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Figure S1  Output of the carbohydrate validation of the final HLE/CQH co-crystal structure with 

PRIVATEER (Agirre, Iglesias-Fernández et al., 2015). The angle definitions and conformation 

symbols are explained in Agirre (2017). 
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Figure S2 Cases of local errors or incomplete modelling in N-glycan chains of existing HLE 

structures that could be easily corrected and supplemented with COOT (Emsley et al., 2010) on the 

basis of the published electron densities and difference Fourier densities. a) An N-glycan in 4NZL 

(Stapels et al., 2014) with a β-L-fucose (FUL) rather than an α-L-fucose (FUC) residue and with a 

wrongly orientated terminal β-mannose (BMA) moiety; the electron density was drawn with a cutoff 

level of 1 . b) In 4WVP (Lechtenberg et al., 2015) one of the N-glycans can be supplemented by a 

terminal α-mannose residue (MAN) (cutoff levels: 0.7  for the electron density in green and 3.0  for 

the difference Fourier density in blue). c) In 3Q77 (Hansen et al., 2011) a neighbouring Arg side 

chain (with black C-atoms after re-modelling) extends into the space which is correctly occupied by 

α-L-fucose (FUC); the electron density was drawn with a cutoff level of 0.7 . All parts of the figure 

were prepared with Pymol (Schrödinger). 


