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Understanding the mechanisms of cancer development

L.

and--uncovering—actionable target genes or disease— MEE, REASHENRSSHASRE
related_pathways —is_essential for cancer treatment. B9, EALEST, REEERMERS
With_ rapid advances-_in “high—throughput sequencing I AE & A% . FE X, &
technelogies, some targe —scale cancer genomics

Bioinformatics . Neural Computation .
Pattern Recognition . | EEE/ACM
of multi—-dimensioenal “and different-omics-data. And it Transactions RF|ATIZERIIEEZSA
is._widely acecepted-—that=genes—or pathways-are often M5 ERRSN FEEILTI08E, T

projects,. such-as TGGA and-1CGC, have produced a sea

fuhetion==cooperatively. by interaction._ nétwork in 2212000400 . TEREREARNSES
cancer-. progression. JSo-.we —can investigate cancer ESAMER (BAES) , BLHE3M,
progression —mechanism by integrating multi—omics L sp B 2 IE . 20074EEhERI SRS T
based._on network-.How-do we-distinguish driver genes T TR, 2010E5REE B8R
or 1mpoertant—pathways from_passengers? In this talk, Rl (B A ) 2016
| will give the._netwoerk—based computational methods EMERRZE -2 (Bo=RA) ,

to discover driver genes and. cancer subtype. In DO19LEE R A B RRI S — = (FB—o=
addition, | will introduce two models which are BAD .

designed to solve maximum weight submatrix problem

based on mutation data to identify driver pathway.
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