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Sequence data of samples carrying blaNDM gene was collected from the following databases: NCBI RefSeq, NCBI’s GenBank, EnteroBase, and NCBI Sequence Read
Archive (SRA). Assembled genomes of 104 newly sequenced bacterial samples from Chinese hospitals and animal farms are available on SRA and GenBank,
respectively, under under the accession number: PRJNA761884. Complete metadata containing the accession numbers of bacterial genomes used in our analyses
can be found in Supplementary Data 1 file. Filtered dataset of 7,148 NDM positive contigs used in our analyses is available on Figshare under the following DOI:
10.5522/04/16594784. Accession codes of the complete plasmids used in the analysis is provided in Supplementary Data 2.

Overall, the dataset (post filtering) contained 6,155 bacterial genomes carrying the blaNDM gene. The filtered dataset of contigs used to
determine structural variations of around blaNDM gene, in molecular dating, and in all other analyses was comprised of 7,148 blaNDM-
carrying contigs. To the best of our knowledge, this dataset represents all available blaNDM positive sequences at the time the analysis
commenced.

Following the initial collection and assembly of genomes from various sources, the following filtering of the data was applied:

--> 48 contigs were found to carry more than one copy of blaNDM and were not included in the final dataset

--> 88 contigs were found to have a partial blaNDM sequence (<90% length coverage) and were not included in the final dataset

--> 14 assemblies had a single blaNDM gene split into two contigs (likely due to an insertion) and were removed

--> several contigs were removed due to poor assembly quality which was manually assessed.

To ensure reproducibility of the results, all accession codes and the metadata used in the analyses was provided in Supplementary Data 1. In
addition, filtered dataset is provided on Figshare, and newly sequenced data from China is deposited on SRA and GenBank. BEAST2 xml
configuration files used for the dating analysis are provided as Supplementary Data 3. An implementation of the algorithm used to track
structural variations around blaNDM gene is available on Github. All other methods and software are described in Methods and Results
section. All of the results presented here are obtained using various statistical methods and data analysis. Provided one uses the exact
dataset, all the results should be absolutely reproducible.

The randomization is not applicable due to design of this study. No random assignment of samples was performed prior to measurements (i.e.
sequencing) being taken.

The blinding is not applicable due to design of this study. No information could be hidden that would alter the outcome of this study.




