Table S2. List of initial features and the element number of each feature.
	Type of properties
	Features (dimension)
	Sources [reference]

	Basic sequence
attributes
	Sequence length (1)

Amino acid composition (20)

Di-peptide composition (400)
	Locally calculated

	Physicochemical and biochemical
properties
	Amino acid propensities (544)
	Locally calculated based on the amino acid indices obtained from AAindex 1[]


	
	Extinction coefficient (4)

Instability index (1)

Aliphatic index (1)

Grand average of hydropathicity (1)

Isoelectric point (1)

Molecular weight (1)
	ProtParam 2[]


	Structural properties
	Solvent accessibility (4)

Secondary structural content (3)
	NetSurfP 1.1 3[]


	
	Unfoldability (1)

Disordered regions (3)
Global charge (1)

Hydrophobicity (1)
	FoldIndex 4[]


	Signal peptide and
transmembrane topology
	Signal peptide (2)
	SignalP 4.0 5[]


	
	Transmembrane domains
(alpha-helix and beta-barrel) (3)
	TMHMM 2.0 6
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TMB-Hunt 7[]


	Post-translational modifications
	Phosphorylation (3)
	NetPhos 2.0 8
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	Acetylation (1)
	NetAcet 1.0 9[]


	
	Palmitoylation (4)
	CSS-Palm 3.0 10[]
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