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< DECREASE ANALYSIS TIME.

< EASE GENERATION OF NEW HYPOTHESES AND DESIGN OF
NEW EXPERIMENTS.

4 Information about the service:
BIOMARKER CANDIDATES. < You can contact me at: veronique.voisin@utoronto.ca

< ULTIMATE GOAL: IDENTIFICATION OF THERAPEUTIC OR

< We have created a survey to assess your needs:

< Enrichment map: a network-based method for gene- please go to http://www.surveymonkey.com/s/HZXD7VD

set enrichment visualization and Iinterpretation.

MERICO ET AL. PLOS ONE. 2010 NOV 15;5(11). (*) Standardized data input: only already statistically analyzed

data in a correct format for GSEA analysis are accepted for
pathway and network analysis



