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pH dependence of ligand-induced human epidermal growth factor receptor activation investigated by
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Crystal Structure of Arginine Methyltransferase 6 from Trypanosoma brucei. PLoS ONE, 2014, 9, 05 21
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Structural Determinants for the Strict Monomethylation Activity by Trypanosoma brucei Protein

Arginine Methyltransferase 7. Structure, 2014, 22, 756-768. 3.3 43
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