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Abstract

Streptococcus agalactiae (GBS) causes neonatal sepsis, meningitis, and adult invasive disease.
We analyzed the entire genomes of 25 GBS clinical isolates from Songklanagarind Hospital,
Thailand. All isolates were susceptible to penicillin, ampicillin, ceftriaxone, vancomycin, linezolid,
and co-tromoxazole, but some of them were resistant to tetracycline (63.6%) and tigecycline
(45.5%). Out of 25 isolates, 5 were multidrug-resistant. Genomic analysis revealed key
virulence genes (cyl operon, cfb, neuA/B/C, hyIB). Findings highlight the genetic and phenotypic
diversity of invasive GBS in Southern Thailand and stress the need for ongoing genomic
surveillance.
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DNA Extraction & Summary
;\g;ﬂg;“gﬁ?;me « AST: All isolates susceptible to PEN, AMP, CRO, VAN, LZD, SXT;
T S —— resistance mainly to TET (52%) & TGC (40%). MDR in ~20%.
L using DNA extraction kits )+ ARGs: tet(M) most common; one isolate carried multiple ARGs.
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