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WFITEE R OBFE (F30) : The invovment of new enzymes for co-factors biosynthesis was examined. (i)
pABA; A function unknown gene, NE1434, was obtained from Nitrosomonas europaea by shotgun
cloning experiment using pABA-auxotrophic E. coli mutant (ApabABC) as a host. (ii) Glutathione;
Streptomyces strains do not use glutathione. However, SCO0910 was confirmed to be glutamate-cysteine
ligase and was essential for ergothioneine biosynthesis. (iii) Taurine; SCO3035 in S. coelicolor A3(2)
was reported to be the first enzyme in taurine biosynthesis (J. Bacteriol. 188, 5561, 2006). To investigate
taurine biosynthesis in S. coelicolor A3(2), SC0O3416, 2782, and 2017, putative enzymes catalyzing the

second reaction, were used for in vitro assay. However, all enzymes did not show the expected activity.
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