(ollAR 0 2 %)

Y

= @ X E B

i 3 fe A KA

TRy Y T

EHEE HE R

TiwmXOBEA :

A Bioinformatics—to—Clinic Sequential Approach to Analysis of
Prostate Cancer Biomarkers using TCGA Datasets and Clinical
Samples: A New Method for Precision Oncology?
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