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[ Abstract] Objective To establish a method for determining the copy number ratio of bacterial and
human genome. Methods The specific primers and universal probes were designed for bacterial and human
gene, respectively. The mixed samples consisted of E. coli, Helicobacter pylori and human blood and were
quantified by 7agMan-MGB fluorescent PCR. The feasibility and accuracy were evaluated by comparing the
measured ratio (the ratio of the Ct values converted into the copy number) and the theoretical ratio. Results
The co-efficient of variation (CV) values of six samples (DB1, DB2, DB3, DH1, DH2 and DH3) were 4.48%,
1.57%, 4.67%, 1.55% , 0.49% and 1.29% by CV analysis, respectively. In the nine mixed samples, the error
was less than 0.1 for the measured ratio (DB/DH) and the theoretical ratio, in which the correlation was
significant between the two groups (= 1.000, P < 0.001). Conclusions The method for determining the copy
number ratio between bacterial and human genome based on 7ugMan-MGB fluorescent quantitative PCR was
reproducible and accurate, and could be used to determine the copy number ratio between bacteria and human
genome.
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