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Development of the screening method for biomarkers to predict the response to
dCRT in cancer cells by support vector machine.
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This study aimed to establish an efficient method to identify novel
biomarkers with high accuracy that have not been found so far by using nonlinear separation methods
for biomarker search. Using drug sensitivity data and genome-wide DNA methylation data from an
extensive public database, the methylation value of CpG probes was compressed based on genomic
location information, the target probes that showed nonlinear separation patterns for drug
sensitivity were selected, and then constructed a screening method using SVM. Validation using the
database allowed us to identify markers with high accuracy. Next, we applied the method using data
on response to chemoradiotherapy for esophageal cancer. Any novel biomarkers were not identified in

the validation.
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Detection of alternative splicings and the causative genomic variants with only transcriptome data
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Detecting genomic variants causing abnormal splicing using only transcriptome data
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