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Comparing of micro extraction methods of DNA from citrus huanglongbing pathogen. Zou Min" 2,
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Abastract Three methods of micro extradion of DNA from citrus huanglongbing pathogen has been con-
pared. Method 1 and method 2 are followed the methods conducted by Sandrine et al. and Hung et al. ,
but the amount of the sample is reduced from 100mg and 250mg to 20mg and 10mg respectively. Method
3 is followed the method conducted by Zhou Changyong et al., the amount of the sample is 10mg. The
result shows that the product of method 1 contains low concentration of DNA and much impurity, it is un-
fit for PCR detection of huanglongbing; product of method 2 contains high concentration of DNA and little
impurity, it is fit for PCR detection of huanglongbing; produd of method 3 cntains high concentration of
DNA and little impurity, it is also fit for PCR detection of huanglongbing. Since the progress for extraction
in method 3 is quicker than that of method 2, method 3 is more fit for PCR detection of a lot of samples.
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