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Genetic Diversity Between Two Widely Grown Wheat
Cultivars Bainong AKS8 and Zhoumai 18

XU Xin
(Xinxiang University, Xinxiang 453003, China)

Abstract; To analysis the genetic diversities between Bainong AK58 and Zhoumail8 ,agronomic traits and 305
SSR Markers distributing across the whole genome of wheat were used in this study. Significant differences were
found for plant height,1000-grain weight and spike number per unit area,where Bainong AK58 had shorter stature
and more spike number per unit area than Zhoumai 18. SSR data revealed that 130 of three hundred and five SSR
markers showed polymorphism between Bainong AK58 and Zhoumai 18 ,and the rate of polymorphic markers occu-
pied 42.6% . The numbers of polymorphic markers in A ;B and D genomes were 34,37 and 37 ,and the rates were B
(43.9% ) >A (37.1% ) >D (33.5% ). The genetic differences were also found to be unbalanced on either 7 ho-
moeologous groups or 21 wheat chromosomes. Among 7 homoeologous groups,the most polymorphic markers (49.3% )
were found in homoeologous groups 5. On chromosomal level , more genetic differences were found on chromosomes
3B,5B,7B and 4A ,where the rates of polymorphic markers were more than 50% ,respectively. These different ge-
nomic regions found between Bainong AKS58 and Zhoumai 18 in this study should be further studied.
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Tab.1 ANOVA analysis of agronomical traits between Bainong AK58 and Zhoumai 18
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o BT /em U em TR EL . :Fﬁﬁﬁi' g MEH/ (T3 RE/hm”)
) . . Number of grains 1 000-grain Number of
Variety Plant height Spike length . . .
per spike weight spikes
B4 AK58 Bainong AK58 72.64A 9.37A 35.23A 36.51A 716.25A
JEl % 18 Zhoumai 18 80.70B 8.90A 35.67A 40.58B 557.10B

TE B 3 WHE A WP fE . A RS 78 3R R R B 3 2% 5% (P <0.01)

Note: Data are means of 3 replicates. Different capitals are significantly different at P <0.01 among cultivars.
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Fig.1 SSR patterns of some markers in

Bainong AK58 and Zhoumai 18
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Tab.2 Polymorphism between Bainong AKS8 and Zhoumai 18 on either 7 homoeologous groups or genomes

ISEIE7/k 28519 251 B/ %
i H E2N . ‘
Number of total Number of polymorphic Rate of polymorphic
Ttem Name . K .
primers primers primers

FEA A 93 34 37.1
Genomes B 83 37 43.9
D 107 37 33.5
[F] Y5 B 1 34 7 20.2
Homoeologous groups 2 45 17 36.0
3 40 16 42.4
4 28 11 41.0
5 50 22 44.0
6 38 13 34.0
7 48 22 44.5
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Fig.2 Polymorphism between Bainong AK58

and Zhoumai 18 on 21 chromosomes
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