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Gene-to-Gene Projection
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Gene-to-Gene Projection
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Contributions
ExacT WEIGHTED CLIQUE DECOMPOSITION (EWCD)
Input:  a graph G, non-negative edge weights w, .
Output: a set of at most k weighted cliques such that w agrees with
the sum of containing cliques on each edge.
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Contributions
ExacT WEIGHTED CLIQUE DECOMPOSITION (EWCD)
Input:  a graph G, non-negative edge weights w, integer k.
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> K =total # of cliques — k = # distinct cliques



Challenges

» Simplified setting (integral weights, exact sums) vs. real data.
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Results

» Two new FPT algorithms for solving EWCD (FPT 1/FPT 2).
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Results
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