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	Tools
	Parameter
	Value Range
	Meaning

	TargetScan
	Site type
	8mer > 7mer > 7mer-A1 > 6mer
	The matching sites in the seed region (nucleotides 2 to 8 from 5′ of miRNA that have perfect WC pairing with the 3′ UTR), from the strictest to the least strict.

	
	Context++ score
	From 1 to −1
	The sum of the contribution of 14 features for each of the four site types, the more negative the score, the greater the repression.

	
	Context++ score percentile
	From i to 100 − i;
	Percentage of sites for the miRNA with a less favorable context++score.

	
	Weighted context++ score
	From 1 to −1
	The scores with a lower negative value indicate a greater prediction of repression.

	
	Cumulative weighted context++ score
	C(i–1) + (1 − 2CSi)(AIRi-C(i–1))
	This score estimates the total repression expected from multiple sites of the same miRNA, for each mRNA target predicted.

	
	Branch-length score
	8mer: 1.8; 7mer-m8: 2.8; 7mer-A1: 3.6; 6mer: NA
	This score is the sum of phylogenetic branch lengths between species that contain a matching site.

	
	PCT score
	Between 0 and 1
	The higher the score, the greater the conservation and the greater mRNA destabilization expected.

	
	Aggregate PCT
	Value = 1 − ((1 – PCT) site1 × (1 − PCT) site2
	For each miRNA, this parameter includes the conserved 3′ UTR targets with multiple sites that were missed in the human 3′ UTR annotation, but were present in the mouse annotations.

	
	Conserved sites
	≥0
	Number of conserved sites identified.
	

	DIANA Tools
	miTG score
	From 0 to 1
	This is a general score for the predicted interaction, the closer to 1, the greater the confidence.

	
	Also Predicted
	red, blue and green
	This compares with other tools; miRanda in red, TargetScan in blue and TarBase in green.

	
	Region
	UTR3, CDS
	Region of the mRNA where the interaction occurs.

	
	Binding Type
	6mer; 7mer; 8mer; 9mer; miRNA bugle
	The matching sites between the miRNA and the mRNA.

	
	Score
	From 0 to 1
	It is the site contribution score in the miTG score.

	
	Conservation
	≥0
	Number of species in which the predicted interaction is conserved.

	
	Signal-to-noise ratio (SNR)
	>0
	This score is a measure of the “signal to noise” ratio, which enables the identification of the miTG score of each interaction without background noise.

	
	Precision
	From 0 to 1
	This score is an indicator of the false-positive rate in a miTG interaction.

	miRanda
	mirSVR score
	<0
	This score is an estimate of the miRNA effect on the mRNA expression level. The more negative the score, the greater effect.

	
	PhastCons score
	From 0 to 1
	This measures the conservation of nucleotide positions across multiple vertebrates.
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