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Background: Circulatory human system, and specifically blood features, reflect the body physiological and pathological condition
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Method Study @: Eight-year longitudinal study of whole blood gene

expression profiles in individuals undergoing long-term medical follow-up

Method Study €@: Bioinformatics methods for the identification of
treatment response prediction immunomarkers in pancreatic cancer
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Key biological processes and associated genes which are significantly different between the

Conclusion Stud !! Stable disease group and Progressive disease group,

the identified genes are related to the prediction of anti-tumor immune response.
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