Figure S3 Alignment 834-bp insertion sequence and amino acid sequence of alpha-toxin

variant

(a) Alignment of 834-bp insertion sequences in plc identified in strains SO3 [16], CPBC16ML [17],
and CP653 in the present study. Asterisk indicates identical nucleotide.
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GTGCGAGACGTTCATAGTTGAAAAGACTATGCACATTCTAAATATAAGAGAATGGAGAAC
GTGCGAGAGGTTCATAGTTGAAAAGACTATGCACATTCTAAATATAAGAGAATGGAGAAC
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GCCGGGAGTCGTTAAAAACAGAATATGGTGAGAATGTTCCAATAGGAACTGACGAACTGG
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GTGGAGGATACACACCTATGAAGCGAAGAAAGGGAATACATAACCTTTCATAATCTTTAG
GTGGAGGATACACACCTATGAAGCGAAGAAAGGGAATACATAACCTTTCATAATCTTTAG
GTGGAGGATACACACCTATGAAGCGAAGAAAGGGAATACATAACCTTTCATAATCTTTAG
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TGAGAGTAGTGGCATGACTGATGAAGATTTTGTAATGAAATTGGAGGAATAGCCACAAGT
TGAGAGTAGTGGCATGACTGATGAAGATTTTGTAATGAAATTGGAGGAATAGCCAGAAGT
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CAATTATTTATTAAAAGAAACTTAATCAATTCATGGATTCTAGTAAGATAAAAAAGGTCA
CAATTATTTATTAAAAGAAACTTAATCAATTCATGGATTCTAGTAAGATAAAAAAGGTCA
CAATTATTTATTAAAAGAAACTTAATCAATTCATGGATTCTAGTAAGATAAAAAAGGTCA
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Ins-S03 AGAAAAATGAATTTAATATATACTTGATGGAACGCCGTATGCGGTGAAAGTCGCACGTAC 180

Ins-CP653 AGAAAAATGAATTTAATATATACTTGATGGAACGCCGTATGCGGTGAAAGTCGCAGGTAC 180
Ins—CPBC16ML AGAAAAATGAATTTAATATATACTTGATGGAACGCCGTATGCGGTGAAAGTCGCACGTAC 180
stk koK Kok koK Kok ok okokkkokskskokkkok sk kok sk kR ok ok ok kok ok
Ins=S03 GGTGTGGAGCGGGGGAAAAATTGGAGATAACATCAAAGATTTACCTATCGCTAT 834
Ins—CP653 GGTGTGGAGCGGGGGAAAAATTGGAGATAACATCAAAGATTTACCTATCGCTAT 834

Ins—CPBG16ML GGTGTGGAGCGGGGGAAAAATTGGAGATAACATCAAAGATTTACCTATCGCTAT 834
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(b) Alignment of deduced, spliced amino acid sequences of alpha-toxin in strains S03 and CP653.
These sequences are translated through splicing from the original plc gene of strains S03 and CP653
(S03-spl, CP653-spl, respectively). Asterisk indicates identical amino acid. Different amino acids are
shown in red.

Signal peptide

$03-sp| MKRKTCKAL I CAALATSLWAGASTKVYAWDGK IDGTGTHAMIVTQGVS I LENDL SKNEPE 60

CP653-sp| MKRKTCKAL 1 CAALATSLWAGASTKVYAWDGK IDGTGTHAMIVTQGVS I LENDLSKNEPE 60
sotoksktorskstokskskokskskokskskokkskokskskoksksorokskokokskotoksotokskotokskotokskskokskokorskokokskskoksktokskok

$03-sp| SVRKNLE ILKENMHELQL GSTYPDYDKNAYDLYQDHFWDPDTDNNFSKDNSWYLAYSIPD 120

CP653-sp| SVRKNLE ILKENMHELGL GSTYPDYDKNAYDL YQDHFWDPDTDNNFSKDNSWYLAYSIPD 120
skokokskskkskokskskokskskokskskokskskok sk skok sk skok sk kok sk skok sk sk kskokkskok sk sksk sk skok sk skok sk skok sk sk ok sk skok sk ok

$03-sp| TGESQIRKFSALARYEWQRGNYKQATF YL GEAMHYFGDIDTPYHPANVTAVDSAGHVKFE 180

CP653-sp| TGESQIRKFSALARYENORGNYKOATF YLGEANHYFGD IDTPYHPANVTAVDSAGHVKFE 180

$03-sp| TFAEERKEQYK INTAGCKTNEAFYTDLKNKDFNAWSKEYARGF AKTGKS 1 YYSHASMSH 240

CP653-sp| TFAEERKEQYK INTAGCKTNEAFYTD1LKNKDFNAWSKEYARGF AKTGKS 1 YYSHASMSH 240
sotoksktokskstokskokorkskskokskskokkskokskskoksksorokskokoksokokskotokskotoksktokskskokskokokskokokskskokskdokskok

$03-sp| SWDDWDYAAKVTLANSGKGTAGY I YRFLHDVSEGNDPSVGKNVKELVAY I STSGEKDAGT 300

CP653-sp| SWDYWDYAAKVTLANSGKGTAGY I YRFLHDVSEGNDPSVGKNVKELVAY I STSGEKDAGT 300
skokk skkskskskskokskskokskskokskskokskskokskskokskokoskskskok sk sk skkkskok sk skok sk skok sk skok sk skok sk skk sk skok sk ok

$03-sp| DDYMYFGIKTKDGKTQEWEMDNPGNDFMTGSKDTYTFKLKDENLK DD IGNMWIRKRKYT 360

CP653-sp| DDYANYFG IKTKDGK TOEVEWDNPGNDFTGSKDTYTFKLKDENLK DD QNI IRKRKYT 360

$03-sp| AFSDAYKPENIKI IANGKVVVDKDINEWISGNSTYNIK 398

CP653-spl ATSDAYKPENIKI IANGKVVVDKDINEWISGNSTYNIK 398
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