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Pseudomonas stutzeri A1501
(GCA_000013785.1)

Hp.
Hp.nifH

Ferredoxin III

SIR2 fp.: SIR2 family protein

Abbreviations Gene taxonomy

SIR2 fp.
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nifX-ap.

nifX

nifAnifB

nifX-ap.: nifX-associated nitrogen fixation protein
Hp.: Hypothetical protein

Bradyrhizobium
host Prophage

exoZ
(Acyltransferase 3 family protein)

6 kb Phage integrase
(site-specific tyrosine recombinase)
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