






Table S1. Crystallographic statistics of the cjRecR structure. 

     cjRecR 
 

Data collection 
Space group    C2 
Cell parameters    a = 231.43, b = 64.19, c = 74.62, β = 100.60° 
Wavelength (Å)   0.9793 
Resolution (Å)   30.00-2.60 
Highest resolution (Å)   2.64-2.60 
No. unique reflections  32,226 (1,614) a 
Rmerge (%) b    7.1 (59.1) a 

Rmeas (%) c    8.5 (71.0) a 

Rpim (%) d    4.7 (38.9) a 

CC1/2 
e    0.992 (0.666) a 

I/sigma(I)    19.5 (2.1) a 
Completeness (%)   97.0 (97.2) a 
Redundancy    2.8 (2.8) a 

 
Refinement 

Resolution (Å)    30.00-2.60 
No. of reflections (work)  30,605 
No. of reflections (test)  1,616 
Rwork (%) f    20.7 
Rfree (%) g    24.6 
No. atoms     

Protein    5,659 
Zinc ion    4 
Water    32 

Average B-value (Å2)  61.3 
RMSD bonds (Å)   0.004 
RMSD angles (°)   0.630 
Ramachandran h (favored)  95.3% 
                           (outliers)  0.0% 

 

a Numbers in parentheses were calculated from data of the highest resolution shell. 
b Rmerge = ΣhklΣi | Ii(hkl) - <I(hkl)> | / ΣhklΣi Ii(hkl) 
c Rmeas = Σhkl{N(hkl)/[N(hkl) - 1]}1/2 Σi | Ii(hkl) - <I(hkl)> | / ΣhklΣi Ii(hkl) 
d Rpim = Σhkl{1/[N(hkl) - 1]}1/2 Σi | Ii(hkl) - <I(hkl)> | / ΣhklΣi Ii(hkl) 
e Correlation coefficient between intensities from random half-data sets. 
f Rwork = Σ| |Fobs|-|Fcalc| | / Σ|Fobs|, where Fcalc and Fobs are the calculated and observed structure 

factor amplitudes, respectively. 
g Rfree = as for Rwork, except that 5% of the total reflections were selected at random and omitted 

from refinement. 
h Calculated using MolProbity (http://molprobity.biochem.duke.edu). 
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