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Abstract: In this study, twenty-two Agaricus bisporus monokaryons strains were pairwisely paired. Based on strain 9608,
two different mating types of monokaryons were obtained. A -+ strains: 9601, 9608, 9609, 9612, AgQG841-1 ,
AglLH830-4, AglLH830-6. AgQL8125-5. A-: 9602, 9603, 9604, 9607, Ag2k811-1, M7206-1, M7206-2, M7206-11,
M7206-13. The genomic DNA of two strains were extracted and DNA library were constructed. The library was verified by
restriction enzyme digestion with Sall. The 20 kb, 14 kb and 9 kb 3 fragments were cut out, of which 20 kb and 9 kb were
the inserted into the left and right arms of lambda vector and the fragment of 14kb, was the insertion genomic DNA
fragments. Enzyme digestion result was in line with expectations, indicating the higher quality of the library.
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Table 1 Strains tested number and Origin

%t TR P2

1 9601 AYEH As2796

2 9602 AYEE As2796

3 9603 B As2796

4 9604 IYEHE As2796

5 9605 B As2796

6 9606 B As2796

7 9607 AYEH As2796

8 9608 B As2796

9 9609 AYEHE As2796

10 9612 AYEHE As2796

11 AgQG841-1 AV WFAE T B AgQG841
12 AgQG841-3 A3 WFAE T B AgQG841
13 AgQG841-9 3 A BT AR E R AgQG841
14 Ag2ks811-1 A9 E EFAE T B Ag2k811
15 Ag2k811-3 AV WFAE T B Ag2ks1l
16 AglLH830-4 I3 B B AE Mk AgLLHS30
17 AgLH830-6 43S WFAE T B AgLH830
18 AgL.H830-7 I3 B AR M AgLLHS30
19 AgQL8125-3 43S WFAE T B AgQL8125
20 AgQL8125-5 Iy B A B MR AgQL8125
21 M7206-1 43EE M7206

22 M7206-2 IR B H M7206

23 M7206-11 A3EH M7206

24 M7206-13 Y B M7206
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1 As2796 2 EHEZASFHK
Fig. 1 Monokaryons obtained from As2796

B2 AgQL8125 S BHIREZANE
Fig. 2 Monokaryons obtained from AgQL8125
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Fig. 3 Monokaryons obtained from AgQGS841
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2.2 [EZAEEAE RS E X Fig. 4 Esterase isoenzyme patterns of monokaryons
B3R 1 R 24 AR E IR T R E AT R (R A9 VE. VK 1R bR As2796. YK 2~10 3 1 RERIAY 1~
2SS BO X P AR 3 (7] Fof S IC 7Y PR 58 IE AN 238 AP Ji 9 SHk.

5 FAEXREIER
Fig. 5 Pair-wise cross of monokaryons
e A 9607X9608 4238, Bl 9604 X 9608 2438, C 2N 9604 X 9609 4225, D iy 9604 X AgQL.8125-5 %3¢, E & M7206-1 X
AgQG841-1 4235, F i M7206-1 X AglLH830-6 Z4%¢ .
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Table 2 Two - pair hybridization of the tested strains
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Fig. 6 Agarose gel electrophoreisis of A. bisporus genome
DNA sample before
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Fig. 7 Agarose gel electrophoreisis of recombinant phage
DNA sample before and after Sal [ digestion
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