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Bioinformatics Training Course, Shanghai, China, 4/20/2010

"Finding diversity of a microbe community: 16S rRNA or metagenome shotgun sequencing
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systems"”, Shanghai Jiao Tong University, Shanghai, China, 8/19/2009
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33. "Experimental Verification of Twinscan Predictions on C.elegans", Talk, the 3™ Annual
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