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Supplementary Fig. 1 | Comparison of geographic proportions of STs are shown in
MRSA (n=269) or MSSA (n=311). ST with less than 3 isolates are included in “other.”
The color tone shown is the same pattern used in Fig. 1.
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Supplementary Fig. 2 | Population structure of BSI-derived S. aureus in 1994—2000. Midpoint-rooted ML
tree showing the phylogenetic structure of 183 S. aureus isolates in 1994—2000. Scale bar represents the
number of nucleotide substitutions per site. Matrix of metadata 1, 2, and 4 show the same as those of Fig. 1.
Metadata 3 indicates S. aureus isolation year. The color tone is shown in the same pattern as Fig. 1.
Metadata information of 183 S. aureus isolates in 1994—2000 is summarized in Supplementary Table 2.
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Supplementary Fig. 3 | Shift of ST proportion in 1994-2000 and 2019-2020. STs with
less than 3 isolates are included in “other.” The color tone is shown in the same
pattern as Fig 1.
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Supplementary Fig. 4 | Comparison of ARG distribution and antimicrobial resistance levels in 1994-2000 and 2019-2020. In 1994—2000: total (n=183), MRSA
(n=104), and MSSA (n=79). In 2019-2020: total (n=580), MRSA (n=269), MSSA (n=311). a. Number of ARGs per strain. Black dots indicate isolates in 1994—
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aureus. The radar chart shows the resistance rates of isolates in 1994—2000 and 2019-2020. Blue dotted and red lines indicate isolates of 1994-2000 and
2019-2020, respectively. d. Heatmap of VFG distribution in 1994-2000 and 2019-2020. In 1994—2000: total (n=183), MRSA (n=104), and MSSA (n=79). In
2019-2020: total (n=580), MRSA (n=269), and MSSA (n=311). Prevalence heatmap of major VFGs identified.
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Supplementary Fig. 5 | ML tree of SC1, SC3, and SC8 groups. Datasets of CC1
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% public databases with isolate date records. Supplementary Table 5 shows the list
— .. of those NCBI public database isolates.
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Supplementary Fig. 10. Synteny analysis of the chromosome sequence of completely sequenced ST764-SCCmecll isolates in this
study. The chromosome sequence of N315 (accession #, BA0O00018) was used as reference sequence. In the chromosomes of
ST764-SCCmecll six strains (10019-19-S014, 21016-19-S006, 34003-19-S005, 43001-19-S032, 46008-19-S004, and 48008-19-

S006), blue indicates the sequence regions where the inversion originates.



