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Following publication of the original article [1] we
were notified of a few errors in Tables 1 and 2,
highlighted below:
The original article has been corrected.
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Table 1 Primers used in this study for amplification of 16S rRNAmethyltransferase genes
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Table 2 PCR assay results of 16S rRNA methyltransferase genes with co-existing ESBLs and Carbapenemase

Wangkheimayum et al. BMC Infectious Diseases          (2020) 20:620 Page 3 of 3


	Author details
	Reference

