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Collins, P.J. , Haire, LF. , Lin, Y.P., Liu, J. , Russell,
R.J., Walker, P.A. , Skehel, J.J. , Martin, S.R. , Hay,
A.J., Gamblin, 5.3.

Crystal structures of oseltamivir-resistant
influenza virus neuraminidase mutants.

Nature, 453:1258 - 1261, 2008.(PubMed :
18480754) (DOI: 10.1038/nature06956)
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