
 

  

Figure S7: Phylogenetic tree of orthologues of QDE-2-like AGO-3 protein of C. zeina using representative 
fungal species from different orders in the class Dothideomycetes. C. zeina AGO-3 (PKS02248) is shown with 
black dots. The tree was constructed using the Maximum Likelihood method in Mega-X, and was rooted using 
Fusarium graminearum and Neurospora crassa (class, Sordariomycetes) as an out-group. Bootstrap values 
greater than 50% are shown (1000 bootstraps). The scale bars indicate substitutions per site. 

 

 Diplodia corticola XP020131025

 Lasiodiplodia theobromae XP035366771

 Botryosphaeria dothidea KAF4305559

 Saccharata proteae KAF2087202

Order Botryospaeriales

 Mytilinidion resinicola XP033582488

 Lepidopterella palustris OCK86160

 Glonium stellatum OCL04728

Order Mytilinidiales

 Verruconis gallopava XP016209701

 Tothia fuscella KAF2419774

 Venturia inaequalis KAE9965407

 Venturia nashicola TLD19469

Order Venturiales

 Aureobasidium uvarum CAD0106681

 Aureobasidium melanogenum KAH0368575

 Aureobasidium subglaciale KAI5204824

 Delphinella strobiligena KAF1352095

Order Dothideales

 Zymoseptoria tritici SMR60504

 Sphaerulina musiva XP016757131

 Cercospora zeina PKS02248

 Cercospora beticola XP023456202

 Cercospora kikuchii XP044652892

Order Mycosphaerellales

Class Dothideomycetes

 Neurospora crassa XP958586

 Fusarium graminearum XP011316005
Class Sordariomycetes
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