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Genetic diversity analysis of glutinous sorghum germplasm by simple

sequence repeat
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DING Guo-xiang
(Rice and Sorghum Research Institute, Sichuan Academy of Agricultural Sciences, Luzhou 646000, China)

Abstract: To evaluate the genetic relationship of 29 glutinous sorghum germplasm, 25 pair of simple sequence repeat
(SSR) markers were used. A total of 59 alleles were identified with an average of 2.28 alleles per locus and the average ef-
fective number of alleles (NE) of 1. 81. The average polymorphism information content( PIC) varied widely from 0. 17 to 0.
62, with an average value of 0.34. The similarity coefficients of 29 glutinous sorghum accessions ranged from 0.20 to 0.95,
with an average value of 0. 60. Cluster analysis with UPGMA showed that the varieties could be divided into two groups at the
genetic similarity coefficient of 0. 48. The varieties from different geographic origins were clustered into one subclass, and the
varieties with similar agronomic traits were classified into one subclass as well, indicating that the geographical origin were ir-
responsible for the genetic relationship among materials, and the glutinous sorghum germplasm showed abundant genetic diver-

sities.
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Table 1 Sorghum varieties used in this study
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Table 2 Allele numbers and PIC values for 25 loci detected in 29 glutinous sorghum accessions

514 PR BKIRE (C) SENIFERE (Na)  ARCSEAFERELC (Ne) EZREETE
Xtxp58 A 55 2 1.23 0.17
Xtxp61 A 55 3 2.35 0.49
Xtxp319 A 55 2 1.25 0.18
Xgap36 A 60 2 1.95 0.37
Xgapd2 A 57 2 1.96 0.37
Xgap57 A 60 2 1.58 0.30
Xtxpd B 55 2 1.80 0.35
Xtxp211 B 55 2 1.82 0.35
SB1230 B 65 2 1.94 0.37
Xtxp31 C 60 2 2.00 0.37
Xitxpl 14 C 50 2 1.40 0.24
Xtxp65 E 55 2 1.58 0.30
Xtxp98 F 60 2 1.32 0.21
Xtxp265 F 55 4 3.07 0.62
SB3675 F 65 2 1.77 0.34
SB4269 G 65 2 1.53 0.29
Kaf2 G 60 2 1.72 0.33
Xtxpl8 H 55 2 1.34 0.22
Xtxp292 H 55 2 1.93 0.37
Xtxp354 H 55 2 1.75 0.34
Xtxp67 1 55 3 2.05 0.46
Xtxpl45 I 55 3 2.40 0.50
Xtxp287 1 55 2 1.56 0.29
Xtxp289 1 55 3 2.56 0.54
Xtxpl41 J 55 3 1.36 0.25
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Fig.1 Phylogenetic tree of 29 glutinous sorghum accessions based on SSR data
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Table 3 The genetic similarity coefficients among 29 glutinous sorghum accessions
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I072IR 0,48 0.37 0.36 0.49 0.42 0.46 0.42 0.36 0.36 0.61 0.76 0.70 0.76
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