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SUPPLEMENTARY MATERIALS 

Supplementary Table S1. Clinicopathological variables included in exploratory analyses. 
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Note: PSA, prostate-specific antigen; ISUP GG, International Society of Urological Pathology Grade Group; 

EPE, extraprostatic extension; SVI, seminal vesicle invasion; BCR, biochemical recurrence; CSM, cancer-

specific mortality. 

 



Page 

Supplementary Table S2. Representative miRNA–target gene interactions identified from TargetScan and 

miRTarBase. 

miRNA Target Gene Evidence Source Interaction Type 

miR-206 CLTC TargetScan / 

miRTarBase 

Predicted + validated 

miR-205-5p CLTC TargetScan Predicted 

miR-145-5p CDK6 TargetScan / 

miRTarBase 

Predicted + validated 

miR-24-1-5p CDK6 TargetScan Predicted 

miR-206 LASP1 miRTarBase Validated 

miR-205-5p HMGB3 miRTarBase Validated 

Note: Interaction evidence was obtained from TargetScan (Release 7.2) and miRTarBase databases. 
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Supplementary Table S3. Representative KEGG pathway enrichment results. 

Pathway Gene Count Raw p-value Adjusted p-value 

(FDR) 

Representative 

Target Genes 

PI3K-Akt 

signaling pathway 

18 0.0012 0.009 CDK6, EGFR, 

VEGFA 

MAPK signaling 

pathway 

15 0.0024 0.014 MAPK1, RAF1, 

FOS 

Regulation of actin 

cytoskeleton 

11 0.0041 0.021 CLTC, RAC1, 

CDC42 

Focal adhesion 10 0.0063 0.028 ITGB1, PXN, 

VEGFA 

Note: Adjusted p-values were calculated using the Benjamini–Hochberg false discovery rate correction. 


