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Abstract: Analyzed and identified SRAP polymorphism and genetic relationship on derived lines from Europe
maize germplasm BC8241Ht at DNA molecular level, 27 SRAP primer combinations were used to amplify the genome
DNA of 21 maize lines of including derived lines from BC8241Ht. Total of 275 SRAP bans were observed and 131 out
of these (47.6%) were polymorphic, and the polymorphism indicated that 21 maize lines used in the present study had
abundant genetic diversity. The cluster analysis based on SRAP markers showed that 10 BC8241Ht derived lines were
clustered in one group, but they were further clustered in first or third sub—groups. The close genetic relationship ex—
isted in 10 derived lines from Europe maize germplasm BC8241Ht, but the genetic differences also existed each other
in the derived lines. In the course of improving the germplasm and its derived lines, they should be avoided mixing
with Lvdahonggu, Tangsipingtou, PN and Southwestern local germplasm, and it can be improved by introducing tropi—
cal, subtropical germplasm.
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Table 1  Experimental materials and their origination
% RS RN
Number Material name KR Origination
1 Nan21-3 BC8241Ht
2 286-4 Nan21-3 x [(Hebai x JIn03)S, x CIMMYT Pop.94|
3 286-5 Nan21-3 x [(Hebai x Jin03)S, x CIMMYT Pop.94]
4 373 286-4 x 478
5 411 286-4 x 478
6 BCSM11 (Nan21-3 x Mol7) x Mol7
7 BCSM13 (Nan21-3 x Mo17) x Mol7
8 124112 [(Mo17 x 286-4) x (Nan21=3 x Mol173] x [(Mo17>x 330) x ST]|
9 L-41112 [(Mo17 x 286-4) x (Nan21-3 x Mo173)] x [(Mo17> x 330) x ST]
10 75-1 77 x Wul51
11 SZL-714211 Shanzong 5 x [(Mo17 x 286-4) x (Nan21-3 x Mo173]  [(Mol7* x 330) x ST]
12 CHang7-2 Improved line of Huangzao 4
13 Dan598 Improved line of Lvdahonggu
14 478 8112 x 5003
15 BCFM13 75-1x Mol7?
16 261 A632 x 330
17 178 Pioneer hybrid
18 5003 Pioneer hybrid 3382
19 Huangzao4 Tangsipingtou
20 Zheng58 From variating plant of 478
21 33-2 75-1 x Mo17*
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Notes: M: DNA marker, 1 — 20 are numbered with experiment lines in Table 1.
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Fig.1 Result of PCR amplification using primer Me21 Em21
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Fig.2  Cluster dendrogram of 21 maize lines based
on SRAP markers
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