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Fol-EC14 257
Fusprol 257
Fusmanl 257
Fusfujl 257
Fusnygl 257
Fusverl 257
Fuscull 254
Fusgral 254
Fuspsel 254
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Sordariomycetes

Hypocreomycetidae - Glomerellales

Colchll = OLN97223.1 hypothetical protein CCHL11_02057 [Colletotrichum chlorophyti] after splicing out intron with
putative non-canonical GCGCGT donor site, consistent with the findings of Rep et al. (2006)

Colfiol = EXF74738.1 hypothetical protein CFIO01_05408 [Colletotrichum fioriniae PJ7]

Colglol = EQB57524.1 hypothetical protein CGLO_02337 [Colletotrichum gloeosporioides Cg-14]

Colgral = XP_008095341.1 hypothetical protein GLRG_06465 [Colletotrichum graminicola M1.001]

Colhigl = XP_018153158.1 hypothetical protein CH63R_11343 [Colletotrichum higginsianum IMI 349063]




Colinc = KZL79130.1 hypothetical protein CI1238_10245 [Colletotrichum incanum]

Colnym = KXH49624.1 hypothetical protein CNYMO01_07617 [Colletotrichum nymphaeae SA-01]

Colorb = TDZ26553.1 hypothetical protein Cob_v001237 [Colletotrichum orbiculare MAFF 240422]

Colsim = KXH49371.1 hypothetical protein CSIM01_11916 [Colletotrichum simmondsii]

Coltof = KZL70738.1 hypothetical protein CT0861_13067 [Colletotrichum tofieldiae]

Veralf = XP_003005433.1 conserved hypothetical protein [Verticillium alfalfae VaMs.102]

Verdah = XP_009658131.1 uncharacterized protein VDAG_10367 [Verticillium dahliae VVdLs.17]

Verlon = KAG7105666.1 hypothetical protein HYQ44_ 015124 [Verticillium longisporum]
Hypocreomycetidae - Hypocreales - Clavicipitaceae - none

Hypocreomycetidae - Hypocreales - Cordycipitaceae - none

Hypocreomycetidae - Hypocreales - Hypocreaceae - none

Hypocreomycetidae - Hypocreales - Nectriaceae

Fuspro = XP_031082440.1 related to endoglucanase c [Fusarium proliferatum ET1]

Fusfuj = KLO84549.1 endoglucanase ¢ [Fusarium fujikuroi]

Fusman = XP_041680198.1 uncharacterized protein FMAN_08678 [Fusarium mangiferae

Fuscul = PTD05001.1 hypothetical protein FCULG_00002645 [Fusarium culmorum]

Fusgra = XP_011319797.1 hypothetical protein FGSG_08907 [Fusarium graminearum PH-1]

Fuslan = KPA46823.1 endoglucanase ¢ [Fusarium langsethiae]

Fusnyg = PNP82107.1 hypothetical protein FNYG_04560 [Fusarium nygamai]

Fuspoa = KAG8671804.1 hypothetical protein FPFOAC1_ 005062 [Fusarium poae]

Fuspse = KAF0636074.1 hypothetical protein FPSE5266 08205 [Fusarium pseudograminearum]

Fusven = XP_025584865.1 uncharacterized protein FVRRES_05581 [Fusarium venenatum]

Fusver = XP_018746004.1 hypothetical protein FVEG_02506 [Fusarium verticillioides 7600]

Neodit = KPM34483.1 hypothetical protein AK830_g12087 [Neonectria ditissima]

Fussol = XP_003052800.1 uncharacterized protein NECHADRAFT_67676 [Fusarium vanettenii 77-13-4] (syn. Fusarium
solani)

Hypocreomycetidae - Hypocreales - Ophiocordycipitaceae - none

Hypocreomycetidae - Hypocreales - Stachybotryaceae - none

Hypocreomycetidae - Microascales

Ceratocystis platani - no orthologue

Thielaviopsis punctulate - no orthologue

Lompro = PKS06492.1 hypothetical protein jhhlp_007240 [Lomentospora prolificans]

Sceapi = XP_016644335.1 hypothetical protein SAPIO_CDS3558 [Scedosporium apiospermum]
Sordariomycetidae - Coniochaetales

Conlig = OIW34589.1 hypothetical protein CONLIGDRAFT_650979 [Coniochaeta ligniaria NRRL 30616]
Sordariomycetidae - Togniniales

Phamin = XP_007912622.1 hypothetical protein UCRPA7_1852 [Phaeoacremonium minimum UCRPA7]
Sordariomycetidae - Diaporthales

Conlus = PSR86977.1 hypothetical protein BD289DRAFT_433121 [Coniella lustricola]

Diaamp = KKY30718.1 hypothetical protein UCDDA912 g09348 [Diaporthe ampelina]

Diahel = POS74193.1 hypothetical protein DHELO1_v207411 [Diaporthe helianthi]

Sordariomycetidae - Magnaporthales

Gaetri = XP_009230278.1 hypothetical protein GGTG_14087 [Gaeumannomyces tritici R3-111a-1]

Magory = ELQ60567.1 hypothetical protein OOW_P131scaffold01278g3 [Pyricularia oryzae P131] (syn. Magnaporthe
oryzae)

Maggri = XP_030977943.1 uncharacterized protein PgNI_09303 [Pyricularia grisea] (syn. Magnaporthe grisea)
Sordariomycetidae - Ophiostomataceae

Grosmannia clavigera - no orthologue

Ophiostoma piceae - no orthologue

Spobra = XP_040622012.1 uncharacterized protein SPBR_06066 [Sporothrix brasiliensis 5110]

Spoins = OAA67127.1 hypothetical protein SPI_01703 [Sporothrix insectorum RCEF 264]

Sposch = XP_016586072.1 hypothetical protein SPSK_04444 [Sporothrix schenckii 1099-18]
Sordariomycetidae - Sordariales - Sordariales incertae sedis

Madmyc = KXX74097.1 hypothetical protein MMYCO01_ 208909 [Madurella mycetomatis]
Sordariomycetidae - Sordariales - Chaetomiaceae

Chathe = XP_006697564.1 hypothetical protein CTHT_0073070 [Chaetomium thermophilum var. thermophilum DSM
1495]

Podans = XP_001913072.1 uncharacterized protein PODANS_1 8450 [Podospora anserina S mat+] with intron prediction
corrected

Thethe = XP_003659079.1 uncharacterized protein MYCTH_2295704 [Thermothelomyces thermophilus ATCC 42464]
Thiter = XP_003652516.1 uncharacterized protein THITE_2114094 [Thermothielavioides terrestris NRRL 8126] (syn.
Thielavia terrestris)



Sordariomycetidae - Sordariales - Sordariaceae

Neucra = KHEB89943.1 glycoside hydrolase family 131 protein [Neurospora crassa] after splicing out intron with non-
canonical GCATGT donor site described by Rep et al. (2006) and removing spurious N-terminal sequence preceding
correct start methionine

Neutet = EGZ77998.1 hypothetical protein NEUTE2DRAFT 80122 [Neurospora tetrasperma FGSC 2509] after splicing
out intron with non-canonical GCATGT donor site described by Rep et al. (2006) and removing spurious N-terminal
sequence preceding correct start methionine

Sormac = XP_024511214.1 uncharacterized protein SMAC_05957 [Sordaria macrospora k-hell]

Xylariomycetidae - Xylariales

Eutlat = EMR68142.1 hypothetical protein UCREL1_4850 [Eutypa lata UCRELL1]

Daldsp = OTB14174.1 hypothetical protein K445DRAFT_140233 [Daldinia sp. EC12]

Hyposp = OTA63122.1 glycoside hydrolase family 131 protein [Hypoxylon sp. EC38]

Micbol = KXJ85933.1 hypothetical protein MicholqcDRAFT_220044 [Microdochium bolleyi]

Pesfic = XP_007828005.1 hypothetical protein PFICI_01233 [Pestalotiopsis fici W106-1]

Psevex = XP_040712670.1 uncharacterized protein BCR38DRAFT_398434 [Pseudomassariella vexata]

Rosnec = GAP92008.2 putative glycoside hydrolase family 131 protein [Rosellinia necatrix] corrected to remove spurious
N-terminal sequence

Supplementary Figure S6. Fol-EC14 alignment. Multiple protein-sequence alignment of Fol-EC14
orthologues in the Fol-EC14 clade of Sordariomycete GH131 (glycosyl-hydrolase 131) sequences. All
sequences shown were the highest blastP matches to Fol-EC14 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 PaGluc131A and CcGH131A in red
and non-conserved residues in teal.
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