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»,T umors eVofve ﬁg‘part of an evolut&ﬁlary process
where distinct. sets of genomic mutatlons :
; accumulatg in diff erent cell hneages descending
- frem.an orlglnal Lﬁfﬂer cell. A better .
| 'qnd%rstandlng"fbf how stich tumor hneé‘ges evolve
0 Vﬁl‘*tlme Avhicher autations occur together or
sep‘arately* and in what order these mutations
were gained: may-yield 1inpor3§ant insight into
_cancer and howdso treat it. Thus in recent years
- there has beeman 1n<;reased infterest in
'UAcomputatlolgallyfmférrmg the evolutionary history
‘of a tumor ~. fhatf is}a rooted tree where vertices
represent populatlons of cells that have a unique
complement of somatiemutations and edges that
_represent ancestral relationships between these
populations. Hewever, accurately inferring these
trees is often a challenging process. In this talk;, I
will discuss-several nmethods designed in my lab
that address issues related to the inference of
tumor evolution. This includes methods to
compare these trees that take into account the
unique structure of tumor evolution and both

graph and optimization based methods that are . ' _MS(C\S CO LLO QU IK‘IV_]M »‘“MO N.’ MARCH 6 D

able to create a consensus tree from a set of :
conflicting tumor evolutionary histories. T A SRR 3 30 pm RNS 31 O




