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Abstract: Protein-Protein interaction interface database (PPIIDB) is developing on the basis of cellular and biological 

processes of protein-protein interaction interfaces of protein network. PPIIDB is collection of dataset of PPII of Breast 

cancer of Homosapience which developed on the basis of various parameters such as such as Accessible Surface Area 

(ASA), Buried Surface Area (BSA), Binding energy (∆G), Cluster Coefficient (CC), Connectivity, Degree of node or 

Degree of network, Euclidean Distance between interacted proteins, Network Interaction Modularity (Im), size of 

interface or Voronoi Interface Area (VIA), Significant Connected Component (SCC), Scoring Function, Combine 

Association Score (CAS), Surface shell (No of Surface Shell Residue, Surface Shell Area),interface face (no. of 

Interface Residue, Interface Area), Interior core (No of Interior Residue, Interior Area), Resolution, length etc. 
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1. PPIID INTRODUCTION 

 

Protein-protein interactions interface (PPII) of protein 

network database can perform a big role in many 

biological functions and processes in field of 

bioinformatics and biotechnology and also in System 

biology. This Protein-protein Interaction Interface (PPII) 

database can be enhancing our knowledge and many 

biological process and functional in biological system. 

Protein–Protein interactions interfaces (PPII) also regulate 
many fundamental cellular processes in biological system. 

There are many databases are related to protein-protein 

interaction available like HPRD, DIP, and BIND, IntAct, 

BioGRID, MINT, OPHID, POINT, PDB, STRING, and 

nterPare [1]. The Protein-Protein Interaction Interface 

Database (PPIIDB) is developed on the basis of the 

Protein-Protein Interaction Interface (PPII) of protein 

network with various parameters such as combine 

association score (CAS), buried surface area (BSA), 

Network Interaction Modularity (Im), Accessible surface 

area (ASA), Binding energy (G), interface face (No of 
Interface Residue, Interface Area), Cluster coefficient 

(CC), connectivity, Degree of node or Degree of network, 

Euclidean Distance between interacted proteins, size of 

interface or Voronoi Interface Area (VIA), significant 

connected component (SCC), Scoring Function, surface 

shell (No of Surface Shell Residue, Surface Shell Area), 

interior core( No of Interior Residue, Interior Area), 

Resolution, length etc. 

 

The interaction interface of Protein is basically developed 

on the structural data of protein network and some 

biological and physical parameters of protein-protein 
Interaction Interface complexes. These entire protein-

protein interaction interfaces are basically taken from the 

breast cancer of the Homosapience. [5]. we can avail all 

the PPII parameters required data and values at one and 

single platform with integrated form of data about PPII.  

 

 

To achieve this purpose in easy way, we have to develop a 

PPII database [2]. 

Protein-protein Interaction Interface (PPII) Database, 

which is containing experimental data of various 

parameters of Protein-protein Interaction Interface (PPII) 

along with various method of interaction methodology, 

interaction technique of proteins and various type of 

biological protein networks with structural information 
and experimental conditions of proteins and its network 

[1].  

The basic mission of the Protein-protein Interaction 

Interface (PPII) database is to provide an integrated 

platform where inventors, student, and researchers 

involved in protein-protein interaction interface studies 

can find all the necessary data available at single place. 

Protein-protein interactions interface database form the 

basis for most cellular and biological processes including 

events intimately linked to human disease such as breast 

cancer. The defining to the protein-protein interaction 
interface was described various way and methodology [4]. 

 

2. PPIIDB DEVELOPMENT 

 

In this project we have used to protein network and 

interaction of protein to   describe the protein and their 

relationship status between protein-protein interaction 

interfaces of PPII database. To create a protein-protein 

interaction interface (PPII) database model and use this 

PPII database model to provide possible protein 

interactions interface database. In PPII the Protein A is 

base protein or master protein also we can say that is main 
protein interacts with Protein B that is slave protein or 

interacted protein with master protein is more accurate 

than simply saying Protein A interact with Protein B is 

more essential then the simple protein-protein interaction 

model network. In this database model, we can describe by 



IJARCCE ISSN (Online) 2278-1021 
ISSN (Print) 2319 5940 

 

International Journal of Advanced Research in Computer and Communication Engineering 

ISO 3297:2007 Certified 

Vol. 6, Issue 3, March 2017 

 

Copyright to IJARCCE                                                                              DOI10.17148/IJARCCE.2017.63211                                                      907 

latent variables and protein-protein interactions interface 

(PPII) by evident variables the interactions between small 

protein-protein are estimated and then used to predict 
possible protein-protein interaction interface (PPII) and 

also developed their protein network [9]. 

There are several public databases and repositories 

available an on the Internet ant that is store PPII identified 

by experimental and practical methods. 

 

3. ANALYSES OF VARIOUS DATABASES 

 

We have analysis various Databases, like the PINT, 

Protorp, HPRD, BioGRID, BIND, IntAct, MIPS, APID, 

DIP, and MINT these all databases provide the lists of 

experimental and practical determined interactions of 
protein ant its protein networks [10]. 

This databases of Protein-Protein Interaction interface 

(PPII) of protein network database is the most importance 

of prediction to filling this gap of database of PPII on 

single platform and also its appearance to identify the 

charged residues at the periphery of the protein-protein 

Interaction interface (PPII) of protein network that work as 

a big component of long-range interactions for certain type 

protein-protein complexes [12]. This database project of 

PPII has been recognized by a number of groups of 

database of PPII and then developed to this databases of 
PPII, there are various database is related of PPII such as 

OPHID and POINT which predict PPI as well as STRING, 

a database of predicted Protein–Protein associations 

(direct and indirect PPI) and also developed its networks 

[11]. 

 

A. In PPIIDB of the human pre disposition genes 

identified to protein (e.g., BRCA1 and BRCA2) are 

responsible for less than 5% of all breast cancer cases. We 

also explain the combined association score and rate of 

two proteins interactions interface and their networks, this 

theory known as electrostatic steering. 

 

B. Abbreviations and Acronyms 

PPII     Protein-Protein Interaction Interface 

PPIIDB   Protein-Protein Interaction Interface Database 

ASA     Accessible surface area 

SASA     Solvent Accessible surface area 

BSA     Buried Surface area 

CAS     Combine Association Score 

CC     Cluster Coefficient 

SCC     Significant Connected Component 

DON     Degree of Node 
HPRD     Human Protein Reference Database 

DIP     Database of Interacting proteins 

BIND      Bimolecular Interaction Network Database  

MINT     Molecular Interaction database 

PPI     Protein-Protein Index 

 

C. Equations 

      Pij 

(i) Combined association Score = log ------ PiPj 

                                      Ind(S) 

(ii) Modularity, M =   ------------- 

                                     Outd(S) 
(iii) Eint = Evdw +Eelec (kcal/mol) 

 

4. CONCLUSION 

 

This database is developed for all biological related 

student and research scholars and scientist for getting 

relevant data of Protein-Protein network on a single 

platform with some their some standard parameters, which 

are already, define in above documents. 

 

 Provide a framework for decomposing the protein 

interaction interface network into protein network 
modules of biological database systems. 

 The network of Protein-Protein interaction modules 

provides a plausible way to understanding the 

interactions between protein-protein interaction 

interface models with their interface area. 

 With the increasing amounts of protein-Protein 

interaction interface data and information available, 

our approach will help construct a more complete view 

of interconnected functional modules of protein-protein 

interaction network of the whole biological system due 

to resolution and also show the network images, which 
are taken form string. 

 We can easily retrieve the various types of required 

data on single platform, which is related to protein-

protein interaction interface with their values.  

 

In this project, we tried to relate to the protein-protein 

interactions interface of breast cancer and others protein of 

homosapience in protein network of biological system as 

well as in system biology with protein-protein Interactions 

interaction database (PPIIDB) development. 

 

5. FUTURE WORK 

 

Protein-protein Interactions interaction database (PPIIDB 

Interaction database (PPIIDB) is so much reliable and 

developed according the need of user and scientist and 

research scholars. In future prospect we can update to this 

database day by day according data availability because 

the protein-protein interaction is regular process so data 

can be dynamic and we cannot stop it so we can change 

and update day by day. In this database we can also used 

and developed some advance parameters and features of 

protein network.    
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