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jae

KAH67142801 Leptodontid
ium_sp

._MPI-S
DFR-AT-0
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CZR510541 Phialoce
phala_su

balpina

PVH677981 C
adophora_sp

._DSE1049

KAH66635401 H
alenosp

ora_va
ria

KAH73785041 Leotio
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._MPI-S
DFR-AT-0

126

XP 0583500861_unch
aracte

riz
ed_protein_ONS95_006775_Cadophora_gregata
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ntaining_protein_Leotio
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sp

._MPI-S
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XP 0247425481_Hya
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pha_bico
lor_E

KAH87651491 Hya
loscy

pha_fin
landica

PMD310981 Hya
loscy

pha_va
ria

bilis
_F

KAE93808321 Stip
ito

ch
alara_longipes_

BDJ

MCJ1
2680001 Lobaria

_im
mixta

KAI90488291 Drepanopeziz
a_brunnea

KAI67123001 Diplocarpon_mali

PBP180651 Diplocarpon_rosae

XP 0072960561_Drepanopeziza_brunnea

KAJ50408641 Drepanopeziza_brunnea_f._sp._multig
erm

tubi

XP 0371501201_Letharia
_lupina

APA076251 Sclerotinia_sclerotiorum_1980_UF-70

PQK091661 hypothetical_protein_BB8028_0001g12370_Beauveria
_bassiana

PMB663141 Beauveria_bassiana

KAI13802481 UbiA_prenyltra
nsferase_family-domain-containing_protein_Hypoxylon_crocopeplum

KAI17789451 Hypoxylon_cercidicola

XP 0529964281_prenyltra
nsferase_Diaporth

e_amygdali

g5644 (P
haeocytostroma sp)

KAI33955221 hypothetical_protein_diail_1239_Diaporth
e_ilicicola

KAI14962441 UbiA_prenyltra
nsferase_family-domain-containing_protein_Biscogniauxia_marginata

XP 0529886941_Diaporthe_amygdali

KAK26114011 Diaporthe_amygdali

XP 0446453951_uncharacterized_protein_KVR01_004950_Diaporthe_batatas

g10530 (P
haeocytostroma sp)

KAH87883751 Diaporthaceae_sp._PMI_573

KAF67917371 Colletotric
hum_sojae

g14270 (Phaeocytostroma sp)

g14179 (Phaeocytostroma sp)

KAJ92237921 hypothetical_protein_DTO169C6_3906_Paecilomyces_variotii

GAD944071 hypothetical_protein_FG03705.1_Paecilomyces_variotii_No._5

KAI59212071 Camillea_tinctor

KAI14933561 Biscogniauxia_mediterranea

KAI05972461 Biscogniauxia_sp._FL1348

g8180 (Biscogniauxia sp)

XP 0459552201_Truncatella_angustata

KAH81997541 Truncatella_angustata

XP 0446372511_uncharacterized_protein_KVR01_013713_Diaporthe_batatas

KAJ34998431 hypothetical_protein_NLG97_g35_Lecanicillium_saksenae

KAH86619011 UbiA_prenyltransferase_family-domain-containing_protein_Xylariales_sp._PMI_506

KAJ34785331 hypothetical_protein_NLG97_g8554_Lecanicillium_saksenae

XP 0491215981_Hypoxylon_fragiforme

KAH88169961 Xylogone_sp._PMI_703

KAJ91434151 hypothetical_protein_NKR23_g6555_Pleurostoma_richardsiae

XP 0371833171_Colletotrichum_aenigma

KAI33954211 Diaporthe_ilicicola

XP 0364998801_Colletotrichum_siamense

XP 0318857971_Colletotrichum_fructicola

KAJ03279931 Colletotrichum_nupharicola

KAI82651151 Colletotrichum_sp._SAR11_239

KAH92405661 Colletotrichum_gloeosporioides_23

KAH04212331 Colletotrichum_camelliae

KAF49185981 Colletotrichum_viniferum

KAF48295951 Colletotrichum_tropicale

OTB023601 hypothetical_protein_M426DRAFT_74695_Hypoxylon_sp._CI-4A

KAI08969591 Annulohypoxylon_nitens

KAI24698611 Annulohypoxylon_bovei_var._microspora

KAI14615681 Annulohypoxylon_moriforme

KAI01481771 Hypoxylon_sp._NC0597

KAI14157891 UbiA_prenyltransferase_family_Hypoxylon_sp._FL1857

XP 0513106651_Hypoxylon_trugodes

OTA844161 Hypoxylon_sp._CO27-5

XP 0201191891_hypothetical_protein_UA08_05856_Talaromyces_atroroseus

KAI05455961 Xylaria_curta

KAI08580711 Xylaria_cubensis

KAI01831151 Xylaria_flabelliformis

XP 0513134691_Hypoxylon_trugodes

XP 0133270051_Rasamsonia_emersonii_CBS_393.64

KAI12833421 Xylaria_sp._FL0933

XP 0078408081_Pestalotiopsis_fici_W106-1

XP 0092194421_Gaeumannomyces_tritici_R3-111a-1

TLD268371 Pyricularia_sp._CBS_133598

KAI63718591 Pyricularia_grisea

XP 0297505661_Pyricularia_pennisetigena

XP 0037149541_UbiA_prenyltransferase_Pyricularia_oryzae_70-15

ELQ389491 Pyricularia_oryzae_Y34

WBQ216561 Biscogniauxia_sp.g9703

PSN618861 Corynespora_cassiicola_Philippines

PVH918791 Periconia_macrospinosa

KAF21764821 hypothetical_protein_K469DRAFT_733730_Zopfia_rhizophila_CBS_207.26
CAI62355651 Periconia_digitata

XP 0333812611_Aaosphaeria_arxii_CBS_175.79
KAJ96633661 Knufia_sp._JES_112

KAF26500881 Lophiostoma_macrostomum_CBS_122681

KAF28371731 Patellaria_atrata_CBS_101060
KAF22605991 Didymosphaeria_enalia

XP 0247061771_Aspergillus_steynii_IBT_23096

KAE83788371 hypothetical_protein_BDV26DRAFT_291817_Aspergillus_bertholletiae
XP 0570240541_Penicillium_verhagenii

XP 0246965431_Aspergillus_campestris_IBT_28561
XP 0246723061_Aspergillus_candidusPLN822401 Aspergillus_taichungensisKAI89448701 Xylaria_longipesKAI05283701 Xylaria_digitataRYC557611 Xylaria_longipesXP 0255595771_Aspergillus_vadensis_CBS_113365XP 0254285341_Aspergillus_saccharolyticus_JOP_1030-1TPR042291 Aspergillus_nigerRDH159271 Aspergillus_niger_ATCC_13496GKZ801621 Aspergillus_nigerKAF42149851 hypothetical_protein_CNMCM5878_008547_Aspergillus_fumigatiaffinisGFF600141 digeranylgeranylglyceryl_phosphate_synthase_Aspergillus_udagawae

KAG20221191 Aspergillus_fischeriKAH12801311 hypothetical_protein_KXX45_003352_Aspergillus_fumigatus
KMK611021 hypothetical_protein_Y699_08252_Aspergillus_fumigatus_Z5

XP 0012647531_Aspergillus_fischeri_NRRL_181
XP 0246829501_uncharacterized_protein_P174DRAFT_420903_Aspergillus_novofumigatus_IBT_16806

XP 0266160141_Aspergillus_thermomutatus
KAF71840641 hypothetical_protein_CNMCM7691_004623_Aspergillus_felis

RHZ622081 hypothetical_protein_CDV55_106170_Aspergillus_turcosus
KAF71175591 Aspergillus_hiratsukae
KAF71731901 Aspergillus_hiratsukae

StaTC2
g1438

KAJ91922991 Paecilomyces_variotii

KAI13705851 UbiA_prenyltransferase_family-domain-containing_protein_Hypoxylon_crocopeplum

KAI11064621 Jackrogersella_minutella

KAI00127391 Xylariaceae_sp._FL0662B

VUC215591 Clonostachys_rosea

WBQ216611 Myrothecium_sp.

KAI11420511 UbiA_prenyltransferase_family-domain-containing_protein_Hypoxylon_sp._FL0543

g11086 (Nodulisporium sp)

KAF78795361 hypothetical_protein_EAF04_000731_Stromatinia_cepivora

XP 0478606851_UbiA_prenyltransferase_family_Daldinia_vernicosa

KAI91512841 Fumagillin_beta-trans-bergamotene_synthase_af520_Paramyrothecium_foliicola

KAI77762621 Diaporthe_eres

KAI13234141 Xylariaceae_sp._FL0255

KAJ51002801 Penicillium_angulare

KAF45953061 Ophiocordyceps_camponoti-floridani

SLM396011 Lasallia_pustulata

KAA64157381 Lasallia_pustulata

MCJ13856121 Xylographa_soralifera

MCJ13633071 Acarospora_aff._strigata

MCJ12635311 hypothetical_protein_Lobaria_immixta

KAF19968031 Amniculicola_lignicola_CBS_123094

KAI97117221 Bogoriella_megaspora

XP 0460764981_Talaromyces_proteolyticus

KAF71368231 hypothetical_protein_CNMCM5793_006341_Aspergillus_hiratsukae

XP 0406845021_Aspergillus_wentii_DTO_134E9

KAJ53345961 Penicillium_brevicompactum

KAJ53572801 Penicillium_brevicompactum

KAA64064101 Lasallia_pustulata

KAK05162701 Cladonia_borealis

KAF28751941 Massariosphaeria_phaeospora

KAF24460251 hypothetical_protein_P171DRAFT_513612_Karstenula_rhodostoma_CBS_690.94

XP 0371596351_uncharacterized_protein_HO173_011668_Letharia_columbiana

MCJ14253991 hypothetical_protein_Sticta_canariensis

MCJ14649771 Pseudocyphellaria_aurata

MCJ14245081 Sticta_canariensis

MCJ13452851 Peltigera_leucophlebia

MCJ12634671 Lobaria_immixta

MCJ14407121 Stictis_urceolata

KAF19563071 hypothetical_protein_CC80DRAFT_593774_Byssothecium_circinans
g8461

CAF99055081 Alectoria_fallacina

MCJ14611621 Mycoblastus_sanguinarius

XP 0407750231_uncharacterized_protein_M406DRAFT_339778_Cryphonectria_parasitica_EP155

KUI736771 Valsa_mali

MCJ12999431 hypothetical_protein_Hypocenomyce_scalaris

KAI41806761 Letrouitia_leprolyta

KAF27741111 Teratosphaeria_nubilosa

KAI89460001 UbiA_prenyltransferase_family_Xylaria_longipes

KAI33404951 UbiA_prenyltransferase_family_Ustulina_deusta

GAW219281 hypothetical_protein_ANO14919_114550_Xylariales_sp._No.14919

KAI09070331 UbiA_prenyltransferase_family_Ustulina_deusta

KAH81580861 hypothetical_protein_CIB48_g10162_Xylaria_polymorpha

KAI10897591 Rostrohypoxylon_terebratum

KAI09733441 UbiA_prenyltransferase_family_Xylaria_arbuscula

KAI04491451 UbiA_prenyltransferase_family-domain-containing_protein_Xylaria_acuta

KAI11733631 UbiA_prenyltransferase_family_Nemania_sp._FL0916

KAI17470191 Xylaria_castorea

KAI02024491 UbiA_prenyltransferase_family_Astrocystis_sublimbata

KAI12781881 UbiA_prenyltransferase_family_Xylaria_sp._FL0933

CAI63418211 unnamed_protein_product_Periconia_digitata

CAF99042271 MAG: hypothetical protein HETSPECPRED 003448 Heterodermia speciosa

OOF902371 Aspergillus_carbonarius_ITEM_5010

XP 0335419841_Lindgomyces_ingoldianus

XP 0565531791_Penicillium_cataractarum

KAF22029911 Delitschia_confertaspora_ATCC_74209

OOQ823461 Penicillium_brasilianum

CEJ593201 Penicillium_brasilianum

XP 0371642191_uncharacterized_protein_HO173_007050_Letharia_columbiana

XP 0371551631_uncharacterized_protein_HO133_008295_Letharia_lupina

CAI63365571 Periconia_digitata

CAF99348781 Imshaugia_aleurites

MCJ12470451 Trapelia_coarctata

TGO476371 hypothetical_protein_BCON_0269g00030_Botryotinia_convoluta

KAG40283851 Monilinia_fructicola

PQE073041 Rutstroemia_sp._NJR-2017a_WRK4

MCJ14562221 Mycoblastus_sanguinarius

g5628 (Alfaria sp)

KLP181121 Uncharacterized_protein_LW94_5517_Fusarium_fujikuroi

XP 0446745791_hypothetical_protein_J7337_013829_Fusarium_musae

KAF56122051 Digeranylgeranylglyceryl_phosphate_synthase_Fusarium_sp._NRRL_25303

KAF22322231 hypothetical_protein_EV356DRAFT_505635_Viridothelium_virens

CAD65924671 MAG: hypothetical protein ASARMPRED 006303 Alectoria sarmentosa

KAI41461831 MAG: hypothetical protein LQ341 002163 Variospora aurantia

KAI41211951 MAG: hypothetical protein LQ338 006505 Usnochroma carphineum

KAF75397041 Neopestalotiopsis_clavispora

KAF29986931 Neopestalotiopsis_sp._37M

KAI04435641 hypothetical_protein_F4803DRAFT_574299_Xylaria_telfairii

KAI11690411 UbiA_prenyltransferase_family-domain-containing_protein_Nemania_serpens

XP 0019068041_Podospora_anserina_S_mat+

KAK07363751 Apiosordaria_backusii

KAK06712641 Cercophora_samala

StaTC1
g12131

WBQ216471 (-)-alpha-bisabolol synthase Stachybotrys sp.

KAI26289981 Xylaria_nigripes

KAI97026711 Bogoriella_megaspora

MCJ13521161 Icmadophila_ericetorum

KAH87627721 hypothetical_protein_F5882DRAFT_305147_Hyaloscypha_sp._PMI_1271

KAE93698511 hypothetical_protein_N431DRAFT_493573_Stipitochalara_longipes_BDJ

KAI13949141 Hypoxylon_fuscum

KAI41618101 Letrouitia_transgressa

KAI01735221 Hypoxylon_sp._FL1284

XP 0565530771_Penicillium_cataractarum

CEJ594011 hypothetical_protein_PMG11_08026_Penicillium_brasilianum

XP 0570092831_Penicillium_subrubescens

XP 0565478631_uncharacterized_protein_N7482_002132_Penicillium_canariense

KAF33890581 Penicillium_rolfsii

XP 0567848721_Penicillium_angulare

KAH88819511 Thozetella_sp._PMI_491

KAI13812091 Hypoxylon_crocopeplum

GAP911222 putative_digeranylgeranylglyceryl_phosphate_synthase_Rosellinia_necatrix

ESZ930451 Sclerotinia_borealis_F-4128

CAD64400351 6ef31e3a-3dac-404c-b6cd-e3a455a14ec9_Sclerotinia_trifoliorum

XP 0565356471_uncharacterized_protein_N7500_003976_Penicillium_coprophilum

OQD640221 Penicillium_polonicum

KAJ57053691 Penicillium_majusculum

KAF47663281 Penicillium_sp._str._*12

XP 0025661541_Pc22g22600_Penicillium_rubens_W
isconsin_54-1255

KAI27103081 Penicillium_roqueforti

CAG83204011 Penicillium_nalgiovense

MCJ13682101 Acarospora_aff._strigata

MCJ13101661 Agyrium_rufum

MycTC

XP 0247015851_uncharacterized_protein_P170DRAFT_479197_Aspergillus_steynii_IBT_23096

KAJ60862301 hypothetical_protein_N7486_010511_Penicillium
_sp._IBT_16267x

KAE81473391 Aspergillus_avenaceus

XP 0459424301_uncharacterized_protein_LDX57_004790_Aspergillus_m
elleus

XP 0529524841_Aspergillus_affinis

XP 0335744121_uncharacterized_protein_BDZ99DRAFT_500639_M
ytilinidion_resinicola

PM
D427011 hypothetical_protein_L207DRAFT_553677_Hyaloscypha_variabilis_F

KAE93693111 hypothetical_protein_N431DRAFT_380160_Stipitochalara_longipes_BDJ

CRG919841 Talarom
yces_islandicus

KAE93633841 hypothetical_protein_N431DRAFT_356941_Stipitochalara_longipes_BDJ
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C
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KAF26778011 Lentithecium
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KAG
70088941 Physcia_stellaris

KAI33915131 hypothetical_protein_diail_7192_D
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KAF19955831 Am
niculicola_lignicola_C

BS_123094

KAI98499341 Sclerophora_am
abilis

KAF75025491 hypothetical_protein_G
J744_005612_Endocarpon_pusillum

KAI14749761 U
biA_prenyltransferase_fam
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ain-containing_protein_D
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KAH
04917931 Trichoderm
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U
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KAK12444861 Trichoderm
a_sp._C
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O
TA010601 Trichoderm
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M
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 0247721591_hypothetical_protein_M
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FT_121327_Trichoderm
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S
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X
P

 0560260541_Trichoderm
a_breve

K
KO

988321 Trichoderm
a_harzianum

P
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K
451651 hypothetical_protein_C
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a_harzianum
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igeranylgeranylglyceryl_phosphate_synthase_Trichoderm
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KUL903171 hypothetical_protein_ZTR_01935_Talaromyces_verru
culosus
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d_protein_EYB26_006237_Talaromyces_marneffe
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XP 0407322221_uncharacterize
d_protein_BHQ10_003718_Talaromyces_amestolkiae

XP 0201210731_Talaromyces_atro
roseus

XP 0460736781_UbiA_prenyltra
nsferase_family-domain-containing_protein_Talaromyces_proteolyticus

g9147 (Talaromyces sp)

KAI04193111 UbiA_prenyltra
nsferase_family-domain-containing_protein_Xylaria_grammica

KAI77864861 hypothetical_protein_LA080_003730_Diaporth
e_eres

KAI04861781 UbiA_prenyltra
nsferase_family-domain-containing_protein_Xylaria_cf._heliscus

KAI01557391 UbiA_prenyltra
nsferase_family_Pestalotiopsis_sp._NC0098

KAI26420361 UbiA_prenyltra
nsferase_family_Xylaria_nigripes

GAW205611 hypothetical_protein_ANO14919_100690_Xylariales_sp._No.14919

KAI01973731 hypothetical_protein_EV127DRAFT_476463_Xylaria_flabellifo
rmis

XP 0513100271_UbiA_prenyltra
nsferase_family_Hypoxylon_trugodes

KAI12644511 UbiA_prenyltra
nsferase_family_Xylariaceae_sp._FL1019

KAF75361361 hypothetical_protein_G7054_g4777_Neopestalotiopsis_clavispora

CAH00476261 Clonostachys_solani

RDI826501 Venturia_inaequalis

QIX001601 hypothetical_protein_AMS68_005677_Peltaster_fructicola

KAE99633551 Venturia_inaequalis

QDS676571 Venturia_effusa

FmaTC

mFmaA

KJK743431 Metarhizium_anisopliae_BRIP_53293

KJZ747341 Hirsutella_minnesotensis_3608

KAF39048031 Dactylellina_cionopaga

XP 0569238221_uncharacterized_protein_N7503_003360_Penicilliu
m_pulvis

MCJ13263081 Thelotrema_lepadinum

XP 0499685951_hypothetical_protein_POX_e07328_Penicillium_oxalicum

KAF75242061 hypothetical_protein_PCG10_005898_Penicillium_crustosum

CAG82124031 unnamed_protein_product_Penicillium_salamii

XP 0411468651_uncharacterized_protein_G4B84_007243_Aspergillus_flavus_NRRL3357

KAE83133971 UbiA_prenyltransferase_family-domain-containing_protein_Aspergillus_transmontanensis

OJZ803521 hypothetical_protein_ASPFODRAFT_53506_Aspergillus_luchuensis_CBS_106.47

KAI11744821 UbiA_prenyltransferase_family-domain-containing_protein_Nemania_sp._FL0916

RLL956371 hypothetical_protein_CFD26_104857_Aspergillus_turcosus

KAJ59985981 hypothetical_protein_N7451_006408_Penicillium_sp._IBT_35674x

XP 0254913981_hypothetical_protein_BO82DRAFT_375096_Aspergillus_uvarum_CBS_121591

XP 0254444531_hypothetical_protein_BO95DRAFT_491669_Aspergillus_brunneoviolaceus_CBS_621.78

XP 0407313631_uncharacterized_protein_BHQ10_002859_Talaromyces_amestolkiae

KAI12647261 UbiA_prenyltransferase_family-domain-containing_protein_Xylariaceae_sp._FL1019

KAI01396501 UbiA_prenyltransferase_family-domain-containing_protein_Xylariaceae_sp._FL1272

QYT061311 hypothetical_protein_H0G86_012996_Trichoderma_simmonsii

XP 0224910521_hypothetical_protein_PENARI_c004G10215_Penicillium_arizonense

KAF47662621 hypothetical_protein_HAV15_010063_Penicillium_sp._str._*12

XP 0139600741_hypothetical_protein_TRIVIDRAFT_31831_Trichoderma_virens_Gv29-8

OTA081501 hypothetical_protein_A9Z42_0091090_Trichoderma_parareesei

ETS029071 hypothetical_protein_M419DRAFT_76801_Trichoderma_reesei_RUT_C-30

XP 0012099911_predicted_protein_Aspergillus_terreus_NIH2624

XP 0253946791_Aspergillus_heteromorphus_CBS_117.55

OJI877421 hypothetical_protein_ASPTUDRAFT_61788_Aspergillus_tubingensis_CBS_134.48

GAT207471 Aspergillus_luchuensis

GKZ353841 hypothetical_protein_AbraIFM66950_006013_Aspergillus_brasiliensis

PYI046591 hypothetical_protein_BO78DRAFT_449314_Aspergillus_sclerotiicarbonarius_CBS_121057

XP 0254531441_Aspergillus_niger_CBS_101883

GCB256431 digeranylgeranylglyceryl_phosphate_synthase_Aspergillus_awamori

OOG002881 hypothetical_protein_ASPCADRAFT_202168_Aspergillus_carbonarius_ITEM_5010

KAJ04188481 UbiA_prenyltransferase_family-domain-containing_protein_Aspergillus_carlsbadensis

XP 0408185291_Penicillium_solitum

KAJ53999081 hypothetical_protein_N7465_010397_Penicillium_sp._CMV-2018d

XP 0570604881_uncharacterized_protein_N7495_008294_Penicillium_taxi

XP 0012730141_UbiA_prenyltransferase_family_protein_Aspergillus_clavatus_NRRL_1

KAE83175041 UbiA_prenyltransferase_family-domain-containing_protein_Aspergillus_transmontanensis

KAB82208381 UbiA_prenyltransferase_family-domain-containing_protein_Aspergillus_novoparasiticus

XP 0223848961_ubiA_prenyltransferase_family_protein_Aspergillus_bombycis

XP 0431536751_uncharacterized_protein_Asppvi_001443_Aspergillus_pseudoviridinutans

KAF71673861 hypothetical_protein_CNMCM5623_000684_Aspergillus_felis


