	Feature class 
	Features (No. of feature values
	Program used to calculate the features

	Sequence features
	Sequence Length (1)

AA composition (20)
	Fldbin (1), Profeat (2)

	Physicochemical properties
	Hydrophobicity (21), normalized Van der Waals volume (21), polarity (21), polarizability (21), charge (21), secondary structure (21), solvent accessibility (21), Pseudo-AA descriptor (50)
	Locally calculated, Profeat (2): using three descriptors:  composition, transition, and distribution

	
	Unfoldability (1), charge (1), hydrophobicity (1), # of disordered regions (1), longest disordered regions (1), # of disordered residues (1), PI (1), MW (1), charge (2), percentage of disordered region (1)
	Fldbin (1), Swiss-(3), locally calculated 

	Motifs
	Transmembrane domain (1), Twin-arginine signal peptide (1), transemembrane domains (alpha helix, or beta barrel) (2), Glycosylation number & presence (N&O linked) (4)
	TMB-Hunt 
 ADDIN EN.CITE 

(4-5)
, TatP (5), phobius (6), NetOgly (7), NetNGly (8)

	Structural properties

	Secondary structural content (4), Radius gyration (1), Radius (1),
	SSCP (9), Radius Gyration (http://www.scfbio-iitd.res.in/software/proteomics/rg.jsp, locally calculated


