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Supplementary figures 

 

Fig. 1. Spectroscopic features of R217A mutant. (A) absorbance and (B) near UV-Vis CD spectra 

of 6 μM holo-hOAT wild type (----) and holo-R217A (— ); (inset panel B) near UV CD spectra of 

6 μM apo-hOAT wild type (----) and apo-R217A (—). (C) ANS fluorescence of 6 μM apo-hOAT 

wild type (∙-∙-), apo-R217A (∙∙∙∙∙), holo-hOAT wild type (----) and holo-R217A (—). All the spectra 

were registered in 50 mM Hepes buffer, pH 7.4, 0.5 M NaCl. 

 

 

 



 

 

Fig. 2. OAT active site. Ribbons representation of the OAT active site in which the two monomers 

are colored white and purple, respectively. PLP is represented as green sticks and the residues 

contributing to PLP binding are indicated. 

 

 

 

 



 

Fig. 3. Representation of the segment 177-188. Sticks representation of the segment 177-188 

(yellow). The positions of Phe177, Ser186 and Ser188 are indicated. Arg217* and the PLP 

molecule are represented as orange and green sticks respectively  (*denoting a residue belonging to 

the neighboring dimer). The image was rendered using PyMol software (Schrödinger). 
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