Figure S1. BLASTp alignment of penicillin-binding protein sequences (PBP2X, PBP1A, and
PBP2B) of the reference genome Streptococcus agalactiae 2603V/R (Accession no.
AE009948.1) and the genome of the penicillin non-susceptible isolate reported in this study and
graphic summary of conserved domains. (a) sequence alignment and conserved domains of
PBP2X; (b) sequence alignment and conserved domains of PBP1A; (c) sequence alignment and

conserved domains of PBP2B.
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Figure S2. Temporal distribution of serotypes (A) and clonal complexes (B) among
consecutively collected maternal GBS isolates from a single maternity in Brazil, 2008—
2024. (A) Distribution of serotypes according to year of isolation (B) Distribution of
clonal complexes according to year of isolation. *Indicates statistical significancy (P <

0.05).
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