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Background: Therefore, the objectives of this study were to investigate the prevalence of carbapenem-resistant hypervirulent 
Klebsiella pneumoniae (CR-hvKp) in Fujian Medical University Union Hospital, identify their genetic characters, characterize their 
resistance profiles, and identify risk factors for their infection to improve prevention and treatment strategies for CR-hvKp in the area.
Methods: Between January 2021 and January 2022, clinically identified carbapenem-resistant Klebsiella pneumoniae (CRKp) isolates 
were collected. A PCR assay was used to detect the K capsule type, virulence genes, carbapenemase genes, and membrane pore 
protein. ERIC-PCR was carried out for homology analysis. Antimicrobial susceptibility test was used to determine drug resistance. 
Logistic multivariate regression analysis was conducted to confirm the risk factors for CR-hvKp infection.
Results: In total, 239 CRKp isolates were obtained. The virulence genes with the highest detection rates were mrkD, iucA, and rmpA2. 
Of these isolates, 54 (22.59%) carried both iucA and rmpA2, thus classifying them as CR-hvKp. All CR-hvKp isolates carried blaKPC. 
Furthermore, capsular serotypes K64 (94.44%) and K47 (3.70%) were detected. Resistance was observed against most common 
antibiotics, with the exception of complete sensitivity to ceftazidime-avibactam. ERIC-PCR indicated a potential clonal spread among 
CR-hvKp. Multivariate analysis found that changing beds was a risk factor for CR-hvKp infection.
Conclusion: Currently, the hospital predominantly carries K64 CR-hvKp that harbors the blaKPC. Our study found that changing 
patient beds was an independent risk factor for CR-hvKp infection.
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Introduction
Klebsiella pneumoniae (Kp) is a major pathogen that causes infections acquired in the community and in hospitals,1 such 
as urinary tract infections, pneumonia, and meningitis.2 Carbapenem-resistant Klebsiella pneumoniae (CRKp) strains 
have emerged due to the extensive use of antimicrobial agents, with the acquisition of mobile genetic elements carrying 
different antimicrobial resistance genes being a significant factor in the evolution of Kp into CRKp.3 According to the 
China Antimicrobial Surveillance Network (CHINET), the resistance rate of carbapenems in Kp has significantly 
increased from 2.9% to 25.3%.1 In addition to the issue of antimicrobial resistance, the emergence and progression of 
hypervirulent Klebsiella pneumoniae (hvKp) is also a matter of significant concern.

Since its initial discovery in Taiwan in 1986,4 hvKp has garnered increasing attention, with studies indicating that 
pLVPK/pLVPK-like virulent plasmids play a significant role in its pathogenicity.5 The connection between the 
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hypervirulent phenotype and the virulence plasmid has been established in previous research.6 The emergence of drug- 
resistant plasmids and virulence plasmids has led to the development of a highly resistant and difficult-to-treat 
“superbug”, whether it acquires a low-virulence CRKp with a virulence plasmid or a highly sensitive hvKp with a drug- 
resistant plasmid.7

Since its initial report in China in 2018, the occurrence of CR-hvKp bacteria harboring pLVPK-like virulence 
plasmids has been documented in multiple countries in recent years.8–11 Danxia Gu et al12 found that CRKp can evolve 
into CR-hvKp by acquiring pLVPK/pLVPK-like virulence plasmids. These plasmids enable the rapid dissemination of 
hypervirulence and enhance environmental survival.11,13 Currently, the main virulence factors on these plasmids are iucA, 
peg-344, iroN, rmpA and rmpA2.14 This study primarily identified hvKp strains using the virulence genes iucA and 
rmpA2 on pLVPK-like virulence plasmids.

CRKp poses a significant challenge in terms of treatment, while hvKp is associated with a high mortality rate. As we 
all know, the isolates of Klebsiella pneumoniae that have both high virulence and carbapenem resistance are called 
“superbugs”, and CR-hvKp has the characteristics of multi-drug resistance, high virulence and high transmission, which 
will pose a serious threat to human health.15 CR-hvKp is a newly reported nosocomial pathogen, which was first reported 
and mainly reported in China.12 Currently, the scarcity of research on CR-hvKp in China can be attributed to its low 
detection rate, with the infection rate ranging from 0% to 25.8%.13 Relevant studies have shown that there are significant 
regional differences in CR-hvKp prevalence. This study analyzed the distribution of CR-hvKp in six regions of Zhejiang, 
Jiangsu, Beijing, Henan, Shandong and Hebei, among which Zhejiang and Jiangsu accounted for the largest proportion, 
accounting for half of the six regions.15 Regional differences might also exist in the risk factors and molecular 
epidemiological characteristics of CR-hvKp. Earlier studies indicated that cardiovascular and cerebrovascular diseases 
were independent predictors of CR-hvKp infections.7,16 Nonetheless, research on the risk factors and molecular 
epidemiology of CR-hvKp in this region of Fujian is insufficient. Therefore, this study aimed to analyze CR-hvKp 
strains isolated from Fujian Medical University Union Hospital to reveal their clinical characteristics, assess their 
resistance, and identify risk factors for their infection, it is crucial to investigate these factors to improve prevention 
and treatment strategies for CR-hvKp in the area.

Methods
Research Setting and Ethics Statement
The study was conducted from January 2021 to January 2022 at Fujian Medical University Union Hospital. The cultured 
isolates were identified by matrix-assisted laser desorption/ionization time-of-flight mass spectrometry (MALDI- 
TOFMS; Bruker Daltonics Inc., Billerica, Massachusetts) to confirm strains of Kp. The disk diffusion method was 
used to perform a carbapenem antimicrobial susceptibility test and classify Kp as CRKp if it was resistant to meropenem 
or imipenem.17 A total of 239 unique strains were collected. The collected CRKp strains were divided into experimental 
group (CR-hvKp group) and control group (CRKp group) for study. The medical details such as age, gender, admission 
date, number of beds, surgeries and invasive procedures, and antibiotic treatments were collected during the patient’s 
stay. Each case or control was included only once. Informed consent was obtained from all participants.

String Test
The strains were left to incubate overnight on blood agar plates at 37 °C. Subsequently, fresh colonies that had been 
cultured overnight were carefully pulled outward with the inoculation ring. If mucus filaments were detected and traction 
length was greater than 5 mm, the phenotype was recognized as mucosal hyperplasia, with a focus on the hypermucous 
phenotype.7

Antimicrobial Susceptibility Testing
The antimicrobial susceptibility test employed microbroth dilution to ascertain the minimum inhibitory concentration 
(MIC) of various antibiotics, including ceftazidime-avibactam, amoxicillin/clavulanate, piperacillin/tazobactam, cefazo
lin, ceftriaxone, cefepime, cefoxitin, aztreonam, imipenem, amikacin, gentamicin, tobramycin, ciprofloxacin, 
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levofloxacin and trimethoprim-sulfamethoxazole. The interpretation of the results was based on the 2022 Clinical and 
Laboratory Standards Institute (CLSI 2022) guidelines. Escherichia coli ATCC 25922 and Pseudomonas aeruginosa 
ATCC 27853 were utilized as quality control standards.

Molecular Detection of Resistance and Virulence Genes
The polymerase chain reaction (PCR) was employed to identify specific genes associated with the type K capsule (K1, 
K2, K47, K57, and K64) and virulence (mrkD, iucA, rmpA2, rmpA, allS, iroN, wcaG, magA, and aerobactin). 
Additionally, resistance genes were detected, including carbapenemase genes (blaKPC, blaIMP, blaVIM, blaNDM, and 
blaOXA-48) as well as resistance-related genes include membrane pore protein genes (OmpK35, OmpK36, and 
OmpK37). The amplification conditions included a 2-minute initial denaturation at 95°C, followed by 35 cycles of 
95°C for 20 seconds, 52°C for 40 seconds and 72°C for 1 minute with a single final extension cycle at 72°C for 
5 minutes. The primers used for this analysis can be found in Supplementary Data: Table S1.

DNA Fingerprint Technology
DNA templates for the ERIC-PCR assay were extracted by the boiling centrifugation method.18 Universal primers ERIC- 
F (5′-ATGTAAGCTCCTGGGGATTAC-3′) and ERIC-R (5′-AAGTAAGTGACTGGGGTGAGCG-3′) were used to 
amplify DNA. The ERIC- PCR conditions were modified based on the findings reported by Smith et al.19 The DNA 
fingerprint was examined using Image Lab software, while clustering was conducted using NTSYSpc 2.10 software, with 
clusters being defined using a cutoff value of 92% similarity. The band-matched Dice coefficient was employed to assess 
the similarity between species, and the tree map for each species was generated using the unweighted arithmetic mean 
pairing group method (UPGMA).

Statistical Analysis
Data were analyzed using IBM SPSS ver. 21.0 statistical software (IBM Co., Armonk, NY, USA). Frequency tables (n, 
%) for categorical variables and descriptive statistics (mean, median, standard deviation) for numerical variables were 
used. Comparisons of categorical variables were analyzed by the Chi square test. Logistic regression (Backward LR) 
methods (univariate, multivariate) were used to determine the risk factors for CR-hvKp infection. Statistical significance 
was assigned to a P value of less than 0.05.

Results
Molecular Characteristics of CRKp and CR-hvKp
Among the 239 CRKp strains, 91.18% (218/239) carried the blaKPC gene, 5.88% (14/239) had the blaNDM gene, 0.42% (10/ 
239) contained the blaIMP gene, and neither blaOXA-48 nor blaVIM was detected (Figure 1A). The presence of porin genes was 
as follows: OmpK35 in 96.65% (231/239), OmpK36 in 98.32% (235/239), and OmpK37 in 99.16% (237/239) (Figure 1B). 
Among the virulence genes, mrkD was the most commonly carried (96.65%, 231/239), with iucA (27.20%, 65/239), rmpA2 
(23.01%, 55/239), allS (2.09%, 5/239), rmpA (1.67%, 4/239), and iroN (0.42%, 1/239) being less frequent (Figure 1C). Out 
of these, 54 strains that contained both iucA and rmpA2 were classified as CR-hvKp. The predominant serotype was K64 
(94.44%, 51/54), followed by K47 (3.70%, 2/54). None of the strains showed porin deficiency (Figure 1D). All CR-hvKps 
contained the carbapenemase blaKPC (100%) (Figure 1D). Three strains tested positive in the string test.

Distribution of the CR-hvKp and the Ratio of Specimen Types
With a separation rate of 22.59%, CR-hvKp cases were primarily found in the ICU (44.44%, 24/54), with other cases in 
hematology (11.11%, 6/54), emergency surgery (11.11%, 6/54), burns (9.26%, 5/54), gastric surgery (9.26%, 5/54), 
neurosurgery (5.56%, 3/54), basic surgery (5.56%, 3/54), and other departments (3.70%, 2/54) (Figure 2A). In the 54 CR- 
hvKp cases, 46.30% (25/54) were retrieved from sputum, 11.11% (6/54) from drainage fluid, 11.11% (6/54) from blood, 
9.26% (5/54) from secretion, 7.41% (4/54) from urine, 3.70% (2/54) from pus, 3.70% (2/54) from perianal swabs, and 
7.41% (4/54) from other sources (Figure 2B).
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Antimicrobial Resistance Characteristics
All isolates were resistant to piperacillin/tazobactam, cefazolin, ceftriaxone, cefepime, cefoxitin, aztreonam, imipenem, 
ciprofloxacin, and levofloxacin. Ceftazidime-avibactam was effective against all 54 CR-hvKp isolates, and 51.90% (28/ 
54) were susceptible to trimethoprim/sulfamethoxazole. The resistance rates for amikacin, gentamicin, and tobramycin 
were 90.90% (49/54), 90.90% (49/54), and 92.50% (50/54), respectively (Figure 3).

ERIC-PCR DNA Fingerprint Analysis of CR-hvKp
Using NTSYSpc software, a dendrogram was developed to organize all CR-hvKp isolates based on their ERIC-PCR 
patterns. The isolates generated multiple amplicons with similarity levels from 68% to 100%, forming 14 major 
clusters (I, II, III, IV, V, VI, VII, VIII, IX, X, XI, XII, XIII, XIV). Most of the isolates were located in clusters VIII 
(27.78%, 15/54) and XII (24.07%, 13/54) (Figure 4). For specific electrophoretic images, see Supplementary Data: 
Figure S1.

Analysis of Risk Factors Associated with CR-hvKp Infection
Among those infected with CR-hvKp, adults represented a significant majority (98.15%, 53/54), with men being the 
predominant gender (77.78%, 42/54). Gastrointestinal diseases (29.63%, 16/54) and lung diseases (22.22%, 12/54) were 
the most frequently observed conditions (Table 1). Univariate analysis identified antibiotic use history and bed changing 

Figure 1 Molecular characteristics of clinical isolates were detected by PCR. (A) Carbapenemase genes in carbapenem-resistant Klebsiella pneumoniae isolates. (B) Porin 
genes in carbapenem-resistant Klebsiella pneumoniae isolates. (C) Virulence factors in carbapenem-resistant Klebsiella pneumoniae isolates. (D) Carbapenemase genes and 
porin genes in carbapenem-resistant hypervirulent Klebsiella pneumoniae isolates.
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Figure 2 Clinical distribution (A) and specimen types (B) of carbapenem-resistant hypervirulent Klebsiella pneumoniae.

Figure 3 Resistant rate of carbapenem-resistant hypervirulent Klebsiella pneumoniae.

Infection and Drug Resistance 2025:18                                                                                             https://doi.org/10.2147/IDR.S494208                                                                                                                                                                                                                                                                                                                                                                                                      87

Zhu et al

Powered by TCPDF (www.tcpdf.org)



experience as risk factors for CR-hvKp infection. Multivariate analysis confirmed bed changing as a significant risk 
factor (odds ratio [OR] 4.538; 95% confidence interval [CI]: 1.664–12.377; P<0.05) (Table 2).

Discussion
The increased occurrence of CRKp and hvKp might contribute to the development of organisms that are both resistant to 
carbapenem antibiotics and highly virulent.9,20 This study investigated the molecular epidemiology of CR-hvKp and its 
associated risk factors among clinically isolated strains obtained from a tertiary hospital in Fujian.

Out of 239 CRKp strains, those testing positive for both iucA and rmpA2 via PCR were identified as hypervirulent 
Klebsiella pneumoniae.12 In this study, 54 strains of CR-hvKp were identified. Previous research indicated that the 
severity of hvKp was associated with its virulence-related genes and hypermucous phenotype.21 RmpA and rmpA2 were 
identified as regulators necessary for the hypermucous phenotype in hvKp strains.22 Only 3 out of 54 CR-hvKp isolates 
were hypermucous, implying that the rmpA/rmpA2 genes do not always correlate with capsule expression. Previous 
studies had shown that K1 and K2 capsule serotypes were frequently linked to enhanced virulence, and correspondingly, 
the most prevalent serotypes in hvKp were K1 and K2.23 In this research, K64 was the predominant serotype of CR- 
hvKp, followed by K47, with no K1/K2 serotypes detected, suggesting a difference in the main serotypes between CR- 
hvKp and hvKp. Consequently, it was assumed that their virulence could also fluctuate. Importantly, K64 Kp has been 
associated with suppurative liver abscesses and endogenous endophthalmitis,24 and ST11-K64 clones were found to 
independently predict CR-hvKp infection,16 aligning with our experimental findings. The majority of virulence-related 
genes were found on pLVPK or pK2044-like virulence plasmids.25 Some investigations, however, revealed that K47 CR- 
hvKp contained a plasmid similar to the rare pLVPK-like plasmid in CR-hvKp, highlighting the importance of sending 
the discovered K47 CR-hvKp for whole genome sequencing.26

Carbapenem resistance in Kp was primarily caused by carbapenemase production and reduced expression or loss of 
outer membrane proteins, with carbapenemase being the key mechanism.27 Carbapenemase were categorized into three 

Figure 4 ERIC-PCR dendrogram of all carbapenem-resistant hypervirulent Klebsiella pneumoniae strains.
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groups: A, B and D according to the Ambler classification. The most prevalent carbapenemase, blaKPC, blaNDM and 
blaOXA-48, were classified under groups A, B and D respectively.28 In CRKp, blaKPC was the most prevalent class 
A enzyme.29 This study found that all 54 CR-hvKp strains had blaKPC and retained their membrane proteins. 
Consequently, blaKPC was identified as the primary reason for carbapenem resistance in this area, consistent with earlier 
studies.30

Sputum was the main specimen type for CR-hvKp strains, consistent with Kp’s role as a respiratory pathogen.31 Due 
to their critical condition, ICU patients often require lengthy hospitalizations and invasive surgeries, raising the risk of 
antibiotic resistance and increasing the likelihood of CR-hvKp detection.32 During February, March, and April, 32 strains 

Table 2 Univariate Analysis and Multivariate Logistic Regression Analysis of Risk 
Factors for CRKp Vs CR-hvKp Infection

Variable Univariate Analysis Multivariate Analysis

OR (95% CI) P value OR (95% CI) P value

Sex 2.140 (0.864–5.302) P>0.05
Age 0.425 (0.168–1.073) P>0.05

Invasive procedures 3.146 (0.314–31.484) P>0.05

Antibiotic use 0.079 (0.010–0.648) P<0.05 0.242 (0.040–1.444) P>0.05
Hypertension 1.000 (0.414–2.415) P>0.05

Diabetes 1.629 (0.526–5.044) P>0.05

Hospital stays 1.441 (0.622–3.338) P>0.05
Bed change 4.459 (1.661–10.921) P<0.05 4.538 (1.664–12.377) P<0.05

Transfer 1.739 (0.745–4.059) P>0.05

Prognosis 1.369 (0.595–3.152) P>0.05

Abbreviations: P, test significance; OR, odds ratio; 95% CI, confidence interval.

Table 1 Demographic Characteristics of 
CR-hvKp

No. of Cases (n=54) CR-hvKp (n=54)

Age
Pediatric 1 (1.85%)

Adult 53 (98.15%)
Sex
Male 42 (77.78%)

Female 12 (22.22%)
Diagnosis
Leukemia 7 (12.96%)
Gastrointestinal disease 16 (29.63%)

Pulmonary disease 12 (22.22%)

Bone and joint diseases 1 (1.85%)
Heart disease 1 (1.85%)

Endocrine disease 2 (3.70%)

Cerebral disease 9 (16.67%)
Sepsis 3 (5.56%)

Burn 3 (5.56%)

Discharge
Yes 30 (55.56%)

No 24 (44.44%)

Operation
Yes 46 (85.19%)

No 8 (14.81%)
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of CR-hvKp were identified (59.26%), suggesting that CR-hvKp might be more prevalent in the spring. Thus, it is crucial 
to improve management and screening for CR-hvKp in this season.

Research on 54 CR-hvKp isolates uncovered complete resistance to carbapenems, fluoroquinolones, and cephalos
porin antibiotics, with only a low level of sensitivity to sulfonamides and aminoglycosides. The resistance rate of the CR- 
hvKp strain closely matches that of CRKp.33 The treatment of the CR-hvKp strains may follow the treatment approach 
for CRKp strains infection. The treatment with ceftazidime-avibactam has been highly effective in China, the United 
States, and Europe, achieving high rates of clinical cures and survival.34,35 This study showed that all 54 CR-hvKp 
strains were fully sensitive to ceftazidime-avibactam, suggesting that antibiotic usage is well managed.

The fingerprint results revealed that 54 strains of CR-hvKp had mostly similar strains, with the majority belonging to 
clusters VIII and XII. Cluster VIII isolates were spread out, but most inspections occurred in February and March, with 
73.33% (11/15) of isolates having 100% similarity, indicating a possible epidemic of this clonal strain during that time. 
Twelve strains of cluster XII were found in the ICU, with inspections mainly conducted in April and May, indicating 
potential clonal transmission of CR-hvKps in this department.

According to the clinical data of CR-hvKp infected patients, 77.78% of CR-hvKp infected patients were male. In 
accordance with the colonization environment of Klebsiella pneumoniae, 51.85% of CR-hvKp infected patients primarily 
suffered from gastrointestinal and lung-related diseases. Some studies have reported that potential complications such as 
diabetes and chronic diseases were the main risk factors for CR-hvKp infection,36 while in this study, only 9 patients 
(16.67%) in the CR-hvKp group were found to have diabetes, which is not a risk factor for CR-hvKp infection. 
Surprisingly, multivariate analysis revealed that bed change was a risk factor for CR-hvKp infection. There are three 
possible reasons for this phenomenon: First of all, this may be due to the fact that severely ill patients with weakened 
immunity often need to be transferred from the general ward to the ICU. If they are slightly better, they can be transferred 
from the ICU to the general ward, a process that increases the number of beds changes and makes them more susceptible 
to pathogens. Moreover, patients who often change beds may meet more patients, which could result in CR-hvKp cross- 
infection. Ultimately, the inadequate disinfection practices of medical personnel and a poor understanding of aseptic 
techniques could lead to a potential risk of hospital-acquired CR-hvKp infection. Therefore, there are two recommenda
tions: one is that for severe patients who are more likely to require frequent bed changes, we recommend providing them 
with a separate room, as their immunity is weaker than that of ordinary patients, making them more prone to cross- 
infection. For ordinary patients who often change beds, we recommend minimizing unnecessary bed changes. The other 
is to enhance the awareness of infection surveillance among medical staff to minimize the CR-hvKp infection caused by 
changing beds.

The study has several limitations. Firstly, due to the lack of a definitive hvKp identification method, it is best to detect 
the virulence plasmid of the strains by whole genome sequencing as a means of determination, and to detect the virulence 
of the strains by in vitro and in vivo experiments to further determine the strain is hvKp. Secondly, the study is limited to 
a single center and is retrospective in nature, spanning a duration of one year. Finally, the patient sample size is fairly 
limited. In future studies, we plan to continue to collect samples to expand the sample size and further validate and 
expand the current findings.

Conclusion
In conclusion, the hospital primarily harbors K64 CR-hvKp, a strain that generates blaKPC, with CR-hvKp being 
predominantly found in the ICU. Multivariate analysis has indicated that bed changing poses a risk factor. 
Consequently, it is advisable for hospitalized patients to minimize bed changes, enhance surveillance of bacterial 
infections in individuals without underlying health conditions and prevent the transition of bacterial colonization to 
infection.

Ethical Approval
The Medical Ethics Committee of Fujian Medical University Union Hospital (2023KY104) thoroughly reviewed and 
granted approval for all procedures pertaining to human subjects, including individuals, medical records, human samples, 
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and clinical isolates, in this study. We affirm that the execution of this study adhered to the principles outlined in the 
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Acknowledgments
The authors would like to thank those who participated in this study, especially HZ, XC and PSC.

Funding
This work was Sponsored by Fujian provincial health technology project (2022GGA020), thanks to those who 
participated in this study.

Disclosure
The authors report no conflicts of interest to declare.

References
1. Liao W, Liu Y, Zhang W. Virulence evolution, molecular mechanisms of resistance and prevalence of ST11 carbapenem-resistant Klebsiella 

pneumoniae in China: a review over the last 10 years. J Global Antimicrob Resist. 2020;23:174–180. doi:10.1016/j.jgar.2020.09.004
2. Navon-Venezia S, Kondratyeva K, Carattoli A. Klebsiella pneumoniae: a major worldwide source and shuttle for antibiotic resistance. FEMS 

Microbiol Rev. 2017;41(3):252–275. doi:10.1093/femsre/fux013
3. Hu D, Chen W, Zhang Q, et al. Prevalence of Carbapenem-resistant hypervirulent Klebsiella pneumoniae and hypervirulent Carbapenem-Resistant 

Klebsiella pneumoniae in China Determined via mouse lethality tests. Front Cell Infect Microbiol. 2022;12:882210. doi:10.3389/ 
fcimb.2022.882210

4. Cheng DL, Liu YC, Yen MY, et al. Septic metastatic lesions of pyogenic liver abscess. Their association with Klebsiella pneumoniae bacteremia in 
diabetic patients. Archives of Internal Medicine. 1991;151(8):1557–1559. doi:10.1001/archinte.1991.00400080059010

5. Tang HL, Chiang MK, Liou WJ, et al. Correlation between Klebsiella pneumoniae carrying pLVPK-derived loci and abscess formation. Eur J Clin 
Microbiol Infect Dis. 2010;29(6):689–698. doi:10.1007/s10096-010-0915-1

6. Xie M, Yang X, Xu Q, et al. Clinical evolution of ST11 carbapenem resistant and hypervirulent Klebsiella pneumoniae. Commun Biol. 2021;4 
(1):650. doi:10.1038/s42003-021-02148-4

7. Zhou C, Wu Q, He L, et al. Clinical and molecular characteristics of Carbapenem-Resistant Hypervirulent Klebsiella pneumoniae Isolates in 
a Tertiary Hospital in Shanghai, China. Infect Drug Resist. 2021;14:2697–2706. doi:10.2147/IDR.S321704

8. Li J, Huang ZY, Yu T, et al. Isolation and characterization of a sequence type 25 carbapenem-resistant hypervirulent Klebsiella pneumoniae from 
the mid-south region of China. BMC Microbiol. 2019;19(1):219. doi:10.1186/s12866-019-1593-5

9. Zhang Y, Zhao C, Wang Q, et al. High prevalence of hypervirulent Klebsiella pneumoniae infection in China: geographic distribution, clinical 
characteristics, and antimicrobial resistance. Antimicrob Agents Chemother. 2016;60(10):6115–6120. doi:10.1128/AAC.01127-16

10. Zheng B, Xu H, Lv T, et al. Stool samples of acute diarrhea inpatients as a reservoir of ST11 hypervirulent KPC-2-producing Klebsiella 
pneumoniae. mSystems. 2020;5(3). doi:10.1128/msystems.00498-20

11. Zhou K, Xiao T, David S, et al. Novel subclone of carbapenem-resistant Klebsiella pneumoniae sequence type 11 with enhanced virulence and 
transmissibility, China. Emerging Infectious Diseases. 2020;26(2):289–297. doi:10.3201/eid2602.190594

12. Gu D, Dong N, Zheng Z, et al. A fatal outbreak of ST11 carbapenem-resistant hypervirulent Klebsiella pneumoniae in a Chinese hospital: 
a molecular epidemiological study. Lancet Infect Dis. 2018;18(1):37–46. doi:10.1016/S1473-3099(17)30489-9

13. Zhang Y, Jin L, Ouyang P, et al. Evolution of hypervirulence in carbapenem-resistant Klebsiella pneumoniae in China: a multicentre, molecular 
epidemiological analysis. J Antimicrob Chemother. 2020;75(2):327–336. doi:10.1093/jac/dkz446

14. Russo TA, Olson R, Fang CT, et al. Identification of biomarkers for differentiation of hypervirulent Klebsiella pneumoniae from Classical K. 
pneumoniae. J Clin Microbiol. 2018;56(9). doi:10.1128/JCM.00776-18

15. Pu D, Zhao J, Chang K, et al. “Superbugs” with hypervirulence and carbapenem resistance in Klebsiella pneumoniae: the rise of such emerging 
nosocomial pathogens in China. Sci Bull. 2023;68(21):2658–2670. doi:10.1016/j.scib.2023.09.040

16. Wei T, Zou C, Qin J, et al. Emergence of hypervirulent ST11-K64 Klebsiella pneumoniae poses a serious clinical threat in older patients. Front 
Public Health. 2022;10:765624. doi:10.3389/fpubh.2022.765624

17. Zhu R, Xu X, Lian S, et al. Intestinal colonization with carbapenem-resistant enterobacteriaceae in acute leukemia patients: risk factors and 
molecular characteristics. Infect Drug Resist. 2022;15:4275–4283. doi:10.2147/IDR.S376413

18. Soumet C, Ermel G, Fach P, et al. Evaluation of different DNA extraction procedures for the detection of Salmonella from chicken products by 
polymerase chain reaction. Lett Appl Microbiol. 1994;19(5):294–298. doi:10.1111/j.1472-765X.1994.tb00458.x

19. Smith JL, Drum DJ, Dai Y, et al. Impact of antimicrobial usage on antimicrobial resistance in commensal Escherichia coli strains colonizing broiler 
chickens. Appl Environ Microbiol. 2007;73(5):1404–1414. doi:10.1128/AEM.01193-06

20. Liu C, Guo J. Hypervirulent Klebsiella pneumoniae (hypermucoviscous and aerobactin positive) infection over 6 years in the elderly in China: 
antimicrobial resistance patterns, molecular epidemiology and risk factor. Ann Clinic Microbiol Antimicrob. 2019;18(1):4. doi:10.1186/s12941-018- 
0302-9

21. Catalan-Najera JC, Garza-Ramos U, Barrios-Camacho H. Hypervirulence and hypermucoviscosity: two different but complementary Klebsiella 
spp. phenotypes? Virulence. 2017;8(7):1111–1123. doi:10.1080/21505594.2017.1317412

22. Zhu J, Wang T, Chen L, et al. Virulence factors in hypervirulent Klebsiella pneumoniae. Front Microbiol. 2021;12:642484. doi:10.3389/ 
fmicb.2021.642484

Infection and Drug Resistance 2025:18                                                                                             https://doi.org/10.2147/IDR.S494208                                                                                                                                                                                                                                                                                                                                                                                                      91

Zhu et al

Powered by TCPDF (www.tcpdf.org)

https://doi.org/10.1016/j.jgar.2020.09.004
https://doi.org/10.1093/femsre/fux013
https://doi.org/10.3389/fcimb.2022.882210
https://doi.org/10.3389/fcimb.2022.882210
https://doi.org/10.1001/archinte.1991.00400080059010
https://doi.org/10.1007/s10096-010-0915-1
https://doi.org/10.1038/s42003-021-02148-4
https://doi.org/10.2147/IDR.S321704
https://doi.org/10.1186/s12866-019-1593-5
https://doi.org/10.1128/AAC.01127-16
https://doi.org/10.1128/msystems.00498-20
https://doi.org/10.3201/eid2602.190594
https://doi.org/10.1016/S1473-3099(17)30489-9
https://doi.org/10.1093/jac/dkz446
https://doi.org/10.1128/JCM.00776-18
https://doi.org/10.1016/j.scib.2023.09.040
https://doi.org/10.3389/fpubh.2022.765624
https://doi.org/10.2147/IDR.S376413
https://doi.org/10.1111/j.1472-765X.1994.tb00458.x
https://doi.org/10.1128/AEM.01193-06
https://doi.org/10.1186/s12941-018-0302-9
https://doi.org/10.1186/s12941-018-0302-9
https://doi.org/10.1080/21505594.2017.1317412
https://doi.org/10.3389/fmicb.2021.642484
https://doi.org/10.3389/fmicb.2021.642484


23. Wang TC, Lin JC, Chang JC, et al. Virulence among different types of hypervirulent Klebsiella pneumoniae with multi-locus sequence type 
(MLST)-11, Serotype K1 or K2 strains. Gut Pathog. 2021;13(1):40. doi:10.1186/s13099-021-00439-z

24. Zhao B, Hu R, Gong L, et al. Pyogenic liver abscess and endogenous endophthalmitis due to K64-ST1764 hypervirulent Klebsiella pneumoniae: 
a case report. Infect Drug Resist. 2021;14:71–77. doi:10.2147/IDR.S289088

25. Russo TA, Marr CM. Hypervirulent Klebsiella pneumoniae. Clin Microbiol Rev. 2019;32(3). doi:10.1128/CMR.00001-19
26. Cai Z, Jia T, Pu M, et al. Clinical and molecular analysis of ST11-K47 Carbapenem-resistant hypervirulent Klebsiella pneumoniae: a strain causing 

liver abscess. Pathogens. 2022;11(6):657. doi:10.3390/pathogens11060657
27. Bonomo RA, Burd EM, Conly J, et al. Carbapenemase-producing organisms: a global scourge. Clinl Infect Dis. 2018;66(8):1290–1297. 

doi:10.1093/cid/cix893
28. Isler B, Aslan AT, Akova M, et al. Treatment strategies for OXA-48-like and NDM producing Klebsiella pneumoniae infections. Exp Rev Anti- 

Infective Ther. 2022;20(11):1389–1400. doi:10.1080/14787210.2022.2128764
29. Brink AJ. Epidemiology of carbapenem-resistant Gram-negative infections globally. Curr Opin Infect Dis. 2019;32(6):609–616. doi:10.1097/ 

QCO.0000000000000608
30. Yang X, Dong N, Chan EW, et al. Carbapenem resistance-encoding and virulence-encoding conjugative plasmids in Klebsiella pneumoniae. Trends 

Microbiol. 2021;29(1):65–83. doi:10.1016/j.tim.2020.04.012
31. Chang D, Sharma L, Dela Cruz CS, et al. Clinical epidemiology, risk factors, and control strategies of Klebsiella pneumoniae infection. Front 

Microbiol. 2021;12:750662. doi:10.3389/fmicb.2021.750662
32. Li J, Li Y, Song N, et al. Risk factors for carbapenem-resistant Klebsiella pneumoniae infection: a meta-analysis. J Global Antimicrob Resist. 

2020;21:306–313. doi:10.1016/j.jgar.2019.09.006
33. Xu X, Zhu R, Lian S, et al. Risk factors and molecular mechanism of polymyxin B resistance in Carbapenem-resistant Klebsiella pneumoniae 

isolates from a tertiary hospital in Fujian, China. Infect Drug Resist. 2022;15:7485–7494. doi:10.2147/IDR.S391674
34. Yin D, Wu S, Yang Y, et al. Results from the China Antimicrobial Surveillance Network (CHINET) in 2017 of the in vitro activities of 

Ceftazidime-Avibactam and Ceftolozane-Tazobactam against clinical isolates of Enterobacteriaceae and Pseudomonas aeruginosa. Antimicrob 
Agents Chemother. 2019;63(4). doi:10.1128/AAC.02431-18

35. Yu F, Lv J, Niu S, et al. In vitro activity of Ceftazidime-Avibactam against Carbapenem-resistant and hypervirulent Klebsiella pneumoniae isolates. 
Antimicrob Agents Chemother. 2018;62(8). doi:10.1128/AAC.01031-18

36. Liang S, Cao H, Ying F, et al. Report of a fatal purulent pericarditis case caused by ST11-K64 Carbapenem-resistant hypervirulent Klebsiella 
pneumoniae. Infect Drug Resist. 2022;15:4749–4757. doi:10.2147/IDR.S379654

Infection and Drug Resistance                                                                                                    

Publish your work in this journal 
Infection and Drug Resistance is an international, peer-reviewed open-access journal that focuses on the optimal treatment of infection (bacterial, 
fungal and viral) and the development and institution of preventive strategies to minimize the development and spread of resistance. The journal is 
specifically concerned with the epidemiology of antibiotic resistance and the mechanisms of resistance development and diffusion in both hospitals and 
the community. The manuscript management system is completely online and includes a very quick and fair peer-review system, which is all easy to use. 
Visit http://www.dovepress.com/testimonials.php to read real quotes from published authors.  

Submit your manuscript here: https://www.dovepress.com/infection-and-drug-resistance-journal

Infection and Drug Resistance 2025:18 92

Zhu et al                                                                                                                                                                             

Powered by TCPDF (www.tcpdf.org)

https://doi.org/10.1186/s13099-021-00439-z
https://doi.org/10.2147/IDR.S289088
https://doi.org/10.1128/CMR.00001-19
https://doi.org/10.3390/pathogens11060657
https://doi.org/10.1093/cid/cix893
https://doi.org/10.1080/14787210.2022.2128764
https://doi.org/10.1097/QCO.0000000000000608
https://doi.org/10.1097/QCO.0000000000000608
https://doi.org/10.1016/j.tim.2020.04.012
https://doi.org/10.3389/fmicb.2021.750662
https://doi.org/10.1016/j.jgar.2019.09.006
https://doi.org/10.2147/IDR.S391674
https://doi.org/10.1128/AAC.02431-18
https://doi.org/10.1128/AAC.01031-18
https://doi.org/10.2147/IDR.S379654
https://www.dovepress.com
http://www.dovepress.com/testimonials.php
https://www.facebook.com/DoveMedicalPress/
https://twitter.com/dovepress
https://www.linkedin.com/company/dove-medical-press
https://www.youtube.com/user/dovepress

	Introduction
	Methods
	Research Setting and Ethics Statement
	String Test
	Antimicrobial Susceptibility Testing
	Molecular Detection of Resistance and Virulence Genes
	DNA Fingerprint Technology
	Statistical Analysis

	Results
	Molecular Characteristics of CRKp and CR-hvKp
	Distribution of the CR-hvKp and the Ratio of Specimen Types
	Antimicrobial Resistance Characteristics
	ERIC-PCR DNA Fingerprint Analysis of CR-hvKp
	Analysis of Risk Factors Associated with CR-hvKp Infection

	Discussion
	Conclusion
	Ethical Approval
	Acknowledgments
	Funding
	Disclosure

