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Storage pattern of bio-information based on software design patterns
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Abstract; For eliminating the pattern heterogeneous between bio-information databases, this paper proposed a storage pattern
according to the current storage status of biological data, which abstracted data information from five aspects, including spe-
cies, category, basic information, function, and sequencing method. Generated the corresponding XML schema files by using
concepts of design patterns and some object-oriented means like “deriving” and “assembling”. This storage pattern can not

only make the relationships between biological data more close, also can form a complete biological information system with

cross-index.
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