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256757937 (Thiomonas intermedia)

255335080 (Hyphomicrobium denitrificans)
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Bacterial yW hydroxylase/FIH1 clade
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Pyoverdine-like siderophore biosynthesis

Bacterial yW hydroxylase/FIH1 clade associated with NRPS
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61806200 (Prochlorococcus phage P-SSM2)

241773685 (Asticcacaulis excentricus)

33865275 (Synechococcus sp.)

16127050 (Caulobacter crescentus)

197106191 (Phenylobacterium zucineum)

88706362 (Congregibacter litoralis)
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