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Varisbles g x 16650643 | 0.00672228 0.186076 4.714 4.0816 3.7711 [a1691  3.9084
Variable Lists [ X _'.ﬂ[ ®H 16650735 | 0.00614369 0.180003 8.0053 7.9837 7.2586 [7.0982 | 7.4673
) } 16651071 | 0.00777804 0.197505 4.896 5.4158 4.2121 (45047 4.5503
@ Q l e 16651177 | 0.00073038 0.215264 2.9774 3.2493 2.4229 [23825 | 23719
[E| [0]| Search 0o |0 16651071 [ 0.0033468  0.1373 5.715 5.6718 4.9223 51633 | 4.8722
Affy_Cancer.geda--- 153 153 16652173 | 0.00398857 0.147588 7.7527 8.1679 7.4118 72851 7.2054
16652530 | 0.00308861 0.133941 6.8366 7.0517 5.922 [6.0003  6.3648
16652635 [ 0.0033469  0.1373 5.715 5.6718 4,9223 |5.1633  |4.8722
Variable Dz 3 &) (¥ [ @ Qy[ ® 16652830 | 0.00359577 0.141138 4.0483 5.005 4.4850 [3.0088 4.1468
= * n 16653561 [ 0.00871556 0.206732 6.8834 6.5999 5.0882 [6.1854 | 5.7214
16654167 [ 0.0023834  0.123277 6.8431 6.6299 6.2276 |5.8646  6.012
|120| 17016486 16654160 | 0.00457506 0.157143 0.3684 8.0791 8.6881 [8.4552 84125
1215 17016499 B 16654173 | 0.00506788 0.164881 9.8900 9.6932 9.264 [o.1792 | 9.2461
422; 17016506 = 16654355 | 0.0002471-- 0.0568465 4.8756 4731 4.2244 [a0719 41653
i 16654383 [ 0.0027549  0.129616 5.2649 5.0785 4.2419 [4.6002  4.5814
Varizbles = = 1/ 1: 36048 & of 16654801 | 0.00726679 0.191649 3.8154 32.5847 2.6177 20006 32184
Gene HIST1H2BL i 16655347 | 0.00158496 0.105304 6.1892 5.4139 3.252 3.0304  2.8447
Symbol 16655751 | 0.00445666 0.155244 6.5228 6.2685 5.9385 |5.8307  |s5.5821
Gene Title  histone cluster 1, H2bl 16655875 | 0.00577683 0.174992 4.7727 4.9436 4.2049 41648 3.9344
Pathway - 16655937 | 0.00718698 0.190388 5.3763 5.622 4.9455 (4.6386  4.905
i Il 16656345 || 0.00759931 0.19514 6.2243 6.1832 5.1205 [5.4508  5.3749
;23:;”5 16656687 | 0.00455951 0.157074 7.2555 6.9528 5.754 5832 6.3599
16657055 | 0.00659194 0.184201 6.0178 6.194 5.3295 [5617  |5.7336
Swiss-Prot Q39880 16657165 [ 0.00514109 (0.165755 4.3319 4.0509 3.6027 35117 3795
Hs.137594 // bone - 16661684 [ 0.00717229 0.190186 = sana & na7y 4 0R7 ganaa 51712 r i
6/6 Samples 153/53617 Variabled Filename - id ~ = 16661684
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M3igDB Home
About Collections

Browse Gene Sets
Search Gene Sets

GSEA Home Downloads

= MSigDB

== Molecular Signatures

Molecular Signatures Database

register

Molecular Signatures Database v5.0

——
» Investigate Gene Sets Database
» View Gene Families
> =D Overview Collections

The Molecular Signatures Database (MSigDB) iz a collection of
annotated gene sets for use with GSEA software. From this
web site, you can

Search for gene setz by keyword.

Browse gene sets by name or collection.

Examine a gene =et and its annotations. See, for
example, the ANGIOGENESIS gene =et page.

Download gene sets,
Investigate gene sets:

Compute overlaps between your gene set and gene
etz in MSigDB.

Categorize members of a gene set by gene families.

View the expression profile of a gene =et in any of
the three provided public expression compendia.

Registration

Please register to download the GSEA software and view the
MSigDB gene sets. After registering, you can leg in at any
time using your email address. Registration is free. Its only
purpose iz to help us track usage for reports to our funding
agencies.

Current Version

MSigDB database v5.0 updated April 2015. Release notes.
GSEA/MSigDB web site v5.0 released March 2015

Contributors

The MSigDB is maintained by the GSEA team with the support
of our M3igDB Scientific Advisory Board. We also welcome

U S S T S T S |

The MSigDB gene sets are divided into 8 major collections:

s =2 BROAD

INSTITUTE

hallmark gene sets are coherently expressed

H signatures derived by aggregating many MSigDB
gene sets to represent well-defined biclogical
states or processes.

C 1 positional gene sets for each human
chromosome and cytogenetic band.

curated gene sets from online pathway
CZ databases, publications in PubMed, and knowledge
of domain experts.

motif gene sets based on conserved
C3 cis-regulatory motifs from a comparative analysis
of the human, mouse, rat, and dog genomes.

computational gene sets defined by mining
C4 large collections of cancer-oriented microarray
data.

C5 GO gene sets consist of genes annotated by the
same GO terms.

oncogenic signatures defined directly from
CG microarray gene expreszion data from cancer gene
perturbations.

immunologic signatures defined directly frem
C7 microarray gene expression data from
immunelegic studies.

Filgen
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BFyME#HRIE. MSigDB(http://www.broadinstitute.org/gsea/msigdb/index.jsp)
M O-RUR., BFET-FI71 )\ 22DFEFERTIEE,
BSIRE - J\ADIARE, FRAZ REZEMFTHIEEINIEGF Y N1V RSN TV, 29



http://www.broadinstitute.org/gsea/msigdb/index.jsp
http://www.broadinstitute.org/gsea/msigdb/index.jsp
http://www.broadinstitute.org/gsea/msigdb/index.jsp

BEF Y MER Filgeng

biosciences & nanosciences

-
<, Qlucore Omics Explorer 3.1 (64-bit) GSEA Workbench --- Affy_Cancer.gedata

Affy_Gancer gedata @ Name
B Samples 53617 Variables

Siz2 Matches  ES NES p q  Descripti Seore | Heatmap | List Details
Warishle identifier: id

Gene Set Lists from

G¥Program Filss¥Qlucore¥Qlucore Omics Ex m

] c2.cgp.v5.0.symbols.gmt N
"] c2.cp.biocarta.vs.0.symbels.gmt / E{E?t\y |\77’(}l/
[ c2.cp.kegg.v5.0.symbols.gmt k

[T Qlucore_test_set.gmt
[ Qlucore_test_set2.gmt
Reactome_Pathways_SUBSET_FOR_DE

I b
4| 11 [3

9= 1 B

Metric  SNR -

Group ~ [ Cancer - \

Eliminated factars (=] [+ E{ﬁ?ﬁ/’]'ﬁb‘@iiﬁ%ﬁi@?}?

o EIzFLYNIPAIE BIRFIIIFITOFEZERL. 5TEZHIET 5.

23



BEFy MR Filgeng

biosciences & nanosciences

—— E—— — —— -
<, Qlucore Omics Explorer 3.1 (64-bit) GSEA Workbench --- Affy_Cancergadata — Elﬁu
Affy Gancer gadata ® Name Size Matches ES NES - Score | Heatmap | List Details |
6§ Samples 25264 Variables = RNA Polymerase | Promoter Opening
Wariahle identifier: Gene Symbol 1 |RNA Polymerase I Promoter Opening
2 1 1
Gene Set Lists from 3 08 1 1
1 ! !
C¥Frogram Files¥Qlucore¥Qlucore Omics Ex [« | 4 o7 ! !
] \ !
c2.00p.v5.0.symbols.gmt 3 a6d | |
c2.cp.biecarta.v5.0.symbols.gmt 8 asd | .
c2.cp.kegqg.v5.0.symbols.gmt 7 | :
Qlucore_test_sat.gmt 8 w 047 | |
Qlucore_test_set2.gmt a w039 | ; i
Reactome_Pathways_SUBSET_FOR_DEN 10 oz | |
1 01{ |
12 ' ' . (l
oo
13 1 | ~J I
01 ! !
14 ! ! |
15 e ! ! U
16 ' '
17 '
18 '
18 '
20 '
7n ) |
2 ! !
23 oy !
24 ' 1
40+ ! !
25 ' '
26 PO |
Al Eoh :
] i r ! ! }
q= ! !
204 1 1
! !
Metric  SMR A A i = = e e e e e e e e e e " . .
q -404
Group ~ [ Gancer - : :
60 : T ; — T T
Bl st (©) (@) i 5000 10000 15000 20000 25000
Variable Index
() (stmsd) @
[

o FTENRTIDL. RIREIMNKEVELTF2Z(ED. Bl FyrOUXM
TRRSND.

24



BAEF Y MER Filgeng

biosciences & nanosciences

K[cc Glycolysis / Gl is - Homo i (human)

[ Pathway menu | Organism menu | Pathway entry | Download KGML | Show description | Use
Homo sapiens (human) -

PATHWAYS » Acetylation and Deacetylation of RelA in The Nucleus
FF | sLycoLYss / GLUCONEOGENESIS
o

Submitted by: Michael Shih, PhD. Bl Guru: H&2
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NFKBE Pathway

PROTEIN LIST

REGUEST & CATALOG

Cabon fization
in photosynthebe organisms

DESCRIPTION:

CONTRIBUTORS:  Glenn Croston Ph.D.
REVISION HISTORY:
REFERENCES:  Gilmore T. The Rel/NF-kB signal transduction pathway: An introduction to the Rel/NF-kB Signal Transduction
Pathway. Http://people.bu.edu/gilmore/nf-kb/mainfrpy.html
hella

Lin-Feng Chen., Wolfgang Fischle., Eric Verdin., and Warner C.Greenea. Duration of Nuclear NF-kE Action 00010 223115
Regulated by Reversible Acetylation. Science, vol 293, 2001, 1653-57. () Kanskusa
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