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4. Multiple sequence alignments
with MAFFT and EMBOSS, 

dubious regions removed with
TrimAI

5. Phylogenetic inferences made
with IQ-TREE using automatic

evolutionary model and rooted by
reconciling them with species trees

using Notung

6. Protein sequences of A. thaliana, 
Sorghum bicolor and Saccharum spp
were subjected to domain analysis

using HMMERscan

9 . Three-dimensional structures 
modelled by SWISS-MODEL   
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8. In silico expression patterns in 
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10. Prediction of N-glycosylation 
sites (NetNGlyc) and conserved 
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of the catalytic and binding 
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Figure S4. Schematic pipeline of the workflow for found and characterize sequences of trehalose metabolism in sugarcane. 


