Guinier Fitting - TcdA

Guinier Fitting - tRNALys(UUU)
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Figure S2. Guinier plots. (a) E. coli TcdA-ATP-Mg**, (b) free tRNA®S(UUU), (c¢) E. coli TedA-ATP-Mg**
+ tRNAS(UUU), and (d) BMOE cross-linked E. coli TcdA-CsdE complex.
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