Supplemental figure 1. Core genome phylogeny and geographic distribution of serotype 4/ST10172 isolates recovered during 2015-2023. A total of 479 isolates are depicted, including 472 ABCs isolates and 7 isolates from a recent disease cluster in the non-ABCs El Paso county in Colorado. Only 5 isolates (black sections in geographic bar above phylogeny) were not from ABCs sites in Colorado, New Mexico, Oregon, or California. All positions containing gaps and missing data were eliminated. There was a total of 5056 positions in the final dataset. The magnified blue rectangle contains the vanG insertion strain and 7 additional ST10172 isolates recovered from New Mexico with which it genomically clustered (defined by pair wise distances of 7-10 SNPs). Both the vanG insertion strain (20238042) and the single year 2021 isolate were recovered from patients residing in Valencia county. The other 6 genomically clustered isolates were recovered in Bernalillo (5 isolates) and San Miguel (1 isolate) counties. The vanG insertion strain 20238042 is represented by both a short-read 66 contig genomic sequence (2,056,411 nucleotides, designated SR) and a single contiguous genomic sequence of 2,075,787 nucleotides (designated SC) generated by PacBio sequencing and illustrated in Fig.2. 

