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Fig. 1. Silver stained polyacrylamide gel showing PCR-SSCP
patterns at locus (CA)n of mitochondrial D-loop in uterine leiomy-
omas. 7.5% polyacrylamide gel was used for electrophoresis. At
the top of each lane, number 1, 2, 3 and 4 represented the type of
SSCP band mobility pattern. (a) The positions of single strands of
type 1, 2 and 3 differed respectively. (b) In type 1 and 4, positions
of the lower single stand of both were equal but those of upper
strand were different.
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Fig. 2. DNA sequencing analysis. (a) Type 1 of SSCP pattern had CCAG(CA)4CCGC sequencing structure. (b) Type 2 of SSCP pattern had
CCAG(CA)sCCGC sequencing structure. (c) Type 3 of SSCP pattern had CCAG(CA)sCCGC sequencing structure. (d) Type 4 of SSCP pat-

tern had CCAA(CA)4sCCGC sequencing structure.
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Table 1. Frequencies of mitochondrial D-loop (CA)n repeat poly-
morphism in Koreans

Reference Chung et al. [22] Leeetal.[23]  This study
D-loop (CA)n Numbers (%)

(CA) 186 (37.6) 39(38.6) 19(38)
(CA)s 303 (60.6) 62(61.4) 29 (58)
(CA) 7(1.4) 2(4)
(CA)7 4(0.8)

Total 500 101 50
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Determination of Repeat Numbers of (CA)n in Mitochondrial D-loop
using Polymerase Chain Reaction-single Strand Conformational
Polymorphism (PCR-SSCP)
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Abstract : Polymerase chain reaction-single strand conformational polymorphism (PCR-SSCP) analysis is a
kind of sensitive mutation detection method that has been usually used in field of medical genetics. A single
DNA strand with a mutation or nucleotide polymorphism has a different conformation from its wild-type
counterpart, and these conformational differences result in different electrophoretic mobility. In previous study of
mitochondrial microsatellite instability in 50 uterine leiomyomas, PCR-SSCP showed 4 types of band mobility
at (CA)n of the mitochondrial D-loop. In type 1 and 4, positions of the lower single stand of both were same but
those of upper strand were different. In sequencing analysis, repeat number of (CA)n in type 1 was 4, 5 in type 2,
6 in type 3, and 4 in type 4, respectively. Without using expensive sequencing analysis, PCR-SSCP method can be
used to detect the repeat number of (CA)n in mitochondrial D-loop.
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