Scott Kahn, J Stem Cell Res Ther 2013, 3:5
http://dx.doi.org/10.4172/2157-7633.51.010

) 4 2" International Conference and Exhibition on
OMIESGrouo

Accelerating Scientific Discovery I

October 23-25, 2013 Holiday Inn Orlando International Airport, Orlando, FL, USA

Application of genomic sequencing for understanding tumors

Scott Kahn
lllumina, Inc., USA

he decreasing costs of genome sequencing and the availability of CLIA/CAP sequencing labs have created an opportunity

to characterize tumors at the molecular level. The molecular variability of tumors of the same histological type both suggest
the importance of using genome sequencing to guide therapeutic decisions, and the challenges in understanding the significance
of the somatic events of a tumor. This presentation will survey the state-of-the-art in current sequencing technology and its
application to tumor characterization.
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