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Heterotic Grouping of Sweet Corn Inbred Lines by SNP Markers
LU Bai-shan, SHI Ya—xing, SONG Wei, XU Li, ZHAO Jiu-ran
(Maize Research Center, Beijing Academy of Agriculture and Forestry Sciences, Beijing 100097, China)

Abstract: One thousand and thirty—one Single Nucleotide Polymorphism(SNP) markers were adopted in heter-

otic grouping of 39 elite sweet corn inbred lines. Polymorphic Information Content(PIC) and Minor Allele Frequncy

(MAF) of these SNP markers was 0.290 and 0.275 on average, respectively. Genetic distance between 39 inbred

lines ranged from 0.032 to 0.678, with an average value being 0.430. Five groups were divided from the 39 inbred

lines by Neighbor—joining(NJ)clustering method which were Huazhen maternal group, Jingtiannuo2 group, Colorful

sweet—waxy group, temperate group and Huazhen paternal group. Genetic distance between the groups ranged from

0.394 to 0.445. Huazhen paternal group and Temperate group have the minimum genetic distance being 0.394,

while Huazhen paternal and Colorful sweet—waxy group, Temperate group and Colorful sweet—waxy group had the

maximum genetic distance being 0.445.
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Table 1 List of 39 sweet corn inbred lines and their pedigrees
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Note: a, Heterozygosity of SNPs; b, Missing rate of SNPs; ¢, PIC of 39 inbred lines based on 1031 SNPs; d, MAF of 39 inbred lines based on 1 031 SNPs.

& 1
Fig.1

1 0314 SNP L=t 39 M E EXK B X RHER S BEIRESH

Genotypic statistics of 39 sweet corn inbred lines based on 1 031 SNPs
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Fig.2 Neighbor—joining (NJ) trees for 39 inbred lines based on SNP markers
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