Supplemental Table S6: Degree of overlap between PAR-CLIP prediction sets and those of other methods including ours

The 68 human miRNAs, for which targets are described in this Table, are those for which targets (3′UTRs of human mRNAs) were predicted by all the methods considered: PAR-CLIP [1], PicTar [2], MiRanda [3], PITAtop [4], TargetScan [5] and our method (this paper). From left to right, the columns in Table S6 show: column 1, method name (and for our method, concentration of miRNA and mRNA); column 2, numbers of targets predicted by each method; column 3, the number of predicted targets within the set of 1927 targets predicted by PAR-CLIP when Watson-Crick pairing is required at nucleotide positions 2-7 inclusive; columns 4 and 5, the corresponding percentages of the 1927 PAR-CLIP predictions and of the number of targets predicted by that method (from column 2); and columns 6-8, as for columns 3-5 only based on the 1247 targets predicted by PAR-CLIP requiring WC pairing at positions 2-8 inclusive. 

For the 100 most-abundant miRNAs in HEK293 cells, PAR-CLIP predicted 38221 cross-linked sites [1] which can show different modes of binding with the miRNA seed regions, i.e. some contain a mismatch or a bulge. Of these 38221 sites, we selected the 10860 that contain WC seed matches corresponding to nt 2-7 of the miRNA, and mapped them to 3′UTRs of RefSeq mRNAs, yielding 2467 sites of which 2326 represent non-redundant miRNA-mRNA combinations. Of these 2326 non-redundant PAR-CLIP targets, 1927 are predicted as targets of the 68 miRNAs described in the paragraph above. Similarly, 1247 targets are predicted for these 68 miRNAs when a WC seed match is required at miRNA positions 2-8.

	Column 1
	Column 2
	Column 3
	Column 4
	Column 5
	Column 6
	Column 7
	Column 8

	Method
	Num targets
	PAR-CLIP

nt 2-7
	% PAR-CLIP
	% Num
	PAR-CLIP

nt 2-8
	% PAR-CLIP
	% Num

	PicTar
	31638
	566
	29.37
	1.79
	457
	36.65
	1.44

	miRanda
	112009
	974
	50.54
	0.87
	816
	65.44
	0.73

	PITAtop
	48992
	840
	43.59
	1.71
	757
	60.71
	1.55

	TargetScan
	46274
	864
	44.84
	1.87
	709
	56.86
	1.53

	Our method
	
	
	
	
	
	
	

	  1 µM 30%*
	30008
	393
	20.39
	1.31
	297
	23.82
	0.99

	  2 µM 30%*
	32852
	454
	23.56
	1.38
	336
	26.94
	1.02

	  4 µM 30%*
	35589
	519
	26.93
	1.46
	389
	31.19
	1.09


* Targets predicted at initial concentrations 1 µM (2 µM, 4 µM) for each miRNA and each mRNA species, and requiring the predicted mRNA concentration to be reduced by at least 30%.
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