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Motivation

Understanding gene interactions or functional relationships
(FRs) since they work as a system, eventually form a network

Not everybody needs to know everything!!

Existing analysis toolboxes infer pathways:
from apriori knowledge - GenMAPP, FatiGO, GSEA

from the given data with no apriori knowledge - ARACNE,
CYTOSCAPE, BANJO and BNARRAY

Factors like non-canonical signaling mechanism (Zhou et al.,
2007), cross-talk (Sachs et al., 2005) and population
heterogeneity demands the later




Objectives

Intended users

Provide a menu-driven GUI (parameter recommendations)

Act as an interface

Encourage reproducibility and transparency of research

Incorporate R-functions directly
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Future work

Discretization options for heterogeneous data

Handling time-course expression data

Documentation and examples of synthetic network

Interface to other packages

Blog creation
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