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GEO (Gene Expression Omnibus)
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GEO Home Documentation v | Query & Browse ¥ | Email GEO

Gene Expression Omnibus

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

Getting Started Tools
Overview Search for Studies at GEO DataSets
FAQ Search for Gene Expression at GEO

About GEO DataSets Profiles

About GEO Profiles Search GEO Documentation

: Analyze a Study with GEO2R
About GEO2R Analysis

Studies with Genome Data Viewer Tracks
How to Construct a Query

P tic A
How to Download Data gEnmeTe e
FTP Site
Information for Submitters
Login to Submit Submission Guidelines

Update Guidelines

Browse Content

Repository Browser

DataSets: 4348
Series: B 139055
Platforms: 21569
Samples: 4011310
MIAME Standards

Citing and Linking to GEO
Guidelines for Reviewers

GEO Publications

Sign in to NCBI

Search
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2 (13 %)

%® GEO Download X

There are two types of GED data sete: ‘
GOS (GED Data Set) - curated by GEQ staff
GSE (GED Series) - not curated by GEQ staff

@
Enter accession number ("GDS™ or “GSE" + any number of digits) ‘ ‘ 0%
[lmsEaes | | Py ©

GCancel Browsze GDS | | Browse GSE

©
Wisrning GSE data zetz do not akays contain normalized data. W 1 (31 %)
® ©°¢
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TCGA (The Cancer Genome Atlas)
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The Cancer Genome Atlas Program

The Cancer Genome Atlas (TCGA), a landmark cancer genomics program, molecularly
characterized over 20,000 primary cancer and matched normal samples spanning 33
cancer types. This joint effort between the National Cancer Institute and the National
Human Genome Research Institute began in 2006, bringing together researchers from

diverse disciplines and multiple institutions.

Over the next dozen years, TCGA generated over 2.5 petabytes of genomic, epigenomic,
transcriptomic, and proteomic data. The data, which has already lead to improvements in
our ability to diagnose, treat, and prevent cancer, will remain publicly available for anyone

in the research community to use.

MM il

‘M
Q/ m:

TCGA Outcomes & Impact

and more.

TCGA's PanCancer Atlas

A collection of cross-cancer analyses
delving into overarching themes on
cancer, including cell-of-origin patterns,
oncogenic p ses and signaling
pathways. Published in 2018 at the
program’s close.




TCGA (The Cancer Genome Atlas)

Filgen¢

biosciences & nanosciences )

Template Browser

= The follbwihe templates are availkbk b wour template folders. To hteract with & template, zekct it belw.

10X Genomics Assistant Load single cell data from 10X Genomics

FTP download, load, and preprocess  Download RNA abundance data from ENCOD
Heatmap sample clustering Plots a heatmap and orders samples by pairwi
Multigroup anova Performs an anova on a grouping annotation
t-test Performs a t-test and displays a heatmap and
t-test & fold-change Filter by fold-change and p-value before displ
t-test (paired) Performs a paired t-test and displays a heatmg

Download RMA expression data from TCGA.

TCGA RSEM

Three plots Displays a sample PCA plot, a heat map and a
< >
This particular template will downbad TCGA mEMNA gene expression data from -

GDAC (Broad Institute) and downlbading const tutes azreement to the TOGHA data
uzage policy. Only datasets

with mRMN& expreszion kvels (dundances) processed are available throueh thiz
template, ie. 27 of 38 cohortz.

Thiz iz an advanced template desgned to both provide easy access to data but
al=n provide an example for develbpers/bionformaticians to write custom soripts
for processing on-Ine nformation and bading it into Glucore Omics Explorer.

The follbwie TCGA cohorts are available for downlbad:
Adrenocor tical carcinoma C

Bladder Urathelial Carcinoma (BLGA)

Brain Lower Grade Glioma (L GG)

Breast invasive carchoma (BRCA)

Cervical squamous cell carchoma and endoceryical adenocarcnoma (GESC)
Cholneiocarchoma (GHOL)

Esophagsal carcho ma (ESGA)

Head and Meck squamous C?” carchoma (HNSC)
LK ks Chromonkohe (KTCH

TCGAE

—)

Thiz iz a terplate for downlboad and

prol_cesshg of TCGA data. Using it constitutes agreement to the TCG A data usage
policy.

- Ihput fields -—-

Cohort™: Input onby one cohort n this

fied and it muzt be the abbreviated name of

that cohort.

Zee below for a liet of cohorts.

Marmalize™: Wite “ves" to downkad normalized

gene expresszion data. Write "no” to download

ram counts. If vou ntend to uss the imma
methodobey we

recommend uzing the raw data.

——- User noteg ——-

k may take a few mnutes to dovwnload and

process the data, please be patient.
Choogze a cohort and click OF to execute when
You are ready.
Wi sugzest saving the dataset to disk after
the cohort has downloaded to save time in the
future.
—— fvailablke cohorts ——

ACGC BLGA LGS, BRCAGESCIGHOL ESC A HNSC K ICH,
LAML LIHC, LUAD DLBC,MESD P&AD PGP G P RADS AR,
SKOEA STP.ID TECT THY M THS A, UGS, LW
The ESOF'. cohort iz fast to download and shows
an immediate difference between histobey types.
Type ESCA inta the cohort fied and click OK.
Thiz template will automatically calor cade
different histobey.

Cohort  [ERGA |

Mormalze Il‘r'es I

Execute Chse

® TI/h—hzE. BUS
937 —HDIER
b BEBEIETE
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Statistics n

Yot ishce Statigtics Extended

bput: Yaridbles after variance filtering 42405 42405 vars
Fitter b |Tl.n.~:| Group Comparon v| | = v|
|transfecteu:| with v| | B =rmpty wector (poDNAS) v|
Eliminated factors = +

0

ol = 43168 IR = 086974

Fitter by | Fold Charee v|

] 2 )
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Statistics n
Wariance Statigtics Extended

hput: Varishles after variance filtering 4240542405 vars
Fiker by |Tw:| Group Compatison v| | Ed vl

|trans‘fected with v| | W =mpty wectar (pcDNAS) v|

Eliminated factors - +

bl = 37074 Rl = 083434
Fitter by [ Fold Ghanee |

| E ]
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p-values  g-values
A_19_P0O03 0.008009 03772 3.8992
A_19_P0O03 0.009897 03975 4.0592
A_19 P0O03 0.002022 03521 2.9627
A_19_P0O03 0.0004371 03392 3.9928
A_19_P0O0Z 0.001414 03302 3.3552
A_19_P008 0.000944 033092 3.8992

SEld

4.0592
3.7464
34816
43825
34324
3.1368

3.8501 43071
3.8409 40754
2.6827 3.2358
41382 4.3071
3.3463 3.7055
3.8902 3.3185
transfected with
A_33_P3389398
A_23_Pa01021
A_19_P00B02785
A_33_P3224715
A_24_P290692
_33_P333e018
A_23_P391396
A_19_PO0B13055
A_33_P3535067
A_24_P402855
A_32_P438767
A_33_P3299972
A_19_P00316305
A_23_P78595
. A_33_p3s31e70
A_33_P3305388
A_19_P00315658
A_19_PO0B03723
|| A 33_P3386556

3.5057 2.8421 24048
2.6827 3.1672 1.7316
3.8375 4213 41433
2.9037 3.1672 34854
4.2081 49822 4.3207
0.89138 (21032 1.7316

12

TPC-1_con TPC-1_con TPC-1_con TPC-1_con TPC-1_emp TPC-1_emg TPC-1_emg TPC-1_emg
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Ml 36 2/2

Ml 37 2/2

1 43 1/1

1l 47 202

Ml 85 2/2

%" Age GSE7T135_series_matrix (unsaved) 1.2 [= ][ & | R ]| ¢ age GSET7135.series matrix (unsaved) 1.1 (age) [r=e =]
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Coir, 0.7974
Std Err: 0,6192
y = 0.0345x - 1.0931

Value of the selected variables for each sample in each group in the selected sample annotation
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T =Y NANSERDEBELFZIRRU WG 79D —F Search B
*%%ﬁlé%'fﬁﬁﬁa_é WarizhleID w
| |
() Text () Mumeric  |= "
BT /)T—23Y6AFFIFI>0-RUTVWSIHAE. ERDT( [ Case Sensitive
—)VRTIRZRZATOTE B I AE [ERBB |
20531/ 20531 zearchabke 4 Matches
RZRUARD EBEDERF 2 NI TBIET, EIRELTFZR 1 ERBB2IP>2914 1
fEJOYNIRBREES 2 ERBB22064 1
3 ERBB3|2065 1
4 ERBB4|2066 1
©)
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_ Samples  Varibles Lo NGS —M KVBRCA T CRBBA068) . = — .
Variables 5 X 20 2 : - -
19 earch
e TOL LA |l —
D I:I Search 4 4 v [VarlebIeD v] ;
BRCA 523 523 15 @® Text O Mumeric  |= v |
15 [] Case Sensitive
14 [ERBBE* |
It 20531/ 20531 searchable 4 Matches
12
11 1 ERBB2IP|55914 1
— 10 2 ERBB2[2064 1
2 3 ERBB3|2065 1 ©
_ 08
4 ERBB42066 1
_ o7
: - 05
i, — 05
s I OC M| o
VariablelD - 03
1 ERBB2IP|55914 - 02
2 ERBB2|2064 - o
3 ERBB3[2065 —on
r.§ ERBB4/2066 - =01
- 02
- 03
- 04
— 05
- 05
. 07
| -03
03
¢ > 1/ 1:5681 e
VariablelD ERBB4|2066 11
P 2 (12 %)
-13
. 1(17 %)
-5
-6
A7
-8
19
20
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Variables g x
lsts [T 7 O & 1 @ Q #
[] [] Search 1 1

G5E12603...s_matrix 23413 23413

id_ref =
12061 AGI_HUM1_OLIGO_A_23_P&7355
12062 AGI_HUMT_OLIGO_A 23 P&7367
12063 AGI_HUM1_OLIGO_A_23_P&7381
12064 EAGI_HU M1_OLIGO_A_23 Pe7387
12065 AGI_HUM1_OLIGO_A_23_P&7391
12066 AGI_HUMT_OLIGO_A 23 P67399
12067 AGI_HUM1_OLIGO_A 23 Pe7411
12068 AGI_HUM1_OLIGO_A_23 P&7424
12069 AGI_HUM1_OLIGO_A 23 P&7432
12070 AGI_HUMI_OUGO_A_23_Pe7447 o,

14112064

?‘ GSE126038_series_matrix 1.1 (characteristics_ch2)

(=[]

AGI_HUM1_OLIGO_A_23_P&7387

2.01
1.8+
1.61
1.4+
1.21
1.0+
0.81
0.61
0.4+
0.24
0.04
-0.24
-0.44
-0.6-
-0.84
-1.04
.2

_1|4'

-1.64

Value of the selected variables for each group in the selected sample annotation

CAMA-1 cell line MCF7 cell line MDA-MB-453 cell ine T47D cell ine
characteristics_ch2

WHIM11 tumor
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16

=



F =5ty MET DBEFUR MOLEE Filgeng

biosciences & nanosciences

Samples Warishles Loe NG5

Variables g X
Lists [T Ot @ Q &
[] [] Search 0 0
LUAD 20531 20531
® {RETEEATAD1IA— ﬁﬁﬁb\ﬂ‘ﬁ%btﬁfﬁwiﬂiﬁ?(i\ SKCM 20531 20531
UZ NEERZITOCET, BHBT —HDFEUSHE UN B EE [ [ LUAD_P0.0S 1470 1470
[ [ LUAD_Po.01 358 358
[ [ SKCM_P0.05 2455 2455
o UZXREERINT —HDHM(E, IDUARLDIEER TS mffm s po.o1

Ds TOC #1
1-.-"arial::alE-i‘I\EZI e
737714

ABCC13|150000

ABCD2[225

ABHD11|83451

ABHD3[171586

ABRA|137735

ACADM)|34

ACAP2|23527

ACERZ)340485

10 ACTR2|10097 v

L= e B = T L I

17
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Plot Tupe Sekction
() PCA () Line () Heat Genome |‘-.-bnn V| . | Fitered LUAD v|. | v||:| Prop.
() Scatter () Bar () Table (® Special . | Fikered Sk Ch v| r | v|
o seeM 1.1 e[ S|
M Filtered LJAD

H Filtered SKCM .
Yenn Diagram

Filtered LLUAD Filtered SKCM
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FAX: 052-624-4389
E-mail: biosupport@filgen.jp
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