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Advances in genetic manipulation of Chlamydiae

LI Shuyi, CHEN Chaoqun (Department of Medical Immunology s Institute of Pathogenic Biology , Hengyang
Medical School of University of South China s Hengyang 421001, Hunan ,China )

Chlamydiae infection can cause a variety of diseases in humans and animals. For a long time, the inherent
intracellular cycle of chlamydia and the limitations of using antibiotics as selectable markers have hindered the develop-
ment of molecular tools for gene manipulation of this pathogen. However,the recent development of various genetic ma-
nipulation tools has significantly improved our ability to alter the chlamydia genome,which will accelerate the elucidating

of the biology and pathogenesis of this stubborn pathogen. In this review.,we discuss the challenges and feasibility of ge-

netic manipulation of chlamydia,as well as the development of related molecular genetic tools.
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Fig. 1 Reverse genetics approach
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Fig.2 Forward genetics approach
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