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Results: Three segment C-to-N synthesis strategy
for H3K36(Me3)

Background: Nucleosome structure and cryo-EM structure of the PWWP domain with
histone H3Kc36(Me3) modified nucleosome
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Optimized robust methodology for total synthesis of H3K36(Me)3 with an excellent overall yield.
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Fig 3. Rich basic surface to contact DNA (H3K36Me3 binding pocket).
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