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APPENDIX

Appendix Table 1. Species in the phylogenetic tree of G-protein a subunits in
Dothideomycete fungi

Species Name Acronym Hits Species Name Acronym Hits
Aaosphaeria arxii Aaoarl 3 Decorospora gaudefroyi Decgal 3
Acidomyces richmondensis Aciril 3 Delitschia confertaspora Delcol 3
Alternaria alternata Altall 3 Didymella exigua Didex1 3
Alternaria brassicicola Altbrl 2 Diplodia seriata Dipsel 3
Amniculicola lignicola Amnlil 3 Dissoconium aciculare Disacl 3
Aplosporella prunicola Aplprl 3 Dothidotthia symphoricarpi Dotsel 3
Aulographum hederae Aulhe2 3 Dothistroma septosporum Dotsy1 3
Aureobasidium pullulans var. melanogenum  Aurpu_var_mell 3 Eremomyces bilateralis Erebil 3
Aureobasidium pullulans var. namibiae Aurpu_var_naml 3 Glonium stellatum Glost2 4
Aureobasidium pullulans var. pullulans Aurpu_var_pull 3 Hysterium pulicare Hyspul_1 3
Aureobasidium pullulans var. subglaciale Aurpu_var_sub1 3 Karstenula rhodostoma Karrh1 3
Baudoinia compniacensis Baucol 3 Lentithecium fluviatile Lenfll 4
Bimuria novae-zelandiae Bimnz1 3 Lepidopterella palustris Lepmul 2
Botryosphaeria dothidea Botdo1_1 2 Leptosphaeria maculans Leppal 3
Byssothecium circinans Byscil 3 Lindgomyces ingoldianus Linin1 3
Cenococcum geophilum Cenge3 4 Lizonia empirigonia Lizem1 3
Cercospora zeae-maydis Cerzm1l 3 Lophiostoma macrostomum Lopmal 3
Cladosporium fulvum Claell 3 Lophium mytilinum Lopmy1 3
Clathrospora elynae Claful 3 Macrophomina phaseolina Macan1l 4
Cochliobolus carbonum Coccal 3 Macroventuria anomochaeta Macphl 3
Cochliobolus heterostrophus C4 CocheC4_1 3 Massarina eburnea Maseb1 3
Cochliobolus heterostrophus C5 CocheC5_3 3 Melanomma pulvis-pyrius Melpul 3
Cochliobolus lunatus Coclu2 3 Microthyrium microscopicum  Micmil 3
Cochliobolus miyabeanus Cocmil 3 Mycosphaerella fijiensis Mycfi2 3
Cochliobolus sativus Cocsal 3 Mycosphaerella graminicola Mycgr3 3
Cochliobolus victoriae Cocvil 3 Myriangium duriaei Myrdul 2
Corynespora cassiicola Corcal 3 Mytilinidion resinicola Mytrel 3
Cucurbitaria berberidis Cucbel 3 Neofusicoccum parvum Neopal 3
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Appendix Table 1. Species in the phylogenetic tree of G-protein a subunits in
Dothideomycete fungi (Continued)

Species Name Acronym Hits Species Name Acronym Hits
Ophiobolus disseminans Ophdil 3 Setomelanomma holmii Sethol 3
Paraconiothyrium sporulosum Parsp1 3 Setosphaeria turcica Setturl 3
Patellaria atrata Patatl 3 Sporormia fimetaria Spofil 3
Phoma tracheiphila Photrl 3 Stagonospora nodorum Stano2 3
Phyllosticta citriasiana Phycitl 3 Teratosphaeria nubilosa Ternul 3
Piedraia hortae Pieho1_1 3 Tothia fuscella Totful 3
Pleomassaria siparia Plesil 3 Trematosphaeria pertusa Trepel 3
Polychaeton citri Polcil 3 Trichodelitschia bisporula Tribil 3
Polyplosphaeria fusca Polful 3 Trypethelium eluteriae Tryvil 3
Pseudovirgaria hyperparasitica Psehy1 3 Venturia inaequalis Veninl 3
Pyrenophora teres f. teres Pyrtrl 2 Venturia pirina Venpil 3
Pyrenophora tritici-repentis Pyrttl 3 Verruculina enalia Verenl 3
Rhizodiscina lignyota Rhilil 3 Westerdykella ornate Wesorl 3
Rhytidhysteron rufulum Rhyrul_1 3 Zasmidium cellare Zascel 3
Saccharata proteae Sacprl 3 Zopfia rhizophila Zoprhl 3
Septoria musiva Sepmul 3 Zymoseptoria ardabiliae Zymarl 2
Septoria populicola Seppol 3 Zymoseptoria pseudotritici Zymps1 3

This table contains sequences, obtained through blast analysis, used to generate a phylogenetic
tree (Appendix Figure 1). The table contains a total of 268 hits from 90 different Dothideomycete
species. Sequences below 40% identify and 40% sequence coverage were not included in the tree.
Hits represent a minimum amount of G-protein a genes per species and may not include all genes
due to the 40% cut off.
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Appendix Figure 1. Protein sequence similarity of G-protein a subunits in

Dothideomycete fungi
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Appendix Figure 1. Protein sequence similarity of G-protein a subunits in
Dothideomycete fungi (Continued)
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Appendix Figure 1. Protein sequence similarity of G-protein a subunits in
Dothideomycete fungi (Continued)
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A phylogenetic tree was made comparing C. zeae-maydis Gpa protein sequences to
other Gpa subunits in Dothideomycete fungi. The Gpa subunits in C. zeae-maydis are in
red font. Each line points to a specific hit in a specific species. These hits are named by
“species accroynm|protein ID”. A total of 268 hits among 90 species are included in the
tree. These were determined by excluding sequences below 40% identity and 40%
sequence coverage. More information on which species are included in the tree is listed
in Appendix Table 1.
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