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GENE EXPRESSION CHARACTERISTICS IN ARTIFICIAL
POLYPLOID LINEAGE AMONG HYBRIDS BETWEEN
COMMON CARP AND CRUCIAN CARP

WANG Xiac hu, YE Yuzhen and WU Qing jiang
(Institwe of Hydrobiology, The Chinese Academy ¢f Sdences;
State Key Laboratory  Freshwata Ecology and Biotechnolegy, Wuhan 430072)

Abstract: Analysis and comparisons of expression patterns of isozymes and proteins in artificial poly-
ploid lineage among hybrids between common carp and crucian carp, including red carp, red cru
cian carp, mirror carp, diploid hybrid between common carp and crucian carp, gynogenetic diploid
hybrid, triploid hybrid, multiple triploid hybrid, allotetraploid and its second generation, have been
carried. Results revealed that there were 4 expression modes of parental alleles in their offspring:
(1) simultaneous expression of both parental alleles, (2) expression of paternal alleles was inhibit-
ed, but maternal alleles were preferentially expressed, (3) expression of maternal alleles was inhibr
ited, but paternal alleles were preferentially expressed, (4) alleles of two parental were inhibited to
a certain extent or were not expressed completely. Among these 4 expression models the mode (1)
was the principal model. According to these gene expression modes, different biotypes of this lirr
eage including diploid, triploid and tetraploid hybrids could be distinguished from each other and

from their original parents easily.

Key words: Artificial polyploid; Lineage; Biotype; Coexpression; Mode



