Extraction of Patterns and Identification of Genes (EPIG)

EPIG is an in-house developed microarray gene expression data analysis tool. EPIG
consists of two parts. The first part is pattern extraction. The second part is the gene
identification.

(1) Extraction of Gene Expression Patterns

User may click Button “Pattern Extraction” to perform pattern extraction. “z-score
filtering” will filter those genes which have one or more data points with z-score larger
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