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Identification and chromosomal mapping of insect-resistant gene Bt in up-
land cotton
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Abstract: In order to define the inheritance of insect-resistant traits, insect-resistant gene types and the position of
the insect-resistant gene on chromosomes in a Bt transgenic cotton germplasm N099, the insect resistance and susceptibility
was evaluated in a F, population of non-resistant N099 and resistant Hai7124 ( Gossypium barbadense) . Results showed that
the resistance was controlled by a single pair of dominant gene. N099 was identified by Bt protein strip and DNA-PCR to
contain bivalent Bt insect-resistant gene, CrylAc+Cry2A. A pair of polymorphic primer NAU2912 two hundred and thirty-
four pairs of primers covering 26 cotton chromosomes was found in a near-isogenic pool consisting of resistant & susceptible
F, cotton plants to be linked with the Bt gene CrylAc+Cry2A. Known the primer on cotton chromosome 26, then other prim-

ers on the chromosome flanking 50 cM from the primer

Y% B #5.2015-07-27 were screened, which received 16 pairs of primers linked

HE4TH - BEHAAYHSMEERETE RS T 75 with the Bt gene. It was located between SSR marker

(20147X08005-001 ) dc40260 and cgr6702, with genetic distance 1.8 ¢M and

TEERN LA (1989-) , 5 IR FIEN L5 R 8k 2.9 cM respectively. Thus, the bivalent Bt gene is mapped
FRAE A H Rb, (Tel) 15150566251 ; ( E-mail ) anbaiw @ on the cotton chromosome 26.
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Fig.1 Bt strip detecting the type of Bf genes in cotton plants
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Fig.2 PCR amplification of CryIAc gene in cotton plants
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Fig.3 PCR amplification of Cry2A gene in cotton plants
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