CLUSTAL O0(1.2.4) multiple sequence alignment

HlyA = = = e e e e e e e e e e e e e e e e 0
sp|P09983 | MPTITAAQIKSTLQSAKQSAANKLHSAGQSTKDALKKAAEQTRNAGNRLILLIPKDYKGQ 60
HlyA = = e 0
sp|P09983| GSSLNDLVRTADELGIEVQYDEKNGTAITKQVFGTAEKLIGLTERGVTIFAPQLDKLLQOK 120
HlyA = = mmm e e 0
sp|P09983| YQKAGNKLGGSAENIGDNLGKAGSVLSTFONFLGTALSSMKIDELIKKQKSGGNVSSSEL 180
HlyA = = e e e e e e e e e e e e e e e e e e 0
sp|P09983| AKASIELINQLVDTAASLNNVNSFSQQLNKLGSVLSNTKHLNGVGNKLONLPNLDNIGAG 240
HIyA = 0
sp|P09983 | LDTVSGILSAISASFILSNADADTGTKAAAGVELTTKVLGNVGKGISQYITAQRAAQGLS 300
H1yA = = s e 0
sp|P09983 | TSAAAAGLIASVVTLAISPLSFLSIADKFKRANKIEEYSQRFKKLGYDGDSLLAAFHKET 360
HlyA = = —mmmm e 0
sp|P09983| GAIDASLTRISTVLASVSSGISAAATTSLVGAPVSALVGAVTGIISGILEASKQAMFEHV 420
HlyA = = m e 0
sp|P09983 | ASKMADVIAEWEKKHGKNYFENGYDARHAAFLEDNFKILSQYNKEYSVERSVLITQQHWD 480
H1yA = = mmm e 0
sp|P09983| TLIGELAGVTRNGDKTLSGKSYIDYYEEGKRLEKKPDEFQKQVFDPLKGNIDLSDSKSST 540
HlyA LLKFVTPLLTPGEEIRERRQSGKYEYITELLVKGVDKWTVKGVQDKGSVYDYSNLIQHAS 60
sp|P09983 | LLKFVTPLLTPGEEIRERRQSGKYEYITELLVKGVDKWTVKGVQDKGSVYDYSNLIQHAS 600
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HlyA VGNNQYREIRIESHLGDGDDKVFLSAGSANIYAGKGHDVVYYDKTDTGYLTIDGTKATEA 120
sp|P09983 | VGNNQYREIRIESHLGDGDDKVFLSAGSANIYAGKGHDVVYYDKTDTGYLTIDGTKATEA 660
hhkhkhkhkhkhkhkhkhkhkhkhhkhhhhkhhkhhhhhhhhhhkhhhhhhhhhhkhhkhkhkhhhhhhhkhkhhhkhhkhkhk
HlyA GNYTVTRVLGGDVKVLQEVVKEQEVSVGKRTEKTQYRSYEFTHINGKNLTETDNLYSVEE 180
sp|P09983 | GNYTVTRVLGGDVKVLQEVVKEQEVSVGKRTEKTQYRSYEFTHINGKNLTETDNLYSVEE 720
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HlyA T 182
sp|P09983 | LIGTTRADKFFGSKFADIFHGADGDDHIEGNDGNDRLYGDKGNDTLSGGNGDDQLYGGDG 780
* Kk

HIyR 182
sp| P09983 | NDKLIGGAGNNYLNGGDGDDELQVQGNSLAKNVLSGGKGNDKLYGSEGADLLDGGEGNDL 840
HLYA e 182
sp|P09983 | LKGGYGNDI YRYLSGYGHHIIDDDGGKDDKLSLADIDFRDVAFRREGNDLIMYKAEGNVL 900
HLYA e e e 182
sp|P09983| SIGHKNGITFKNWFEKESGDISNHQIEQIFDKDGRVITPDSLKKALEYQQSNNKASYVYG 960
- 182
sp|P09983| NDALAYGSQGNLNPLINEISKIISAAGNFDVKEERAAASLLQLSGNASDFSYGRNSITLT 1020
HlyA -— 182

sp|P09983 | ASA 1023

Figure S1. Alignment between P09983 and alpha-hemolysin, indicating that the peptides matched to P09983 are
between positions 543 and 717 of the whole hemolysin.



