Figure S6 Alignment of beta2 toxin amino acid sequences representing cluster 1 (strain
CP301) and cluster 2 (strains JGS1902, JGS1984), and prototype (CWC412) and
prototype-related isolate CP412. Asterisk indicates identical amino acid.

CP412 MKKTISKVTVIFMFSCFLIVGATSPMKASAKE IDAYRKVMENYLNALKNYDINTVVNISE 60
CWC245 MKKTISKFTVIFMFSCFLIVGATSPMKASAKE IDAYRKVMENYLNALKNYDINTVVNISE 60
CP301 MKKIISKFTVIFMFSCFLIVGATSPMKASAKE IDTYREVMENYLNAFKNYDINTIVNVSE 60
JGS1902 MKKL IVKSTMMLLFSCLLCLGIQLPNTVKANEVNKYQSVMVQYLEAFKNYDIDTIVDISK 60
JGS1984 MKKL IVKSTMMLLFSCLLCLGIQLPNTVKANEVNKYQSVMVQYLEAFKNYDIDTIVDISK 60
sook Ik ok kDD Idekkik Ik sk | kikD D cklLokk Dkek Dk kool Dk Dk Dk
CP412 DERVNNVEQYREMLEDFKSDPNQQLKSFE ILNSQKRDNKE IFNVKTEFLNGATYDMEFTV 120
CWC245 DERVNNVEQYREMLEDFKYDPNQQLKSFE ILNSQKSDNKE IFNVKTEFLNGATYDMEFTV 120
CP301 DERVNSDEKYKEMLEEFKYDPNQQLKSFEILNSQKSDNKE IFNVKTEFMNGATYDMKFTV 120
JGS1902 DSRAVTKEEYKNMLMEFKYDPNQKLKSYEITSSRKIDNSE IFSVKTEFLNGATYNMEFTV 120
JGS1984 DSRAVTKEEYKNMLMEFKYDPNQKLKSYEITGSRKIDNGE IFSVKTEFLNGATYNMEFTV 120
ok L ckikD DRk Dok okokok ik Dkok |k ok stokok skookedok D kokolokok [k kokok
CP412 SSKDGKL IVSNMERTKIENEGKY ILTPSFRTQVGTWDDELGQATGGVYPQTYSDRFTYYA 180
CWC245 SSKDGKLIVSDMERTKVENEGKY ILTPSFRTQVCTWDDELAQAIGGVYPQTYSDRFTYYA 180
CP301 SSKDGKLIVSDMERTKIENEGKY ILTPSFRTQVGTWDDELSQSIGGVDPKTYSTRFTYYA 180
JGS1902 SYIDNKLMVSDMNRIAT INEGKRIPTPSFRTQVGTWDDELSQY IGDAVSFTRSSKFQYSS 180
JGS1984 SYIDNKLMVSNMNRISTVNEGKCIPTPSFRTQVCTWDDELSQY IGDAVSFTRSSKFQYSS 180
% okokkikkIkIk D oskkkk sk sllkloklolkkkkokk K kk, . .k %k Ik ko
CP412 DNILLNFRQYATSGSRDLRVEYSVVDHWMWKDDVKASQMVYGONPDSARQIRLYIEKGQS 240
CWGC245 DNILLNFRQYATSGSRDLKVEYSVVDHWMWKDDVKASQMVYGONPDSARQIRLYIEKGQS 240
CP301 DNILLNFRQYATSGSRDLKVEYSVVDHWVWGDDVKASQMVYGONPDSARQIRLYIEKGQS 240
JGS1902 NTITLNFRQYATSGSRSLKVKYSVVDHWIWGDD IRASQWVYGENPDYARQIKLHLGSGET 240
JGS1984 NTITLNFRQYATSGSRSLKVKYSVVDHWMWGDD IRASQWVYGENPDYARQIKLYLGSGET 240
Dok skkekkskoroklotokok, ok Dk D kkokokotokok Dk kok D skokok stokok [ skokok skokokok kD L kD
CP412 FYKYRIRIKNFTPASLKVFGEGYCA 265
CWGC245 FYKYRIRIKNFTPASIRVFGEGYCA 265
CP301 FYKYRIRIQNFTPASIKVFGEGYCA 265
JGS1902 FANYRIKVENYTPASIRVFGEGYCY 265
JGS1984 FKNYRIKVENYTPASIKVFGEGYCY 265
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