Figure S9. Maximum-likelihood tree for NanE and NanE-II proteins. Functions are shown by colors. The SEED identifiers for proteins are shown; for their
sequences, see the file Sequences S1 in the Supplementary materials. Genome names are shown in brackets.
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fig|657313.3.peg.2275 [Ruminococcus torques L2-14]
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fig|742814.3.peg.2376 [Fusobacterium necrophorum subsp. funduliforme 1_1_36S]
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