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Obj ectives/Goals Abstract
Ovarian cancer is one of the deadliest gynecological cancers dueto2

to identify biological pathways that are altered in ovap

utilize these signatures and other multidimensional

possible mechanisms of aberrant gene expression in ovari
Methods/Materials

, and DNA methylation were
performed on these signatures
inally, the signatures were utilized

R, and published studies, as well as a number of
Rechanisms of aberrant gene expression in

genomic signatures for abnormal mMRNA expression,
determined and cross-validated. Pathway enrichme
using an algorithm based on a hypergeometric f
in conjunction with data collected from cBioP
statistical tests and algorithms implemented iR
ovarian cancer.
Results

Six robust genomic signatures that
generated and used in integratg

mor and normal ovarian tissue samples were
. Furthermore, six smaller signatures were

S N Qr thIS dlsease, each yielding a predictive accuracy of

90% or greater. The results al so PrQaed muI sle Psgghways altered in this disease, in particular cell

Conclusiong/Discussion
Various features have been o ‘ (Vserve as diagnostic biomarkers in ovarian cancer.
Moreover, the data from the Katdgrayl ges provide important information on pathways and gene

expression regulatory Qovariah cancer that can further our understanding of the
carcinogenesis proc

these results n Id |mportant implications in diagnostic and therapeutic applications.
Summary
Using 0 10 nformatlcstools genomic signatures were identified and used in integrated
analysesto predictive features, altered pathways, and biological mechanisms causing aberrant
gene expressiomN ian cancer.
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