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Figure S1 Representative electron density. (2mFobs-DFcalc)calc electron density map contoured at 

1for the region local to the catalytically relevant residue Y97. 
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Figure S2  Size exclusion chromatogram of LcGNAT. Size exclusion was performed on a Superdex 

S75 16/60 column (GE Healthcare) pre-equilibrated in 50 mM Tris pH 8.0, 100 mM NaCl. The 

loaded sample (volume approx. 3ml) had been concentrated to 6 mg/ml; B. The exclusion volume 

(Ve) of LcGNAT (orange), interpreted in the light of column calibration standards (blue), suggests a 

monomeric form of the protein (MM= 20.25 kDa; calculated from sequence data). For each protein, 

exclusion volume and molecular mass are quoted in brackets.  

 
 

0 50 100
0

100

200

300

ml

m
AU

cG S 5 6/60

Ve = 70.11 ml 



 

 

Acta Cryst. (2023). F79,  https://doi.org/10.1107/S2053230X2300571X        Supporting information, sup-3 

 
 

Figure S3 Topological differences in GNAT enzymes. (A) Canonical topology of the GNAT 

superfamily (B) and LcGNAT topology representative of the subfamily of polyamine 

acetyltransferases. In the latter, -strand 0 is not present. Instead, an extra C-terminal -strand 7 

(dark blue) forms an antiparallel interaction with -strand 1. 
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