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Figure S1. N-glycosylation plots of modeled myrosinase from B. oleracea (A) and 
myrosinase crystal structure from S. alba (B). Predicted sites were denoted in blue lines 
along with sequence position and over 0.5 threshold value considered as potential sites. 

 

Figure S2. RMSF plot of ten predicted N-glycosylation sites obtained over 20 ns 
simulations. Potential N-glycosylation sites were denoted in asterisk (*) according to 
NetNGlyc1.0 server. 
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Figure S3. Illustration of the sinigrin interaction with the modeled 3D structure of 
myrosinase after 20 ns of MD simulation. The myrosinase were shown in ribbon form with 
their secondary structure color by UCSF chimera. The sinigrin were colored by green and 
their interacted residues and hydrogen bond distances were highlighted. 

© 2015 by the authors; licensee MDPI, Basel, Switzerland. This article is an open access article 
distributed under the terms and conditions of the Creative Commons Attribution license 
(http://creativecommons.org/licenses/by/4.0/). 


