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Organising the cell cycle in the absence of transcriptional control: Dynamic phosphorylation
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Dynamic regulation of the Trypanosoma brucei transferrin receptor in response to iron starvation is 25 9
mediated via the 3¢€™UTR. PLoS ONE, 2018, 13, e0206332. ’
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Development of Chemical Proteomics for the Folateome and Analysis of the Kinetoplastid Folateome.
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Probing the substrate specificity of<i>Trypanosoma brucei</i>GlcNAc-PI de-<i>N</[i>-acetylase with
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Chemical Proteomic Analysis Reveals the Drugability of the Kinome of <i>Trypanosoma brucei</i>. ACS
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Inhibitors Incorporating Zinca€Binding Groups Target the GlcNAc&€PI ded€xi>N<[i>&€acetylase in
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Casein Rinase 1 isoform 2 is essential for bloodstream form Trypanosoma brucei. Molecular and 11 30
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