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;E%ﬂﬁg : Advances in genome sequencing technology allow to generating a large amount of genomic
data for tumors and paired normal samples. Traditionally, somatic mutations and other genomic
alternations in tumor genomes have been widely explored and studied. Thus far, only limited research
groups have worked on germlin}g@omics of cancer. Here | will present several studies in cancer
germline genomics which have been do;ie in the past few years. The first part includes new insights into

cancer biglogy, highlighting the importance of the ge
et e

r%line genomes for tumorigenesis, metastasis, and

guidance in treatment. The second part includes con

quworks,.;and new algorithms to use
TR At St S e

dict clinical outcomesa mutations-fe or e ancer detection

germl ne'genomic dat

Wl



