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FOXP3-related ceRNA network analysis in head and neck squamous cell carcinoma
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Abstract: Objective To explore the FOXP3-related mechanism underlying head and neck squamous cell carcinoma. Methods We
used chioportal to identify the co-expressed genes of FOXP3 in 279 samples from head and neck squamous cell carcinoma in TCGA database.
We used String database to establish the co-expression network of FOXP3. The function of co-expression network was identified through DA-
VID database. We used miRTarBase and StarBase database to screen the microRNA ,IncRNA and circRNA that regulate FOXP3. Finally, Cy-
toscape software was used to establish FOXP3-related ceRNA network. Results  We found 950 FOXP3 related co-expressed gene. ( Spearman
score ouer 0.5) These genes were enriched in immune response including T cell,leukocyte and lymphocyte activation. CeRNA network re-
vealed that 2 microRNAs (i. e. ,miR-31-5p and miR-210-3p) ,42 IncRNAs (e. g. , XIST, TUG1, JRK and LINC00473) and 31 circRNAs
(e.g. ,ZNF223_hsa_circ_000898 and ISY1_hsa_circ_001090) could regulate FOXP3. Conclusion We established FOXP3-related ceRNA
network and identified 42 IncRNAs and 31 circRNAs that regulate FOXP3. The data generated from this study could provide a new cut point
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