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Predict response to CRT for esophageal squamous cell carcinoma, and analysis the
mechanism of resistance to CRT

Kishino, Takayoshi
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To predict response to CRT for ESCC, I focused on DNA repair pathway. |
selected 46 candidate DNA repair genes for mutation analysis. Then, | analyzed 51 biopsy samples for
the 46 DNA repair genes by target deep sequencing, and PARP1 SNP associated with response to CRT.
To confirm the result, I analyzed another 61 biopsy samples, and I can not confirm the result.

PARP1 SNP may not be predict resistance to CRT for ESCC.
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Integrated analysis of
genetic and epigenetic alterations
in Esophageal squamous cell carcinoma.
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