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ABSTRACT : This studies were conducted to provide the basic information on safflower collections and
to identify the variations which could be utilized in safflower breeding programs. The RAPDs was used
to clarify the genetic relationships among safflower collections and to classify them into distint genetic
groups. Among 30 of 10 mer primers in RAPD analysis, twenty were selected as the appropriate
primers for identification of the genetic characters in safflower collections. Amplified PCR showed the
highly reproducible bands at 3.0~0.2kb. The number of bands amplified with the each primer showed
the variations ranged from 2 to 11, with the average of 5.6. Total of 111 bands were identified among
20 selected primers used in PCR reaction and 84 bands (75.7%) showed polymorphism. Based on the
similarity value of 0.14 in dendrogram derived from the cluster analysis using RAPD-PCR, the 30
safflower collections were classified into 11 groups. The two main groups, VI and VI included 7

collections (23%) and 8 collections (27%), respectively. Most of the collections in group VI were the
Korean collections (85%).
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2. Polymerase Chain Reaction

RAPD primer= Operon Technologies, Inc.
(USA) ol A A2k 2071 ¢+ BioneerAl (Korea) ol A
10708 73t % 30702 99 primerE AHE3HY
tdl, °lFdA DNAS thgdAL H 20749
primerE Ao o] &8H¥F} (X 1). PCR ¥tg
PCR buffer (1 M Tris-HCl, pH 8.0, 1 MKCl, 1
M MgCl, 1% gelatin ), 2.5 mM MgCl,, 4 pM9)
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8 & DNA thermal cycler (Perkin-Elmer Cetus,
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Table 1. The sequences of primers and number
of PCR products

Primer NUCIGOT,ide seq,uence NF(’)Clgf polslr?b?;hic
(6" 1037 products  products
OPB14 TCCGCTCTGG 4 3
OPP2 TCGGCACGCA 4 3
OPP4 GTGTCTCAGG 9 7
OPP8 ACATCGCCCA 5 3
OPP12 AAGGGCGAGT 5 3
OPP14 CCAGCCGAAC 5 2
OPP15 GGAAGCCAAC 5 2
OPP16 CCAAGCTGCC 6 4
OPP17 TGACCCGCCT 9 9
orPQ7 CCCCGATGGT 4 3
oPQ15 GGGTAACGTG 8 7
OPQ20 TCGCCCAGTC 11 9
BIO2 CAATCGCCGT 3 2
BIO10 CTGAGACGGA 5 3
BIO12 TACAACGAGG 7 6
BIO13 GTTTCGCTCC 2 1
BIO15 GGACTGGAGT 3 3
BIO17 TGCTCTGCTC 4 4
BIO24 TGACGCGCTC 4 3
BIO28 CCCGCCGTTG 8 7
Total 111 84

& OPB, OPP, OPQ : The primers of Operon Technologies,
Inc
{ BIO : The primers of Bioneer Co.

30709] primerFolA WE7} EFHsta thgA o]
FL 20709 primerEo] A¥HA=d FEE
PCRAEEL (.2 Kbol|A 3.0 Kb7hA] Tt o
o, % 111719 $Z9 DNA =g A%t &
primerd] o3 FZH w9 £ 2~11/2 g9
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Fig. 1. Profiles of PCR products obtained from genomic DNA using the primers OPP04, 08, 16 and OPQ
20 in 30 safflower collections.

Fig. 2. Profiles of PCR products obtained from genomic DNA using the primers OPP02, 05, 14 and BIO12
in 30 safflower collections.

and BI0O28 in 30 safflower collections.
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Fig. 4. Dendrogram analyzed by unweighted pair grouping method in 30 safflower collections.
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