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Abstract

e AIM: We sought to identify key genes related to
nonarteritic anterior ischemic optic neuropathy ( NAION)
and provide bioinformatics support for elucidating the
pathogenesis of NAION.

* METHODS . Based on rat GSE43671 dataset, which was
acquired from GEO, we identified modular genes with
highly correlated clinical phenotype by WGCNA package
in the R language. Then Gene Ontology (GO) and Kyoto
encyclopedia of genes and genomes ( KEGG) analysis
were performed with ClusterProfiler package. In addition,
Cytoscape was used to screen potential key genes and
establish miRNA-key genes network.

¢ RESULTS: There were 22 modules identified from the
GSE43671 dataset by the WGCNA method, among which
the blue module has the highest correlation coefficient.
GO enrichment analysis suggested that the genes in the
epithelial  tube
morphogenesis and other biological processes, receptor
complex and other cell components, and structural
constituent of eye lens and other molecular functions.
KEGG suggested that the genes in the module mainly
relate to signaling pathways including neuroactive ligand-

module mainly manifest in the

receptor interaction, human papillomavirus, MAPK and
PI3K/Akt. There were 10 key genes screened by PPI
network and Cytoscape including Psmb9, Psma7,
Map3k14, Psmei, Nfkb1, Rela, Psma5, Relb, Psmb4 and
Nfkb2, and 6 miRNA were predicted as miR- 383 - 5p,
miR-9a-5p, miR-155-5p, miR-223-3p, miR-495 and
miR-325-3p.
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¢ CONCLUSION: Using the WGCNA method to screen out
the relevant pathways, key genes, and microRNA for
NAION, it provides a theoretical basis for exploring
pathogenesis and treatment methods of NAION,
however, more animal and cell experiments are needed
to further validate.
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