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Vinnere-Pettersson, O.,1 lProgram of Molecular Evolution, Dept. of
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Birmingham, *Div. of Cell and Molecular Biology, Imperial College,
London, United Kingdom; 2School of Molecular and Microbial
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human cell line caused by poliovirus, vacciniavirus, and interferon.

Xi

33

34

35

36

37

38

39

40

41

42
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Mikrobiologie, University of Wiirzburg, Germany: Whole genome
sequence of L. welshimeri reveals common steps in genome
reduction with L. innocua as compared to L. monocytogenes.
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M.J. Lehane, Liverpool School of Tropical Medicine,
United Kingdom
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and Biocenter Oulu, University of Oulu, Finland: Inhibitor of
apoptosis 2 regulates antimicrobial peptide release in Drosophila.

Tu, Z.,l Li, S.,1 Saunders, R.,l Mao, C.,2 1Dept. of Biochemistry,
2Virginia Bioinformatics Institute, Virginia Polytechnic Institute and
State University, Blacksburg: Comparative and functional genomics
approaches to mosquito biology and mosquito-pathogen
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