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50 years of development and misconceptions:
what we now know about peptide chromatography

Oleg Krokhin, PhD
Associate Professor, Department of Internal Medicine, University of Manitoba
Senior Scientist, Manitoba Centre for Proteomics and Systems Biology

Novel high-throughput proteomic techniques provide massive information on protein identity and expression, and
HPLC retention properties of peptides.We use the latter to improve our understanding of peptide reversed-phase
HPLC mechanism and develop peptide retention prediction models. Our Sequence-Specific Retention Calculator
algorithm remains the leading tool in the field, currently being supported by ~2,500,000 peptides retention
database - largest high-quality peptide retention repository compiled to date.This presentation will cover the most
important discoveries of my research program in the last 20 years, including recent study on the effect of sorbent
pore size on peptide separation selectivity.
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