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Figure S1. Percentage of disease-associated sex-biased miRNAs in each conservation group. Each bar in this
chart represents the percentage of FBmiR or MBmiR in specific disease that fall in the corresponding
conservation group for the four disease groups: a. Infectious b. Neoplasms ¢. Endocrine diseases, and d.
Developmental anomalies.
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Figure S2. FBmiR- and MBmiR-related transcription factors (TF) enriched using the TAM2.0 algorithm in the

four disease groups: a. Infectious b. Neoplasms ¢. Endocrine diseases, and d. Developmental anomalies.



