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Fig. 1 Predicted second structures of exon 5
I eisstrand of \\'illl‘lype |)53; 2 eisstrand of mutate Lype |153; 3:

trans-strand of wild-type p53: 4: trans-strand of mutate type p53.
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Fig. 2 SSCP analysis of exon 5
(a) double strands SSCP analysis ( /: mutated-type; 2: wildtype):
(b) single strand SSCP analysis ( [: ecisstrand of wildtype p53; 2:

eis- strand of mutated Ly pe |153; 3: trans-strand of w ill}'l”w }153; 4

trans-strand of mutated type p53).
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Fig. 3 Prethcted second structures of exon 5~ 7

I: ecisstrand of w l]r]’[”\(-'. |153. 2 eis strand of muts |ll*(|'l”v }153_ 3:

trans-strand of wild-type p53; 4:  trans strand of mutated type p53.
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Fig. 4 SSCP analysis of exon 5~ 7
I: widetype p53; 2: mutated-type p53.
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Table 1 Comparing result of short segment ( 183 bp)

No. of Predicted result  Predicted result Result of Result of
]::::;Il: of trans-strand of efs strand SSCP comparison

1 + - - -

2 + + * *

3 - + * *

4 - + - N

5 + + ¥ *

6 + + * *

7 + + * *

8 + + * *

9 + + ¥ ’

10 + + * *

I + - * *

12 - + * *
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Table 2 Comparing result of long segment (307 bp)

:i:::lﬂ ::; Predided resull  Predided result  Result of Result of
szm:pl(-. of trans-strand  of eisstrand SSCp comparison
1 - - - +
2 - - - +
3 - + - -
4 - + + +
5 + + + +
[§] + - + +
7 + - + +
8 + + + +
9 + - + +
10 + + + +
11 + + + +
12 + - + +
13 - + + +
14 + + - -
15 + + + +
16 + + + +
17 - + + +
18 - + + +
19 + + + +
20 + + + +
21 + - - -
22 - - + -
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The Comparison of Predicted Second Structure of DNA Single Strand with
Single Strand Conformation Polymorphism Analysis Results’

. . . *4 . . + .
HE YumrGang, TAN DeYong , QIAN Wei, LAI JiamHua, XIE Yong-Fang
( Department of Biotechnology, Yunnan University, Kunming 650091, China)

Abstract Single strand conformation polymorphism (SSCP) has been widely used for mutation detecting. But
the theory about it is not strong enough to guide application. Recently, many computer programs have been
designed for predicting the folding of single strand DNA or RNA. Second structures of three DNA segments
with RNAstructure 3.2 have been predicted and have been compared with their results of SSCP. The
comparison shows there is closely relation between them. The kinds of prediction can guide operator to select
primers for SSCP analysis and accurately estimate mutated ratio.

Key words single strand conformation polymorphism ( SSCP), mutation detect, structure prediction of DNA

single strand
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