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OKFT19446.1:1-3759 Closividium botulinum F strain GLO10FIT.C newrotaxin F gene, complete eds
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QK 1897278.1:99391-103149 Clostridium botulinim strain FWSKRA0E plastid pFWSKRAE] complete sequence
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OKTSOT280,1:101966- 105724 Closiridium botulinum strgin FT1TTTEL plasmid pFTHTE] complote sequence
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Figure S1. Fast minimum evolution trees of the bont/e gene sequences of different
BoNT/E-producing clostridia strains. The dendrogram shows the variation in the bont/e
gene. The analysis included the bont/e gene from the Chinese strains (red front) and all 51
highly homologous (> 99% coverage) sequences in the nucleotide collection (nr/nt) in the
NCBI database. Six highly homologous bont/e genes are from C. butyricum strains (marked
with a blue background).



transposase3 transposase2

Clostridium butyricum strain
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1727 1705 23 1
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21bp ITRs
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Clostridium butyricum strain
KZ1886, KZ1990 megaplasmid
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o' ATGGTTCTTCCATATTTATCCGT ACGGATAAATACGTAAGAACCAT 3
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Figure S2. Comparison of the TEs. The nucleotide differences in the ITRs are marked in red.



