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Multidisciplinary modificomics to search for novel and early markers to detect
hepatobiliary cancers
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By comprehensive glycoproteomics, we successfully detected and identified novel
protein biomarker for excessive drinking. Alterations of this protein were not as a result of liver
injury, but by excessive drinking per se. Interestingly, the changes were seen in non-responders to the
conventional markers for drinking. We are planning to conduct more comprehensive analyses to detect
cancer specific post-translational protein modifications including phosphorylation and ubiquitination.
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