Table 1: A list of initial features for prediction of blood-secreted proteins. (The number in parentheses

represents the vector dimension of each property)

autocorrelation (240), Sequence order(160),

Pseudo amino acid composition (50)

Type of properties Features (dimension) Sources
Amino acid composition (20), sequence
. . . locally calculated
length (1) , di-peptides composition (400)
General  sequence | Normalized Moreau-Broto autocorrelation
features (240), Moran autocorrelation (240), Geary

Profeat[1]:http://jing.cz3.nus.edu.sg/cgi-bin/prof/prof.cg

Physicochemical

Hydrophobicity (21), normalized Van der
Waals (21), polarity (21),
polarizability (21), charge (21), secondary

volume

structure (21) and solvent accessibility (21)

locally computed with three descriptors: composition
(C), transition (T), and distribution (D)[2]

properties
Solubility (1), unfoldability (1), disorder .
. PROSO[3] : http://webclu.bio.wzw.tum.de:8080/proso/
regions (3), global charge (1) and . .
N Phobius[4]: http://phobius.shc.su.se/
hydrophobility (1)
SSCP[5]: http://coot.embl.de/SSCP/
Structural Secondary structural content (4), ) ] o )
) . . Radius Gyration : http://www.scfbio-iitd.res.in/software/
properties shape (Radius Gyration) (1)

proteomics/rg.jsp

Domains and motifs

Signal peptide (1), transmembrane domains
beta (5),
Glycosylation (both N-linked and O-linked)
(4), Twin-arginine signal peptides motif
(TAT) (1)

(alpha  helix and barrel)

SignalP[6]: http://www.cbs.dtu.dk/services/SignalP/;
TMB-Hunt[7]:http://bmbpcu36.leeds.ac.uk/~andy/betaB
arrel/AACompPred/aaTMB_Hunt.cgi;
NetOgly[8]:http:/imww.cbs.dtu.dk/services/NetOGlyc/;
NetNgly: http://www.cbs.dtu.dk/services/NetNGlyc/;
TatP[9]: http://www.cbs.dtu.dk/services/TatP/
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