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Journal of Biological Chemistry, 2007, 282, 17767-76 54 70

Tracking X-ray-derived redox changes in crystals of a methylamine dehydrogenase/amicyanin

complex using single-crystal UV/Vis microspectrophotometry. Journal of Synchrotron Radiation,
2007, 14, 92-8




(2000-2007)

Synergy within structural biology of single crystal optical spectroscopy and X-ray crystallography.
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2003, 42, 7318-25

Understanding quinone cofactor biogenesis in methylamine dehydrogenase through novel cofactor

14 generation. Biochemistry, 2003, 42, 3224-30 32 20

Cryocrystallography of metalloprotein reaction intermediates. Current Opinion in Chemical Biology,
2002, 6, 202-7
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