GeneChip
EE HH 1EE/]II1} \’l/j IJ t/HIJ}:E%(é:16t\J I\Hyol_aj'o
. ' (BB & BB
© e e MASSTIE, CM/MMZO—-J ORETIO—

o Jtw RS ECFHET S (P/M/A) ZHT,

s 'LT Zi? e SUFIUE <1000 B T
— DS50%&fE>T/AXTRRMEZIZR D,

EHEXEOAMF=VILOSIF1035EE.

125,000’ 0— 7 (#¥112,00058EF ) =&t

. RMATR. F-5ty MNTRESTEERIE
AR o AR N B Ule L THE{LT D, JSJ(FHSRL, &

(GSE1LG70_R... RMA }.- reated_dupld
EEFTIRPO AL HMA }.mrnmnn_ dup?

ligs

RMA

d
H =
- Fd =
- = = = =
1 |

e | RECBRENE IO RLDICRZ DN, IE
UL T A AN BN RFROT. (EERmEE
S, S ARXDREEDHREITHUL<EDTND,
GSE11670 (K562 1> hO—JLZEBduplicate)

Hi B : Subio (https://www.subioplatform.com/ja/products/subioplatform/the-dynamic-range-of-microarrays)
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Affymetrix Gene ST ArrayF—2 (S §aX

Affymetrix HuGene-1.0-st
RIEAR R e Affymetrix Gene ST Array

"B 31T GeneChipo#gtitiiii~ L TNz,

: 3'-IVT GeneChip(d3'-UTRICTO— 773‘.:2:#2—_‘?

NTWLzM, Gene ST Array TIEITOY > 5l

(CTO—-MEEstenNTuLd, K&/ \4’7')0)

TEEBE/AZXNRBV, SAHLTSAY
mugt_Céb (L_S/NJ:I:ujJ\E < &> 7:_0

e SEEY T NTIATRE A XEBLTNG
2. BT FIVEEFEESDENNELIRD
name ID Agent i a e i g & LD ;FE%@ >0‘j-) bﬁﬁj& g_ Do

Unbreabes 2

Chl Raw Sigra

e et 'm_;ﬁie EEREOYLFIYILITBI0%E. B
SSMITATAL.. 3 Y — %12 000~15,00070—27(9,000~11,000
GSMS54582....4 AP1S10 . 45?)@%£E73\ HIETCECTLDEBONDH.

e LT L ..-'l.l-”_':li'_'l & {EiﬁleEﬁ t J /rx‘d)iﬁl%h\\ﬁb\ D ((— < < ﬁ¢*):r

L | | { : R
GSMS54504....5 aP1510 e | ULDBLY,

GSE22288 (MCF10A-HER2-FKBP-HAT> hOO—/Lduplicate)

Hi{ B : Subio (https://www.subioplatform.com/ja/products/subioplatform/the-dynamic-range-of-microarrays)
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Affymetrix GeneChip

Probeset design

A cell PTOthair 25mer/El\EE7I-IJ :I“DNA
|
v
PM --Dl- (o] -
MM I:IEII:IDDDD D‘I:ll:l R
/ a'f \ \‘ \1\ T
{fﬁ / \ H\\ g \
P LU T T . 1
Gene - ' X R N e
sequence o -:KIK‘%-H
B PM :CCAG,&TCTGT drccateceaTtae

MM A:CAGATCTGTWCCATGCGATG:

Affymetrix GeneChip (3'IVT Expression)
BLFO3FmAC11RVLWL2000-Jty heFH1>
Perfect Match probe (PM) & XUMismatch probe (MM)

Affymetrix Gene ST Array
1T OV >HEDN4T0O—-T . LEaFHicniaoO—2
Perfect Match probe (PM) &+
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Agilent Micoroarrayr—42 DS TAX s

Agilent Whole Genome 44K
(S R R S

1iCE: LR =]
r-:l.':lﬁl!:l E — x x =k e —r _ :- l.: i
B ] e o i e e e | B2l i IR
2 : g :
£ |-.I-F-. - - - -...: . - meewa - . - - .f — e e mE - - - -..-.:
:-; E 100 E 4 3
3
it
& [
1
1
I'I-EII'I-'IE' EL'JIEEI'II I'EI:- Ia'-’ L) I:u'-'- i
'ﬁMﬂﬁ:.uﬂﬂ... cantrol 1 b 5 |
..-E-MEE{IE:S... i::-n:n:-l 2 i | |
SoM3E0EIG.. . controd E: ! | |
SSMASNEST. . ATHM-deficientiL 5— ]
.;_.MHEJH:H... ATM- |:|E!'-:|-'='I1" ] — A
gk I'-1FIF 1H ?_f-z..._;n.'lh-_z_ tefirzant a =

GSE36082 (HME-CCO> ~O— )l/dupllcate)

Agilent WheleGenome/SurePrint

B/ \-1JU&E20EY hDF—FEDIAH T,
BI\wOIS> RELGWBGRSY 1M F=v oL >
SHERETNTLD,

EXNISLAERCE—T () Fx=xbH7+T
> ~O—=)LO—Jn30F ). 220 F)L4E
& A XEFOERDHINNEL, BRAED
DL TCWVBESH, MERIFETGF] & [HIR
L CULWRVEIGF] DMXBITES,

EHEXEOALF=EVIL>SE104~105,
HKLZHI34,00000—T7(¥16,000&5F) =
i, ERERF°S T F)LEED F (T ~EKF
185 Ei'JZODEh:?D‘%’? <. JOJdrzaA4U>0%H
NETRIGEE. CDOLN)LDOEGFRIRENNA
- ECETBDERIEKELN,

Hi B : Subio (https://www.subioplatform.com/ja/products/subioplatform/the-dynamic-range-of-microarrays)
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lllumina BeadChip7—% MD{E #AX [

Illumina HumanHT-12
V4.0 expression beadchip

Ay R

b ] it & W4

bl
T= Q03

"

G

onkrol vehide 2
- w

hLl Raw B

Ch| R Slgral

Corbrol-vedcie
namse B agent rep ( , " g

| GEMA22,., Contral  festrogen |1 é _
|OSMB22... ortrol _featrogen 2 A
|5SMG22.. Contral ;asl:,rn:g-:n !3 !
| GSME22... Contral  ehicle !1 i -

| BEMELL... Contral  vehicle 8

GEMEI7... Contral_etucle |3 A 1

GSE25315 (MCF- 7:I/|\IZI —JLduplicate)

Illumina Expression Beadchip

- Evm/ \ JU 5 — SAEDIAFHFI6E W I~

E—X7 LA DicbE—TJ 00— ZELENIE
LEEEZEHTND, MR TEHESDEN
INE<BZDNM. RMATOEIELIC KD ED,

EREXEDALFEVIL>TE102~10385 &
Affymetrix 3'-IVT GeneChipd&k D B3£L\, £
15,0000 0—7(¥911,000&1F) =tk

E—XRXFvF—HERAREDZH. RMALSE

 DHUBLEENNBIR TE RV EINN B 3.

(&2] TIFFD 7 )LD & m PR
- 16EwW I~ 65,5360 (~10%)
- 20EwW b 1,048,576 (~106)

Hi B : Subio (https://www.subioplatform.com/ja/products/subioplatform/the-dynamic-range-of-microarrays)
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RNA-seqTF—2 NDIETARX R

o oy 5L EICRY SIS EEENT DU — RE
_ = gt _- 2 _ '___ RPM (read per million read mapped)
e | BYUSTILBU— REE100 Fok 0 CEEL TERIL.
o o TPM s o st e
TPM " s g COEBETEION b &70ICHER, &Y TILD
i i U — K% 100 535720 (CHELL TIEAHE.

FPKM/ RP KM (fragments per kilobase of exon per million read mapped)
RPMZ&IREEYC B FHRNM1000 bpdr/z D (CHE

u 'Count<20-;----- - RNA-seq0)5f4ﬂ'E‘y9l/>§

TPM . b S = > CountTHIH LA SR BAEE TERL,

A | > R — RRICK > TEEXEINEDD,
. | > fRU—RE 1000 T LEUIAELRFISULN(?)

- —auh. | » 2000~5000/KU— K = Affymetrix GeneChip
B Count<20 —Z5" | > 1{&U—R = Agilent Microarray
H{ & : Subio (https://www.subioplatform.com/ja/products/subioplatform/the-dynamic-range-of-rna-seq) (535 : :/\/OJI/IJ . I\}ﬁ%)
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NCBI SRA RNA-seqF—2DmE(kRM)

QC Metric Num Ratio

PASS 2,275 21.8% < THREEMNMERTEZTTLD

- ——— ‘D E
WARN 2,800 26.8% RNA-seq= SF(FH0TH quo
FAIL 5358 51.4% ZL(FXv TNy — RED
’ e AENIRE,
Total 10,433 100.0%
Code Metric Warn threshold WARN Fail threshold FAIL

1 NumReadsQcPass < 500 reads per gene 2,322 22.3% < 50 reads per gene 639 6.1%
2 QcPassRate < 80% 343 3.3%< 60% 592 5.7%
3 STAR_UniqMapRate < 70% 463 4.4%< 50% 2,771 26.6%
4 STAR_AssignRate < 60% 1,045 10.0% < 40% 3,318 31.8%

5 STAR_AssignedReads < 500 reads per gene 2,566 24.6% < 50 reads per gene 2,941 28.2%
6 Kallisto_MapRate < 60% 184 1.8%< 40% 3,291 31.5%
7 Kallisto_MappedReads < 500 reads per gene 2,520 24.2% < 50 reads per gene 1,954 18.7%

8 DatasetCorrel < 0.5 0O 0.0%- 0 0.0%

DEE2 (http://dee2.io/index.html) TOiHMiiZEST (2021.5.28IR7F)
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sSRNA-seqTF—2 DS X H

ssRNA-seq T —2 D 73 7R D5l (GSE134520) ssRNA-seq®Count

r=NA———+H  —— b

E S [g] 1RSI EE Sz TCount
— T | BRI B ETE o TzDIF15,245 8 F. e
e s = = = &B51#™TCountEN SELETESTZDE
Vol B e 1,854 (R . 50 AR EB 2T
= ! ’*: N Count'ﬂgb\lol’XJ:j_':j JZDIETZ>D 7_:301%{%?
—HH— e i 2otz ¥ oflilg TCountfEN 10E B R
1 T 6E:TFDOOI5E. 4EFEFE=ZNIORUTD
: Ch1 Raw Signal " - 1 ! Ch1 Raw Signal . . E{E?Ej 7_0:0
RSt : e C’.OD?—Q_C‘(1@‘5ﬁ@$%$ﬂ’\]ﬁﬁﬁ([§@'5
—— = C| @ EERBBIEF(E200~300BLNRL . N
e T T T BIK —EiMiE T UM ENTLOEA
Sarieaiai= i NN = o,

Cig
i'..-' >
L.
. ?’u
'K

? RIS BRI

S I 9 P e S S N A T
FUFNRLFS |

+ o 4 leomam | [ 1L
o eeelty RO -

| ssRNA-seqTE MRS DF —HEEUST
0TI L LT 11 D EN, B EIR MICERER S
Dt T ™ T DB, TORE (TIHDHD, AHONSRL)

GSE134520 (Gastric cancer) D) X <HEFELTED ZENEE,

H & : Subio (https://www.subioplatform.com/ja/info_casestudy/340/how-is-the-quality-of-single-cell-rna-seqg-actually)
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[HAAEBRBY—H—DFRE )

Genome Med. 2010; 2(1): 1.
Using transcriptomics to identify and validate novel biomarkers of

human skeletal muscle cancer cachexia

Nathan A Stephens et al. (University of Edinburgh)
Published online 2010 Jan 15. doi: 10.1186/gm122, PMCID: PM(C2829926, PMID: 20193046

GeneChlpj&}Eﬁb\tiﬁB ﬁ’fb%ﬁb\/\Jlu\% a}gn_ SRR _ qu_ TIE1

EEfY > T )LDELGFRIRZRAN, - . T e

Student’s two tailed t-test, one way =" . -. L2 ° & 2

ANOVA, Mann-Whitney CHisTZE/(C e RO
Mmﬁﬁ$@@5 B FZ . RN O T

> ILJ\/1Q, \'U\%tcaMKIIB &TIElb\ gt loss (kg/mnth) d gt loss (kg/mnth)
%EEJ:;_F o °)1 N CAMKII 1)_0 _ PCANIKII

> BMETILOFRIT CTEREBEORGZR e il ==

0.6
0.4

0.2

DRSS NIZFOXOPIEFFUES <o
U3i—t (MURF1, MAFbx) (&,
RERHA & (FEREURIE D 1=,
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Significance Analysis of Microarrays B ERESDD RERAIS%E L) 1218{K
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Yo7V DSERIE(HI:TILAA 1)

IES
>—5twv b LA ast
3E  OHR O BEE B
GSE2109 335 0 0 0 0 335
GSE8977 7 0 0 14 0 21
GSE5460 127 0 0 0 0 127
GSE7307 0 2 3 0 4 9
ca1015897591112000 22 0 0 0 0 22
(=11 491 2 3 14 4 514
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AATTNVDOZERN (1) :ER/PR/Her2

ER nega nega nega nega nega hnega pos posS Ppos pos pos pos pos pos pos low unk

PR nega nega nega pos unk unk nega nega nega pos pos pos unk unk unk unk unk uynk NT &3

Her2 nega pos unk nega nega pos nega pos unk nega pos unk nega pos unk unk nega
1 Adenocarcinoma, Metastatic 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 2
2 Adenoid Cystic Carcinoma 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1
3 Carcinoma, Metastatic 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1
4Colloid Adenocarcinoma 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1
5 Cribiform Carcinoma 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 2
6 Ductal and Lobular Carcinoma 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 1 0 3
7 Ductal Carcinoma 36 16 7 0O 39 15 10 7 3 54 22 6 60 15 0 0 2 97 0 389
8 Ductal Carcinoma, Metastatic 1 1 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 4
9 Inflammatory Carcinoma 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 2
10 Intracystic Carcinoma 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1
11 Intraductal Carcinoma 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 3 0 4
12 Lobular Carcinoma 0 0 1 1 0 0 6 0 1 11 1 1 0 0 0 0 1 12 0 35
13Lobular Carcinoma, Metastatic 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 2
14 Medullary Carcinoma 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1
15 Metaplastic Carcinoma 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 3
16 Metaplastic Squamous Carcinoma 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 2
17 Mucinous Carcinoma 0 0 0 0 0 0 0 0 0 4 0 0 0 0 0 0 0 2 0 6
18 Papillary Carcinoma 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 2
19 Pleomorphic Liposarcoma 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1
20 Stroma Tumor 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 0 7
21 Histology unknown 0 0 9 0 0 0 0 0 1 0 0 10 0 0 1 1 0 0 0 22
oNormal 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 23 23

ast 42 18 18 1 39 15 19 8 5 75 25 17 60 15 1 1 3 129 23 514
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LHBAYLTNDOBERE (2) : RAT—D

STAGE 1[P] 2 2a[C] 2a[P] 2a[R] 2b[P] 2b[R] 3 3a[P] 3a[R] 3b[P] 3b[R] 3c[P] 4 4[C] 4[P] 4[R] unk NT a&t

1 Adenocarcinoma, Metastatic 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 2
2 Adenoid Cystic Carcinoma 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1
3 Carcinoma, Metastatic 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 1
4 Colloid Adenocarcinoma 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1
5 Cribiform Carcinoma 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 2
6 Ductal and Lobular Carcinoma 1 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 3
7 Ductal Carcinoma 21 0 2 58 1 31 2 0 22 2 3 0 14 0 1 4 0 228 0 389
8 Ductal Carcinoma, Metastatic 0 0 0 0 1 1 1 0 0 0 0 0 0 0 0 1 0 0 0 4
9 Inflammatory Carcinoma 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 2
10 Intracystic Carcinoma 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1
11 Intraductal Carcinoma 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 4 0 4
12 Lobular Carcinoma 4 0 0 6 0 5 0 0 4 0 0 0 3 0 0 0 0 13 0 35
13 Lobular Carcinoma, Metastatic 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 2
14 Medullary Carcinoma 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1
15 Metaplastic Carcinoma 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 1 0 3
16 Metaplastic Squamous Carcinoma 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 2
17 Mucinous Carcinoma 2 0 0 2 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 6
18 Papillary Carcinoma 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2
19 Pleomorphic Liposarcoma 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1
20 Stroma Tumor 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 7 0 7
21 Histology unknown 0 8 0 0 0 0 0 6 0 0 0 0 0 8 0 0 0 0 0 22
0Normal 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 23 23
ait 30 8 2 68 2 39 3 6 29 3 5 1 19 8 1 6 3 258 23 514
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TIHBA T TNOBEE (3) : 77

CLASS 1 1[C] 1[P] 2 2[P] 3[C] 3[P] 3[R]  unk NT ait

1 Adenocarcinoma, Metastatic 0 0 0 0 0 0 0 1 1 0 2
2 Adenoid Cystic Carcinoma 0 0 1 0 0 0 0 0 0 0 1
3 Carcinoma, Metastatic 0 0 0 0 0 0 0 0 1 0 1
4 Colloid Adenocarcinoma 0 0 1 0 0 0 0 0 0 0 1
5 Cribiform Carcinoma 0 0 0 0 1 0 1 0 0 0 2
6 Ductal and Lobular Carcinoma 0 0 0 0 1 0 1 0 1 0 3
7 Ductal Carcinoma 31 0 17 69 66 3 105 5 93 0 389
8 Ductal Carcinoma, Metastatic 0 0 0 0 1 0 1 2 0 0 4
9 Inflammatory Carcinoma 0 0 0 0 0 0 2 0 0 0 2
10 Intracystic Carcinoma 0 0 0 0 1 0 0 0 0 0 1
11 Intraductal Carcinoma 0 0 0 0 1 0 0 0 3 0 4
12 Lobular Carcinoma 0 1 4 0 20 0 1 0 9 0 35
13 Lobular Carcinoma, Metastatic 0 0 0 0 0 0 0 0 2 0 2
14 Medullary Carcinoma 0 0 0 0 0 0 1 0 0 0 1
15 Metaplastic Carcinoma 0 0 0 0 0 0 1 1 1 0 3
16 Metaplastic Squamous Carcinoma 0 0 0 0 0 0 2 0 0 0 2
17 Mucinous Carcinoma 0 0 3 0 3 0 0 0 0 0 6
18 Papillary Carcinoma 0 0 1 0 1 0 0 0 0 0 2
19 Pleomorphic Liposarcoma 0 0 0 0 0 0 0 0 1 0 1
20 Stroma Tumor 0 0 0 0 0 0 0 0 7 0 7
21 Histology unknown 0 0 0 0 0 0 0 0 22 0 22
0 Normal 0 0 0 0 0 0 0 0 0 23 23
ait 31 1 27 69 95 3 115 9 141 23 514
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ERBB4 ) IR
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RefEX (https://refex.dbels.ip))

IR on BodyParts3D
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TOGOOTV

[ BTV] RefEXDELFIFIESHA

1) (XU HTDRefEx(Reference Expression dataset) cs2m) 12021-01-231

https://togotv.dbcls.jp/20100618.html

E MY RELF OB FNRFEIR/ T -2 5T —SIDMEY A T, 4 EEDORIRT — % (EST, GeneChip, iAFLP, CAGE) (Xt L
T. NCBIDRefSeqTT—4a%=EIBL. BLTFRIRT—IENDOIU I 7L >R (BR) -5ty hEIEELTWET ., WIREME
(FERERYIRDHFTIN., BEOFEICKDEHNQELTFRIRT —FDLEEN TG ERD TLDIONFHH T, [1&XR] RF>
M5 [DescriptionhSi8{aF J 7 = —(Interpro ID) #4838 | 9 d4kaEZALVTC. WntX—/\—=TJ 7 = U —Z 5N /ZInterPro
DTV ) T—23>2DOFNSRREL. WntI 7= — (B9 DELFEFZETDRIR/\F—2 EH(CRRUBIRIE T D AEZERAL TLY
F9, RIC. EREEHEOSEMEGE LTSN TWVD7q31.258E30T > MU ERIROSVIBICRRIDAFEZBNUET, =
5(C. €DHDNM_000245 met proto-oncogenelCB U GEIFDIBEHRDFM (GGEURIR=E. HNRIRE. 3DAARIY T LETD
RIREODE— MV ITIRR) 2T 5IXIDHEEZHFRBALTVET,

2) RefEXDEVTT (795571) [2014-2-22]

https://togotv.dbcls.jp/20140222.html

RefEx (Reference Expression dataset) (&. 4DDERDEBRTFE (EST. GeneChip. CAGE. RNA-seq) (CLKD>TESNZ40
FEADIEEEMICHS ITDIELFRIRT —FZRELLHICKRIRIT DI ET. FEMDILE & EB(ICRELTFORIRERT ERM (CLEE
FRZENTRERY T 7 L RX(BR)T—FTY hTT, wXZHA TOWTEMNITIIRADIRVELR T EDHER - l2s TRIRL
TWBDDN EATRNFEN G DD ZFRX DR TIFIRLS . /A 77 ZADPIRNWERDBRIET — anmn%E%@Et%$Lﬁ£¢
DCENTEZET, Fe. RefEx‘C(iéiéi REERR(CHITREBIRAE(CAVNSND MTEMITENELRT) ZlET—5Hh5M
BICEHU. B#C E(C—EBEIDITENTEET.,. =5I1C. U NS %ﬁﬁb\_c'EEE'_Clg/utﬁ_j(3j@1§1ﬁ¥(gjb\_C%iﬁ?—g
EESOETOFMT -7 U5 (CHERTDCENTE., BLFRIRFNTRETRESNIEARFRETTFEORFRGE N D IdDY —
ILEUTEERATTY,
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NCBI GEOT@&* (https://www.ncbi.nlm.nih.gov/geo/)

r—j NCB! Resources ¥ How To (¥ Sign in to NCBI

Documentation -

s EYE, REA, Hl. MRARETERI ZEHNHERET.

Gene Expression Omnibus
O REITVUR

GEO is a public functional genomics data repository supporting MIAME-compliant data
submissicns. Array- and sequence-based data are accepted. Tools are provided to help users query
and download expenments and curated gene expression profiles.

Gene Expression Omnibus

| Search |
Tools vse Content
@ *ﬁ?#i - ; e itory Browser
<A diabetes human kidney | Search | = o] 00 e e e @
& @ ﬁ@?‘*iuzw

Pl P H Search results T i

There @ ults for "diabetes human kidney" in the GED DataSets Database. ms: ems: 10 201172 | i

There are 40084 Msult "di Ff uw ki 1_.f"I'n the GEO Profiles Database. BS: ! f;“,:‘.w,sul.,“““:m“": .»:“
tudies &t GF j = SRR
ene Expression at GEO Profiles DataSets: 4348 ' > B . i SR )

ymentation Sarias- BN 79636

Clabeiic OVE2S gomerubls

T Anabynin of gk isclatied from kidtwys of 3 usek cid Sabatic OVE2G Search
makes. The OVEE2E type 1 mouse is 3 model of progressive
horrmnuiusciavacs and de ke of panal function. Rrauty o

the pathogens: mechanisms knked 1o dabetc unmw“ in tha OVEZS Recent activity

Information for Submitters

g by Ay, Wanstamed coust T Ssease stk sets Q) cisbatus humans kidkay (1777

Login to Submit Submission Guidelines MIAME Standards

I bealaka £ ddndi ParH A takit & TRC)

[(B&=SDEk] | “::w
GSE : Series (E&®&tzwv ) = ' "
GPL : Platform CREDI SY I A—L)
GSM: Data (B> ILF7—%4)

GDS: Data Set (NCBIMWZE & /=it AL) @,apanSdemeandTech,,omgyAgemy -




NCBI

GEQ DataSets

I
Eﬂlﬁ' T.'-'DE

Plaﬁﬂrmn I*Br

Organism
Customize ...

Study type
Exprassion profiling
array

Methylation profiling
array

Customize

Author

Custamize

IIIIIIII“II';IIII

Rezources ¥

How To [¥)

llllllllllllllllllllllllllllllllllllllllllllllllllllllllllllllllllllllllllllllllllllli

SEIRFRBLRTT

| GEO DataSets v | diabetes human kidney

-......................E‘;rea;le.alm..MErmed.............................................................................

Summary = 20 per page = Sort by Default order

@ Series®Uwv %

Items: 1 to 20 of 1772 Page [1

[ Dietary fatty acid composiiion effect on vastus |lateralis muscle

1. Analysis of skeletal muscle (SM) from insulin resistant men 4 hrs after
roancimantion of mmasle hink in eatirated FA (QFAY manmnime obratedd I:A

©® =Bty ~ (GSE) DUk |

MESLHIE SEEEsviey

Resources %] How To ¥

& NCBI

| oran

[Serr

Help

Send to: = Filters: Manage Filters

sw fop Organisms [lree] &
Mus musculus (1474)

n

n

u

_ u

T Homo sapiens (292] .
u

u

"

Last »>

Rattus norvegicus (6)

Find r
Databa:

GEO DataSets | GEO DataSets v ||diabetes human kidney |

S —4DIEHATRDIA

Create alert  Advanced

» 20 P

Help
MeSH Terms] -

@ ERUEEREY b (GSE) 29UvY
(B0 I>HULWSITHL

WEESD)

I Find related
Datab

Piek logoed i

- Acewssion Disglay [

Customize ..

"ffib AFHRTE e

ribute name

Japan Science and Tem

fissue (35)
strain (&)
Customize ...

Publication
dates

30 days
1year
Custom range...

Clearall

Show additional filters

strain (1 467 : + Series (60)
Clstomize - Samples (0) Search result:
ey n Platforms (D) 3
- _ Items: 1to 20 0
Pubiication = || Organism
- Customize .. ) )
dates ] 0 Filters activated: Senes. Llear all to show 1//2 items.
= -
30 days = Study type [ A novel HbA1c-lowering traditional Chinese medicinal formula. identified by
1 year . E;f;:;““ profiing by 1. _translational medicine study
Custom range ] Methylation prafiling by (Submitter suppliecf.} CYSKT affected the expressions of genes gssociated \yith insulin
= array signaling pathway, increased the amount of phosphoerylated insulin receptor in cells and
EEEEEEEEEEEEED

tissues, and stimulated the translocation of glucose transporter 4 to the cell membrane.
Moreover, CYSKT affected the expressions of genes related to diabetic complications,
improved the levels of renal function indexes, and increased the survival rate of diabetic
mice.

Crganism; Mus musculus

Type: Expression profiling by array

Platform; GPLEG45 & Samples
Download data: GEC (GPR)
Series  Accession: GSES3119
PubMed  Full text in PMC

ID; 200053118
Similar studies  Analyze with GEOIR

] Hepatocyte Nuclear Factor 1 coordinates multiple functions of intestinal v pwiwnc
2. cells

(Submitter supplied) Background and Aims: Hepatocyte nuclear factor 1 (HNF1)
transcription factors direct tissue specific gene regulation in liver, pancreas and kidney and
are associated with diabetes. Here we investigate the transcriptional network governed by
HMF1 in an intestinal epithelial cell line. Metheds: Chromatin immuncprecipitation followed
by direct sequencing (ChiP-seq) was used to identify HNF1 binding sites genome-wide.
more..

Crganism; Homo sapiens

Gerbes cstssus
Status
Tithe

Search detail

B-enad

Stroet address
oy

Pranforry (1]

Submission date  Dec 09, 2013
Last upcte date D 05, 2016
Cortactrame G

Organization rcc
91 Hsush.Snh Read

Teoetsl code 40402
Country Tatwan

o e B P R P S YT — |

Query DataSets for GEES3119

inese medicnal formula, identified by

ERtY b (GSE) DB




GSE 7 O 3 2 (https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE7032)

| series Gsezo32 | Query DataSets for GSE7032
Status Public on May 31, 2007
Title Brown and white adipocyte differentiation
Qrganism Mus musculus
Experiment type  Expression profiling by array
Summary Attainment of a brown adipocyte cell phenotype in white adipocytes, with their

abundant mitochondria and increased energy expenditure potential, is a
Ieg|t|mate strategy for combating obemty The unlque transcription
di

......................................................... Y.

‘Gverall design Comparisons of white and brown pre- and mature-adiposytes
Contributor(s) Larsson O, Timmons JA
Citation(s) Timmons JA, Wennmalm K, Larsson G, Walden TBE et al. Myogenic gens

expression signature establishes that brown and white adipocytes originate

from distinct cell linsagasmboacdiatdead Sci LU S A 2007 Mar

13;104(11):4401-8 PMID: 17360536 }?% ; /\GD IJ S’ 7
Submission date  Feb 14, 2007

Last update date Feb 18, 2018
Contact name Ola Larsson

© ISV hIA—LA (GPL81) DF/F—>3>
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GPL81

EL T T T

Platforms (1) GPLEL [ME-tFSav2 - affprmetrix Morine Genorme U T8 varslon 2 Bray

Samples (24) G5M162532 Primary brown adipocytes 4 days in culture B_y_05

A G5SM1825323 Primary brown adipocytes 4 days in culture B_y_06

BioProject\aDUJ >
https://www.ncbi.nlm.nih.gov/bioproject/PRINA98391

35M152534 Primary brown adipocytes 4 days in culture B_y_09

T T GEO2R TN (EEHEMET )

= RATV (https://togotv.dbcls.jp/20210213.html) S8
Download family Format
SOFT formattad family file(s) soFrT® > @ 7 I\ IJ OXHZI_EE;_Q
MINIML formatted family file{s} MERIMLE T
[Series Matrix File(s) |- kg o = . e o
................ » @ &£7—45 (FELHSBRETT DIHEA
supplementary file Size Download File typejresuurm
GSE7032 RAW.tar 64.3 Mb: (http)(custom) "mR{of CEL}

Raw data provided as supplementary file @J& pan Science and Technology Agency
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i) E o] o] E F G H I J K
1D = Affdnetrix Probe Set ID
2 | #EB_AGC = GenBank Accession Mumber
3 [ #SPOTID = identifies controls
4 #opecies Scientific Mame = The genus and species of the organism represented by the probe set.
b | #hnnotation Date = The date that the annotations for this probe array were last updated. It will generally be earlier than the
i |#5equence Type =
7 | #5equence Source = The database fram which the sequence used to design this probe set was taken.
4 #Target Description =
9 | #Representative Public ID = The accession number of a representative sequence. Note that for consensus-baszed probe sets
10 |#Gene Title = Title of Gere represented by the probe set.
11 #Gene Symbol = A gene symbaol, when one is available (from UniGiene).
12 |#ENTREZ_GEME_ID = Entrez Gene Database UID
13 |#RefSeq Transcript [D = References to multiple sequences in RefSeq. The field containg the ID and Description for each en
14 #Gene Ontology Biological Process = Gene Ontology Consortium Biological Process derived from Locuslink. Each annotatig

#Gene Ontology Cellular Component = Gene Ontology Consortium Cellular Component derived from LocusLink. Each annota
ol b Do e Y T TN | RO N P

2 GPL8 115

L il

« ID
« GB_ACC

« SPOT_ID

« Species Scientific Name
« Annotation Date

) (] GB_AGC  SPOTID  Species S Annotatior Sequence Sequence Target De: Represent. Gene Title Gene Syml ENT
A s muzc ster Inc antigeiddg
100002_at =70393 Muz musc B-Oct-14 Consensu:z GenBank  Cluster Inc =70393  inter-alphzIth3d

100003 at D38216 Muz musc B-Oct-14 Consensusz GenBank  Cluster e D38216 rvanodine Rwr1
21 100004 at AWT20890 Muz musc B-0ct-14 Consensuz GenBank  Cluster Inc AW120890 integratar Ints?
22 100005_at X92346 Muz musct B-0ct-14 Consensuz GenBank  Cluster Inc 292346 TMF recep Traf4
23 100006_at 021253 Muz musct B-0ct-14 Consensuz GenBank  Cluster e D21253  cadherin 1 Gdh11
24 100007 _at AIB3TH?E Muz musc B-0ct-14 Consensuz GenBank  Cluster Inc AI837573  interferon I2bpl 2
25 100009 r ax94127 Muz muscl B-Oct-14 Conssnsu: GenBank  Cluster Ine 94127 SRY (zex  5ox?
26 100010_at 1J36340 Muz musc B-0ct-14 Consensuz GenBank  Cluster Inc U36340  Kruppel-lik KIf3
27 100011_at AIBR16HE Muz musc B-0ct-14 Consensuz GenBank  Cluster Inc AIB5 1658 Kruppel-lik KIf3
28 100012_at 1129539 Muz musct B-Oct-14 Consensuz GenBank  Cluster Inc U29539  Ivsosomal- Laptmb
29 100013_at AW121732 Muz musc B-Oct-14 Consensusz GenBank  Cluster Inc AW121732 interferon-Ifi35
30 100014_at AIZ4G03E Muz musc B-Oct-14 Consensusz GenBank  Cluster Inc AIBAE038  tousled-lik Tlk2
31 100015 at XGT677 Muz muso B-Oct-14 Conzenzuz GenBank  Cluster e XE7677  Yamaeuch Yes1
32 100016_at 212604 Mus muso B-Oct-14 Conzensus GenBank  Cluster Inc 212604 matrix med Mmp 11
33 100017 _at UGA2GT Muz musc 6-Oct-14 Conzensus GenBank  Cluster Inc UGB267  myozin bir Mybph
34 100018_at ®71327 Mus musc 6-Oct-14 Conzensuz GenBank  Cluster Inc¥71327  metal rezp Mifl
35 100019 at D4528Y Mus muso 6-Oct-14 Conzensus GenBank  Cluster Inc D4A88Y  wersican  ‘Wican
36 100020_at JO4036 huz musze B-0ct-14 Consensus GenBanlk Cluster Inc J04036 =olute canSlcdal
37 100021 at MITG40 Mus musot G-Oct-14 Consensus GenBank  Cluster I M17640 cholinergic Chrna i
38 100022 at DBIG13 buz musc B-0ct-14 Congensus GenBank  Cluster nc D89613 cvtokine ir Cish
39 100023 at X70472 Muz muscl B-0ct-14 Consensuz GenBank  Cluster e X70472  myveloblazt Myb|2
40 100024 at ALG41895 Muz musc B-0ct-14 Congensuz GenBank  Cluster Inc AIG4 1895  zhroom faiShroom3
41 100026 at 1142443 Muz musct B-0ct-14 Consensuz GenBank  Cluster Ine U42443  branched ¢ Boatl
42 100027 = AIBR1987 Muz musct B-0ct-14 Consensuz GenBank  Cluster Inc AIB81987 peroxisom. Pex 14
43 100028 r_a ALBB1987 Muz musct B-0ct-14 Consensuz GenBank  Cluster Inc AIB81987 peroxisom. Pex 14
44 100029_at AW20B667 Muz musct B-0ct-14 Consensuz GenBank  Cluster Inc AW208667 peraxisom. Pex 14
45 100030_at Ddd464 Muz musct B-Oct-14 Conzenzuz GenBank  Cluster Inc 44464 wuridine phe Upp 1
46 100032 at XG0136 Muz musct B-Oct-14 Conzenzuz GenBank  Cluster e XE0136  tranz—actin Spil
47 100033 at ®E1143 Mus musc 6-Oct-14 Conzensus GenBank  Cluster Inc 581143 mutS home Msh2
48 100034 _at 1U54705 Mus musct f-Oct-14 ConzensusGenBank  Gluster Inc US4705  serine {or Serpinbf
49 1000356 at L31932 Mus musc 6-Oct-14 Conzensus GenBank  Cluster IncL31932  natriuretic Npri
50 100037 _at Aw213225 Mus musc 6-Oct- 14 Conzensuz GenBank  Gluster Inc AW2 13225 DEAD (Az Ddx 18
51 100039 at Aw125330 huz muzer B-0ct-14 Consensus GenBank  Cluster Inc AW 126880 canopy 2 F Crpy2
52 100040_at AIZ43081 huz musc B-0ct-14 Consensusz GenBanlke Cluster Inc AIB43081  mitochond) Mepl17
53 100041 at AWw124133 huz muse B-0ct-14 Consgensus GenBank Cluster Inc AW124133 2olute can Sle25a39
B4 100042 at AIBITIN Muz muscl B-0ct-14 Consensuz GenBank  Cluster Ine AI37921 hydrowvac Hagh
Bh 100043 f 2 AI173973 Muz musct B-0ct-14 Consensuz GenBank  Cluster Inc 1173973 prosapozir Pzapll
BE 100044 at 11195682 Muz muscr B-0ct-14 Consensuz GenBank  Cluster e 19582 claudin 11 Cldn 11

methy lene: Mthid2

57 100046 at JO4627 Muz musc B-Oct-14 Consensuz GenBank  Cluster Inc JO4627
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« Sequence Type

« Sequence Source

« Target Description

« Representative Public ID

« Gene Title

« Gene Symbol

« ENTREZ_GENE_ID

« RefSeq Transcript ID

« Gene Ontology Biological Process
« Gene Ontology Cellular Component
« Gene Ontology Molecular Function
(% fHH0IEHRIIGPLICK D EIRD)

Ectly used to

be “direct”,
an be “direct
B be " direct”

inferred fron
14 4/ peptida
inferred fron
electronic 2
brotein binding
/ inferred fre
fram electror
#f sequence-
ferred from s
ferred from s
A 0005887 -

ity /¢ inferre
ity /¢ inferre
ion binding /

ay S 0001C
inferred fram
changer activ
A44 0004889

erred from els
lectronic anm
o-acid trans.
carded A4 00
carded A4 00
carded A4 00
& activity £
H from direct ¢
Hing /¥ not res
/ inferred fre
Bctivity /7 inf
E A inferred f

indire £ not

GE06E NM_02654; 1006783 /2 0006739 4 mitochondrion /7 inferred from direct azsay /47 0006743 /7 mitochondrial inner membrane /¢ inferred from electroni
14651 NM_D0115: 0005975 7 0005737 £ 0004416 /7 hydroxyacylzlutathione hydrolase activity /7 inferred from direct assay /77 0004416 £/ hydroxyacylelutat]
TE943 NM_17524! (006629 /00055676 4 extracellular region /7 inferred from electronic annotation /7 0008764 7/ lvsozome £/ inferred from electranic anho
18417 NM_00S7710007155 £ 0005236 £ 0005198 7/ structural molecule activity /7 inferred from electronic annotation /44 0005515 /4 protein binding /7 infen
17768 NM_D08E3: 0006730 /. 0005615 4 0000287 /¥ maenesium ion binding /¥ not recorded /4 1008824 /¢ catalytic activity /4 inferred from electronic annol
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@ Supplementary file (Raw data)
§5—4

Affymetrix GeneChip™®d.CELTI 7 JL
Agilent Microarray®Feature Extraction®D.txtI 71 Jb. &
O SBX E(EDSERILETERFEFLUED. BUTSY hDJA—ATESNIER!
DGSEZF—4 EfHAE T TEEATH BIEE,
O Agilent Microarrayi®Illumina BeadArrayd>—4 (35X T 7 1)L S
FIENEIN D,
O Affymetrix GeneChip™>—4~DIEFLICI(IEHDEIELY T MHWE,
Transcriptome Analysis Console (TAC)Software
(GeneChip™ Expression Console SoftwareZ=1})
Thermo Fishert - EO\SE{ETAFOIEE (EEEKR)

https://www.thermofisher.com/jp/ja/home/life-science/microarray-analysis/microarray-
analysis-instruments-software-services/microarray-analysis-software.html

 Bioconductord®Affymetrix>-—~ IR/ \wo—=, &
O Supplementary fileB2AEETNTULRWT—5FEH B,
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Thermor e TAC Software

[U RL] https://www.thermofisher.com/jp/ja/home/life-science/microarray-analysis/microarray-analysis-
instruments-software-services/microarray-analysis-software/affymetrix-expression-console-software.html

Expression Console Software is now part of

Transcriptome Analysis Console (TAC) Software.
TAC Software (version 4.0 and subsequent releases) now includes

the normalization, probe summarization,

and data quality control functions
of Expression Console Software.

Manuals

Expression Console Software

Sample Attribute Editor
White papers

Microarray normalization using SST and GCCN
Additional support

Expression Console Software 1.4.1 release notes
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I7tVOEMHE(REIRESE)

(B9 IHDETELE)

T7AIV> AT S>> HMESE> REATSa>

v I ZEEREITD] OF TV IENT

(DUw OTESRBETIIBETDIED)

v [)\—t>25F—>ZB#ANT D] OF TV IZINT
v [A—=—rO>TV—-brZERTD] OFTVIZNT

I7AN>ATSA>> DAY ITICRIN—
v 8RO —X] . BRI hL—XXXREHOHIBR] &8Il =
v 8REDODK—X] . [SRENLV-AKEOHIER] ZEIM =<

DAYITFIOCRI\—
v (BEMREFEERLUCHEL) T Y17V TERRFIT D |

(45T
T7AIN>ATSa>>ENK
v STEFEDETE B - F# GTERAZSTCASESRT—IILZKS5HS)
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I7EITIPS

[$24F)

1. [Ctrl+C] (OE—-) & ICtri+V] (R—ZX )

2. [Ctrl+Z] (BErIDEEDOEDEL) & [Ctri+Y] (EBERIDEFDIEDRL)

3. [$] (MEBETEFS) EF4F— (Al— $A$1 — A$l — $A1 — Al )

4. EHETILBITOD v > TBENE&EIR ( [Ctri+%ED] . [Ctri+Shift+%ED] )

5. JAIILRA—KR ([*] . [?2]) . IRG—F ("))

[Bg%X)

. SEE% (VLOOKUP. HLOOKUP)

. smEBEI%Y (IF. AND. OR. NOT)

. 5% (TRIM. LEN. LEFT. RIGHT. SUBSTITUTE. &)

. ¥UERIEL (ROUND. ROUNDDOWN. ROUNDUP)

. ¥ EIE (SUM. PRODUCT. QUOTIENT. MOD. ABS)

. ¥EtEI%EY (MAX. MIN. AVERAGE. MEDIAN. STDEV. SMALL. LARGE,
RANK., PERCENTILE. QUARTILE, TTEST. PEARSON. CORREL)

. BB X BB (COUNT. COUNTA. COUNTIF. COUNTIFS. SUMIF)

. T—AHANR—ABEE (DAVERAGE. DCOUNT. DCOUNTA. DMAX. DMIN.
DPRODUCT. DSTDEV. DSTDEVP. DSUM. DVAR. DVARP. DGET)

9. ®Dith (IFERROR)

Japan Science and Technology Agency @ Japan Science and Technology Agency 98

OUNhWNE

0 N




It IVIRIE

Japan Science and Technology Agency




TF—%[2] :GSE7032 (ReEAr¥lAEMKIEE)

GSE7032(Fc-P).xlsx
ZE#EER (Fc) LUREDPIE (P) TEEHE 41:?’&1&1&

S ESEEEALLIRRELTAR

........
-------

. néﬁ%ﬁ]j/()I/Q 0)7.<1fli

= T imweo
GP';:En b';_b\b i —=cfies m'atrlx' | S B POEZEER = %E—C;';ﬁ:
Bl Wiiawdicil - Wil f%ﬁiﬁ | =

[Eﬁ] GSE7032(Exp Fc) (ﬁ%’ﬂi) xst(;(inT%ﬁ%lﬂfb\iﬁ' (BFEtl) .
ZENELFERAD I —F>20 T 71)LTlE. StERTHSRWEEBERNELIRDET,
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[(HBD] BIEFIREDLOOKUP

e | T$] BEFCHENELLS

1 2 8 4 5 6
BEIX— 1 11 10 14 15 16
IDi:EF GeLe Symbol [Gene Title Gene Ontology|Gene Ontology|Gene Ontology
# bl = T 4B T |#C - [#D ~ |#E T |#F T
11100007 2% %&s /§5(_ I-&""J 7&1{"‘75&
2f 2 at . n 'f (-
Bzt H— ZZEHtZILAY [#N/A] (TIRSTR0
[]
£100006 at .

~~u

e —VLOOKUP(]§B4 'GPLB1'I$A$20:$P$12508[C$49, FALSE)&""
— =—= =R

11p100012_at

i2Froootaac L *ﬁ%:\:— =08 =185

134100014 at

whoosa 3| (FIZEE) 1T L= EE) Tz EE)

158100016 _at
16100017 _at
17£100018_at
18$100019_at
19$100020 at

20F100021 2t _ : L 1
1) C43t’}l/(g [=VLOOKUP($B43,'GPL81''$A$20:$P$12508,C$40,FALSE)&""] & A,
2) C43LI7=Z:EIRL. B TDOEZG43ILET5lo5RD,

3) C43~G43TIZERL. BTFORZEHATINIVUYITD,

4) C43~G12530CI = E(CEHR (FRIEMNEIRSN TLBIARET ICtrl+Cl — METR—A K] )
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[(FB2] BERHRDIERK

HiEsmieE

Signal ;% ESIE
GSM [GsM162532 [GSM162533 [GSM162534 [GS = nn 2538 [GSM162539 [GSM162540 |GSM162541 |GSM162542
!Sample_title |Primary brow|Primary brow|Primary brow|Pri — —— i i i i
!Sample_chara (17% EE)
!Sample_treat I Non different| Non different] Noi
T—4 12,488 - . y
EXfE I

95%

= ~COUNTA(I$43:1$1253

85% - u

30%

75%

70%

65%

60% e

w1 1) I72JLIC [=COUNTA(I$43:1$12530)] & AS3,

= (T(] o%3T 1431 ®#OVUwvH. [Ctrl+Shift+ | | TI43~112530JL%&IR L.

- FA¥+—7=1[El#H9)

w1 2) I7CIVEERL. ATFTORESITIVIVYITS,

w1 3) I8EJL (BAflE) : [=COUNTA(I$43:1$12530)] — [=MAX(I$43:1$12530)]

mral 1| 4) URAZ 31— (GR—A>E1E) T. ISTILDMIEZ /NI LT 2HIFRR(IC T Do

zzul || 5) ISRIVZEIRL. B TDORZATIVIUYIT B,

6) I9tJL : [=COUNTA(I$43:1$12530)] — [=PERCENTILE(I$43:1$12530,$H9)]
( T$H9] DABE T,] DEAB(CH—VILZEWT, HORILVZDOUw O L. F4F—7%=3[0

series matrix [T }qig_)
seel || 7) I9RIVEEIRL. B TORZDFIEATI27EIVE TSI D5RD,
cavee I 8) 12812)L (82//ME) : [=COUNTA(I$43:1$12530)] — [=MIN(I$43:1$12530)]

e il 9) 120%JL (FiFME) : [=COUNTA(I$43:1$12530)] —> [=AVERAGE(1$43:1$12530)

100001 _at

10) I30t2JL (hoyiE) : [=COUNTA(I$43:1$12530)] — [=MEDIAN(I$43:1$12530)]
‘ — 1 11) I7~I30JIL%EEIRL. A TDOE%EDFEA TAF30E TSI 23RD.
12) I7~AF30JL A fECEHR (FEENRIRESNTVBIRET, [Ctrl+Cl - MBTAR—X K] )

100009 r at
100010 _at

100011 _at 44.03 30.83 49.09 33.81 4363 35.43 45.09 35.26 5231 40.14 150.23
100012 at 24.05 14.80 20.59 16.17 18.06 15.68 22.25 19.65 14.69 16.18 16.12

100013_at 334.68 496,55 284.60 53757 43375 21542 132.67 230.00 18072 291.39 17793 @ Japan Science and Technology Agency 102

100014 _at 32.79 2451 19.12 27.50 8.95 40.53 51.27 37.22 4457 26.31 31.57

\ [




[(HEBO] S7FIVEHEEEINEREE/EIR

1)-a Non diff;rce(::/i:;c:g(;., brov;l-r(;o\és. white ﬂiﬁ'ft(Pre')géﬁt\‘d)iﬁ}ﬁ

TTest P-va 0.050
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Summary: Analysis of glomeruli isclated from kidneys of 8 week old, diabstic OVE26 males.
The OVE26 type 1 mouse is a model of progressive glomerulosclerosis and decline
of renal function. Results provide insight into the pathogenic mechanisms linked
to diabetic nephropathy in the OVE26 model.

fing by amay, Wanstmed count, T dseass sl el

Organism: Mus musculus
Platform: GPL1261: [Mouse430_2] Affymetrix Mouse Genome 430 2.0 Array “Downlodd
Citation: Reinmiger N, Lau K, McCalla D, Eby B et al. Deletion of the receptor for advanced Botasel i ol e

glycation end products reduces glomerulosclerosis and preserves renal function in || DataSet SOFT file

the diabetic OVE26 mouse. Diabetes 2010 Aug;59(8):2043-54. PMID: 20627935 Series family SOFT file
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Platform: GPL1261; [Mouse430_2] Affymetrix Mouse Genome 430 2.0 Array Downlozd Profile  GDS3992/1418930_at @ / 7 ] 7 % / 7 I , \\J / 7
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% Gene Expression Omnibus and then on blinking arrows to select groups of samples.
Reset
Search for [GDS3992[ACCN] || Search || Clear || Show Al | Factors samples,
disease state Group B Cancel
DataSet Record GDS3992: [Expressi files | [ Data Analysis Tools |[Sample | o — GSMS 10444
= CE SRR Shister Aol Non-diabetic control| GSM519445
Summary: Analysis of glomeruli isolated from kidneys of 8 week old, diabetic OVE26 males.
The OVEZ26 type 1 mouse is a model of progressive glomerulosdlerosis and decline GSM5197606
of renal function. Results provide insight into the pathogenic mechanisms linked to =
diabeatic nephropathy in the OVE26 model. GEME519813
08 ]
P e G5M519814 i biesEi
2 Download | |GEM519815 S 0
Platform: GPL1261: [Mouse430_2] Affymetrix Mouse Genome 430 2.0 Array oM
Gitation: Restitier N; L 16 McGalla Dy Eby B et al: Delefion of thia receptor foe dvanoed DataSet full SOFT file Summary ~ 20 per page ~ Sort by Default order ~ Sendto:~  Filters: Manage Filters
glycation end products reduces glomerulosclerosis and preserves renal function in DataSet SOFT file
the dizbetic OVE26 mouse. Diabetes 2010 Aug;59(8):2043-54. PMID: 20627535 Series family SOFT file
Series family MINIML file Selected items Profile data =
Reference Series: GSE20844 Sample count: 7 Annotation SOFT fila
(g
Value type: transformed count Series published: 2011/02/22 ! items: 1 to 20 of 5883 Page [I of 205 MNext> Last>> Download profile data =

Data Analysis Tools
o [ MrmpI27 - Diabetic OVE26 glomerulus “ g =
- Profile pathways
/ Step 1: Select test and significance level 1. Annotation: Mrpi27, mitochondnial ribosomal protein L27 P v
Compare 2 sets of samples Organism: Mus musculus @
Two-ailed Hest (A vs B) V| Signifi level: [0.100 v g : : :
Te— peitaiod Btogt (s BYS7 | Sionilicard o Reporter: GPL1261, 1415690_at (ID_REF), GDS3992, 94064 ey
r neatmaps 1
( Step 2: Select which Samples to put in Group A and Group B (Gene ID), NI_“_GSMGA.‘ =
vt desi s vala BecR TN Group A- GSM519444, GSM5. 5, GSM519766 DataSet type: Expression profiling by array, transformed count, 7
/ Group B: GSM519813, GSM519814, GSM519815, GEM519816 samples Find related data -
St Database:[Select V]
Step 3: Query Group A vs. B GED DataSets Gene UniGene Profile neighbors some neighbors a58. [eer
Homologene neighbors

NLM NIH GEO Help Disclaimer Accessibility Profile  GDS$3992 / 1415690_at SR S A
[l LW Tige  Disbetic OVE26 glomerulus
2. Organism Mus musculus fmultiple

3

| ’ | I | Recent activity

@ Step 1 CEENHHTFE ERBHEZEIR

An|
an
On
R s GD-SSEISZiMT 5690_at - I 45019 . | Tum Off Cl
~ j = ——= { BCO25918 Q. GDS3992[ACCN] AND Cxcl10
@ Step 2 C\‘ j / ) ljg¥€ EQJE D: e B fjcount, 7 samples (1 GEO Profile
ID; 0
GDS3992[ACCN]) AND GDS
GH Chromosome neighbors q (
@ Step 3= Uwv D 4 - 25 o
a5 . E Diabetic OVE26 glomerulus
@ BRI BERRIDELTFDIST |5 1Hi ¢ -
7N 3 3“ 5 (U4/UB.U8) Q diabetes human kidney (1772)
%/- 7 IJ \\ /- 7 R; disease state ) | Nonctabeti control Dishetic 86518 I GED DataSely
J (G4 : L’S?éé”niﬁi ek the sample | B Independent component
D Jcount, 7 analysis: mining microarra Fubiieq
gaf] Graph caption help
1 Sample Title Value Rank S &
GSM519444 FVB_ 8W_1 1 | 103718 | 95 Chromosome neighbors
HON GsM519445 | FVB_8W 2 2 | 103742 95
1 ot links
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VA28

» Click on heat map to start selection. Drag/resize box ta cover region of interest.
-~ o 2 + Bouble diick on active selection or dick "Stack up* tn zoom in picked region(s).
psd DATASET A7y, @ : :
-> NCBI BROWSER cosaena

Gene Expression Omnibus Clustaring: Uncentersd Cunision Complals Linkags . Colors: I I Fllimage: 45101 X7 socs

Search for [GDS3992[ACCN] |[ Search || Clear |[ ShowAll | [Advanced Search|

DataSet Record GDS39932: |Expression Profiles || Data Analysis Tools || Sample ]
Title: Diabetic OVE26 glomerulus

PRIEOEIR U CHL K.
BinFaERw

Cluster Analysis
Summary: Analysis of glomeruli isolated from kidnays of 8 week old, diabetic OVE26 males.

The OQVE26 type 1 mouse is a model of progressive glomerulosderosis and decline

of renal function. Results provide insight into the pathogenic mechanisms linked to

diabetic nephropathy in the OVE26 model.

- Espradsion lval I
Organism: Mus musculus e 1

High Low  Ahsent
Platform: GPL1261: [Mousa430_2] Affymetrix Mouse Genome 430 2.0 Array Download
g e PR L S et i e e~ S SO I DataSet full SOFT file R TR

2 & & =2 2 & &
— E & & B @ B @&
@ Hlerarchlral C ’7 5 X/ U /’7 7|<'fﬁ|:7i iy T B U B O U B A+

i

Foaodd
2456
apad

- 3#IRU. [Display]z2o w2

Find genes )

Hierarchical Distance:|Uncentered Correlation v B
Compare 2 sets of samples 7 Linkage: | Complete ~
/
Displa @ i
Cluster heatmaps @

Experiment design and value distribution )]

I By location on chromosome I @

@ Partitional (K-means/K-medians)T @ Location by chromosomeZ 7 Jw 77
M= EL. [Display]ZzOUY D e Y o

Expression level
Cotocs N K98
[ |

C—
High Low Absent
disease state
Gene list
(searchabie)
i 196530, 7035334 ppl2
"0B6630..87095334 pplz
3600287101 606 i
25008 87127912 3
7142874, 87157085
5102.87153405
9059787200070
FhRE
758 Eif] 3 B
TADZT 87537 euz

20312 BT?ZDEM
20312 ET?ZDSWD

Color Options Clustering Options. E
High expression level: - Distance: Euchde: v
g — =T Eothr - R e e
Low exprassion level: [Green  ~ K-mathod: Mean /| . = 3 e = = = o
r ’ 4 ;4 v 2 b4 2 2 2 2 2
Dispiay | Clusters, k (2-15): |4 v| i = 5 = = = 5 i
= = = = = = =
a a @ @ @ @ @
G051902  Diabelic OVE26 glomerulus [Mus musculus) L [u] g o o <} <} (<}
Clustoring: Euclidean K-means Colors: N B Full imags 45101 1 T spots ¥
15828 features 20073 features 8751 ieatures 0
s

379 festures =

\A\l\l\l\l\l\l\l\l\l\l\l\l\l\l\l\l\l\l\l\l\!\l\l\l\l\l\l\l

00167 87545‘\55
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TOGOOTV

[#STV] DataSet BrowserDfEL\FIFSESA

1) NCBI GEO F—#%1tY FISIOYBRES(CEVLMEIT cn26m) [2009-03-7]

https://togotv.dbcls.jp/20090307.html
Sy NI SOTNSSYTO—- RTEDIT7AILDHRAE, RR(CEBIBECDSDIELCFZEITY—IL. BT TILOFIR
S0NMERDY IV EDRAZ L TWET,

2) NCBI GEO 7—#A 1Y RSO DENS1~2012 7550m) [2012-1-28]

https://togotv.dbcls.jp/20120128.html
=Sty NSO ZFHALUT., —DDOEERT —Ftv MCBITDIRLEGCFRIRZFMGARNDI S EEZBNTLUTVWET, T—
Aty RORER., T—FtY MDBLFOIREKE. KUOE— Y IV —)LOFEWARECDVTERALTWET,

3) NCBI GEO —#A Y FI SO DEWLF2~2012 6526 [2009-03-7]

https://togotv.dbcls.jp/20120227.html
Aty NISOBMNSA I O—- RTEBDT7AILOGAY, RIR(CEEREILDHIECFERERIVY—IL. Y>> TILDOFKIR
ED0ODNMZER3YV—ILIREDHBEE LU TULET,

4) NCBI GEODFT—4A1zwv NI SUYZ{ED TAHT —HDELFHRIRMFEIrE
1T5~2019 (6526%) [2019-4-3]

https://togotv.dbcls.jp/20190403.html

F—Atv FORENST -1V NNDBIEFORE, £F7 —IUIBEHT —SF TR ENCBI GEONSS D> O— ReJgeir I 71
LR, BaFRIR/NY -2 (CERRENS D ECFEREIMEE. IS AFVUTEe— by TERMERE. &Y > TILOFEIR
=DM ER3YV—ILIREDRIAZ U TLET,
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NCBI
GEO2RDEL VT

TOGOOTV

[#STV] https://togotv.dbcls.jp/20210213.himl
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(FIF1) GEO2RZEEEIT S

GSE17913 (xo

BUE(C LB ORRARETD [
BCTFRIREE % ANz e,
7/]/ g D 7 I//rg_“— 9 Scope: | self At Fomﬁt;-m Amount: I@TT GEQ accession: [e5E17313 | w

Series GSE17913 Query DataSets for GSE17913
Status Public on Feb 15, 2010

Title Effects of Cigarette Smoke on the Human Oral Mucosal Transcriptome
Organism Homo sapiens

Experiment type  Expression profiling by array

Summary 40 current smokers and 40 age- and gender- matched never smokers

underwent buccal biopsies.The study had four objectives: (a) to define the
effects of smoking on the transcriptome of oral epithelial cells; (b) to
determine if any of the effects of tobacco smoke on the transcriptome are
gender-dependent; (c) to compare the effects of tobacco smoke exposure
on the transcriptome in oral v. bronchial epithelium and (d) to identify
agents with the potential to suppress the effects of tobacco smoke on the
transcriptome.

We used microarrays to provide new insights into the carcinogenic effects
of tobacco smoke and offer_ipsights that may prove useful in developing
preventive strategies.

Overall d eslgn40ﬂ9\fﬁr:mnl.—‘-—.mz.<nﬁ

A

@ [Analyze with GEO2R] Analy2a with GEOBR
€0 IJ \\J 0 Download family Format

SOFT formatted family file(s) SOFT

MINIML formatted family file(s) MINiML

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

GSE17913_RAW.tar 373.1 Mb (http)(custom) TAR (of CEL)
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(FIg2) 70—

FRIEEX:

\—0EIR

GO

Gene Expression Omnibus

GEO Publications FAQ MIAME Email GEO
NCBI = GEQ » GEO2R = GSE17913 Login
A\Y — '
Use GEO2R to compare two or more groups of Samples in order to =
genes ordered by significance.  Full instructions  Yeul{{LD) e ERE
GEO accession | GSE17913 Set  Effects of Cigar .
[Define groups] Z=20Uw U
~ Samples ~ Define groups N
- "N moker_ F'"&EAADLT [US—2]
Group Accession eve r S O e r /
= GSM447402
MNever_smoker_F (%] Y " " I ~
- G3EM447400 PSS ST TS T 105 r /
- GSM447405 MNever smoker female study #11
1
= GSM447403 Never smoker female study #110 Never smoker female buccal mu
- Samples ~ Define groups Selected 39 out of 79 samples
- GSM447418 Never smoker female study #248 Never smoker female buccal mu
Enter a group name: List Coluymns - | Set
- Samples * Define groups 1 A
= GSM447454 |#63 Never smoker male buccal mucosa buccal mucosa Never Smoker male
Enter a group name List % Cancel selection |
l:l - GSM447457 HEVEE STEEERE Never smoker male buccal mucosa buccal mucosa Never Smaoker male
Group Accession 4 Source name ST - |
g RERERRER, % Cancel celoction - GSM447460 Never smoker male buccal mucosa buccal mucosa Never Smoker male
Never_smoker ¥ GSM447402 710 Never smoker female buccal mucosa Smoker_F (18 & A\ ~ A3 \
_: Never_smoker_F 20 o - GSM447465 e i#80 E
Never_smoker % GSM447400 i dg#105 Never smoker female buccal mucosa / l/ ~
: T & G3M4474T6 Never smoker male study #9
Hever_smoker & GSM447405 o el 8 gy #11 Newer smoker fermale buccal mucosa ~ A Y
[} : - GSM447471 Never smoker male study #91 )
Neverfsmoker}' GSM447403 = MNever smoker female study#110 Mever smokerfemale bucca sa e / L l’_\, L/ C \
[l . Smoker_F = GSM447401 . Smoker female study #107
Never smoker § GSM447418 Never smoker female study #248 Never smoker female bucca - 1" 1"
. Smoker_F GsM4474a0 1 Smoker female study #2 ° eve r S m O e r
Never smoker J GSM447422 Never smoker female study #265 Never smoker female buccal a L]
o Smoker_F GSM447411 : Smaker female study#20
Mever_smoker ¥ GSM447424 Never smoker female study #269 Never smoker female buccal mubosa . 11 1
2 Smoker_F GSMA474132  m  Smioker female study #205 ° I‘ l‘ IO e r
"
Hever_smoker ¥ GSM447427 % Never smoker female study #272 Never smoker female buccal mucosa - " J—
L] : Smoker_F : GSM447415 » Smoker female study #210 “w
e - M
Never_smoker & GSM447423 = Never smoker female study #274 Never smoker female buccal mucosa = S ~ =JL
- : Smoker_F : GBM447416 " Smoker female study #216 / — ER E
Neuer_smoker} GSM447428 L] Mever smoker female study #2898 Never smoker female buccal mucosa - :
- n Smoker_F = GSM447425 0 Smoker female study #26 IRy
- -
Never_smoker} GSM447431 Never smoker famale study #3 Mever smoker female buccal mucosa Lt I \\
= Smoker_F GSM447435 : Smaoker female study #33 o
Never_smoker_f GSM447432 Never smoker female study#30 Newver smoker female buccal mucosa : u
- Smoker_F GSMa47440 : Smoker female: study #41
Never smoker ¥ GSM447434 Mever smoker female study #32 uccal mucosa [ =
u Smoker_F .(ES.Mﬂ?:A.d. .t Smaoker famal; Smoker female buccal mucosa buccal mucasa Smokar female Y
n
Mever_smoker ¥ GSM447442 Never smoker female study #43 uccal mucosa buccal mucosa Never Smoker
L]
. -
Never smokerd GSM447451 = Never smoker female study #57 uccal mucosa buceal mucosa Never Smoker female
=
L]
_F /\ How to use
A el ZoVUwv o
Analyze @ [ na |yz ] % J
Run the differential expression analysis. Distribution plots can be viewed without
specifying Sample groups,

SERFRRFEA
BIFERTiREHIE
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BRiTiER

GEOZR Options

#you changed any option
Visuali @
ST T va Saker

Profile graph R script

Log-transformation has been applied to the data. You ¢

_ GIEITI1: Never_smokar_F va Smeker F

an change this in

the Options tab.

aEEITI:

.........

DR 'ailyexpressed{nes') (b) (C) (d) (e) (f) (
s on g)
D adj.P.Val P.Value logFC Gene.symbol Gene.title
L 202 -2.531 CYP1B1 cytachrome P450 family 1 subfamil...
» 9024 5 @ [ DOW n |Oa d fu | | ta b | e] %/ 7 IJ \J / 7 2108 CYP1B1 citochrome PA50 family 1 subfamil
P 202430 -1612 CYP1B1 cytochrome P450 family 1 subfamil...
¥ 205749_at L/ t |J Z I\ %g |j I:I I\ 3— 5 -1368 CYP1A1 cytachrome P450 family 1 subfamil...
¥ 219837 5_at / o -0.88 CYTL1 cytokine fike 1
* 227452 at =141 LINCO0873MLINCO0511 long intergenic non-protein coding ...
— A\Y
@ Volcano plot (FC vs. Pvalue) WDUIRX SDATLN\YS —

@ Mean-difference plot (Expression vs. FC)
3 UMAP plot
@ Venn diagram
® Box plot (=2 F) g5 )
©® Expression density plot (Intensity vs. Density)
@ P-value histogram
t-static quantile-quantile plot
@ Mean-variance trend plot
RIBEEN D D IEELFDIUXR S
(t-+#RTE T PAEHAV/NEWE(C 250D U X )

Japan Science and Technology Agency

(a) adj. P val (ZEREDHIEZDPIE)
(b) P value (;tadPfB)

(o) t (EBDtOREREE B TORERE CRE
L7=zmoderated-t)
(d) B (JIL—THETERICEH L TLDIHh DAY XLt

DX EIE)
(e) logFC (27Z K &9 DFIRZENNTEUE)
(f) Gene symbol

(g) Gene title

ERRFEREA
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TOGOOTV

[fETV] GEO2ROfEVGIFIESA

1) NCBI GEOD{ELS5~GEO2R%EES ~

(99333%) [2012-05-24]

https://togotv.dbcls.jp/20120524.html

NCBI GEO (Gene Expression Omnibus)(&NCBIN'Eft - #FEIR L CV\DEGFRRIBEHRDT —FX—XTYJ ., GEOICEFREN
TWBYA OOV LAERDT—5F%&. TU—D7—FFEFERIE R ZX—X(CATTE3Y—)L GEO2RDEWVWAZBNTULET.,
GEO(CEIFEESNTULBT —IN5. ENENDOY > TILERIREDEZRANZWIIL—T(CH1T. MEDERFEHRZ(CENKEZL)
EENE HUDBLFZRRT DE TDRNZHICHIT TLET,

2) GEO2RZEO>TIYM/O7 L1757 —5 %2 hd S~ 2018

(75324%») [2018-04-05]

https://togotv.dbcls.jp/20180405.html

GEO(CEERESNTWVDT —Ih5., ZTNTNOU > TIVERKIBEDEZRANIZWIIL—T (T, REDERERIBSE(CENKETU
ESNE LUDEBGEFZERRT DETORNZEHCHITTLNET,

3) GEO2RZ{EOTARETNTWBSYM/O7 L15—F&fEInT S

(109359%) [2021-02-13]

https://togotv.dbcls.jp/20210213.html

GEO2RZE{ED T, 2D EDIIL—TDERT —F =R L. EREAFICI > TRANERDIEGFER/EIT DI ENTEFET,
Sol(&. BECKBORMROELETFRIRZ(b = AN 1=5EE (Effects of Cigarette Smoke on the Human Oral Mucosal
Transcriptome: GSE17913ZI(C. TNENDH > TI)ILZRBEDEERARTEWIIL—T(CHIF. MEDERRERE(CENKE

WESNZ ENDBLEFZRRUIZD, FRETEC DLW THERIRT 375AIC DN TBITLEY,
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NCBIYhTHRBZERERELCLE

<itk3E> =GEO2R =
- B—5 -5ty hcoZEER L (GEO2R) . -—
- B—5> -5ty hATOTOIT 7 AILERR (GE02R) ( """" \-—-—‘ BNl

- H—DGDS{t=ni=—459twv hDOoZ XS /Cﬁﬂﬁ
(DataSet Browser) .

<HRIRVE>
- GDSIEE=NTULVRWT—FD IS RA Y T8RN,

= DataSet Browser =

- BROS) —XF—IEEHFEDE TN, S
- BEEEERAT. J\R O A 8T, R NDJ—D8ET, J:uu,%lhﬁﬂ mmmmm .:}*sﬁ' ——
EIFFEl. HEIDHE. KDEM TSR, e

v' NCBI GEOIC(ZGDSIfEE=NTLVIRL\EERtZ W MGSE)
MNe< SAFTESNTLD, B e

v BUTSY cIA—LDFT—STERaw Dataht AFHENL,
HIQxBDEERTY hEEHFEHO BT BE R g8
(ST E I D L TOERRISE LD EITH )
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NBDCHIALHEET OU S A (RERERERK B MXIFEDE)

DBERED DBKERO/DBTSS

[URL] https://kero.hgc.jp/ TSS Seq Viewer
Multi-Omics-Viewer

Dot | Oeeasza| Cramos Clwerr | Cluexzsz | Cmies| Clresa | (26 1ung cancer cet lines

Multi-Omics-Viewer
Database Assemb eno positio chr7:54,984,652-55,170,743 - 23x | 12x [ 15x - 1.5x | 2x f 5x _
DBTSS version 10.0 hg38 chr12:9 067 708-9 115 962 - View  554.552.53 170,723+
idth: [928 , Height: [500 Change size Show item panel | @ Browse CInfo.
zoom in Zoom out: ) Synchronize track settings
Shr12.8,067.708-5.115.802 -
T
100, [IL!IC 000 55,000,000 55,100,000
[Eequence
p13.32  'plaZ pl2d  plat 121 qi1 .gi2 gia.11 e g1%2 ql5 9212 g2131  q21.33 a22.1 9233 g24.12 g24.23 02432 026 Tsland T [ |
-+ 48 kb 4 [ 18
T T T T T T T 7 T T T T LI B E B R B | T LI T T T ‘ T LI B NN R B B ‘ T EGFR (NM_201284)
£.110.000 2,100,000 £.080,000 2,080,000 £.070,000 | ¢ H
o Your Query | HCEL RefSeq F #
| Sequence ¢ H
| Cp6 Tsland
[ Slide: < Mouse hold ->, Zoom: Double click
HCBI RefSeq ! 1 ] -8 ¥ [
HH— 1 iH HH—H = }
! Adult tissues
§ 80
I}EE }%EB H3Edm
&3 (b
G . s e g vy e i il []rssseq
| THEC 50515 oK |
med (b [Adipose
Lo P - a a i b R il i
§ >500ppm -
| EC=3 Chr. 8 |
Ggf)ttmﬁ"'f,;ﬁ 1 |sdrenal 11§
| 1stributien
ol . foeatat
PC=7 GanCede Fh ;
Sy |Brain2 1
I I | Ioeat
|PE5 Gerode Ph s B it I
| asing Fatter | | | | | 0 I LS o Prage [ SENE TN (VAP E Y VRN it - CN 18 £l
hepe 1 [Breast
Add separator | Clear all fracks | 1 5 PR3 EE =
fColon i
§ (10 comboas s sk oaarta 0 s soamoas oo s a o s ol s Ban L

‘ Show basic public data (Sequence+RefSeq+CpG) |

Tracks

oot J Multi-Omics-ViewerTl&. BizFDIT IV > -
[JHuman vs Mouse [JHuman vs Chimp C1Human vs Macaque [JHuman vs Rat [ Human vs Zebrafish /I/\/ I\D \/*%:\&\ /E\E ° %ggll‘ﬁ $E\ %iﬁll‘ﬁ $E\
TES ) AEH (IHEC) . ChIP-seql&#k

Standard multi-omics data

(ChIP-Atlas) F& 5l %iﬁo

nome

@® Ge
@® Japanese @ Normal cell ® Cell lines -
C!Worldwide ErgIEnE O Cancer cell O Clinical samples MG 56D W
eq Viewer L5k
\ I:l /T

Check Track type

RIBHRE R
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<NCBI NCBI HomoloGene

Biotechnology Information

[URL] https://www.ncbi.nlm.nih.gov/homologene/

% NCBI l:. HomoloGene

PubMed Nucleotide = 'r: .ir| - -:"; . . e Structure OMIM - MC Journals } ()5 I:I 0‘\ &. 7|- ) |/ \J I:I 0‘\

Al Jatabases
Search HomoloGene Bfor Go Clear

f Limits T Preview/ndex T History ] Clipboard T Details ] ;FH?EE{E? (Ancestor gene)

Display | HomoloGene [x] smow 20 [x] Sendto [~]

¥ b o
All:1 | Fungi: 0 | Mammals: 0 °
| k3 .
[[11: HomoloGene:3273. Gene conserved in Euteleostomi Download :
£ o0
Genes Proteins ....... 0......
Genes identified as putative homologs of one another Proteins used in sequence comparnsons and their e0°® o ®ee, oo
during the construction of HomoloGene. conserved domain archifectures. t I\ ®°® ° e, °
- g
°
4| ERBB2, H sapiens A NP 004439 2 e i— —_— : ° d I 1 t ° 1_1 b
v-erb-b2 erythroblastic leukemia viral oncogene 1255 aa ° u p ICa e :
homolog 2, neuro/glioblastoma derived oncogene ° °
homolog (avian) 4R ° o, o °
&) ERBBZ, Clupus H] NP_001003217.1 e iei——— s : L] L4
v-erb-b2 erythroblastic leukemia viral oncogene 1259 aa ° d :
homolog 2, neuro/glioblastoma derived oncogene AN ==/
hormolog (aran) NJOR () <OX htkeeIErS (B £k
3] Erbb2, M musculus ] NP_001003817 1 e i e e
v-erb-b2 erythroblastic leukemia viral oncogene 1266 aa : L L4
°

homolog 2, neuro/glioblastoma derived oncogene

homaolog (avian) ‘J IN

%1 Erbb2, R.nomvegicus 3| NP_058699.2 i el : == {— ? \el J— \eB j— 1
v-erb-b2 erythroblastic leukemia viral oncogene 1259 aa IE Z ; A IE Z ; B |E Z S A
homolog 2, neuro/glioblastoma derived oncogene — |
homolog (awian) — Ij l\ )

&2] ERBB2, G.gallus &) NP_001038126.1
v-erb-b2 erythroblastic leukemia viral oncogene 1235 aa \ J

homolog 2, neuro/glioblastoma derived oncogene

! \ 0 — WY
g e QtZ,.?.Zi yva )80 (Paralog)

Egﬁfg?f‘nhé e 127 C y
N
r.l b% ﬂ'.la) 41:?73‘2‘)[«‘} I:IO & (j:BEbt:Ml\ 7|—) |/\J DQ (Ortholog)
HG: 117693 HG: 105490 HG: 117695

Cxcl3 (Mm) Cxcll (Mm) Cxcl2 (Mm) Paralog : &'/ AATERSNFHEEEIES UIThIEERRER T

CXCL1 (Hs) <> CXCL2 (Hs) <> CXCL3 (Hs) | Ortholog : $tiB#H5%(CE%S 2 REMDRMAERIELET

Cxcl3 (Rn) Cxcl1l (Rn) Cxcl2 (Rn)
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biogtismart biomart

[URL] http://www.biomart.org/
ZBIDEH (BizF. Y>/\ ’f’f\ JO—J. FA)
EEEYOA)ILY OIS T, &

[(E&TV] biomartDEWVWSXZESA §
O [BiomartTIDOMGEREMERT D] (259353%) [2009-03-04]
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W reactome

Reactome

[URL] https://reactome.org/
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amm Open Targets OpenTargets Platform

[URL] https://platform.opentargets.org
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B GenePattern

GenePattern

[URL] https://www.genepattern.org
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Powerful genomics tools in a user-friendly interface

11 n GenePattern provides hundreds of analytical tools for the analysis of gene expression (RNA-seq and
e microarray), sequence variation and copy number, proteomic, flow cytometry, and network analysis. These
- tools are all available through a Web interface with no programming experience required.

GenePattern Notebook

The GenePattern Notebook environment extends the Jupyter Notebook system, allowing researchers to create
documents that interleave formatted text, graphics and other multimedia, executable code, and GenePattern
analyses, creating a single "research narrative" that puts scientific discussion and analyses in the same place.

Analysis Pipelines

GenePattern pipelines allow you to capture, automate, and share the complex series of steps required to
ﬁ analyze genomic data. By providing a way to create and distribute an entire computational analysis
methodology in a single executable script, pipelines enable a form of in silico reproducible research.

Reproducible Research

Published research, particularly in silico research, should contain sufficient information to completely reproduce
the research results. By capturing the analysis methods, parameters, and data used to produce the research

results, GenePattern pipelines enable reproducible research. By versioning every pipeline and its methods,
GenePattern ensures that each version of a pipeline (and its results) remain static, even as your research and the
pipeline continue to evolve.

Programming Environment

GenePattern provides a simple application interface that gives users access to computational analysis methods
and tools, regardless of their computational experience. GenePattern also provides a programmatic interface
B that makes those analysis modules available to computational biologists and developers from Java, MATLAB,
and R.
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biostatistics

[URL] https://stats.biopapyrus.ijp/
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