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protein structure
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7,8-di(trifluoromethyl) riboflavin N -CF3 -CF; +20 mV
8-cyano riboflavin N -CHs -CN 50 mV
7 .8-dichloro riboflavin N -Cl -Cl 126 mV
8-chloro riboflavin N -CHs -Cl -152 mV
riboflavin N -CH: -CHs -207 mV
5-deaza-5-carboriboflavin C -CHs -CH;s S mVy
8-amino riboflavin N -CHs -NH> -330 mV
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