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Functional analysis of the caveola-specific protein during tumor progression

Tange, Shoichiro
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In this study, we analyzed the genes identified as candidate prognostic
markers across carcinomas. Analysis of TCGA information in a database of clinical specimens showed
that some candidate genes were up-regulated in some tumors, including breast cancer, and that the
overall survival of the high expression group was significantly shorter than that of the low
expression group.

Quantitative PCR experiments using a breast cancer cell line cDNA also showed enhanced transcription

of the gene. However, we counld not observe the protein translated from the gene. Thus, although
this gene does not directly contribute to the malignant transformation of tumors, it is considered
to be a valid marker of poor prognosis malignancy because elevated transcriptional levels correlate
with shorter survival.
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