HEA3 5 R 441 2023, 24 (1)1 53-60
Journal of Plant Genetic Resources DOI: 10.13430/j.cnki.jpgr.20220617002

EAMRTAERST IR/ AR LN A8

Mrsoms, %Ak, R F, BB
CEIARAE B AR L VR IRBRBEE B / VTP M (K B T 50 % | P 336000)

WE: BBy SRR T L HFTEAER @AY 1DNA LB R S BRI E A8 S 1SR A8 64 2 AT
AL R IEAE T AL, P iEE A 09 (DNA K B R 388 — AP R IUAL Bk B Rk AL X IDNA A RIS EAE R 4 £
EABAALRR 2T E FERSER, MR Z AR A5 6 Fh, B BB ERIER O RS R T RIEELE T2
R, iEBL ARG G AR AR X A0 5 K B 2089 rtDNA A B S R4 5| A2 K B 4009 e G AR IR, 2 AR IH R AL S 451K
W RALAR P 0 —FF L BEAHUH] . RAKRFIEBE R VA= BME e GARH IRZ 0 B2 4 R AR A2 rDNA KB R GA 80 4 &4k
B AR A R AW, LR F G TR e R A S B A AR, B, A R AR B G R0 SR AR U i — T AT R
¥R THAESERTERTEER ., ARG EREMY defTld A B 430 ke KR M+ &, 2IHY L1510
ARG — AN @,

KEIF AR S0 AR IR R EIRH R

Nucleolar Dominance and Plant Polyploidy Formation

CHEN lJi-peng, LIU Xiao-lin, HU Yue-qing, MAO Kang-kang
(School of Life Science and Resource Environment Yichun University / Jiangxi Key Laboratory of Crop Growth
and Development Regulation, Yichun 336000)

Abstract: Nucleolar dominance plays an important role in plant polyploidy. Polyploid can cope with the
genetic changes in polyploidy via regulating the expression of rDNA genes to control the number of ribosomes.
The rDNA gene expression regulation, which is controlled by the chromatin state rather than by the DNA
sequence, is a large-scale and global pattern, and genes silencing usually occurs in the whole nucleolus region.
Nucleolar dominance contributes to the protein synthesis and the genome stabilization. Chromosome elimination
may be a way to response mechanism in polyploidy. Although the link between nucleolar dominance and
chromosome elimination is supported by tremendous evidences, the genetic mechanism remains unclear,
especially the genome specificity of chromosome elimination. Therefore, further research on the genetic
mechanism will reveal the role of nucleolar dominance in the formation of polyploidy. The purpose of this study
is to explain how plants cope with the genomic shock of polyploidy through nucleolar dominance, and to provide
an insight in polyploidization.
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