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Development of Web- Based Assistant System for Protein-Protein Interaction and Function Analysis.
Min-Chul Jung', Wan Park' and K1 -Bong Kim*. Department of Bioinformatics Engineering, Sangmyung
University, Chunan 330-720, Korea, 'Department of Microbiology, Kyungpook National University, Daegu
702-701, Korea — This paper deals with the WASPIFA (Web-based Assistant System for Protein-protein
Interaction and Function Analysis) system that can provide the comprehensive information on protein-
protein interaction and function concerned with function analysis. Different from existing systems for
protein function and protein-protein interaction analysis, which provide fragmentary information re-
stricted to specific field, our system furnishes end-user with comprehensive and synthetic information
on the input sequence to be analyzed, including function and annotation information, domain infor-
mation, and interaction relationship information. The synthetic information that our system contains
as local databases has been extracted from many resources related to function, annotation, motif and
domain by various pre-processing. Employing our system, end-users can evaluate and judge the syn-
thetic results to do protein interaction and function analysis effectively. In addition, the WASPIFA
system is equipped with automatic system management and data update function that facilitates
system manager to maintain and manage it efficiently.

Key words — Protein-protein interaction, WASPIFA system, domain, pre-processing, annotation in-
formation, domain, local database, automatic data update.
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Fig. 1. Schematic diagram of WASPIFA system. The system consists of main three components - function/domain information,
PPI (Protein - Protein Interaction) DBs, and PPI information, which are constructed by various preprocessing and using
X-large DB. Arrows indicate work and information flows in the system.
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Fig. 2. Schema of X-Large DB. Dotted lines represent entity
relationship between tables referenced by primary and
foreign keys.
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Fig. 3. Schema of FA (Function & Annotation), Domain, and
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and dotted lines represent entity relationship between
tables referenced by primary and foreign keys.
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Fig. 4. Result screen of X-Large DB search. User-friendly web
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understand easily search result. End-user can click the
arrow button to retrieve more detail information on
each item.
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