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Lys acetylation and Ser phosphorylation crosstalk

In the nucleosome binding domain of HMGN1
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e HMGN1 is High Mobility Group Nucleosome- -binding protein 1. Aim: To investigate crosstalk between Lys acetylation and Ser
| | o o | phosphorylation in NBD of HMGN1 in nucleosome binding
o MGN1 is non-histone nucleosome binding protein interacting by designing site-spesifically modified variants by semisynthesis.

through the acidic patch surface.

e Acidic patch surface is Glu rich surface between H2A-H2B. w
e HMGN1 is intrinsically disordered. /\/- \_ﬁ/

e HMGN1 undergoes extensive post-translational modifications (PTMs). : ’J\/
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