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REVIEW OF THE 51ST ‘SHUANGQING’ FORUM ON “THE BASIC THEORIES
AND KEY TECHNOLOGIES OF BIOINFORMATICS”
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2 The Department of Life Science, National Natural Science Foundation of China, Beijing 100085)

The 51st ‘Shuangging’ forum—“the basic theories and key technologies of bioinformatics”

sponsored by National Natural Science Foundation of China was held in Wuhan, Hubei Province in Novem-
ber 8—10, 2010. More than 50 experts and scholars from over 30 universities and research institutes and in
the research fields of mathematics, physics, informatics and biology attended this forum to exchange their
academic results and ideas. They had thorough discussion regarding the basic theory and key technologies
of Bioinformatics. In combination with the international research frontiers and domestic statues and advan-
tages, some prior research fields and suggestions that should be considered in further research were also

proposed,
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