Stratification of prostate cancer tissue biopsy samples using PCT-SWATH
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1. PCT-SWATH permits high-throughput, reproducible quantitative
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proteomic profiling of biopsy tissues.

2, The thus obtained proteotypes separated histologically
indistinguishable tissue biopsy samples.

3, New protein biomarkers candidates for precise stratification of
prostate cancer were identified, awaiting for further validation in
independent cohorts.
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