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Molecular cloning of HDMF DT DR
glycosyltransferase from strawberry Analysis of the anther specific Localization of the vaccine antigen into
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Identification of the cyclase genes
involved in onocerin biosynthesis by
Lycopodium clavatum
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Environmental control for recombinant
subunit vaccine production in detached
Nicotiana benthamiana leaves using an
Agrobacterium-mediated transient gene
expression system
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