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Microcrystallography beam-lines have allowed manpartant structures to be solved
from difficult protein crystals, previously impob#e to measure. The technology
developed on ID13, translated to the MX beam-lD23-2, allowed large screenings and
routine measurements with tiny crystals. With asdesoth these beam-lines through
long term proposals, we have been able to solverae@PCR structures, including the
first structure of a beta 1 adrenergic receptotingrortant pharmacological target. More
recently, we have been involved with ID13 to depedocanning methods using
micrometre beam sizes. Last year we publisheditstestructure performed with a
focussed synchrotron radiation beam of 1 um. Tipeement showed that a high-
resolution diffraction pattern can be obtained fra@0Opnicrystal volume, and that
despite the high radiation dose it was possiblebtain an excellent high resolution map
without significant radiation damage. Thus thesailts show further new opportunities

for solving structures from much smaller crystaiar previously anticipated.



