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Study of DasRABC in Streptomyces
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Abstract: DasR and adjacent DasABC transporter play an important role in both metabolism and mor-
phological differentiation of Streptomyces. In this article we review current understanding of DasRABC
in Streptomyces as the followings: structure, regulatory sequence features of DasR and its relationship
with DasABC; Function of DasRABC in development and the secondary metabolites of Streptomyces;
DasRABC for the uptake of nutrient in Streptomyces.
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Fig.1 Analysis of dasRABC in different streptomyces
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2 N-ZEEHERRS N-ZELEER _RBINEXHEEF
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Fig. 2 GlcNAc and GlecNAc2 related enzymatic reactions

Note: NagK: GIcNAc kinase; NagA: GIcNAc-6-P deacetylase;
NagB: GlcN-6-P isomerase; Ptk: Phosphofructokinase.
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WA A LR R R SRR VR

AR N, 2R R AR T A A
I PR S TR A, R 52 3 A8 A v A 45 i PR 1
WIEAL, W S5HEEE S UMK, DasR HEAA
HAREAS IR 17 AR S 42 3 5, HLBENW] DasABC —
AN AP FREE B FRAE T, 1T Y M P Al R R Y
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