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Genetic variations of Chajogi (Perilla frutescens var. crispd) germplasms were investigated by using
RAPD markers. Twenty-two Perilla frutescens var. crispa lines collected from various locations were
subjected to RAPD analysis using 80 primers. Among them, only 22 primers showed polymorphic
bands and these 22 primers provided a total of 224 bands consisting of 127 polymorphic and 97 mon-
omorphioc bands. The polymorphic bands were subjected to phylogenetic analysis using the UPGMA
method. From UPGMA, similarity co-efficiency of 22 Chajogi lines ranged from 0.72 to 0.94. The den-
drogram of 22 lines obtained through the UPGMA method resulted in two groups (one major group
and one minor group). Although the two groups were roughly consistent with growth phenotypes
(period of flowering, period of maturity, stem length, number of branches, number of nodes, number
of flower clusters and number of ovaries) in detail, much inconsistency also was present.
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Table 1. Agronomic characters in collected Perilla frutescens var. crispa germplasm

Code Area of collection Period of  Period of Stem length  No. of No. of No. of No. of
No. flowering  maturity (cm) branch node  flower cluster  ovary
1 Daegu 9.3 10.5 127 15 15 119 33
2 Gyeongbuk Pohang 917 10.11 89 11 6 48 38
3 Gyeongbuk Yeongdeok 8.25 917 80 10 16 156 38
4  Gangwon Taebawkl 9.6 103 109 13 20 185 34
5 Gangwon Samcheok 9.6 103 101 14 16 150 36
6 Gangwon Gangneung 831 9.22 75 12 7 260 30
7 Gyeongbuk Andong 9.6 10.3 99 13 14 187 4
8 Gangwon Hoengseong 831 9.25 84 12 7 86 51
9  Gyeongbuk Mungyeong 9.7 10.4 79 13 15 286 41
10 Gyeongnam Gimhae 9.8 10.5 106 15 15 165 47
11  Gangwon Hongcheon-1 8.25 9.17 78 18 14 255 45
12 Gyeongnam Milyang 9.8 10.5 133 15 16 187 36
13 Gangwon Inje - - 106 18 13 163 31
14 Gangwon Jeongseon - - 117 17 15 162 32
15 Gyeongbuk Ulleung - - 70 14 12 227 30
16  Gangwon Hongcheon-2 9.6 10.3 84 13 13 179 19
17 Gangwon Chuncheon 9.6 103 98 13 17 163 18
18  Gyeongbuk Sangju 9.10 10.8 181 15 15 252 44
19  Gyeongnam Geoje 9.20 10.14 82 13 15 126 36
20  Gyeongnam Masan 9.10 10.5 83 13 13 113 41
21 Gyeongnam Goseong 9.6 10.2 76 15 16 218 56
22 Gyeongbuk Yeongyang - - 81 13 12 185 46
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Table 2. Selected random primers, which produced poly-
morphic DNA bands from Perilla frutescens var. crispa

germplasm
PRIMER NAME SEQUENCE
OPAF-03 GAAGGAGGCA
OPAF-04 TTGCGGCTGA
OPAF-05 CCCGATCAGA
OPAF-07 GGAAAGCGTC
OPAF-11 ACTGGGCCTC
OPAF-12 GACGCAGCIT
OPAF-13 CCGAGGTGAC
OPAF-14 GGTGCGCACT
OPAF-15 CACGAACCTC
OPAF-16 TCCCGGTGAG
OPAF-20 CTCCGCACAG
OPAG-02 CTGAGGTCCT
OPAG-06 GGTGGCCAAG
OPAG-08 AAGAGCCCTC
OPAG-11 TTACGGTGGG
OPAG-12 CTCCCAGGGT
OPAG-19 AGCCTCGGTT
OPAH-02 CACTTCCGCT
OPAH-03 GGTTACTGCC
OPAH-04 CTCCCCAGAC
OPAH-08 TTCCCGTGCC
OPAH-09 AGAACCGAGG
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Fig. 1. RAPD profile obtained from 22 Chajogi (7. £ Brit. var. acutakud) germplasm using (A) OPAGI11 and (B) OPAF20 perimer. DNA
molecular Weight marker VI is presented in the lane M. The arrows indicare polymorphism bands utilized for UPGMA analyses.
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