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Supplementary Tables
Table S1. Primers used in this study.36


	Primers
	Sequences (5’  3’)
	Relevant characteristics

	NifA.DOA9c.in.f/
NifA.DOA9c.in.r
	GTACCGGTCGACGAGATCGCGCTGACCGGTATCTTC/ CAGTCGTCTAGAAGGCGGGATGGGTCGCAATATTTTC
	Cloning of internal nifAc fragment in pVO155-Cefo-npt2-gfp after digestion of the PCR product by SalI/XbaI and the plasmid by SalI/XbaI. Plasmid constructed to obtain the mutant strain DOA9ΩnifAc

	NifA.DOA9p.in.f/
NifA.DOA9p.in.r
	AGCAAGTCGACGACGTTCATCGCCGTTCCGATC/
GCAGCTCTAGACTGCGACCGACAACGCCAGGTAC
	Cloning of internal nifAp fragment in pVO155-Cefo-npt2-gfp after digestion of the PCR product by SalI/XbaI and the plasmid by SalI/XbaI. Plasmid constructed to obtain the mutant strain DOA9ΩnifAp

	up.nifA.DOA9c.f/ up.nifA.DOA9c.r 
 
	GCGCCGGATCCGAGATCAAGGAGCGGTTAGACG/ ACAGTCGTCGAAGCTTGGAATCTCCGTTGCCCGTTAC
	Amplification of the upstream region of nifAc and fusion with the downstream region by PCR overlap. The overlapping region is underlined. 

	dw.nifA.DOA9c.f/ dw.nifA.DOA9c.r 
	CGGAGATTCCAAGCTTCGACGACTGTCGCAGATGCGAC/ GCAAGTCTAGACCGAGCTTCTCGTAGGTCTTGAG
	Amplification of the downstream region of nifAc. After fusion with the upstream region, the PCR product was cloned into pK18mob-cefo-sacB using BamHI/XbaI restriction sites. Plasmid constructed to obtain the mutant strain DOA9ΔnifAc

	up.nifA.DOA9p.f/ up.nifA.DOA9p.r
 
	GGCGGGGATCCGTTTGCACCATGTCCGACGAATC/
CTCCGGTCAAAAGCTTCAAGACTTGGACACACCACGGAATG
	Amplification of the upstream region of nifAp and fusion with the downstream region by PCR overlap. The overlapping region is underlined. 

	dw.nifA.DOA9p.f/ dw.nifA.DOA9p.r 
	CCAAGTCTTGAAGCTTTTGACCGGAGGCGAGCTGCAACTTC/
GGCGGTCTAGAGCAACCCTATTTCCTGTGTCTTGC
	Amplification of the downstream region of nifAc. After fusion with the upstream region, the PCR product was cloned into pK18mob-cefo-sacB using  BamHI/XbaI restriction sites. Plasmid constructed to obtain the mutant strain DOA9ΔnifAp

	NifA.comp.DOA9c.f/
NifA.comp.DOA9c.r
	TCGGCACTAGTGATGTAACGGGCAACGGAGATTC/
GTTGCAGGAATTCGGATCCCAAGTACGATCATAGCTTCTTTAG
	Cloning of the nifAc gene in pMG103-npt2-cefo using SpeI/BamHI restriction sites. Plasmid constructed to complement the mutant strain DOA9∆nifAc

	NifA.comp.DOA9p.f/
NifA.comp.DOA9p.r
	CATTCACTAGTGTGTCCAAGTCTTGCCGAAAATG/
GTTGCAGGAATTCGGATCCCAAGTACGATCATAGCTTCTTTAG
	Cloning of the nifAp gene in pMG103-npt2-cefo using SpeI/BamHI restriction sites. Plasmid constructed to complement the mutant strain DOA9∆nifAc

	NifA.comp.DOA9c.f/ NifA1.hybrid.DOA9c.r (294bp) 
NifA1.hybrid.DOA9p.f/  NifA.comp.DOA9p.r (1529bp)
	TCGGCACTAGTGATGTAACGGGCAACGGAGATTC/ TCAGTCCAGCAAGCTTGGCCCCGACCGTGAGATCCGGAATG         
GGTCGGGGCCAAGCTTGCTGGACTGAAGGAACCGATCAGAG/ GTTGCAGGAATTCGGATCCCAAGTACGATCATAGCTTCTTTAG
	The listed primers were used to generate the PCR products corresponding to a fragment of  294 bp of nifAc gene (1-80 AA) and  a fragment of 1,529 bp of nifAp gene (8-509 AA). The two PCR products were then  fused by PCR overlap and cloned into  pMG103-npt2-cefo using SpeI/BamHI restriction sites. Plasmid constructed to complement the mutant strain DOA9∆nifAc

	NifA.comp.DOA9c.f / NifA2.hybrid.DOA9c.r (714bp)
NifA2.hybrid.DOA9p.f/  NifA.comp.DOA9p.r (1112bp)
	TCGGCACTAGTGATGTAACGGGCAACGGAGATTC/ GTACCGTTATAAGCTTCCTGCGGCGGTCGCGTGCCGGCT
CCGCCGCAGGAAGCTTATAACGGTACCTGGCGTTGTCGG/
GTTGCAGGAATTCGGATCCCAAGTACGATCATAGCTTCTTTAG
	The listed primers were used to generate the PCR products corresponding to a fragment of 714 bp of nifAc gene (1-220 AA) and a fragment of 1,112 bp of nifAp gene (150-509 AA). The two PCR products were then  fused by PCR overlap and cloned into  pMG103-npt2-cefo using SpeI/BamHI restriction sites. Plasmid constructed to complement the mutant strain DOA9∆nifAc
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