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Optimization of pancreatic cancer chemotherapy disease assessment using a
genotype stratification approach
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Background: Althou?h preoperative therapy for pancreatic cancer (PC) is
increasingly performed, evidence on optimal patient selection for surgery remains limited. While
normalization of these two tumor markers is proposed for the indication, FUT2/3 genotypes can affect
their values. Methods: We performed TagMan PCR to genotype FUT2/3 on 345 PC patients who underwent
surgery after preoperative therapy between 2012 and 2021. We evaluated the tumor markers
fluctuations to develop a novel prognostic model. Results: Genotyping was successful in 341. Nobel
prognostic model (tumor marker gene model; TMG model) successfully stratified their prognosis (HR =
4.47, P < 0.01) than conventional uniform cutoff model (HR = 1.61, P = 0.12) . New cutoff levels of
each FUT2/3 status had a better stratifying ability for postoperative survival than the traditional
uniform cutoff approach among initially unresectable PC patients.
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