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Abstract

Objective: To study the role of AHCY, which encodes the enzyme S-adenosyl-homocysteine hy-
drolase (SAHH), in tumor initiation, progression and immunotherapy, through investigating the corre-
lation between AHCY expression and immunity and visualizing its prognosis in pancreatic cancer.
Methods: We retrieved raw data on AHCY expression in cancer patients from TCGA and GTEx data-
bases. In addition, we investigated the genomic alterations, expression patterns and survival analysis
of AHCY in pan-cancer from multiple databases, including cBioPortal and GEPIA databases. The
correlation between AHCY expression and tumor immune infiltration was studied using TIMER, and
the proportion of tumor infiltrating immune cells (TTIC) and the amount of matrix and immune compo-
nents were evaluated in the TCGA database using CIBERSORT and ESTIMATE calculation
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methods. The protein-protein interaction analysis was performed in the GeneMANIA database and

gene function enrichment was studied using Gene Set Enrichment Analysis (GSEA). Results: Com-

pared with those in normal tissues, AHCY mRNA expression levels were elevated in several cancers,

and AHCY was a prognostic risk factor for adenoid cystic carcinoma, bladder cancer, papillary renal

cell carcinoma, soft tissue sarcoma and lung adenocarcinoma. In some cancers, AHCY expression

was negatively correlated with immune cell infiltration, immune regulatory genes, tumor mutation

burden, and microsatellite instability. Conclusion: These findings suggest that AHCY may serve as a

biomarker for cancer immune infiltration and poor prognosis, and provide new ideas for cancer treat-

ment.
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