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Code Domains and Their Potential Functions.
Lao Weide. (Institute of Biophysics. Academia
Sinica, Beijing 100101). Prog. Biochem. Bio-
phys. (China). 1994; 21 (1): 13

Various sequence blocks. due to their specific
primary sequence box. and/or a curved helical
DNA conformation, and/or a non-f-helical
DNA structure. can be organized in the corre-
sponding higher order structures. and behave
as functional sequence domains recognized and
bound by specific proteins. They may be de-
fined as “code domains”. Code domains are ge-
netically instructive for specific molecular in-
teractions or processes, important not only in
nucleus during interphase and during cell divi-
sion. but also in diferential gene expression
during development and differentiation.

Key words code domain. chromatin super-
structure. centromere. telomere, nuclear ma-
trix. homeobox gene, differentiation and de-

velopment

Structure and Function of Respiratory Chain
Enzyme System. Xu Jianxing. (Institute oj Bio-

o Amm T oaansn Ol Dol e 1TANTNAT L

P’lya“-a. LJAMUEUECIFIIW DEITIILU F ‘.’"‘5 LUUivl Ja
Prog. Biochem. Biophys. (China). 1994; 21
@: 18

The studies in this lab on the enzyme system
of respiratory chain were reviewed briefly.
Two inhibitors which affect simultaneously on
three Q-related enzymes of complex 1. I and
B were synthesized. They could be an useful
tools in the studies of ubiquinone reactions in
respiratory chain. The direct interaction be-
tween TTFA inhibitive site of QH  —QH, of
complex I and cytochrome by, of complex 1
was found. This kind of interactions may play
some roles in modulating the electron transfer

from complex I to complex E. The ‘maxi-

mum reconstitutive activity of lipid-deplited
succinate-cytochrome ¢ reductase with mixed
phospholipids PC : CL : PE=21: 2 + 1 were
obtained. this means not only the lipid but also
thier composition were important for regulat-
ing the enzyme activiy of respiratory chain.

Key words ubiquinone, inhibitor, interaction
Progress in Topography of Ribosomal RNA
and RNA N-Glycosidase Research (1). Zhang
(Shanghai Institute of
Shanghai
(China) .

Jinsong. Liu Wangyi.
Biochemistry., Academia Sinica.

200031). Prog. Biochem. Biophys.
1994; 21 (1: 23

Studies on ribosomal RNA topography play an
important role toward elucidation of the func-
tional roles of rRNAs in protein synthesis.
RNA N-glycosidases are a group of ribosome-
inactivating proteins which inactivate ribo-

N—C
bond of a special adenylic acid in rRNA and re-

somes by hydrolyzing the glycosidic
leasing the adenine. Ricin A-chain is the first
determined RNA N-glycosidase which has
been studied in the greatest detail. Up to the

ized. The action site of RNA N-glycosidases
lies in the a-sarcin domain of 28S rRNA.
Treatment of RNA N-glycosidases induces
conformational change of ribosomes and leads
to the inactivation.

Key words ribosome topography. ribosome-
inactivating protein (RIP). RNA N-glycosi-

dase. trichosanthin

Latent Forms of Transforming Growth Facter-
B: Structure and Function. Long Jianyin,
(Institute of Basic Medical Sci-
ences, Academy of Military Medical Sciences.

Beijing 100850). Prog. Biochem. Biophys.

Wang Huixin.



