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Application of synchrotron to virology studies
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Abstract: Shanghai synchrotron research facility (SSRF)will be ready for use in 2009. The successful
construction of this third generation resources has brought unprecedented opportunity for scientists from
numerous distinct fields including physics, material sciences and life sciences in China. Research on virology,
an important branch within life sciences, has received increasing attention in China since the epidemics of
SARS-CoV and avian influenza. This paper presented some thoughts on potential application of SSRF on
virology—related studies. The purpose of this paper is to stimulate discussion, promote idea exchange and
thoughts sharing, eventually towards better usage of SSRF.
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