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Predictive role of S1I00A9 in polycythemia vera complicated with arterial

thrombosis based on bioinformatics
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Abstract

Objective: To screen the key genes and signaling pathways of polycythemia vera complicated
with arterial thrombosis by bioinformatics, and to explore their possible mechanisms and clinical ef-
fects. Methods: The gene expression datasets of polycythemia vera and acute coronary syndrome
were retrieved from the gene Expression Omnibus (GEO) database, and differentially expressed
genes with co-expression patterns were identified using GEO2R. GO and KEGG enrichment analysis
of co-expressed differentially expressed genes were performed with the help of the Wei Sheng Xin da-
tabase. The protein-protein interaction (PPI) network was established using the STRING and was
subsequently visualized using Cytoscape to screen the key genes. Diagnostic significance was deter-
mined by evaluating expression levels and drawing ROC curves. Finally, SI00A9 co-expressed genes

and enriched signaling pathways were mined by GeneMINIA and GSEA tool. Results: Sixty-one co-
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expressed differentially expressed genes were identified, and 8 key genes were screened for evalua-

tion. The evaluation revealed that SI00A9 exhibited significantly elevated expression in cases of poly-

cythemia vera complicated with arterial thrombosis, demonstrating diagnostic significance. This ele-

vated expression was found to be closely associated with ST00AS8 and Toll-like receptor-4. Conclu-

sion: STIO0A9 is highly expressed in polycythemia vera complicated with arterial thrombosis. It may

play a pro-inflammatory activity in the form of SI00A8/A9 to promote arterial thrombosis in patients

with polycythemia vera by regulating white blood cell and/or Toll-like receptor signaling pathway.

Therefore, SI00A9 holds potential as a biomarker for predicting the risk of arterial thrombosis in poly-

cythemia vera.
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