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Fig S1. Growth of E. faecium E1162 in different concentrations of CHX. Growth curves of E.

faecium E1162 challenged with different concentrations of CHX. The growth curves represent

the averages of three replicates.



Table S1: Strains and plasmids used in this study

Strain or plasmid Relevant characteristic(s) Reference
E. faecium Clade
E1162 Clinical isolate (blood infection); Amp', Tet' A-1 61
E980 Isolated from feces of a non-hospitalized individual B 61
E1590 Isolated from feces of a non-hospitalized individual B 3
E7345 Clinical isolate (bloodstream infection) Aus0004; Van' A-1 60
E745 Clinical isolate (bloodstream infection) ; Van' A-1 unpublished
E1007 Isolate from feces of a non-hospitalized individual, identical to strain B 61
EnGen0015
E1679 Hospital outbreak (catheter tip) A-2 61
E1636 Clinical isolate (bloodstream infection) A-2 61
AchtS Markerless deletion mutant of chtS in E1162 This study
AchtR Markerless deletion mutant of chtR in E1162 This study
AchtS+chtS In trans complementation strain of AchtS, AchtS harboring pEF25-chtS This study
AchtR+chtR In trans complementation strain of AchtR, AchtR harboring pEF25-chtR This study
AchtS+pEF25 Markerless deletion mutant of chtS in E1162 carrying empty pEF25 This study
AChtR+pEF25 Markerless deletion mutant of chtP in E1162 carrying empty pEF25 This study
E. coli
Ec1000 MC1000 glgB::repA 62
Plasmids
pWS3 Gram-positive thermosensitive origin; Spc’ 41
pWJ1 pWS3 derivative containing fused 5’and 3’flanking regions of chtS This study
pWJ2 pWS3 derivative containing fused 5’and 3’flanking regions of chtR This study
pWS3-Cre Derivative of pWS3 expressing cre recombinase in E. faecium 31
pEF25 pAT18 derivative carrying spectinomycin cassette 63
pEF25-chtS Plasmid for the complementation of AchtS, pEF25 carrying chtS This study
PEF25-chtR Plasmid for the complementation of AchtR, pEF25 carrying chtR This study

Amp: ampicillin; Tet: tetracycline; Van: vancomycin; Spc: spectinomycin.



Table S2: Oligonucleotides used in this study

Primer

Sequence

Up-chtS_2202-F-Xhol
Up-chtS_2202-R- EcoRlI
Down-chtS_2202-F- EcoRl
Down-chtS_2202-R-Xmal
Up-chtR_2203-F-Xhol
Up-chtR_2203-R- EcoRlI
Down-chtR_2203-F- EcoRI
Down-chtR_2203-R-Xmal
pAT392_EcoRI_lox66_genta F

pAT392_EcoRI_lox71_genta R

Comp2202_Fw_Sacl
Comp2202_Rv_Smal
Comp2203_Fw_Sacl
Comp2203_Rv_Smal

CCGCTCGAGGGAAGAAAACGGCTCCCG
GCGCCAAACATCGAATTCGACGGCTGAATCAACTG
CCGTCGAATTCGATGTTTGGCGCCAGCCAC
CCCCCCGGGCATTTCCAAATCGATGTACTG
CCGCTCGAGGAAGCGGAAAGTGGCACTTTG
CAATTGATCGAATTCCAACATCAATCGGTTACGCCG
CGATTGATGTTGGAATTCGATCAATTGTCGAATGATCTCTTCG
CCCCCCGGGATACATTAGCAATTAGAGAAAAGC
GAGGGAATTCTACCGTTCGTATAGCATACATTATACGAAGTTATGATA
AACCCAGCGAACCATTTGAGG
CTCCGAATTCTACCGTTCGTATAATGTATGCTATACGAAGTTATTCAAT
CTTTATAAGTCCTTTTATAA
CCGGAGCTCTCCAAGCTAAGCCGGATAAA
TTGCCCGGGAATGCATTACTTCGCCGTTC
CCGGAGCTCTGGACCCATGAGTCAATATAATC
TTGCCCGGGACCGTGAACACTCACCGATT

Restriction sites are underlined.
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