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F i g u r e 	 S 1 . 	 S e q u e n c e	
comparison	 of	 MetE	 from	
Synechococcus	 sp.	 strain	 PCC	
73109	 and	 Synechococcus	 sp.	
strain	 JA-3-3Ab.	 The	 gene	
e n c o d i n g 	 c o b a l a m i n -
independent	 methionine	
synthase	 (73109_MetE)	 in	
Synechococcus	 sp.	 strain	 PCC	
73109	 was	 idenIfied	 by	 its	
high	 amino	 acid	 sequence	
idenIty	 (73%)	 and	 similarity	
(85%)	 to	 the	 metE-2	 gene	
product	 of	 Synechococcus	 sp.	
strain	 JA-3-3Ab	 (CyanoBase:		
CYA_0167).		
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Figure	S2	

Figure	S2.	A.	Scheme	showing	the	construcIon	of	the	ΔmetH::ermC	mutant	by	homologous	recombinaIon	
using	primers	 in	Table	S1.	Flanking	regions	are	approximately	1.1	kb	 in	 length.	The	erythromycin	(ermC)	
anIbioIc	 resistance	 casseVe	was	 ligated	 into	 appropriate	 restricIon	 sites	 at	 the	 ends	 of	 each	 flanking	
region	(see	further	details	in	Materials	and	Methods).	The	resulIng	amplicon	was	used	to	transform	strain	
AAP001	 to	generate	strain	AAP002.	B.	Electrophoresis	of	PCR	amplicons	using	primers	Nest_metHF	and	
Nest_metHR	 (Table	 S1)	 shows	 the	 full	 segregaIon	 of	 the	ΔmetH::ermC	allele	 in	 strain	 AAP002	 (lane	 2)	
grown	in	the	absence	of	cobalamin.	The	same	PCR	primers	were	used	to	amplify	the	naIve	metH	gene	in	a	
WT	strain	(lane	1).	The	idenIIes	of	amplicons	were	also	verified	by	DNA	sequencing.	



Table	S1	
Table	S1.	Primers	uIlized	in	this	study.		

	


