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Multi-drug resistant bacteria infection and antibiotic use in inpatients in endocrinology department
TIAN Yong, DING Hong-xia, LI Jin, LIU Yan-xiao, WANG Jun-hong (The First People’s Hospital of
Henan Pingdingshan , Pingdingshan 467000, Henan ,China) *

Objective The multi-drug resistant bacteria infection and antibiotic use in inpatients in endocrinology de-
partment were analyzed to guide prevention and control of clinical anti-infection. Methods Clinical data of patients ad-
mitted to the department of endocrinology of our hospital from 2015 to 2018 were collected. The pathogen types were i-
dentified by the automatic bacterial analysis system and the drug susceptibility test was carried out. PCR amplification was
used to detect the drug-resistant genes of multi-drug resistant strains.  Results 85 strains of multi-drug resistant bacte-
ria were isolated from infected patients. There were 60 strains of Gram-negative bacteria,including 34 strains of Esche-
richia coli,17 strains of Klebsiella pneumoniae and 9 strains of Acinetobacter baumannii. There were 25 strains of Gram-
positive bacteria,including 16 strains of Staphylococcus aureus and 9 strains of hemolytic Staphylococcus. No multi-drug
resistant bacteria infection was found in patients in 2015. From 2016 to 2018,18,30 and 37 strains were isolated respec-
tively. The proportion of multi-drug resistant bacteria isolated from urine, sputum, blood and wound secretions was
47.06% ,28.24%,15.29% ,and 9. 41 % , respectively. The positive detection rates of Intl 1 gene, class I integrin, genetic
marker genes,acra,acrb in E. coli were 23.53%,73.53% ,50.00% ,55. 88% ,47. 06% , respectively. The positive detec-
tion rates of mecA,qacA,ermC,qacA—+ ermC,mecA+ qacA+ ermC,icaA,icaD in S. aureus were 50. 00% ,62. 50% ,
43.75%,12.50%,37.50% ,43.75% ,31. 25% , respectively. From 2015 to 2018, the total infection rate of multi-drug re-
sistant bacteria was 5. 88% ,and the infection rates of multi-drug resistant bacteria in inpatients in endocrinology depart-
ment were 0.00% ,6.19%.,5.60% ,8.72% in cach year. Conclusion From 2016 to 2018, there was an overall increas-
ing trend of patients infected with multi-drug resistant bacteria,and the infection mainly occurred in the urine samples of
patients. The infection types of multi-drug resistant bacteria in inpatients in endocrinology department were mainly gram-
negative bacteria,among which E. coli was the majority. The majority of gram-positive bacteria were S. aureus. Active
monitoring of the distribution of drug-resistant genes in multidrug-resistant bacteria is of great significance for controlling
the epidemic spread of multidrug-resistant bacteria.
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Table 3 The samples distribution of multi-drug resistant bacteria
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