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A method to narrow down the candidates of causal genes
in diseases by an approach of computational systems biology
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In general, it is a final goal that the relationships between many molecules
(networks) are presented in computational systems biology. Unfortunately, it
is frequently difficult to verify them, when many molecules are composed of
the networks. To attain at the new findings in collaboration with
experimental biologists, we should take one step forward to narrow down the
candidates based on the networks. Here, we introduce a procedure including

the methods for network inference and evaluation.

A IS AT MEMEIC BT, SHOS T RO BEME R R T L AR
7R L LTRSS ND, L LARE, EBRIFEZC & > TR 7715
WA, TORIEERIIED THECH S, © 2T, EBRRIEC L2 AN
FHRADEDITE, Fy b7 — 2 PO A TR s AT DAY O %
S 51T BHE S, R TRE A BB AS T E TRV AT T & A
WD, TOEDICUETEHDF Y kT — 7 HEEHEE I ORI 2 A
o



