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Materials and Methods
CRAB identification and antimicrobial susceptibility testing 
Strains were identified by matrix-assisted laser desorption/ionization time-of-flight mass spectrometry (MALDI-TOF/MS, VITEK® MS PRIME, bioMérieux), and screened for the presence of OXA-23-like, OXA-24/58-like, and NDM carbapenemases using a lateral flow assay (Coris RESIST Acineto, Coris bioConcept, Gembloux, Belgium). Antimicrobial susceptibility testing was performed by broth microdilution using the Microscan WalkAway (Beckman Coulter, Inc.) for nine antibiotics (amikacin, ciprofloxacin, gentamicin, imipenem, levofloxacin, meropenem, trimethoprim-sulfamethoxazole, tobramycin, and colistin). To evaluate susceptibility to FDC, the Kirby-Bauer disk diffusion method was performed on CAMH-agar plates (BioMérieux, Marcy L’Etoile, France) according to EUCAST guidelines v.14.0 [1]. The minimum inhibitory concentration (MIC) of FDC was determined using the broth microdilution UMIC® Cefiderocol (Bruker Daltonics, Bremen, Germany) on ID-CA-MHB (iron-depleted cation-adjusted Mueller Hinton broth). Susceptible and resistant categories were assigned according to the EUCAST breakpoint table (v.14.0 [1]; available at https://www.eucast.org/clinical_breakpoints). Regarding cefiderocol, even if EUCAST has not yet established clinical breakpoints for CRAB, according to EUCAST guidelines [1], isolates with a zone diameter <17 mm by disk diffusion should be considered non-susceptible.
Whole genome sequencing (WGS) 
Bacterial DNA was extracted from CRAB pure isolates using ZymoBIOMICS DNA Miniprep Kit (Zymo Reseach) in accordance with manufacturer's instructions. Libraries for whole genome sequencing were generated using Illumina DNA Library Prep kit (Illumina, Inc., San Diego, CA, USA). PCR products were visualized with Bioanalyzer 2100 and High Sensitivity DNA kit (Agilent, Santa Clara, CA, USA). Finally, libraries were sequenced on Illumina MiSeq sequencing platform (Illumina, San Diego, CA, USA) using MiSeq Reagent Kit v2.
Data analysis 
Genomic data were assembled as described in [2]. Briefly, a multilocus sequence typing (MLST) was performed with the mlst tool (v.2.11) [3,4], using the Pasteur and Oxford scheme [5,6]. The capsular polysaccharide loci (KL) and outer core lipooligosaccharide loci (OCL) were assessed by Kaptive (v.0.7.3) [7]. Investigation of antibiotic resistance (AMR) genes was carried out with ABRicate (v.0.4), by using the Comprehensive Antibiotic Resistance Database (CARD) [8] and ResFinder database [9], while virulence factors were investigated using the Virulence Factor Database (VFDB) [10]. The MobileElementFinder tool (v.1.0.3) [11], was used for the identification of mobile genetic elements (MGEs), while the presence of intact bacteriophages was investigated using PHASTER [12,13]. Plasmids were inferred from contigs using the MOB suite tool [14]. All these analyses were performed on the whole genome. 
Core genome and phylogenetic analysis
To explore the concordance between the predicted ST and the four CRAB isolates, and to define the genetic relatedness of the four CRAB isolates, a Maximum Likelihood (ML) tree based on a core genome alignment obtained by 22 ST369 reference sequences and the four CRAB isolates was performed. Core genome analysis was performed with Roary (v.3.13.0) [15], with default parameters, obtaining a core genome alignment shared by 95% of the isolates. This core genome alignment was then inspected by maximum likelihood (ML) and minimum spanning tree (MST) methods. The ML tree was constructed by IQTREE (v.2.0.6) [16] with 1000 bootstrap replicates under the best nucleotide substitution model TIM+F+I+G4, inferred by Model Finder [17]. Phylogenetic trees were visualized and annotated using iTOL (v5) [18]. Minimum Spanning trees were constructed on the core genome alignment with Grapetree (v1.5.0) [19] and pairwise SNP distances were calculated using snp-dists tool (https://github.com/tseemann/snp-dists). A threshold of 10 SNPs was considered suggestive of the potential transmission cluster [2]. Variant calling was performed using snippy (https://github.com/tseemann/snippy) using CP091345 as a reference.  
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