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Analysis of molecular mechanisms involved in fibrosis and inflammation by
comparing subtypes of well-differentiated liposarcoma

KATO, Ikuma
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While well-differentiated liposarcoma commonly has MDM2 gene amplification,
they exhibit a heterogeneous histological appearance. To investigate molecular mechanisms involved
in fibrosis and inflammation in addition to MDM2 gene amplification, we analyzed RNA sequencing data

of 6 case having both lipoma-like and sclerosing areas. As a result, 9 highly expressed RNAs In
sclerosing areas were found, some of which could be studied for protein expression. However, no
specificity for the subtype was proven after studying many cases.
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