Impact of Covalent Modifications on Conformational and Binding
Propensities of Histone fails.
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SER GLY ARG GLY LYS GLY GLY LYS GLY LEU GLY LYS GLY GLY ALA LYS ARG HIS ARG LYS VAL LEU ARG ASP ASN GLN
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H2B, N terminal
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H2A, C terminal
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