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Introduction and Aims

Predictive model:
LDHA, FSCN1, SLC2A1 +

* Cholangiocarcinoma (CCA) is a heterogeneous group of biliary tumors

» Poor prognosis, even among patients undergoing curative-intent surgery, with Biological sex, age, CCA subtype, and surgery resection margin
recurrence rates of 50-70% and five-year survival rates between 7% and 20%.
* Lack of reliable and clinically validated prognostic biomarkers Recurrence-free survival predictive model stratifies patients Overall Survival predictive model stratifies patients into 5- PROgnostic CHOLangiocarcinoma (PROCHOL)
into 2-years recurrence risk groups years OS risk groups web based calculator

This study aimed to identify and validate prognostic biomarkers in tumor tissue using
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« Biomarkers were expressed in CCA cells and in tumor microenvironment
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Figure 1. (A) Venn diagram illustrating the overlap of candidates of bad and favorable prognosis identified in three References

analysis groups: all CCA samples, iCCA samples, and iCCA with NO lymph node status, resulting in a list of 52 final
candidates. (B) Heatmap summarizing the 52 prognostic biomarkers across analysis groups. (C) Multivariate RFS (left)
and OS (right) analysis of genes identified as significantly associated with RFS or OS, respectively, in univariate Cox PH
analysis. Genes are classified according to the direction of their HR and statistical significance, as determined by the Wald
test( HR>1 & p <0.05: up; HR <1 & p < 0.05: down; p > 0.05: ns). Macias RIR, et al. Diagnostic and prognostic biomarkers in cholangiocarcinoma. Liver Int. 2019.

Banales JM, et al. Cholangiocarcinoma 2020: the next horizon in mechanisms and management. Nat Rev Gastroenterol Hepatol. 2020.
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