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* Isolates were obtained from 16 hospital units (both
ICU and non-ICU) across two hospitals in the Detroit CO“CI USionS Refe rences
area. Whole Genome Sequencing (WGS) was
performed using lllumina MiniSeq or Nextseq. « The study demonstrated that all MDR CRAb isolates belonged to ST2Pas Kyriakidis |, Vasileiou E, Pana ZD, Tragiannidis A. Acinetobacter baumannii Antibiotic
« WgMLST analysis was performed using BioNumerics (ST195%% and ST208%%) carrying multiple beta-lactamase genes including Resistance Mechanisms. Pathogens. 2021 Mar 19;10(3):373. doi: 10.3390/pathogens 10030373
. ; Pas ox PMID: 33808905

analysis of antibiotic resistance genes. lineage also carry the blaOXA-23 gene.
Isolates underwent antibiotic susceptibility testing * Several cases of closely related MDR CRAb pairs have been found at A kn 0W|edgemen S
using a broth microdilution method (VITEK2) and hospital H2 in 2018. Potential cases of localized outbreaks of MDR
Clinical & Laboratory Standards Institute (CLSI) CRAb is suspected. Funding: This project is supported by 1R03HS027667 grant to

P. Chatterjee. Support was also provided by the Central Texas Veterans

Health Care System (CTVHCS) facility during the study period.

inhibitory concentration (MIC) cut offs were used to + Continuous surveillance is recommended in limiting the spread of
determine resistance phenotypes. MDR CRAb isolates in the healthcare settings.
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