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Proteinbased PRC2 disruptors
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Highly specific Mdm2 and Mdm4 inhibitor protein

Mdm2 & Mdm4 are nearly identical Cancer cell GP and Western Blot
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Radical SAM enzyme variant for facile crystallizat

Archetypical radical SAM enzyme: PFEAEH crystals with many different ligands
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Protein Therapies for Muscular
Dystrophy
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Areas of Interest:
Protein Therapies for Muscular Dystrophy
Pulmonary Fibrosis and Interstitial Lung Disease
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Dysterlinopathy
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