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Elucidation of sulfur-assimilation mechanism in bifidobacteria
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Cysteine and methionine metabolism of Bifidobacterium longum subsp. longum
105-A have been investigated in this study. Putative orfs, BL105A 0509 and 0510, were expressed in
E. coli, and then the recombinant proteins were characterized. Recombinant 0509 protein showed
cystathionine forming activity from O-acetylserine and homocysteine. Thus, BL105A_0509 encodes
8—acetylserine dependent cystathionine-f3 -synthase (EC 2.5.1.134), which is commonly found in
acteria.



(Azad MA et al., 2018)
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