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Table 1.

SNPs(Single Nucleotide Polymorphisms) between Korean and Chinese

cultivars found from the genic region of rpoCI in Liriope and Ophiopogon genus.

Origin sample 12 30 45 63 72 78 9 9 106 114 117 126 140 150 156 171 180 207 214 224 232 235
KULPOOI A A C T G T T T C T G G A A A G A G C A T C
KULPO2 A A C T G T T T C T G G A A A G A G C A T C
KULPOOO A A ¢ T G T T T C T G G A A A G A G C A T C
KULPOO A A ¢ T G T T T C T G G A A A G A G C A T C
KULPO11 A A C T G T T T C T G G A A A G A G C A T C
KuLPO2 A A ¢ T G T T T ¢ T G G A A A G A G C A T C
KULPOS A A ¢ T G T T T C T G G A A A G A G C A T C
KuLPO6 A A ¢ T G T T T ¢ T G G A A A G A G C A T C
KULPOY A A C€C T G T T T C T G G A A A G A G C A T C
Korea KULPOIS A A C T G T T T C T G G A A A G A G C A T C
KULPO9 A A ¢ T G T T T C T G G A A A G A G C A T C
KULPO2O A A C€¢ T G T T T C T G G A A A G A G C A T C
KULP021 A A C T G T T T C T G G A A A G A G C A T C
KULPO22 A A C T G T T T C T G G A A A G A G C A T C
KuLPO22 A A ¢ T G T T T C T G G A A A G A G C A T C
A A ¢ T G T T T C T A A A G A G C A T C

A A C (o} T T G T T A A A G A G C A T C
KULPO014 A A C C G T T G T T G G A A A G A G C A T C
KULP003 G G T (o} A C C G C C A A G G C A G A T C G T
KULP004 G G T (o} A C C G C C A A G G C A G A T C G T
Chinz KULP005 G G T (0] A C C G C C A A G G C A G A T C G T
e KULPOS G G T € A C C€C G C C A A G G C A G T ¢ G T
KULP007 G G T C A C C G C C A A G G C A G A T C G T
KULP008 G G T [} A C C G C C A A G G C A G A T C G T
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Fig 1. UPGMA dendrogram showing genetic relationships among the 24 genotypes
collected from various parts of hub marketplace. The colored solid squars next to
each genotype indicate the place of origin where the individuals were collected

409





