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CplIR NP_561700.1 Clostridium perfringens

CpIR WP_003488509.1 Clostridium sporogenes

VgaAv HI9T7R8 Staphylococcus aureus
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VgaB AAB95639.1 Staphylococcus aureus Vga ¥7 9 17
MsrA CAA36304.1 Staphylococcus epidermidis

MsrC AAKO01167.1 Enterococcus faecium

MsrD Q65AB2 Streptococcus pyogenes Msr 7247
MsrE YP 724476.1 Escherichia coli
VmIR2 WP_024026878.1 Neobacillus vireti DSM 15602 ARE2
VmIR WP_003234144.1 Bacillus subtilis 168
SalA WP_002510460.1 Staphylococcus arlettae CVD059 ARE6
LsaA AAT46077.1 Enterococcus faecalis ARE3
100 100 CarA AAC32027.1 Streptomyces thermotolerans ARE4
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YdiF WP_003434478.1 Clostridioides difficile 630
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