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Analysis of intra-tumoral heterogeneity of breast cancer using single-cell
whole-genome sequencing techniques(Fostering Joint International Research)
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i _ | studied at Nick Navin’ s Lab at Dep. of Genetics for one year and learned
cutting-edge technologies for translational study, such as liquid biopsy and single cell genomic
analysis.

We applied novel liquid biopsy technology named PEGASUS to sequence matched blood samples and
central system fluid (CSF) from 10 breast cancer patients with leptomeningeal disease. Our data
identified aneuploid copy number aberrations and somatic mutations (range: 11-25) in the CSF of 7
pagients, including mutations in known driver genes such as BRCA2, TP53 and amplifications of MYC
and ERBB2.

Thanks to the great experience there, | continue translational research with the technologies in
Japan and keep in touch with great researchers at MDACC.
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4. CSF CtDNA whole-genome copy number profile ( ) mutation profile ( ).
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