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Condition-specific network construction
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Step 1: Select the type of input data

Step 4: Identify candidate biomarkers
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’ Statistics and analysis:

You can go on the statistics and analysis work as follows:
1) Show the distribution of NSR and TFP value respectively.
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miRNA by signed-rank test.

Please set the p-value of significant level: ( default: 0.05)

a. Pvalue of NSR:  0.05

b. Pvalue of TFP:  0.05
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Step 3: Calculate NSR and TFP Jvalues





Figure S1. The software tool MiRNA-BD. The program first identifies condition-specific miRNAs and miRNA-mRNA network from the reference network according to the actual inputs, and then calculates the NSR and TFP of miRNAs based on the condition-specific network. Candidate miRNA biomarkers with significantly high NSR and TFP values will be finally obtained (default threshold: p-value<0.05, Wilcoxon signed-rank test).

