
Supplemental Table 5. Strains and plasmids used in this study. 

Strain Genotype or description Source or reference 

Strains   

  E. coli   

     Top10 Routine cloning host Lab stock 

     DH5α Routine cloning host Lab stock 

   

  E. faecalis   

       OG1 Wild-type laboratory strain isolate (MLST 1) 1 

       SB23 OG1 ∆croR 2 

       SB35 OG1 ∆(croR croS) 3 

       ST4 OG1 pbp4(5) ATAA promoter mutant (4 nucleotide substitutions: ATAA) This work 

       JL339 OG1 ∆pbp4(5) 4 

       V583 Vancomycin-resistant clinical isolate (MLST 6) 5 

       CK221 V583 ∆ermB (ErmS)  6 

       SB45 CK221 ∆croR 7 

       ST8 CK221 pbp4(5) ATAA promoter mutant (4 nucleotide substitutions: ATAA) This work 

       JL640 CK221 ∆pbp4(5)  8 

       T1 Wild-type (MLST 21), CDC reference strain 9 

       SB29 T1 ∆croR  6 

       JL632 OG1 ∆pbpA(2b) 8 

       SB77 OG1 ∆OG1RF_RS05215 This work 

       SK129 OG1 ∆OG1RF_RS12755 This work 

       SB93 OG1 ∆OG1RF_RS02555 This work 

       8N14 OG1RF OG1RF_RS03660::Tn 10 

       13D12 OG1RF OG1RF_RS05550::Tn 10 

       2M10 OG1RF OG1RF_RS05565::Tn 10 

       7B1 OG1RF OG1RF_RS05385::Tn 10 

       25M20 OG1RF OG1RF_RS05555::Tn 10 

   

Plasmids   

    pCI3340 E. coli-E. faecalis shuttle vector (Cmr) 11 

    pSLK234 Promoterless lacZ in pCI3340 12 

    pJLL170 PcroR’-lacZ in pCI3340 (includes 240bp upstream of the translational start site) 12 

    pSBT3 PpbpZ’-lacZ in pCI3340 (includes 400bp upstream of the translational start site) This work 

    pSBT8 Ppbp5’-lacZ in pCI3340 (includes 154bp upstream of the translational start site) This work 

    pJRG8 E. faecalis expression vector (Ermr) 13 

    pJLL59 PcroR -croR croS in pJRG8 3 

    pSLB1 PcroR -croR D52A croS in pJRG8 3 

    pSBT23 Ppbp5’-lacZ in pCI3340 (includes 130bp upstream of the translational start site) This work 

    pSBT24 Ppbp5’-lacZ in pCI3340 (includes 120bp upstream of the translational start site) This work 

    pSBT25 Ppbp5’-lacZ in pCI3340 (includes 105bp upstream of the translational start site) This work 

    pSBT26 Ppbp5’-lacZ in pCI3340 (includes 90bp upstream of the translational start site) This work 

    pSBT29 pSBT25 with 8 nucleotide substitutions AAATAATT in CroR-dependent regulatory 
motif TTTATTAA 

This work 

    pSBT30 pSBT25 with 6 nucleotide substitutions TAATAATA in CroR-dependent regulatory 
motif TTTATTAA 

This work 

    pSBT31 pSBT25 with 4 nucleotide substitutions TTATAAAA in CroR-dependent regulatory 
motif TTTATTAA 

This work 

    pSBT38 pJLL170 with 8 nucleotide substitutions AAATAATT in CroR-dependent regulatory 
motif TTTATTAA 

This work 

    pJH086 E. faecalis allelic exchange vector (Cmr); pheS* counterselection 14 

    pSBT40 pbp4(5) promoter from OG1 with 4 nucleotide substitutions (ATAA) in pJH086 This work 



    pSBT64 pbp4(5) promoter from CK221 with 4 nucleotide substitutions (ATAA) in pJH086 This work 

    pJRG9 E. faecalis expression vector with constitutive P23s promoter (Cmr) 2 

    pJLL255 pbp4(5) from OG1 in pJRG9 This work 

    pCPN1 OG1RF_RS05560 in pJRG9 This work 

    pJH123 E. faecalis expression vector with constitutive P23s promoter (Cmr) 13 

    pSLK245 OG1RF_RS05565-HA with C-terminal HA tag in pJH123 This work 

    pEAW9 pbpA(2b) from OG1 in pJRG9 8 

    pSLK239 OG1RF_RS11270-HA with C-terminal HA tag in pJH123 This work 

    pSLK238 OG1RF_RS05340-HA with C-terminal HA tag in pJH123 This work 

    pSLK237 OG1RF_RS03825-HA with C-terminal HA tag in pJH123 This work 

    pSLK241 OG1RF_RS07205-HA with C-terminal HA tag in pJH123 This work 

    pSLK243 OG1RF_RS03660-HA with C-terminal HA tag in pJH123 This work 

    pSLK244 OG1RF_RS05215-HA with C-terminal HA tag in pJH123 This work 

    pSLK250 OG1RF_RS12755-HA with C-terminal HA tag in pJH123 This work 

    pCJK245 E. faecalis allelic exchange vector (Cmr) 15 

    pSLB72 ∆OG1RF_RS05215 (∆L7-T268, 95% deletion) in pCJK245 This work 

    pSLB90 ∆OG1RF_RS02555 (∆K7-D380, 96% deletion) in pCJK245 This work 

    pSLK233 ∆OG1RF_RS12755 (∆K7-K532, 97% deletion) in pJH086 This work 

    pJLL286 E. faecalis expression vector with PnisA nitrate-inducible promoter (Emr) 16 

    pJLL310 pbpA(2b) from OG1 in pJLL286 This work 
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