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J.-C.Heinrich and M.Schroeder

Kernel-based data fusion for gene prioritization i125
T.D.Bie, L.-C.Tranchevent, L.M.M.van Oeffelen and Y.Moreau

Co-occurrence analysis of insertional mutagenesis data reveals

cooperating oncogenes i133
J.de Ridder, J.Kool, A.Uren, J.Bot, L.Wessels and M.Reinders

Cotranslational protein folding—fact or fiction? i142
C.M.Deane, M.Dong, F.P.E.Huard, B.K.Lance and G.R.Wood

Identification of functional modules from conserved ancestral

protein–protein interactions i149
J.Dutkowski and J.Tiuryn

Computational prediction of host-pathogen

protein–protein interactions i159
M.D.Dyer, T.M.Murali and B.W.Sobral

GPDTI: A Genetic Programming Decision Tree Induction

method to find epistatic effects in common complex diseases i167
J.K.Estrada-Gil, J.C.Fernández-López, E.Hernández-Lemus,
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C.Kolářik, M.Hofmann-Apitius, M.Zimmermann and J.Fluck

A geometric approach for the alignment of liquid chromatography—

mass spectrometry data i273
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