2018 2021

Classification attempt of breast cancer by gene analysis system
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We investigated the clinicopathological characteristics of FAM64A protein,
which has been implicated in the development of breast cancer. In immunostaining of surgical
specimens, FAM64A-positive cases expressed the protein in the nucleus and correlated with triple
negative (hormone negative, HER2 negative), high histological grade, and high Ki67index. FAMG64A was
found to cause cell death in FAM64A-positive breast cancer cell lines by knockdown analyses, and to
bind to proteins involved in DNA stabilization and drug resistance. It is a potential therapeutic
target for breast cancer and is expected to be applied as a molecular marker for breast cancer
segmentation and treatment decision making.
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