SNP of vanS in L5 (identified by both Illumina and Sanger sequencing)
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SNP of the vanS chromosomal gene in L1 (identified by Sanger sequencing)

Sanger reaction (L1 strain): sequences shown are from 2 different PCR reactions
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SNP of SC0O4474 in H5 (identified by both lllumina and Sanger sequencing)

Sanger
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Insertion in SCO3167 of H11 (identified by both Illumina and Sanger sequencing)
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SNP of SC0O1213 in L2 (identified by both Illumina and Sanger sequencing)

Sanger
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SNP of SC0O1213 in L4 (identified by both lllumina and Sanger sequencing)
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No variant of SC0O1213 in W1 (identified by both lllumina and Sanger sequencing)
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SNP of vanS in L1 and L5 (Gly77—Asp77)

WT protein

vdrrpglsvrlkitisyagfitlagvllivavgvflidggwlltnergavratpgtvflrsfaptaawvmafliviglvggwflagrmlapldrite
atrtaatgslshrirlpgrrdeyreladafdemlarleahvaeqrrfaanashelrtplavskaildvartdphgdpgeiidrihavntraidlteall
lisragqgrsftreqvdmsllaeeatetlipfaekhgvtletrghvtlalgspalllglttnlvhnaivhnlpgrgrvwihtaagprttrivventgdli
sphqgastltepfgrgterintdhpgvglglaivntitgahdgtltltprhsgglrvtvelpaaaphtgr*

Mut protein

vdrrpglsvrikltisyagfltlagvllivavgvflidggwlltnergavratpgtvflrsfaptaawvmaflivfdlivggwflagrmlapldrite
atrtaatgslshrirlpgrrdeyreladafdemlarleahvaeqrrfaanashelrtplavskaildvartdphgdpgeiidrihavntraidlteall
lisragqgrsftreqvdmsllaeeatetlipfaekhgvtletrghvtlalgspalllglttnlvhnaivhnlpgrgrvwihtaagprttrivventgdli
sphqgastltepfgrgterintdhpgvglglaivntitgahdgtltltprhsgglrvtvelpaaaphtgr*

1 vdrrpglsvrlkltlsyagfltlagvlllvavgvflldqgwlltnergav 50

LLCCCEEEEEEEEEERERELEE T EEEEEELEEE TP ErLH
1 vdrrpglsvrlkltlsyagfltlagvlllvavgvflldggwlltnergav 58

51 ratpgtvflrstaptaawvmatllvfglvggwflagrmlapldriteatr 100
LECEEEELEEEEEEEREREEEL T FEEEEEEEEEEERT PP ErL T

51 ratpgtvflrstaptaawvmatllvfdlvggwflagrmlapldriteatr 100

101 taatgslshrirlpgrrdeyreladatdemlarleahvaeqrrfaanash 150

1081 taatgslshrirlpgrrdeyreladatdemlarleahvaegrrfaanash 150

151 elrtplavskaildvartdphqdpgeiidrlhavntraidlteallllsr 200

LEEEEREEEEETEEREEEEEEETE R EET T E TP EET T
151 elrtplavskaildvartdphgdpgeiidrlhavntraidlteallllsr 200

201 aggrsttreqvdmsllaeeatetllpfaekhgvtletrghvtlalgspal 250

LECEEEEEEEEEETEEEREEEE T e EEEEEEEEEE T e
201 aggrsttreqvdmsllaeeatetllpfaekhgvtletrghvtlalgspal 250

251 llglttnlvhnaivhnlpgrgrvwihtaagprttrlvventgdlisphga 300

LEEEEEEEEEEEEEEEEEEEEEEE T EEEE TR ET e FET T
251 llglttnlvhnaivhnlpgrgrvwihtaagprttrlvventgdlisphga 300

301 stltepfqrgterihtdhpgvglglaivntitqahdgtltltprhsgglr 350

LEEEEELEEEEEEEEEEEEEEEEE R EEE e T EEE T T e
301 stltepfqrgterihtdhpgvglglaivntitqahdgtltltprhsgglr 350

351 vtvelpaaaphtgr® 365

351 vtvelpaaaphtgr® 365
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SNP of SCO1213in L2 (Val120 — Gly120)

WT protein

vsdnglrivwiypdlistygdggnalvverrargrgldvarldvrsdgpiptsgdiylvgggedrpgrlaaerlrrdgglyraven
gaivfsvcagyqilghefindlgqgrepglglldvvstrgegarcvgdvigdidprlglppltgfenhggvthvgpnarplaqvrfg
ngngtgdgtegayndtvfgtymhgpvlarnpliadlliklaldvnalpptddrwyealrneriaaaqgpa*

Mut protein

vsdnglrivwiypdlistygdggnalvverrargrgldvarldvrsdgpiptsgdiylvgggedrpqgrlaaerlrrdgglyraven
gaivfsvcagyqilghefindlggrepglglidgvstrgegarcvgdvlgdidpriglppltgfenhqgvthvgpnarplagvrfg
ngngtgdgtegayndtvfgtymhgpvlarnpliadlliklaldvnalpptddrwyealrneriaaaqgpa*

1 vsdnglrivwiypdllstygdqgnalvverrarqgqrgldvarldvrsdqgpi 50

LEEEETEEEEEE T EEEr et e e e e e e e e e e e e e e
1 vsdnglrivwiypdllstygdqgnalvverrarqrgldvarldvrsdgpi 5o

51 ptsgdiylvgggedrpqrlaaerlrrdgglyravengaivfsvcagyqil 100

LEEEEEEEEEEE e e e e e e e e e e e e e e e e e e e
51 ptsgdiylvgggedrpqrlaaerlrrdgglyravengaivfsvcagyqil 100

101 ghefindlgqrepglglldvvstrgegarcvgdvlgdidprlglppltgf 150

LEEEEEEEEEEE e e e e e e e e e e e e e e
101 ghefindlgqrepglglldgvstrgegarcvgdvlgdidprlglppltgf 150

151 enhggvthvgpnarplaqvrfgngngtgdgtegayndtvfgtymhgpvla 200

LEEEEEEEEEEE e et e e e e e e e e e e e e e e e e e
151 enhggvthvgpnarplaqvrfgngngtgdgtegayndtvfgtymhgpvla 200

201 rnpliadlllklaldvnalpptddrwyealrneriaaaqqpa* 243

201 rnpliadlllklaldvnalpptddrwyealrneriaaaqqpa* 243
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PSIPRED prediction of the mutation of SCO1213 in L2 (Val120 — Gly120)
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STRING analysis of the SC01212-SC0O1213 gene cooccurrence
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Bacteria
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