	Feature
	ABBR

	2 Aggregate Dinucleotide Frequencies (%G+C ratio, %A+U ratio)
	G + C, A + U

	16 dinucleotide frequencies (%XY) such that X,Y e Σ[A,C,G,U]
	AA, AC, AG, AU, CA, CC, CG, CU, GA, GC, GG, GU, UA, UC, UG, UU

	MFE Index 1 = dG/%(C+G)
	MFE1

	MFE Index 2 = dG/number_of_stems, where each stem is at least 3 continuous base pairs in the structure
	MFE2

	MFE Index 3 = dG/number_of_loops , where number_of_loops is the number of the loops in the secondary structure
	MFE3

	MFE Index 4 = dG/total_bases
	MFE4

	MFE Index 5 = dG/%(A+U) ratio
	MFE5

	Adjusted Minimum Free Energy of folding dG = MFE/L, where MFE is the minimum free energy of the structure as calculated by the Vienna fold routine
	dG

	Adjusted base pairing propensity dP = total_bases/L, where L is the length of the structure and total_bases the number of base pairs in the structure
	dP

	Adjusted base pair distance dD
	dD

	Adjusted shannon entropy dQ
	dQ

	Positional Entropy dPs: a new introduced attribute which estimates the structural volatility of the secondary structure
	PosEntropy

	Normalized Ensemble Free Energy
	EAFE

	Structural Diversity
	Div/ty

	Frequency of MFE structure
	Freq

	Diff = |MFE-EFE|/L where, EFE is the ensemble free energy
	Diff

	Structure Enthalpy dH
	dH

	Normalized Structure Enthalpy dH/L
	dH/L

	Structure Entropy dS
	dS

	Normalized Structure Entropy dS/L
	dS/L

	Melting Temperature Tm
	Tm

	Normalized Melting Temperature Tm/L
	Tm/L

	|X-Y| is the number of (X-Y) base pairs in the secondary structure
	|A-U|/L, |G-C|/L, |G-U|/L

	Average base pair per stem
	Avg_BP_stems

	%(A-U)/n_stems, %(G-C)/n_stems, %(G-U)/n_stems.

	(A-U)/n_stems,
(G-C)/n_stems,
(G-U)/n_stems

	Ratio G/C ,where G,C is the number of G,C bases
	G/C

	BP is the total number of base pairs and GC,GU,AU the number of respective base pairs
	BP/GC, BP/GU, BP/AU

	Length of the sequence
	Len

	Centroid Energy: RNA folding related attribute calculated by the Vienna RNA package
	CE/L

	Centroid Distance: RNA folding related attribute calculated by the Vienna RNA package
	CE_dist

	5 statistical features
	zG, zP, zD, zQ, zSP

	Topological descriptor dF
	dF
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