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What is Pathway Commons?
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Public pathway and
iInteraction databases

BIND e BioGRID ¢ CORUM e CTD e
DIP e DrugBank e HPRD e
HumanCyc e IntAct (Complex) e
INOH ¢ KEGG e miRTarBase e
MSigDB e NCI - PID e NetPath e
PANTHER Pathway e
PhosphoSitePlus e Reactome e
Recon X ¢ SMPD e WikiPathways

ﬂ Pathway Commons
over 4 000 pathways

1.3 million interactions

ID Mapping

Metabolic Pathways
Molecular Interactions
Signalling Pathways
Regulatory Networks

Validation Genetic Interactions
Integration Apps Tools

t Data

Search pathways and interactions with apps

Text Query

Pathways - 'Search’

www.pathwaycommons.org/pathways/

Q

1 Interactions - 'PCViz'

www.pathwaycommons.org/pcviz/
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Get pathway and interaction data

Downloads

Perform enrichment analyses with gene set database (GMT) files which list
genes in each pathway; View and analyze pathways using Simple Interaction
Format (SIF) files which list interacting gene pairs; Get rich, machine-readable
descriptions in the Biological Pathway Exchange (BioPAX) format.

Web services

Perform a full-text Search over the entire database; Use Get to retrieve a
specific pathway or interaction in the database by URI in a variety of output
formats (BioPAX, SIF, SBGN-ML, GMT); Use Traverse and Graph to access
and navigate over pathways and interactions in the database.

Access software tools and components

Pathway Commons
Search and view pathways in Cytoscape with the CyPath2 app; Access the
web services using the cPath2-client JavaScript library.

Biological Pathway Exchange (BioPAX)

Read, export and validate BioPAX using the Paxtools software library; Use R
to interact with pathway data in BioPAX format using the paxtoolsr package;
View and edit pathways using the Chisio BioPAX Editor (ChiBE).

Systems Biology Graphical Notation (SBGN)
Use the sbgnmli-to-cytoscape and cytoscape-sbgn-stylesheet JavaScript
libraries to convert and render pathways encoded in SBGN-ML using

cytoscape.js.

O github.com/PathwayCommons

Access training materials for pathway analysis

Visit our Guide (www.pathwaycommons.org/guide/) to read case studies,
primers and workflows for pathway analysis.

Pathway Commons, a web resource for biological pathway data.
Cerami E. et al. Nucleic Acids Research, vol 39: D685-90, 2011.
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