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Fig. S1. Kinetic parameters of recombinant RZGmaS without His-tag. A. Kinetic parameters of
RhGmaS for glutamate. B. Kinetic parameters of RAGmaS for ATP. C. Kinetic parameters of
RhGmaS for MMA.
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Fig. S2. The negative staining electron micrograph of RZGma$S without his-tag.



