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Understanding Genome from Information System Point of View

LI Yarr da
( Biouformatics Institute, Tsinghua University, State Key Laboratory o Intelligent Technology and System, Bejing 100084, China )

Abstract:  To understand the function genome and proteome is the main task of post genome era. Biosome is somewhat a conr
plex, ordinal system which is excited both by genetic and envionmental information. Genome has contained all the genetic information
needed, including its producis and regulation information. In nature, genome is an information system, which obeys the same regulation
law as a general informatibn system does. Consequently,we have to understand the function genome from the information system point
of view, and treat biological signal as the core content of this scheme.
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