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Protein kinases are engymes that mediate cellular decision
processes by catalyzing the addition of a negatively charged
phosphate group to protein substrates, which can subse-
quently be recognized by phosphorylation- dependent
binding domains in other proteins. The human genome
encodes 518 protein kinases, which have been organized into
a tree that represents evolutionary relationships. The
substrale specificitics of kinases are in part determined by
the amino acid sequence of the phosphorylation sites, and
comprehensively mapping the consensus sequence motif
recognized by cach kinase catalytic domain is thus crucial for
understanding phosphorylation-mediated signaling
nelwirks,

MetPhorest (httpz//netphorest.info) is a community
resiurce that uses phylogenetic trees to organize data from
both in vive and in vitro experiments to derive sequence
specificities for individual kinase or phosphorylation-
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Finding the Targets of the Human Kinome
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