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Supplementary Table 1.    Statistics for Data Collection and Structur al   Determination    

 T159R BCATM  

Resolution (Å)  28 - 1.6 (1.69 - 1.6) a  

Space group  P3 2   2 1  

Unit cell a,   b,   c (Å)  a=b=84.03, c=105.45  

R merge b  0.10 (1.68)   

Average I/  I   11.8 (1.2)  

Redundancy  9.7 (9.5)  

No. Reflections  554 823  

No. Unique Reflections  57 390   (8997)  

Refinement   

R work /R free   0.128/0.179  

No. of non - hydrogen atoms  3272  

B - factors (Å 2 )   

Protein chain  28.3  

PLP  24.7  

R.m.s.   deviations   

Bond lengths (Å)  0.018  

Bond angles (°)  1.8  

  a  Data for the highest resolution shell are given in parentheses.  b  R merge  = Σ| I j  -   < I j >|/Σ< I j >.   


