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Sordariomycetes

Hypocreomycetidae - Glomerellales (Colletotrichum but not Verticillium)

Colchl2 = OLN97937.1 hypothetical protein CCHL11_02648 [Colletotrichum chlorophyti]

Colfio2 = EXF80808.1 hypothetical protein CFIO01_01179 [Colletotrichum fioriniae PJ7]

Colglo2 = KAF3811743.1 hypothetical protein GCG54_00014494 [Colletotrichum gloeosporioides]
Colgra2 = XP_008098621.1 hypothetical protein GLRG_09745 [Colletotrichum graminicola M1.001]
Colhig2 = TID06827.1 hypothetical protein CH35J_000821 [Colletotrichum higginsianum], which is equivalent to
CHO063_00647 described by Anasontzis et al. (2019) except the signal peptide sequence is correct

Colinc2 = KZL82458.1 hypothetical protein C1238_03137, partial [Colletotrichum incanum]

Colnym2 = KXH25668.1 hypothetical protein CNYMO01_07213 [Colletotrichum nymphaeae SA-01]
Colorb2 = TDZ16663.1 hypothetical protein Cob_v010277 [Colletotrichum orbiculare MAFF 240422]
Colsim2 = KXH47399.1 hypothetical protein CSIM01_05336 [Colletotrichum simmondsii]

Coltof2 = KZL71646.1 hypothetical protein CT0861_07364 [Colletotrichum tofieldiae]
Hypocreomyecetidae - Hypocreales - Clavicipitaceae (in Claviceps purpurea and other Claviceps species but not
Metarhizium, Moelleriella libera, Pochonia chlamydosporia or Torrubiella hemipterigena)

Clapur2 = KAG6202730.1 hypothetical protein E4U50_006098 [Claviceps purpurea]

Hypocreomycetidae - Hypocreales - Cordycipitaceae - no orthologues found

Hypocreomycetidae - Hypocreales - Hypocreaceae - no orthologues found

Hypocreomycetidae - Hypocreales - Nectriaceae - no orthologues found

Hypocreomycetidae - Hypocreales - Ophiocordycipitaceae - no orthologues found
Hypocreomycetidae - Hypocreales - Stachybotryaceae

Stacha2 = KFA47799.1 hypothetical protein S40293_09048 [Stachybotrys chartarum IBT 40293]

Stachl2 = KFA69030.1 hypothetical protein S40285_ 08453 [Stachybotrys chlorohalonata IBT 40285]
Hypocreomycetidae - Microascales

Cerpla2 = KKF95434.1 hypothetical protein CFO_g2225 [Ceratocystis platani]

Thipun2 = KKA28951.1 hypothetical protein TD95_005422 [Thielaviopsis punctulata]

Lompro2 = PKS05998.1 hypothetical protein jhhlp_007831 [Lomentospora prolificans]

Sceapi2 = XP_016645553.1 hypothetical protein SAPIO_CDS1553 [Scedosporium apiospermum]
Sordariomycetidae - Coniochaetales

Conlig2 = OIW32631.1 hypothetical protein CONLIGDRAFT_699488 [Coniochaeta ligniaria NRRL 30616]
Sordariomycetidae - Togniniales

Phamin2 = XP_007911498.1 hypothetical protein UCRPA7_713 [Phaeoacremonium minimum UCRPA7]
Sordariomycetidae - Diaporthales

Coniella lustricola - no orthologue found

Diaamp2 = KKY30855.1 hypothetical protein UCDDA912_g09201 [Diaporthe ampelina]

Diahel2 = POS74227.1 hypothetical protein DHELO1 v207386 [Diaporthe helianthi]

Sordariomycetidae - Magnaporthales

Gaetri2 = XP_009219288.1 hypothetical protein GGTG_03245 [Gaeumannomyces tritici R3-111a-1]
Magory2 = QBZ65172.1 hypothetical protein POMZ_06877 [Pyricularia oryzae] (syn. Magnaporthe oryzae)
Maggri2 = XP_030976736.1 hypothetical protein PgNI_11158 [Pyricularia grisea]

Sordariomycetidae - Ophiostomataceae

Grocla2 = XP_014171689.1 hypothetical protein CMQ_2256 [Grosmannia clavigera kw1407]

Ophpic2 = EPE10934.1 hypothetical protein F503_06029 [Ophiostoma piceae UAMH 11346]

Spobra2 = XP_040620669.1 uncharacterized protein SPBR_02939 [Sporothrix brasiliensis 5110]

Spoins2 = OAA67092.1 hypothetical protein SP1_01668 [Sporothrix insectorum RCEF 264]

Sposch2 = XP_016591024.1 hypothetical protein SPSK_07672 [Sporothrix schenckii 1099-18]
Sordariomycetidae - Sordariales - Sordariales incertae sedis

Madurella mycetomatis - no orthologue found

Sordariomycetidae - Sordariales - Chaetomiaceae

Chaetomium thermophilum var. thermophilum - no orthologue found

Podans2 = XP_001908978.1 uncharacterized protein PODANS_3 2140 [Podospora anserina S mat+] corrected for
upstream methionine start and unrecognised intron

Thermothelomyces thermophilus - no orthologue found

Thiter2 = SPQ19874.1 44879d5e-d898-4d54-8381-2fd604ce673d [Thermothielavioides terrestris](syn. Thielavia
terrestris)with corrected N-terminal sequence in place of erroneous starting methionine

Sordariomycetidae - Sordariales - Sordariaceae - no orthologues found

Xylariomycetidae - Xylariales

Eutypa lata - no orthologue found




Daldinia sp. - no orthologue found

Hypoxylon sp. - no orthologue found

Microdochium bolleyi - no orthologue found

Pestalotiopsis fici - no orthologue found

Psevex2 = XP_040720469.1 uncharacterized protein BCR38DRAFT 334322 [Pseudomassariella vexata]
Rosnec2 = GAP88082.1 hypothetical protein SAMD00023353_3201390 [Rosellinia necatrix]

Supplementary Figure S7. ChGlucl31A alignment. Multiple protein-sequence alignment of
ChGlucl31A orthologues in the Fol-EC4 clade of Sordariomycete GH131 (glycosyl-hydrolase 131)
sequences. All sequences shown were the highest blastP matches to ChGlucl31A (= Colhig2
highlighted in green in the alignment) obtained for each genome-sequenced species represented.
Sequences were aligned using ClustalW at https://www.ebi.ac.uk/Tools/msa/mafft/. Amino-acid
identities were highlighted in black and similarities in grey using BoxShade at https://embnet.vital-
it.ch/software/BOX form.html. Conserved cysteines have been highlighted manually in blue,
residues conserved with the catalytic residues of PaGlucl31A and CcGH131A in red and non-
conserved residues in teal. The number of C-terminal residues removed manually for the purposes of
alignment are shown in brackets at the end of the alignment.
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