Cercospora zeae-maydis KAF2215264
@ Cercospora zeina PKR99617
Cercospora kikuchii XP044659724
Cercospora beticola XP023453481
Sphaerulina musiva XP016758593

Order Mycosphaerelales

Dothistroma septosporum EME45593

Delphi iligena KAF 1350764

Al ium wum XP0408809:
Aureobasidium pullulans XP029756966
Aureobasidium subglaciale XP013344503
Verruconis gallopava XP016209240 First QDE-2 copy - Class Dothideomycetes

Order Dothideales

Tothia fuscella KAF2420279

Venturia inaequalis KAE9975115

Venturia nashicola TLD20828

Glonium stellatum OCL12184

Lepidopterella palustris OCK75132 Order Mytiinidiales
Mytilinidion resil XP033579224

Saccharata proteae KAF2089309

Aplosporella prunicola XP033393338

Diplodia seriata KKY25866

100 — Neofusicoccum parvum EOD50167

Order Venturiales

100

Order Botryosphaeriales

100~ Cercospora kikuchii XP044662116 Capnodiales
100 L Cercospora beticola XP023450757 Capnodiales
99 @ Cercospora zeina PKS00983 C I Order My:
Zymoseptoria tritici XP003856675 Mycosphaerellales
—m{:mnaea wemeckii KAIB913731 Mycosphaerellales
100 100 Mytilinidion resinicola XP033584680 Mytilinidiales
Lophium mytilinum KAF2502246 Mytilinidiales

Second QDE-2 Copy - Class Dothideomycetes
Order Mytiinidiakes

100 proteae KAF2084617 Botryosphaeriales
Lasiodi| XP035374978 Botryosphaeriales
99 Order Botryosphaeriales
91 Diplodia corticola XP020130520 Botryosphaeriales

100 Botr ia dothidea KAF4314622 Botryosphaeriales
Neurospora crassa XP011394904
4‘ Class Sordariomycetes
100 Fusarium graminearum XP011319975

—
0.1

Figure S6: Phylogenetic tree of orthologues of QDE-2-like AGO-1 and AGO-2 proteins of C. zeina using
representative fungal species from different orders in the class Dothideomycetes. C. zeina AGO-1 (PKR99617)
and AGO-2 (PKS00983) are shown with black dots. The tree was constructed using the Maximum Likelihood
method in Mega-X, and was rooted using Fusarium graminearum and Neurosporacrassa (class,
Sordariomycetes) as an out-group. Bootstrap values greater than 50% are shown (1000 bootstraps). The scale
bars indicate substitutions per site.



