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Abstract : Objective
standards for establishing a high-resolution melting curve method. Methods
A1237C,C268T and 329-330delAC, which were common in Guangzhou population, were selected as research

Three common CD36 gene mutation plasmids were constructed to provide mutation

The CD36 gene mutation sites

sites. The overlapping extension PCR method and TA cloning technology were used to construct the wild-type
and mutant-type plasmids containing the above-mentioned mutation sites,and they were verified by sequen-
cing. Results DNA sequencing results confirmed that the three recombinant plasmids contained CD36 gene
A1237C,C268T,and 329-330del AC mutations,respectively. Conclusion The CD36 gene A1237C,C268T,329-
330delAC mutant standard plasmids were successfully constructed, which laid a material foundation for the
subsequent development of a high-resolution melting curve method for screening CD36 gene polymorphisms.
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A1237C F: ATCAATGTGATTAGAAGACATATAAGAGC 233
Rm:CCAAAGAAGAGGCACAATATAGTTCCTCT
Fm: TTGTGCCTCTTCTTTGGCTTAATGAGG 156
R: ATGTATACTCATCCATATGGGTAATGG

C268T F:AAGTTGTCCTCGAAGAAGGTACA 115
Rm:CGTATAAG AACCTCTTTGCTTAACTTGAA
Fm:GAGGTTCTTATACGTACAGGTGAG 112
R: ACATTTCAATACAATGACATTTGCCA

329-330delAC  F: AGACCCCTTCTCGTTAGTTTGCTAGA 235

Rm: ACTGT_TGTCCTCAGCGTCCTGG
Fm:GCTGAGGACA_ACAGTCTCTTTCCTGCA 267
R:CTTTCCAAATGACCATGCCTCCATTC

T - 308 3R R B e el B 2K £
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TR G A R R B AR R #5417 PCR B34 3k
195 A AL LW P A TR, DL 2 3w I
BGIEh CD36 5 R T Az 80 (%) {g B\ I JE P 41 DNA 2y
BB, DA R iz A5 AR L iE R 51 9 e o R AR
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Takara Ex Taq® DNA Polymerase (5 U/pl), 4 uL
dNTP mixture (2. 5 mmol/L each), 1 puL 5| # (0. 2
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B Pk 45 SR R Pk 1.4.7 20902 3 948 19 CD36
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RARM 2K BER /N 487 bp, WA 2,
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949insA M 329-330delAC™, CD36 3 [H £ & M 75 A
[F) ] 8 AN Ml DX, AS [R) NE 22 [B)£F 76 B I8 25 5, 9
HECD36 HER A8 FH 2 C268T, HTARAER 50%
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TIF 5% 348 %t 51 2 R gE AT DNA I 5 43 # 56 3F . 0 7 4%
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