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Extended Data 

Extended Data Figure 1: Representative HPLC traces used for quantification of 4-Br-BnIm 

 

Upper trace represents one of the 4-Br-BnIm samples of known concentration that made up the 

standard curve. The lower trace represents an eye extract containing 4-Br-BnIm. The solvent front 

(MeOH) can be seen at 1.2 min and 4-Br-BnIm at ~5.3 minutes. 

  



Extended Data Table 1: Crystallographic statistics 

 NΔ41 in 
complex with 
4-Br-BnIm

Data collection  
Space group P 21 21 21

Cell dimensions  
    a, b, c (Å) 65.237 84.42 

95.473
    a, b, γ () 90 90 90 
Resolution (Å) 47.74  - 2.707a 

(2.803  - 2.707) 

Rmerge 0.121 (0.663)
I/σ(I) 22.11 (4.41)
CC1/2

 0.999 (0.954)
Completeness (%) 97.71 (83.38)
Redundancy 14.6 (14.9)
  
Refinement  
Resolution (Å) 2.7 
No. reflections 217928 (21838)
Rwork / Rfree 0.1960 

(0.2701)/ 
0.2839 (0.3822)

No. atoms  
    Protein 3307
    Ligand/ion 
(specify/describe) 

110 

    Water 38 
B factors  
    Protein 51.6
    Ligand/ion 58.5
    Water 37.3
R.m.s. deviations  
    Bond lengths (Å) 0.009
    Bond angles () 1.26 

a Values in parentheses are for highest-resolution shell. 

 

 

 


