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Abstract Based on the analysis of the principles and methods of genomic DNA extraction, the SDS-NaCl method was modified. The results of
genomic DNA extraction by commercial genomic extraction kit were compared with those by SDS-NaCl method modified by our laboratory. The
results showed that the OD,, /0D, of the genomic DNA of Escherichia coli, Bacillus subtilis and Staphylococcus aureus were 1.88, 1.89 and
1.81, and the concentration were 61.67,64.32 and 53.22 pg/mL respectively. The OD,, /0D,y by commercial genomic extraction kit were
1.85, 1.87 and 1.83, and the concentration were 64.07, 58.43 and 52.34 pg/mL respectively. The results showed that the genomic DNA ex-

tracted by the modified nacl method could be used in subsequent experiments such as whole genome sequencing and PCR, and a large number

of high quality microbial genomes could be obtained rapidly.
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AL F] & Commercial kit K SDS-NaCl #: Improved SDS-NaCl method

Strain 0D,/ 0D, 0D,/ 0D, Concentration 0D,/ 0D, 0D,/ 0D, Concentration
pg/mL pg/mL

KIGHF# Escherichia coli 1.85 2.06 64.07 1.88 1.91 61.67

R ZEAAF I Bacillus subtilis 1.87 1.94 58.43 1.89 2.02 64.32

SO HIERTE Staphylococcus aureus 1.83 2.02 52.34 1.81 2.03 53.22
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