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Fig.1 RAPD graph of 9 strains of Agaricus bisporus amplified
by random primer U20
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Fig.2 RAPD graph of 9 strains of Agaricus bisporus amplified




by random primer H5
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Fig.3 RAPD graph of 9 strains of Agaricus bisporus amplified
by random primer U16
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Fig.4 RAPD graph of 9 strains of
Agaricus bisporus amplified by random
primer B1
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Fig.5 RAPD graph of 9 strains of Agaricus bisporus
amplified by random primer H4
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Fig.6 RAPD graph of 9 strains of Agaricus bisporus
amplified by random primer M7
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Study on the RAPD amplification of strains
of three types of Agaricus bisporus

Meiyuan Chen Jianhua Liao Zesheng Wang
(Fujian Research Institute of Light Industry,Fuzhou,350005)

Abstract Three types of A.bisporus strains including 2796  (Hybrid
type),8211(Good-quality type) and SB65 or 01(High-yield type) have been studied by RAPD
amplification reaction with 72 random primers.It was found that 26 primers all presented
three different banding patterns respectively. The further study was carried out with the 26 primers
and 9 strains of three types of A.bisporus.As a result, 6 primers,U16,U20,B1,H4,H5 and M7, can
distingish the three types of strains very well. The primers U20 and H5 are the better for the
banding patterns they produced are stable and regular, and the different bands are obvious. It may
provide a marker at DNA level for the prediction of the strain characteristics of
A.bisporus.
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