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Comparison of PCR results of two genes in haemophilus influenzae
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Abstract: Objective To compare differences between the results of PCR testing of two genes in haemphilus influenzae (Hi).

Methods

The 16S rRNA and p6 genes were used as targets to identify 43 samples of Hi,which isolated from clinical samples. Re-

sults Out of 43 strains Hi, 34 were positive by 16S rRNA-PCR and 43 were positive by p6-PCR, the positive rate of detection was

79% ,100% respectively. At the same time, these two genes amplification in other control strains were not false positive. Conclusion

In this study we confirmed that p6 gene was one of the more specific gene than 16S rRNA gene for detection and identification of

Hi, which can be used rapidly for diagnosing the invasive diseases caused by Hi and epidemiological studies.

Key words: haemophilus influenzae; PCR;16S rRNA gene; p6 gene
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