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Abstract: Klebsiella pneumonia (KP) is a common gram negative pathogen of hospital-acquired infections. A
new variant of KP called hypervirulent K. pneumoniae (hvKP) has been gradually produced and spread since the
1980s and often infects healthy hosts and causes serious invasive infections. Early studies have suggested that the
high virulence and drug resistance of KP did not overlap, but recently there are reports of drug resistance or even
multidrug resistance of hvKP-related strains. Combination of drug resistance and high virulence may become
the next important challenge encountered in clinical practice. This paper reviews and discusses some hvKP drug
resistance reports and related mechanism in order to provide references for the prevention and control of the
prevalence and development of drug-resistant hvKP and further research on drug resistance mechanism in China.
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