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Additional File 6. Gene ontology analysis of RNA-seq data shown in Figure 3A
RNA was collected from FLS transfected with CFH IVT mRNA or EGFP IVT mRNA (negative control). RNA-seq analysis was performed to examine FH-induced gene expression in primary cultured FLS (n = 4, each from an individual subject). This table shows the list of functional annotations for upregulated genes. The ontology analysis was performed using DAVID Bioinformatics Resources v2025 (https://david.ncifcrf.gov/), accessed on July 7, 2026.
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Functional Annotation Chart in DAVID analysis (Pathway Analysis)

Term Count P-Value

Cytokine-cytokine receptor interaction 14 6.8E-11

Viral protein interaction with cytokine and cytokine receptor 9 1.7E-08
TNF signaling pathway 9 4.7E-08

Chemokine signaling pathway 10 7.2E-08

IL-17 signaling pathway 8 1.5E-07

Rheumatoid arthritis ( %) 8 1.5E-07

NF-kappa B signaling pathway 6 1.9E-04
Legionellosis 5 2.8E-04

Lipid and atherosclerosis 7 4.1E-04

Epithelial cell signaling in Helicobacter pylori infection 5 5.7E-04

( * ) CXCL8, CSF2, CXCL1, CXCL2 were included.





