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Supplementary

Screening stage
Samples: 5 BC pools vs. 3 HC pools (n=40)

Methods: qRT-PCR, 28 miRNAs selected from literatures

Training stage
Samples: 30 BC patients vs. 30 HCs (n=60)
Methods: qRT-PCR, 10 candidate miRNAs

Validation stage
Samples: 82 BC patients vs. 82 HCs (n=60)
Methods: qRT-PCR, 8 candidate miRNAs

Diagnostic miRNA panel
Backward stepwise logistic regression, 5 candidate miRNAs

Bioinformatics analysis
MiRNAs target genes prediction

Functional enrichment annotation

Survival analysis
OncoLnc based on TCGA dataset

Kaplan-Meier curve

Filter: FC >1.5 or <−1.5, and P value <0.05

Filter: P value <0.05

Filter: P value <0.05, ROC curve analysis

Figure S1 Our study was following the chart. BC, bladder cancer; HCs, healthy controls.


