B 2

BxXc—19

N H |

HPrHARBEMAER (RrHRERER) HRARRSE
S 25 4F 6 11 6 HEE

HEEES : 22701
HEFER BB S)
2 EAR - 2008~2012
REES ;20227009
FZRRREZ (FIX) KREMAZ /Y BOEIRE S & #Re S Hi%FE D #RBR
MERFEESL (EX)
roles
MERERSE

ma& &3 (Nishimura Yoshifumi )

BEMIKRE - KERESR T/ SR TLREEHRER - iR

MEEHES:70107390

Dynamics of intrinsical ly disordered proteins and their functional
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WIER RO E (J53C) : Here, we have examined dynamical structures of intrinsically
disordered proteins including heterochromatin-related proteins, Chpl and Swi6 in addition
to histone multimers by NMR and MS. The chromodomain (CD) of a heterochromatin
-related protein, Chpl, possesses novel RNA-binding activity as well as histone
H3K9me3-binding activity. NMR revealed that the presence of a small helix in the
N-terminal outside region of Chpl CD bound to histone H3K9me3. Addition of cen
RNA led to chemical shift changes of amide protons for residues within this helix and a
C-terminal helix in Chpl CD. In addition we revealed the solution structure of H2A/H2B
and its complex with the C-terminal disordered acidic domain of histone chaperone Nap1.
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