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Identification of OmpA Genetype of Chlamydophila Pneumoniae
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Abstract: Objective To know ompA genetype of Chlamydia pneumoniae in human nasopharyngeal swabs. Meth-
od 465 human nasopharyngeal swabs were collected from different cities in China doubted Chlamydia pneumoniae ( Cpn)
infection. DNA was extracted by usual method,and an approximately 366 bp fragment from the major outer membrane pro-
tein( ompA ) gene of Cpn was amplified by nested polymerase chain reaction(nPCR). The PCR products were purified by
DNA agarose gel purification system and the sequence of the ompA gene was determined by sequencing analyzer. And geno-
type was performed by BLAST similarity search compared with Cpn reference strains.  Results 58 clinical strains were i-
dentified from human nasopharyngeal swabs. The overall 14 genetic variants were detected and 4 genetype exactly A,B,C,D
were confirmed. The most prevalent genotype was CpnC (89.7% ) ,and the rest of all are CpnA(5.2% ),CpnB(3.4% )
and CpnD(1.7% ). Conclusion There are a few genetype of Cpn in a few cities in China. CpnC was found mostly, and
the others were appeared such as CpnA ,CpnB and CpnD. It exhibits remarkable ompA DNA sequence polymorphism ,which
can encourage us for vaccine design and infection control.
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