
Table S1. Analysis of sequence alignments

	 (A)
	
	

	Comparison of BluB proteins 

from
	Consensus [%]
	Identity [%]

	R. rubrum + R. capsulatus
	55.5
	46.9

	B. megaterium + R. capsulatus
	40.6
	29

	B. megaterium + R. rubrum
	43.2
	30.9

	B. megaterium + S. meliloti
	58.5
	40.2

	R. capsulatus + S. meliloti
	40.5
	30

	R. rubrum + S. meliloti
	47.1
	37

	(B)
	
	

	BluB from
	Consensus [%]
	Identity [%]

	S. meliloti
	29.9
	18.6

	R. rubrum 
	34.1
	18.9

	R. capsulatus
	25.7
	14.1

	B. megaterium
	33.6
	20.2


The table shows the consensus sequence given in [%] and the identity given in [%] of the BluB proteins from R. capsulatus, R. rubrum, S. meliloti, and B. megaterium (A) and consensus sequence given in [%] and identity given in [%] of CbiY from B. megaterium compared with BluB proteins of R. capsulatus, R. rubrum, S. meliloti, and B. megaterium (B).
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