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S4 Fig. Amino acid sequence alignment of three toxoflavin-degrading enzymes. TxeA
(GenBank accession no. KT210132) obtained from the metagenome in this study, ToxM
(GenBank accession no. AAY90317)
Pseudomonas protegens Pf-5 and TflA (GenBank accession no. ADK47414) cloned from

Paenibacillus polymyxa JH2 are compared. The red squares indicate the conserved amino
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acids in metal-binding motif.
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