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Figure 3. MIC frequency distribution of cefepime-taniborbactam and cefepime alone against 68

CRE isolated in the United States (2018-2021)

Table 1. Susceptibility of CRE and CRPA isolated in the United States (2018-2021) to cefepime-

taniborbactam and comparator agents (Table 1).

• Overall, 63.2% of the CRE were identified as Klebsiella pneumoniae (Fig. 1).
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• While KPC was the most prevalent carbapenemase among CRE (74.5%), a metallo-β-lactamase

(NDM, VIM, or IMP) was identified in 17.6% of carbapenemase-positive isolates
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aeruginosa (n=170) whereas the most active comparator, ceftazidime-avibactam, covered 84.7%,
75.7%, and 77.6% of these resistant subsets, respectively (Table 1).
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METHODS • Taniborbactam strongly potentiated cefepime activity against CRE (Fig. 3). This effect was also
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