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Construction of a Computation Web Server for Genome Analysis. Kie-Jung Park, Byung-Wook Lee and
Yong-Ha Park*. Korean Collection for Type Cultures, Korea Research Institute of Bioscience and Biotechnology,
KIST, PO. Box 115 Yusung Tagjeon 305-600, Korea — A computation server is needed to provide analysis
programs to Korean biologists, especially genome researchers, on GINet. For each analysis program, we implmen-
ted an input form with HTML and a CGI program for interface between an input form and an analysis program
with C language on GINet computation Web server. We made two construction methods of CGI programs for
analysis programs, and implemented all CGI programs based on the methods followd by modifying each CGI
program for specific processing of each analysis program. On the server ten programs are available now, which
include most frequently used ones and those developed by our team, and most programs which will be ported
or developed by our team will be available on the Web server.
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Table 1. Analysis programs on GINet computation Web ser-
ver
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Fig. 1. Structure of GINet computation Web server.
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Fig. 2. GINet computation Web server.
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Fig. 3. GINet BLAST Web server.
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Fig. 4. GINet RESENZ Web server.
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