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Abstract :In this sudy ,drought res sance gene honology fragment from Agropyron mongadicum Keng was i<lated
us ng honology- based method. A pair of degeneracy primerswas desgned acoording to the amino acid conserved regions of
the cloned Gramineae plant group 3 Lea genes ,One drought res gance gene has been obtained. by the polymerase chain
reaction (PCR) usng the geromic DNA of A. mongolicum Keng as tenplate. It was named as Lea3. The nucleotide se-
quences was 497 bp ,including 124 bp untrandated region ,and encoded 124 amino acids. Honology research showed that
the nucleotides of Lea3 was 93 % identica to wheat group 3 Lea gene Wrab19 ,93 % identical to wheat gene WRAB1 ,
96 % identicd to the clone 9124 from the mRNA of maize ,94 % identical to barley gene pHVAL ,and 91 % identicd to
barley gene HVAL. the andlyss of its secondary gructure and hydrophilicity indicated that 2-helixes were predomi nant
feature of secondary gructure ,and this gene had high hydrophilic property. The result of Suthern blot anadlyd's reveded
the exigence of an Lea3 gene family in the A. mongaolicum Keng gerome.
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