
 



 



 



 



 



Figure S1. Multiple sequence alignment of fungal CE1 members with manual curation. * indicates biochemically characterized fungal enzymes from CE1. Red triangles indicate (putative) catalytic triad (Ser, Asp, His).  

CE1_SF1 is highlighted in blue, CE1_SF2 is highlighted in green, CE1_SF3 is highlighted in dark purple, CE1_SF4 is highlighted in purple, CE1_SF5 is highlighted in pink, the non-CE1 (MsFae4) is highlight in white, the outgroup 

is highlighted in gray. The solid line boxes indicate the enzymes used in this study. Orange dash boxes indicate putative substrate binding sites based on an acetyl xylan esterase from Aspergillus luchuensis (AlAXEA; PDB 5X6S) [1]. 

Gray dash boxes indicate differences among subfamilies (Fig. 3-4). 
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