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Prognostic modeling of myxoid liposarcoma by gene expression and histopathology
with focus on tumor immunity.

Takashi, Kamatani
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This study aims to elucidate tumor immunity in myxoid liposarcoma (ML) based
on gene expression, histopathology and whole exome sequencing data so as not only to predict
prognosis but also the response for cancer immunotherapy drugs. We combined gene expression data,
pathology images, and whole exon sequencing data of ML to extract prognostic features. I published
several papers using the analysis methods developed in this study and was invited as a guest speaker
to conferences.
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