	Feature
	ABBR
	Category

	number of matches in seed part
	mats
	structural

	number of matches in out-seed part
	matos
	structural

	total number of matches
	mat
	structural

	number of GC matches in seed part
	gcmats
	structural

	number of GC matches in out-seed part
	gcmatos
	structural

	total number of GC matches
	gcmat
	structural

	number of AU matches in seed part
	aumats
	structural

	number of AU matches in out-seed part
	aumatos
	structural

	total number of AU matches
	aumat
	structural

	number of mismatches in seed part
	unps
	structural

	number of mismatches in out-seed part
	unpos
	structural

	total number of mismatches
	unp
	structural

	number of GU wobble pairs in seed part
	gus
	structural

	number of GU wobble pairs in out-seed part
	guos
	structural

	total number of GU wobble pairs
	gu
	structural

	number of other mismatches in seed part
	miss
	structural

	number of other mismatches in out-seed part
	misos
	structural

	total number of other mismatches
	mis
	structural

	number of bulges in seed part
	buls
	structural

	number of bulges in out-seed part
	bulos
	structural

	total number of bulges
	bul
	structural

	number of loops in seed part
	symls
	structural

	number of loops in out-seed part
	symlos
	structural

	total number of loops
	syml
	structural

	number of asymmetric loops in seed part
	asymls
	structural

	number of asymmetric loops in out-seed part
	asymlos
	structural

	total number of asymmetric loops
	asyml
	structural

	length of largest bulge
	maxbul
	structural

	number of bulges of length 1-7 and greater than 7 in seed part (8 features)
	cbul1s, cbul2s, cbul3s, cbul4s, cbul5s, cbul6s, cbul7s, cbul8s
	structural

	number of bulges of length 1-7 and greater than 7 in out-seed part (8 features)
	cbul1os, cbul2os, cbul3os, cbul4os, cbul5os, cbul6os, cbul7os, cbul8os
	structural

	number of symmetric loops of length 1-7 and greater than 7 in seed part (8 features)
	csl1s, csl2s, csl3s, csl4s, csl5s, csl6s, csl7s, csl8s
	structural

	number of symmetric loops of length 1-7 and greater than 7 in out-seed part (8 features)
	csl1os, csl2os, csl3os, csl4os, csl5os, csl6os, csl7os, csl8os
	structural

	number of asymmetric loops of length 1-7 and greater than 7 in seed part (8 features)
	casl1s, casl2s, casl3s, casl4s, casl5s, casl6s, casl7s, casl8s
	structural

	number of asymmetric loops of length 1-7 and greater than 7 in out-seed part (8 features)
	casl1os, casl2os, casl3os, casl4os, casl5os, casl6os, casl7os, casl8os
	structural

	proportion of A, C, G, U in the target sequence (4 features)
	aper, cper, gper, upper
	structural

	distance from the start of the seed part to the last match of the out-seed part
	dist
	structural

	seed score obtained by the sum of pair scores in the seed region. GC and AU with 5, GU with 2 and the others with -3
	scores
	structural

	out-seed score obtained by the sum of pair scores in the out-seed region. GC and AU with 5, GU with 2 and the others with -3
	scoreos
	structural

	free energy of the seed part
	mfes
	thermodynamic

	free energy of the out-seed part
	mfeos
	thermodynamic

	free energy of the total miRNA-mRNA alignment structure
	mfe
	thermodynamic

	free energy of the target sequence
	mfet
	thermodynamic

	normalized free energy of the target sequence= (-1 * free energy of the target sequence)/log(length of target * length of miRNA)
	nmfe
	thermodynamic

	difference in the free energies of the total miRNA-perfect target alignment structure and the total miRNA-mRNA alignment structure
	dmfe
	thermodynamic

	positions from 1 to 20 with a GC match, an AU match, a GU match or a mismatch (20 features)
	pos1, pos2, pos3, pos4, pos5, pos6, pos7, pos8, pos9, pos10, pos11, pos12, pos13, pos14, pos15, pos16, pos17, pos18, pos19, pos20
	positional

	terminal (position 8) base match
	match8
	positional

	positional pair score obtained by the sum of the product of the weight and the corresponding pair score throughout the total miRNA-mRNA alignment structure. G:C and A:U are awarded with 5, G:U with 1, all other mismatches with -3 and the mismatches containing gaps with -1. Positional weight is 1 for all non-seed positions and 2 for all seed positions.
	s106
	positional

	matrix score obtained by the sum of the diagonal elements in the matrix formed by the miRNA and its target. WC pairs: 5, Wobble pairs: 2, Inserts: -1, Deletes: -1, Symmetric mismatches: -3, Mismatches: -2
	score
	positional

	deviation of the positional pair score with the score obtained with a perfect target
	ds108
	positional

	deviation of the matrix score with the score obtained with a perfect target
	ds109
	positional

	existence of the 10 most frequent nucleotide sequence 'words' with lengths 4, 5, 6, 7, 8 from the seed sequence of the miRNAs of our dataset
	ugag, cagu, agug, agguag, aggua, aggu, gguag, ggua, guag, ugcu
	motif
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