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Volcano & MA plots

logFC is actually log2
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ChlP-seqtoo

Analysis of ChlP-seqgives a set of (regulated) genes as well!
Hypergeometric methods
GREAT
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wealth of choices

Gene Identifiers

Compute Overlaps Compendia expression profiles
H: hallmark gene sets @ & Human tissue compendium
C1: positional gene sets H (Movartis]

Global Cancer Map

C2: curated sets H B
curated gene se (Broad Institute)

CGP: chemical and genetic perturbations B NCI-60 cell lines
CP: Canonical pathways H (Mational Cancer Institute)
CP:BIOCARTA: BioCarta gene sets H display expression profile

CP:KEGG: KEGG gene sets H
CP:REACTOME: Reactome gene sets H Gene families

C3: motif gene sets H e ————
MIR: microRMA targets B
TFT: transcription factor targets H
C4: computational gene sets B
CGM: cancer gene neighborhoods H
CM: cancer modules H
C5: GO gene sets [x]
BP: GO biological process H
cC: GO cellular component H
MF: GO molecular function H
C&: oncogenic signatures H
C7: immunologic signatures B

show [top 10 ¥ | genesets

with FDR g-value below |0.0%

compute overlaps
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Gene Identifiers Compute Overlaps Compendia expression profiles
H: hallmark gene sets @ & Human tissue compendium
C1: positional gene sets H (Movartis]

Global Cancer Map

C2: curated sets H B
curated gene se (Broad Institute)

CGP: chemical and genetic perturbations B NCI-60 cell lines
CP Canopical pathways [x] (Mational Cancer Institute)
CP:BIOCARTA: BioCarta gene sets H display expression profile

CP:KEGG: KEGG gene sets H

CP:REACTOME: Reactome gene sets H Gene families

o THOHTIEIE SE - show gene families
MIR: microRMA targets B
TFT: transcription factor targets H
C4: computational gene sets B
CGM: cancer gene neighborhoods H
CM: cancer modules H
C5: GO gene sets [x]
BP: GO biological process H

cC: GO cellular component H

MF: GO molecular function H

C&: oncogenic signatures H

E C7: immunologic signatures B

show [top 10 ¥ | genesets
with FDR g-value below |0.0%

compute overlaps




GO = Gene ontology
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Annotations (non-exp and exp)

GO = Gene ontology

Mostly from UniProt

Annotations by Species
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Pathway annotation
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Biocarta

http:// cgap.nci.nih.gov/Pathways/BioCarta Pathways
Outdated/retired

BioCarta Announcement

For previously distributed products carried by BioCarta, please visit Allele
Biotechnology at http://www.allelebiotech.com/

If you continue to be interested in BioCarta's pathways, please
visit http://cgap.nci.nih.gov/Pathways/BioCarta_Pathways

BioCarta had not been updating its pathways. The information provided might have
been outdated. As a result, we have discontinued offering pathway information online.
You may view our pathway figures at
http://cgap.nci.nih.gov/Pathways/BioCarta_Pathways _ If you are interested in using
some of its pathway figures, please contact info@biocarta com for permission.



http://cgap.nci.nih.gov/Pathways/BioCarta_Pathways

KEGG

Heavy on metabolism; commercid since 2008




Reactome

Curated by EMBL
System of pathway peer review
Many apps

REACTOME

A CURATED PATHWAY DATABASE

About Content Documentation Tools Community Download Contact Search

Tweets
Eﬁ % m Current Version: Reactome V54

Browse Pathways Analyze Data Reactome Fl Network

72 4 O

Data Download Contact Us
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Pathway Browser
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Method classification

Review from 2009 counted 638
Algorithms split in three groups:

Singular enrichment analysis (SEA)

Gene set enrichment analysis (GSEA)

Modular enrichment analysis (MEA)
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Method classification

Review from 2009 counted 638

Algorithms split in three groups:
Singular enrichment analysis (SEA)
Gene set enrichment analysis (GSEA)
Modular enrichment analysis (MEA)
Major features:
Statistical algorithm
Uses all genes or only selected portion?
Uses weights or only presence/absence based?
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Underlying statistics

Used distributions:
Hypergeometric distribution (Fis
Binomial distribution
Non-parametric (i.e. no distribution)

PARAMETRIC NON -
PARAMETRIC
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DAVID spices

Background

_ Gene List Manager
Dramatically

overloaded
Wlth’ eh’ - Use All Species -

Mus musculus(49)

th|ngs Many Rattus norvegicus(41)

Homo sapiens(40)

thlngs | Select Species |

List Manager Help

Select List to:

Lse Rename

| Show Gene List |

Annotation Summary Results

Current Gene List: List_1
Current Background: Mus musculus

H

Functional_cCategories (3 selected)

H

Gene_Ontology (3 selected)

H

General Annotations (0 selected)

H

Literature (0 selected)

H

Main_Accessions (0 selected)

H

Pathways (2 selected)

H

Protein_Domains (3 selected)

H

Protein_Interactions (0 selected)

H

Tissue_Expression (0 selected)

***ped annotation categories denote DAVID defined defaults™***

Combined View for Selected Annotation

| Functional Annotation Clustering |

| Functional Annotation Chart |

| Functional Annotation Table |




M1 macrophagesvs DAVID




