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and its preliminary application

YUE Peng'?, ZHONG Fei', LEI Heng-jiu', LIU Ai-ling', LIU Lan-ying®, LI Tian-hong'"
(1. College of Agronomy and Biotechnology/Key Laboratory of Stress Physiology and Molecular Biology for Fruit Trees of Beijing,
China Agricultural University, Beijing 100193, China; 2. Zhangjiakou Radio and TV University, Zhangjiakou 075000, China;
3. Laboratory of Plant Tissue Culture Technology, Haidian District, Beijing 100091, China)

Abstract In order to use ESTs data for Malus domestica more efficiently and conveniently, an EST-data analysis
platform as being named “Malus domestica Micro-Workstation” was constructed and a sequence extending system was
built on this basis. Upon test with the platform, the drought stress-related genes from 324 308 ESTs of Malus domestica
were examed for prediction. The results showed that 1 979 sequences of the drought stress-related genes were found,
in which 109 sequences were identified with potentially full-length coding regions. A total of 959 drought stress-related
sequences may be down-regulated, while the other 1 020 sequences may be up-regulated. Then these drought stress-
related sequences were classified into various functional types, according to cellular component, molecular function or
biological process. The data analysis platform could be used for apple biotechnology research such as local inquiry,
sequence annotation, sequence extension and so on.
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