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Abstract: Genetic diversity analysis and identification of 14 different germplasm varieties (lines ) from
insect-resistant cotton by the random amplified polymorphic DNAs (RAPDs) techniques were repor-
ted. A total of 210 arbitrary primers were used to the 14 different germplasm varieties (lines) using
RAPD techniques and finally 21 primers could produce steady polymorphisms. Total of 137 DNA
fragments were scored among all materials, averaging 6. 52 for each primer, of which, 57(42. 2%)
bands were polymorphic. Cluster analysis by the unweighted pair group method of arithmetic means
(UPGMA) showed that 14 varieties (lines) could be divided into two groups with genetic distance
from 0. 0351 to 1. 056. The genetic distance was 0. 0351 between JX011 and 33B , which indicated that
it is more closely relationship in transgenic pest-resistant cottons than that of others. But the largest
genetic distance, was 1. 056 between 97014 and sGK321, which showed that the genetic base was nar-
row. An important reason would be that 97014 was the nectariless pest-resistant cotton, while
sGK321 belonged to transgenic Bt+CpTI pest-resistant cotton . Cluster analysis revealed that 14 lines
could be divided into two groups. The first group, which included 11 varieties, most were transgenic
pest-resistant cotton. The second group, which included 3 varieties, were the nectariless pest-resist-
ant cotton . This experiment demonstrated that RAPD analysis could reliably determine genetic rela-
tionships within a diverse array of cotton varieties. Genetic relationships and the genetic similarity ob-

tained from the analysis in present study can help in the selection of parents for breeding purposes and
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be used for evaluation of varieties genetic diversity. The analysis revealed that it was corresponding to

the geographical distribution and most of the lines had a narrow genetic base.
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Table 1 Pest-resistant cotton varieties and their sources

@ B ¥ # o# kW AL G - S <
1 R AT 180 7 R ol K2 AR AR B 5T BT TX011 X % 5
2 97014 180 7 R ol K2 AR AR B 5T BT TERESIER
3 ISA4ne PR R ML B 2 BE AR TR B 5 BT TERESIER
4 sGK321 R R B B T % B+ CpTI WM A
5 33B x H % Br #H
6 JX011 180 7 R ol K2 AR AR B 5T BT ¥ B+ CpTI A HH
7 A 2R 409 15 7 A K22 M AL B 5T BT IX011 X % 5
8 97017 180 7 R ol K2 AR AR B 5T BT ¥ Br &H
9 R 296 15 7 A K22 M AL B 5T BT 97017 X% 10
10 #1085 AR 45 R BB BT B HLGT AR
11 feZp 413 15 7 A K22 M AL B 5T BT IX011 X & 1
12 4 180 7 R ol K2 AR AR B 5T BT LB AT H
13 BR-5$-10 PR R ML B 2 BE AR TR B 5 BT TERESIER
14 R 407 10 B A K22 A B 5T B JX011X97014
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Table 2 The data of the amplified with 21 random primers for 14 pest-resistant cotton varieties

3 PSR EHETE ST

3 PR EHETHR ST

/% /% /% /% /% /%
S15 7 2 28.6 S91 9 5 55.5
S16 5 2 40.0 S96 2 1 50.0
S20 7 3 42.9 S173 8 3 37.5
S23 11 2 18. 2 S162 7 6 85.7
S26 9 4 44,4 S148 6 2 33.3
S28 3 3 100.0 S477 9 1 11.1
S37 7 4 55. 6 S1030 4 3 75.0
S39 6 1 16. 7 S1126 4 1 25.0
S48 4 3 75.0 S1335 5 3 60.0
S86 10 2 20.0 S2126 4 3 75.0
587 10 3 30.0 &1 137 57 42,2
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Fig. 1 Dendrogram of 14 Pest-resistant cotton varieties based on RAPD(the codes same to table 1)
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Table 3 Matrix of genetic distance of RAPD in pest-resistant cottons

55=2 1 2 3 4 5 6 7 8 9 10 11 12 13
1
2 0.9163
3 0.5390 0.2231
4 0.2048 1.0561 0.6568
5 0.1671 0.6061 0.4855 0.1892
6 0.1178 0.6506 0.4055 0.1431 0.0351
7 0.1823 0.9163 0.5390 0.2048 0.2624 0.2048
8 0.5390 0.9163 0.5390 0.3001 0.3677 0.3001 0.2877
9 0.2451 0.8650 0.3629 0.3677 0.4463 0.3677 0.2451 0.4964
10 0.4055 0.9163 0.6931 0.3001 0.1671 0.2048 0.5390 0.4055 0.8329
11 0.2451 0.8650 0.4964 0.2624 0.3285 0.2624 0.0445 0.2451 0.2007 0.6506
12 0.4055 0.9163 0.6931 0.4055 0.2624 0.2048 0.5390 0.4055 0.8329 0.2877 0.6506
13 0.5596 0.1942 0.1542 0.6931 0.3629 0.4055 0.5596 0.5596 0.5108 0.5596 0.5108 0.7419
14 0.2231 0.7419 0.7340 0.1542 0.1478 0.1542 0.4463 0.5798 0.5390 0.2231 0.5390 0.3285 0.6061
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