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ABSTRACT: The properties of the surface amino acids that exposed to the solvent can influence the fold and polymerization
processes, protein-protein interaction and the function of proteins. This paper analyzes the properties of surface amino acids such as
hydrophobicity, conservation, electrostatic potential and structural properties. Also, the methods using these properties to predict the
interfaces between two interacting proteins in the international filed were reviewed. Finally we introduced several softwares of predicting
surface amino acids.
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Fig.1 Solvent accessible surface and molecular surface
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Fig.3 Molecular surface
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Table 1 Several methods for predicting PPIs and major features™
Web sever Method Major feature
Cons-PPISP™ Neural Network Solvent accessibility and sequence information
http://pipe.scs.fsu.edu/ppisp.html
InterProSurf™ Scoring Function Solvent accessible surface area, propensity of
http://curie.utmb.edu/ interface residues
http://curie.utmb.edu/
Patch Finder Plus!” Neural Network Surface concavity, surface area, amino acid
http://pfp.technion.ac.il/ hydrophobicity, propensity of interface residues,
PPI-Pred ™ SVM surface shape and solvent accessible surface area
http://bioinformatics.leeds.ac.uk/ppi-pred Solvent accessibility
ProMate ! Scoring Function Solvent accessible surface area, propensity of
http://bioportal.weizmann.ac.il/promate/ interface residues
PPI-Pred  ProMate N NetSurfP  Protein Solvent Accessible Surface Area Predict-
- or (ASAP)
- NetSurfP 79 %
Bradford
SVM — Bs)
SVM N N
N N PSSM
PSSM
PPI-Pred 180 76 o
%8 ProMate — N N
N N N o
N N B . ASAP http:
/lecb.imb.uq.edu.au/ASAP/
ProMate ASA N N
70 %2, -
4.2
4 CCP4 6.1.13 (http://www.ccp4.ac.uk/y  NACCESS V2.1.1
— (http://www .bioinf.manchester.ac. uk /naccess/)
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