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[ Abstract] Objective To identify biomarkers and the underlying mechanisms of ankylosing spondylitis ( AS) -related uveitis at
the transcriptome level. Methods Whole blood samples were collected from four patients with AS-related uveitis, and three sex- and
age-matched healthy controls (HCs) were analyzed using the Tllumina HiSeq X Ten platform for transcriptome sequencing. The differ-
entially expressed genes (DEGs) between AS-related uveitis patients and HCs were profiled using R Studio 4. 1. 0, and a heat map was
generated. KEGG pathway enrichment analysis and GO enrichment analysis of DEGs were performed to reveal the functional annotation
and pathway of DEGs. The STRING database was used to establish a protein-protein interaction ( PPI) network and Cytoscape software
to visualize the PPI network. Finally, the screened hub genes were verified using quantitative real-time polymerase chain reaction
(qRT-PCR). Results Cytohubba plug-in selected 10 key genes obtained by EPC method. Under selection conditions ( | Log2 Fold
Change | >2 and p-value <0. 05) , 82 upregulated genes and 30 downregulated genes (n=112) were detected. Five genes were selected
to verify by using qRT-PCR analysis. This indicated that C1QTNF4 and NFKBIZ were most important key genes. Conclusions The i-
dentified DEGs and hub genes help us to understand the molecular mechanisms underlying AS-related uveitis.
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