ISSN  1007-7626 2003 8

ON  11-3870/Q Chinese Journdl of Biochemigry and Molecular Biology 19(4) :418 422
ATP
( , , 100083)
. 2
ATP , : ATP
ATP . DNA ,
DNA , .
, , ATP
Q27 Q75

ATP-Dependent Physcal Remodding of Chromatin

Yl Xia, SHANG Yongfeng”
( Department o Biochemistry and Mdlecular Ridogy , Oncology Center , Peking University Health Science Center , Beijing 100083, China)

Abstract Chrometin renodeling is an integral part of the process involved in gene transcriptional regulation.
Chrometin rermmoddling is achieved through ATP dependent physical nodifications and covaent chemical
reactions ATPdependent chromatin renpdeling factors use the energy of ATP hydrolyss to introduce
superhdical torson into DNA and to dter the rotationa phadng of the DNA on the suface of the higone
octamer, thus to increase the accesshility of the nucleosoma DNA to transcription factors and redriction

enzymes.
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