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S1 Trend analyses of monthly notifications of NDM-producing K. pneumoniae and

carbapenemase-producing Enterobacterales excluding K. pneumoniae

The average of 44 notifications per month in March-September 2022 was significantly
elevated from the expected average of 28 [95%-prediction interval 18-38], based on a linear
trend fitted to notifications pre-COVID-19 (2017-2020). In contrast, the average of 158
notifications per month for CPE excluding K. pneumoniae (Figure 1B) was lower than the

expectation of 246 [196-296].

S2 Phylogenetic tree and results of in silico analyses of beta-lactamase genes in NDM-1 and

NDM-1/0XA-48-producing Klebsiella pneumoniae isolates from Germany, 2022 (n = 200)
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SeqSphere+ software version 8.4.1 was used to determine pairwise allelic differences
between isolates and calculate a neighbour-joining tree. Metadata were annotated using
Interactive Tree OF Life (1). Sequence types (ST) are colour-coded and exposure abroad is
given by the 3-letter country code, as documented on isolates sent to the reference centre
(black font) or notifications matched to the isolates (blue). Gene matrix shows the presence
(dark green) or the absence (light green) of beta-lactamase genes, as identified by NCBI

AMRFinderPlus integrated in the SeqSphere+ software version 8.4.1.
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