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The Smc5/6 complex consists of Smch, Smc6 and the
non-Smc elements ( NSE), among which Nsel, Nse2
(Mms21) ,Nse3 (Mage-G1),and Nsed are highly conserved
across eukaryotes, whereas Nseb and Nse6 are not known to
be conserved at the level of sequence,as they have been identi-
fied only in yeast, Arabidopsis and human cells
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Fig.1 Structure of Smc5/6 complex
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Structure and Function of the Structure Maintenance of Chromo-
some (Smc5/6) Complex

LIAO Guiyan',JIN Cheng'*, WANG Bin'

(1. Biological Science and Biotechnology Research Center,Guangxi Academy of Sciences,Nanning, Guangxi.530007,China; 2. In-
stitute of Microbiology,Chinese Academy of Sciences,Beijing,100101,China)

Abstract: Eukaryotic genomic DNA mainly exists in the nucleus in the form of chromosomes. The stability
and dynamic changes of chromosome structure are essential for the maintenance of the normal function of
cells,as well as the accurate transmission of genetic information from parental generation to offspring. Struc-
tural maintenance of chromosomes (Smc) plays a key role in chromosomal structure maintenance and DNA
damage repair. Smc protein family includes three categories:Cohesin,Condesin and Smc5/6 complex. Smcb5/6
complex is widely distributed and highly conserved in eukaryotes,and plays an important role in DNA dam-
age homologous recombination repair, DNA replication, telomere length maintenance and embryo develop-
ment. This review systematically introduces the relevant progress on the structural characteristics and biolog-
ical functions of Smc5/6 complex,aiming to provide a theoretical reference for in-depth study of Smc5/6 com-
plex.
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