Background To date, 24 variants of New Delhi metallo--lactamase (NDM), have been identified in Gram-negative Multi-Drug Resistant (MDR) isolates, in humans and animals. In ltaly, blaNDM- 5 was firstly identified in humans in the E. coli Sequence Type (ST)167, termed "high-risk clone" in 2015.  Methods  A dog presenting UTI in an ltalian veterinary hospital in March 2019, tested positive for E. coli (>107*ml-1).  On Aprii and May, additional four samples (urine and faeces) from the same dog were positive with the same E. coli.E. coli isolates were screened by PCR far carbapenemase-encoding genes and whole genome sequenced using short-reads (Illumina) approach. The first isolate was also sequenced using long-reads (ONT) approach and a hybrid assembly was performed. A blaNDM-5-harbouring plasmid was resolved and used as reference to compare the other blaNDM-5-harbouring plasmids obtained from ali isolates. Resistance genes, plasmid replicons and Sequence Types (STs) were identified using bioinformatic tools.  Results 15 blaNDM-5+ve E. coli ST167 were isolated from the five samples. A mosaic plasmid (F36:F31:A4:B1)  harbouring blaNDM-5, pMOL008 (LR880735), obtained from the UTI isolate was characterized. blaNDM-5 was located in a class-1-integron with aadA2, aac(3)-lla, mph(A), sul1, tet(A) and dfrA12 (Figure 1). Comparison of the plasmids (complete plasmid sequences, genetic determinants and pMLSTs) detected at least two slightly different plasmids carrying the same blaNDM-5 in E. coli from urine and faecal samples (Figure 2 and 3). Conclusions We describe the complete sequence of a mosaic plasmid, containing blaNDM-5 in a ST167, "high-risk" E. coli clone,  from a canine clinica!  sample. This plasmid was almost identica! to blaNDM-5-containing plasmids from E. coli ST167 (MG649062.1), previously isolated from human clinica! cases in ltaly, and from a dog and colonized humans in Switzerland. At least two very similar plasmids co-existing in the same clone from the same animai, may be due to the loss  of  severa!  plasmid  regions  not  essential  in  the  host  context,  and  a  longitudinal microevolution and adaptation may have occurred along a 2 month period. Further studies may elucidate biologica! patterns and outcome of spill-over and spill-back of carbapenem-resistance genes, related-plasmids and clones between humans and animals  
