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Supplementary Figure legends
Figure S1. Classification scheme for antimicrobial resistance determinants. The diagram shows the grouping of detected antimicrobial resistance determinants into broad antimicrobial resistance categories used for downstream genomic visualization and summary analyses. Left-side labels indicate antimicrobial resistance categories, and right-side labels indicate representative genes or resistance-associated mutations assigned to each category. Grey links connect each category to the corresponding determinants.
Figure S2. Monthly distribution of genome-based species assignments by healthcare facility. a. Monthly species composition of analyzed genomes across all included healthcare facilities. b. Distribution of analyzed genomes by hospital and month across the full surveillance network. c. Monthly species composition restricted to ACHs. d. Hospital-level monthly distribution restricted to ACHs. Bar heights indicate genome counts. CCH, Hallym University Chuncheon Sacred Heart Hospital; CCN, Chuncheon Recuperation Hospital, CCT, Chuncheon Thomas Convalescent Hospital; GNA, Gangneung Asan Hospital; WJC, Wonju Severance Christian Hospital.
Figure S3. Concordance between clinical species identification and genome-based species assignment. a. Summary of concordant and discordant species assignments. b. Genome-based species distribution among discordant isolates, stratified by clinical species identification. c. Species assignment matrix comparing clinical and genome-based classifications for all paired isolates. d. Species assignment matrix restricted to mismatched isolate pairs. Numbers indicate isolate counts.
Figure S4. Species-level antimicrobial resistance profiles of Klebsiella spp. and E. coli isolates. Heatmap showing the prevalence of antimicrobial resistance categories among genome-confirmed Klebsiella spp. and E. coli isolates. Each cell represents the percentage of isolates within a species carrying at least one determinant in the corresponding category. TMP/Sul, trimethoprim/sulfonamide; ESBL, extended-spectrum beta-lactamase.
