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ROC curves: Direct approach
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ROC curves: Spectral approach
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ROC curves: Supervised approach
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I SULFUR METABOLISM : REDUC TION AND FIXATION
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Estimating Protein Network from Multiple Genomic Data
by Kernel Methods

Yoshihiro Yamanishi and Jean-Philippe Vert

Ecole des Mines de Paris, Center for Computational Biology

This paper presents a new method for infering protein networks from multiple types of
genomic data. Based on a variant of kernel canonical correlation analysis, the originality is
in the formalization of the protein network inference problem as a supervised graph learn-
ing problem, and in the integration of heterogeneous genomic data within this framework.
Promissing results are presented on prediction of the protein network for yeast Saccha-
romyces cerevisiae from four types of available data: gene expressions, protein interaction
data from yeast two-hybrid systems, protein localization data, and phylogenetic profiles.
It is shown that the proposed method outperforms other unsupervised network inference
methods. The comprehensive prediction of a global protein network enables estimation of
unknown functional relationship between proteins.

Key words: Kernel methods, canonical correlation analysis, graph inference, genomic data, protein
network.



