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Identification and Molecular Cloning of Two Novel y-type
High-molecular-weight Glutenin Subunit Genes from Aegilops Variables

Y AN Ze-hong, ZHENG You-iang, DAI Shou-fen and LIU Deng—cai

( Triticeae Research Institute, Sichuan Agricultural University, Dujiangyan 611830, China)

Abstract The high molecular weight glutenin subunits and their encoding genes in Aegilops variables
were characterized by SDS-PAGE and molecular cloning. It has been suggested that 3 active high
molecular weight glutenin subunits could be separated in Aegilops variable. Among them, the putative
Glu-1x type subunit, has the slowest mobility in SDS-PAGE, the other two, had much slower or the
same migrate mobility as Bx7 and By8, respectively. The PCR amplification fragments of these two
subunits genes were 2 5 kb and 1. 9kb. Two types of positive clones were obtained by molecular
cloning. Sequencing of gene coding regions indicated that they were two y type novel genes.
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Table 1 Identity of p2. 5 and pl. 9 with high molecular glutenin genes
derived from wheat in terms of N-terminal amino acid residues
p2.5 o pl 9 %
Genbank accession number Source Type Identity with p2.5 Identity with pl. 9
X 03042 Triticum aestivum Ay 93 94
X61026 T. aestivum By9 94 95
X12929 T. aestivum Dy10 95 95
X03041 T. aestivum Dyl12 96 95
X 61009 T. aestivum Ax 1 87 82
M22208 T. aestivum Ax 2¢ 88 82
AF145590 T. aestivum AxNull 88 82
X13927 T. aestivum Bx7 81 81
U19774 T. aestivum Dx2 88 82
X 12928 T- aestivum Dx5 83 84
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* Ay, By9, Dyl0  Genbank X03042, X61026, X12929,

s

*  The sequences of Ay, By9 and Dyl0 deposited in Genbank are X03042, X61026 and X 12929, respectively- The amino acids

differences at the same siteamong 5 sequences are indicted by amino acids residues, while the same areindicted by short bars.
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Fig. 3 Comparisons of amino acid of p2. 5 and pl. 9 with wheat high molecular

weight glutenin genes Ay, By and Dyl0 in N (a) and C (b) terminal
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