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Table S1. Primers used in this study. 

 
 
 
  

Primer Primer Sequence

VJT629 5' CCCGGATCCAATACTAATATTGAAAATATTGGTGATG 3'
VJT629 5' CCCGGATCCAATACTAATATTGAAAATATTGGTGATG  3'
VJT903 5' CTATATGGTTTATATCCAACAAATAAATATCTATCATGCGCAGA 3'
VJT914 5' GACTATTTTGTTCCAGACAATCAATTGCCACCTTTAGTTCAAAG 3'
VJT1114 5' CCCCTGCAGTTAATTATGTCCTTTCACTTTAATTTCG 3'
VJT1117 5' CCCCTGCAGTTAATTATGTCCTTTCACTTTAATTTCATG 3'
VJT1186 5' CTGAAAATGAAGTTCTTGAATTGATAAAACCTTG 3'
VJT1187 5' AGAACTTCATTTTCAGATGTGAAGGGTAGTGGATATGAATTAACTAAACGAATGATT 3'
VJT1188 5' AATCATTCGTTTAGTTAATTCATATCCACTACCCTTCACATCTGAAAATGAAGTTCT 3'
VJT1189 5' GCAAGGTTTTATCAATTCAAGAACTTCATTTTCAG 3'
VJT1190 5' CATAACTCTTTTGGGTATAACTAATTGTTTTTG 3'
VJT1191 5' ACCCAAAAGAGTTATGTCAGTGAAGTAGACAAG 3'
VJT1192 5' CTTGTCTACTTCACTGACATAACTCTTTTGGGT 3'
VJT1193 5' CAGTGAAGTAGACAAGCAAAATTCAAAAAGTGTTC 3'
VJT1194 5' CATCAGGCGTAACAAATTCATTAGCTTTTATTCCCC 3'
VJT1195 5' GAATTTGTTACGCCTGATGGAAAAAAATCTGCGCATGATAGATAT 3'
VJT1196 5' ATATCTATCATGCGCAGATTTTTTTCCATCAGGCGTAACAAATTC 3'
VJT1197 5' CTGCGCATGATAGATATTTATTTGTTGGATATAAAC 3'
VJT1198 5' GGACCATTTGGACTTTGAACAAATAAATTTGGATC 3'
VJT1199 5' CAAAGTCCAAATGGTCCAACAGGTTCAGCAAGAGAATATTTTGCT 3'
VJT1200 5' AGCAAAATATTCTCTTGCTGAACCTGTTGGACCATTTGGACTTTG 3'
VJT1208 5' GCGCGGATCCGATAACAATATTGAGAATATTGG 3'
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Figure S1. Alignment of LukE and LukS-PV. 
A, Alignment of the mature sequences of LukE and LukS-PV, as in (8). Amino acids highlighted in gray 
are identical. Regions of low amino acid identity between the two toxins (referred to as divergence regions 
or DRs) from (8) are noted, as are the loops from (16). B, Magnification of alignment from (16) of residues 
242-254 of LukE and aligned sections of the other S subunits. C, Realignment to highlight shared threonine 
and basic residues.  
 

 

LukE       1 NTNIENIGDGAEVIKRTEDVSSKKWGVTQNVQFDFVKDKKYNKDALIVKMQGFINSRTSFSDVKGSGYELTKRMIWPFQY 
LukS-PV    1 DNNIENIGDGAEVVKRTEDTSSDKWGVTQNIQFDFVKDKKYNKDALILKMQGFINSKTTYYNYKNT--DHIKAMRWPFQY 
 
 
 
LukE      79 NIGLTTKDPNVSLINYLPKNKIETTDVGQTLGYNIGGNFQSAPSIGGNGSFNYSKTISYTQKSYVSEVDKQNSKSVKWGV 
LukS-PV   81 NIGLKTNDPNVDLINYLPKNKIDSVNVSQTLGYNIGGNFNSGPSTGGNGSFNYSKTISYNQQNYISEVERQNSKSVQWGI 
 
 
 
LukE     159 KANEFVTPDGKKSAHDRYLFVQSPNGPTGSAREYFAPDNQLPPLVQSGFNPSFITTLSHEKGSSDTSEFEISYGRNLDIT 
LukS-PV  161 KANSFITSLGKMSGHDPNLFVG-YKPYSQNPRDYFVPDNELPPLVHSGFNPSFIATVSHEKGSGDTSEFEITYGRNMDVT 
 
 
 
LukE     241 YAT----LFPRTGIYAERKHNAFVNRNFVVRYEVNWKTHEIKVKGHN 
LukS-PV  238 HATRRTTHYGNSYLEGSRIHNAFVNRNYTVKYEVNWKTHEIKVKGHN 
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Realignment 

Alignment LukE     242 AT----LFPRTGIYAER 
LukS-PV  239 ATRRTTHYGNSYLEGSR 
HlgC     241 AIKRSTHYGNSYLDGHR 
HlgA     237 AY-----VTRHRLAVDR 
 
 

LukE     242 ATLFPRT---G-IYAE--R 
LukS-PV  239 AT--RRTTHYGNSYLEGSR 
HlgC     241 AI--KRSTHYGNSYLDGHR 
HlgA     237 AYV-TRHR------LAVDR 
 
 
 
 
 

loop 4Z

T in basic context 
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Figure S2. Toxin chimeras used in this study. 
A, Diagram of toxin chimeras used. B, Coomasie-blue stained SDS-PAGE gels of 2 µg purified LukE and 
LukS chimeras. C, Coomasie-blue stained SDS-PAGE gel of 2 µg purified LukE and LukS loop chimeras 
as in (16). 
 
 
 
 
 


