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Network generating approaches
(I) networks based on correlation of gene

Inferring Gene Regulatory Networks expression
From Time Series Gene Expression Data (1) expression data superimposed on known
immunological pathways
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Aim

By inferring gene regulatory networks from genomics data,

Generate gene regulatory networks from key regulator genes can be identified

gene expression time series data
Identify and analyze key regulators

Expression patterns of immunological key regulator genes

Combine different known immunological suggest correlation with overall expression of pathways in
pathways in ‘big' network which these key regulator genes are involved

Identify and analyze key regulators
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