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Histone Deacetylase and It s Relationship with Gene
CHEN Jian, ZHANG Xiao-Qin,
FU JiLiang" ( Department of Military Hygiene, "

Transcription.

Institute of Medical Biotechnology and Molecular

Genetics, Second Military Medical University,
Shanghai 200433, China).
Abstract There are two kinds of molecular

containing histone deacetylase activity: One is

homology with yeast RPD3, and another is not
homology with yeast RPD3. These deacetylases have
different sources . exit in different complex , and
catalyze different  histone or other proteins
deacetylation; There are close relationship between
deacetylases and the regulation of gene transcription,
especially repression of gene transcription.
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Bacterial Flagellar Motor: A Splendid Molecular
Motor. DENG Guo-Hong, XU QrWang, LIU
JurrKang, CONG Yarr Guang ( Biowave Research

Center, Third Military Medical University,
Chongging 400038, China).
Abstract  Flagellar motor is a molecular rotary

motor, it plays central role on the structures and
functions of bacterial flagella. The structure of
flagellar motor was clarified on the whole, its stator
and rotor were composed of five proteins: Mot A,

Mot B, FIiG,

comes from transmembrane H* or Na* flux. At

FIiM and FLiN. The driving force

present its rotary dynamics and torque generating
As a

perfect research model for molecular rotary motor,

mechanisms were understood preliminarily.

the further study of flagellar motor would be very
helpful for realizing the mechanisms of bioenergetic
conversion and cell motility, thus its study is of
widespread importance for biology.
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