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Table 1. Characterization of nine SSR markers used in this study.

Marker Size range(bp) Na' Mar Ho' Hg PIC”
GB-PG-007 195-255 5 0.41 0.94 0.71 0.64
GB-PG-026 126-195 6 0.59 0.35 0.61 0.54
GB-PG-043 108-250 5 0.50 0.88 0.68 0.61
GB-PG-060 181-196 3 0.47 0.94 0.63 0.53
GB-PG-065 154-172 4 0.41 0.76 0.73 0.65
GB-PG-078 270-282 2 0.88 0.24 0.21 0.19
GB-PG-131 217-223 3 0.38 0.76 0.67 0.58
GB-PG-142 180-279 3 0.38 1.00 0.76 0.70
GB-PG-177 157-259 3 0.50 0.75 0.64 0.54

Mean 4.3 0.502 0.736 0.627 0.553
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o Major allele frequency
¥ 1 Observed heterozygosity
1. Expected heterozygosity
F Polymorphic information content
Dl D-‘ ' GB-PG-142 p GB-PG-142
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Fig. 1. Diagrammatic display of cultivar discrimination by UPGMA phylogenetic trees

using 17 ginseng accessions at each stage by four SSR markers.
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