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In order to fully understand the mechanisms 
of biological processes, time-resolved 
methodologies that allow us to comprehend 
how function is linked to changes in molecular 
structure are required. Time-resolved X-ray
crystallography provides a means of directly 
visualising structural rearrangements associated 
with function. Although time-resolved 
crystallography is a powerful tool, due to both 
instrument availability and stringent sample 
requirements it has not been widely applied to 
biomacromolecules. We are taking a combined,
complementary approach to develop time-
resolved structural biology on nano-second to 
millisecond time-scales.
As well as X-ray crystallography this includes 
SAXS, single crystal spectroscopy, and hydroxyl-
radical footprinting and the synthesis of new 
photochemical tools for reaction initiation. We 
will present a summary of our recent work on 
enzymes and membrane transporters.
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