Supplemental Table S4: Degree of overlap between our prediction sets and those of other methods

The Table shows the number of miRNA targets in human 3′ UTRs predicted by our method and PicTar [1], MiRanda [2], PITA and PITAtop [3] and TargetScan [4], and the number and percent that are also predicted by each other method.

	
	
	PicTar
	miRanda
	PITAtop
	TargetScan
	Our method

	
	
	Num
	%
	Num
	%
	Num
	%
	Num
	%
	Num
	%

	
	Num targets
	55940
	
	232116
	
	89732
	
	77168
	
	60284
	

	PicTar
	55940
	
	
	29652
	53
	28196
	50
	21874
	39
	10245
	18

	miRanda
	232116
	29652
	13
	
	
	68971
	30
	39543
	17
	24762
	11

	PITAtop
	89732
	28196
	31
	68971
	77
	
	
	36633
	41
	15840
	18

	PITA
	1098794
	47459
	85
	203354
	88
	
	
	68750
	89
	54855
	91

	TargetScan
	77168
	21874
	28
	39543
	51
	36633
	47
	
	
	14059
	18

	Our method
	60284
	10245
	17
	24762
	41
	15840
	26
	14059
	23
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