Table 2. Previously functionally validated SNPs affecting miRNA binding sites, recovered by the TargetScan/RNAhybrid pipeline.
	SNP ID
	Gene
	miRNA
	Alleles
	Ref Context++
	Ref MFE
	Alt Context++
	Alt MFE
	Associated disease
	Ref

	rs12720208
	FGF20
	hsa-miR-433-3p
	G/A
	−0.941
	—
	—
	—
	Parkinson's disease
	(Wang et al. 2008)

	rs5186
	AGTR1
	hsa-miR-155
	A/C
	−0.894
	—
	—
	—
	Hypertension
	(Haas et al. 2012)
	rs10876135
	TFCP2
	hsa-miR-197-5p
	A/G
	−0.825
	—
	—
	—
	Alzheimer's disease
	(Roy and Mallick 2017)

	rs3742943
	JAG2
	hsa-miR-1224-3p
	C/T
	−0.679
	—
	—
	—
	Neurodegeneration
	(Saba et al. 2014)

	rs9291296
	GABRA4
	hsa-miR-26a-5p
	A/G
	—
	—
	−1.767
	—
	Autism
	(Saba et al. 2014)

	rs11540855
	ABHD8
	hsa-miR-4707-3p
	A/G
	—
	—
	−0.992
	−27.5
	Breast cancer
	(Li et al. 2017b)

Context++ scores are unitless (TargetScan); MFE in kcal/mol (RNAhybrid). Blank cells(“—”) indicate TargetScan predicted no binding site for that allele (Context++ score not applicable); and for MFE it means the value did not meet RNAhybrid's stability/significance cutoff.

