
KAH71289941 UbiA_prenyltransferase_family-domain-containing_protein_Dactylonectria_macrodidyma
KAI97456251 MAG: hypothetical protein M1818 001159 Claussenomyces sp. TS43310
CRL182711 UbiA_prenyltransferase_Penicillium_camemberti
KAF42149851 hypothetical_protein_CNMCM5878_008547_Aspergillus_fumigatiaffinisCAG80283001 unnamed_protein_product_Penicillium_nalgiovenseKMK611021 hypothetical_protein_Y699_08252_Aspergillus_fumigatus_Z5CAG88905091 unnamed_protein_product_Penicillium_egyptiacumCAG83204011 unnamed_protein_product_Penicillium_nalgiovenseCAP995481 Pc22g22600_Penicillium_rubens_Wisconsin_54-1255KAJ94894531 hypothetical_protein_VN97_g3834_Penicillium_thymicolaXP 0565356471_uncharacterized_protein_N7500_003976_Penicillium_coprophilumKAF41562871 hypothetical_protein_CNMCM6069_007052_Aspergillus_lentulus
KAH12801311 hypothetical_protein_KXX45_003352_Aspergillus_fumigatus
KAH19852621 hypothetical_protein_KXW88_000855_Aspergillus_fumigatus
KAH17342721 hypothetical_protein_KXX25_003836_Aspergillus_fumigatus
KAF42042951 hypothetical_protein_CNMCM8927_007674_Aspergillus_lentulus
KAH14290671 hypothetical_protein_KXX32_004839_Aspergillus_fumigatus
KAH13279051 hypothetical_protein_KXX47_008591_Aspergillus_fumigatus
KAF42581391 hypothetical_protein_CNMCM8714_002511_Aspergillus_fumigatus

XP 0266160141_uncharacterized_protein_CDV56_108305_Aspergillus_thermomutatus

RHZ622081 hypothetical_protein_CDV55_106170_Aspergillus_turcosus

RLL946541 hypothetical_protein_CFD26_103085_Aspergillus_turcosus

XP 0567280791_uncharacterized_protein_N7487_008161_Penicillium_crustosum

OQD640221 hypothetical_protein_PENPOL_c008G10591_Penicillium_polonicum

KAJ57053691 hypothetical_protein_N7536_001058_Penicillium_majusculum

KAI42220191 MAG: hypothetical protein L6R36 006464 Xanthoria steineri

GFG235991 digeranylgeranylglyceryl_phosphate_synthase_Aspergillus_udagawae

GFG021261 digeranylgeranylglyceryl_phosphate_synthase_Aspergillus_udagawae

XP 0012647531_conserved_hypothetical_protein_Aspergillus_fischeri_NRRL_181

KAG20221191 hypothetical_protein_GB937_004213_Aspergillus_fischeri

XP 0431493471_uncharacterized_protein_Aud_008538_Aspergillus_udagawae

GFF600141 digeranylgeranylglyceryl_phosphate_synthase_Aspergillus_udagawae

XP 0431547551_uncharacterized_protein_Asppvi_002841_Aspergillus_pseudoviridinutans

XP 0334190231_uncharacterized_protein_IFM58399_08767_Aspergillus_lentulus

KAH17382061 hypothetical_protein_KXX40_003679_Aspergillus_fumigatus

KAH35005751 hypothetical_protein_KXW24_000423_Aspergillus_fumigatus

KAH14996261 hypothetical_protein_KXX42_006994_Aspergillus_fumigatus

XP 7523821_conserved_hypothetical_protein_Aspergillus_fumigatus_Af293

XP 0431259721_uncharacterized_protein_Aspvir_006847_Aspergillus_viridinutans

KAF71731901 hypothetical_protein_CNMCM6106_007320_Aspergillus_hiratsukae

KAF71175591 hypothetical_protein_CNMCM5793_006611_Aspergillus_hiratsukae

KAF47663281 hypothetical_protein_HAV15_010447_Penicillium_sp._str._12

XP 0571108711_uncharacterized_protein_N7479_003849_Penicillium_vulpinum

XP 0012692461_uncharacterized_protein_ACLA_025370_Aspergillus_clavatus_NRRL_1

XP 0565165621_uncharacterized_protein_NUU61_001130_Penicillium_alfredii

KAI42344601 MAG: hypothetical protein LQ349 003786 Xanthoria aureola

XP 0246829501_uncharacterized_protein_P174DRAFT_420903_Aspergillus_novofumigatus_IBT_16806

KAH73036461 hypothetical_protein_B0I35DRAFT_364585_Stachybotrys_elegans

PHH816771 hypothetical_protein_CDD82_210_Ophiocordyceps_australis

OQE005011 hypothetical_protein_PENVUL_c050G08114_Penicillium_vulpinum

KAI27103081 hypothetical_protein_CBS147332_6009_Penicillium_roqueforti

KAJ54843591 Short-chain_dehydrogenase/reductase_SDR_Penicillium_expansum

KAI41836191 MAG: hypothetical protein L6R41 005299 Letrouitia leprolyta

KAI42563681 MAG: hypothetical protein L6R42 006266 partial Xanthoria sp. 1 TBL-2021

KAI11578941 UbiA_prenyltransferase_family_Nemania_serpens

KAF26768431 hypothetical_protein_K458DRAFT_481677_Lentithecium_fluviatile_CBS_122367

KAI04126111 UbiA_prenyltransferase_family_Xylaria_grammica

KAF24508501 hypothetical_protein_P171DRAFT_460350_Karstenula_rhodostoma_CBS_690.94

KAJ55025931 hypothetical_protein_N7463_005467_Penicillium_fimorum

KAK63398571 hypothetical_protein_TWF718_009247_Orbilia_javanica

CAI63367801 unnamed_protein_product_Periconia_digitata

KAF28676861 UbiA_prenyltransferase_family-domain-containing_protein_Massariosphaeria_phaeospora

KAF26500881 hypothetical_protein_K491DRAFT_609549_Lophiostoma_macrostomum_CBS_122681

KAI97026041 MAG: hypothetical protein M1836 001084 Candelina mexicana

XP 0297593651_uncharacterized_protein_M438DRAFT_276120_Aureobasidium_pullulans_EXF-150

KAH88169961 UbiA_prenyltransferase_family-domain-containing_protein_Xylogone_sp._PMI_703

g10530 (Phaeocytostroma sp)

TGO476371 hypothetical_protein_BCON_0269g00030_Botryotinia_convoluta

KAK06342651 UbiA_prenyltransferase_family-domain-containing_protein_Bombardia_bombarda

KKY354431 hypothetical_protein_UCDDA912_g04575_Diaporthe_ampelina

KAH87883751 hypothetical_protein_F5883DRAFT_400579_Diaporthaceae_sp._PMI_573

XP 0446453951_uncharacterized_protein_KVR01_004950_Diaporthe_batatas

XP 0477867601_UbiA_prenyltransferase_family-domain-containing_protein_Daldinia_caldariorum

RDH159271 hypothetical_protein_M747DRAFT_267557_Aspergillus_niger_ATCC_13496

g5644 (Phaeocytostroma sp)

GKZ801621 hypothetical_protein_AnigIFM56816_004379_Aspergillus_niger

TRX881621 hypothetical_protein_FHL15_010960_Xylaria_flabelliformis

TPR042291 putative_integral_membrane_protein_Aspergillus_niger

PQE073041 digeranylgeranylglyceryl_phosphate_synthase_protein_Rutstroemia_sp._NJR-2017a_WRK4

EHA192711 hypothetical_protein_ASPNIDRAFT_125801_partial_Aspergillus_niger_ATCC_1015

KAI18149761 UbiA_prenyltransferase_family-domain-containing_protein_Poronia_punctata

XP 0569425501_uncharacterized_protein_N7483_013152_Penicillium_malachiteum

XP 0255595771_hypothetical_protein_BO88DRAFT_428598_Aspergillus_vadensis_CBS_113365

XP 0254796241_hypothetical_protein_BO87DRAFT_358796_Aspergillus_neoniger_CBS_115656

PQE067991 digeranylgeranylglyceryl_phosphate_synthase_protein_Rutstroemia_sp._NJR-2017a_BBW

KAI12550021 hypothetical_protein_MGN70_003065_Eutypa_lata

KAH86518301 UbiA_prenyltransferase_family_Hymenoscyphus_varicosporioides

KAH66720501 UbiA_prenyltransferase_family-domain-containing_protein_Halenospora_varia

CAF99379111 MAG: hypothetical protein HETSPECPRED 000704 Heterodermia speciosa

RDK376111 hypothetical_protein_M752DRAFT_298204_Aspergillus_phoenicis_ATCC_13157

XP 0491215981_uncharacterized_protein_GGS25DRAFT_42187_Hypoxylon_fragiforme

PSN664441 hypothetical_protein_BS50DRAFT_669295_Corynespora_cassiicola_Philippines

KAH39385461 hypothetical_protein_HBH53_251210_Parastagonospora_nodorum

KAG40283851 hypothetical_protein_MFRU_022g01030_Monilinia_fructicola

g14270 (Phaeocytostroma sp)

g14179 (Phaeocytostroma sp)

KAI77790711 hypothetical_protein_LA080_001324_Diaporthe_eres

XP 0430224931_uncharacterized_protein_INS49_012493_Diaporthe_citri

KAI97227651 MAG: hypothetical protein M1828 004461 Chrysothrix sp. TS-e1954

XP 0565477911_uncharacterized_protein_N7482_002060_Penicillium_canariense

XP 0336910251_uncharacterized_protein_BU26DRAFT_557497_Trematosphaeria_pertusa

XP 0318729391_uncharacterized_protein_BP5553_00262_Venustampulla_echinocandica

XP 0459510451_UbiA_prenyltransferase_family-domain-containing_protein_Truncatella_angustata

MCJ14611621 hypothetical_protein_Mycoblastus_sanguinarius

KAI10897591 UbiA_prenyltransferase_family-domain-containing_protein_Rostrohypoxylon_terebratum

OTB127281 hypothetical_protein_K445DRAFT_25440_Daldinia_sp._EC12

KAI14818771 UbiA_prenyltransferase_family-domain-containing_protein_Daldinia_eschscholtzii

KAI41461831 MAG: hypothetical protein LQ341 002163 Variospora aurantia

PVI016221 hypothetical_protein_DM02DRAFT_507825_partial_Periconia_macrospinosa

XP 0254285341_hypothetical_protein_BP01DRAFT_376211_Aspergillus_saccharolyticus_JOP_1030-1

KAA64064101 MAG: prenyltransferase family Lasallia pustulata

XP 0336837351_uncharacterized_protein_BU26DRAFT_564432_Trematosphaeria_pertusa

TGJ791671 hypothetical_protein_E0Z10_g9598_Xylaria_hypoxylon

PVH929291 hypothetical_protein_DM02DRAFT_646688_Periconia_macrospinosa

KAF21764821 hypothetical_protein_K469DRAFT_733730_Zopfia_rhizophila_CBS_207.26

KAI01451911 hypothetical_protein_GGR57DRAFT_494681_Xylariaceae_sp._FL1272

KAI13620081 UbiA_prenyltransferase_family-domain-containing_protein_Xylaria_arbuscula

KAI01417131 UbiA_prenyltransferase_family-domain-containing_protein_Xylariaceae_sp._FL1272

KAI01827251 UbiA_prenyltransferase_family-domain-containing_protein_Xylaria_flabelliformis

XP 0478285261_UbiA_prenyltransferase_family_Xylaria_bambusicola

KAI09125611 UbiA_prenyltransferase_family-domain-containing_protein_Ustulina_deusta

KAI04189631 hypothetical_protein_F5X98DRAFT_362891_Xylaria_grammica

MCJ14008511 hypothetical_protein_Xylographa_trunciseda

TVY849281 Fumagillin_beta-trans-bergamotene_synthase_Lachnellula_suecica

KAI14204361 UbiA_prenyltransferase_family-domain-containing_protein_Xylaria_sp._FL1777

KAI04275681 hypothetical_protein_F5Y09DRAFT_333241_Xylaria_sp._FL1042

KAI13519601 UbiA_prenyltransferase_family_Xylaria_sp._FL0043

KAI09735801 hypothetical_protein_F4678DRAFT_470856_Xylaria_arbuscula

KAI12742691 UbiA_prenyltransferase_family_Xylaria_sp._FL0933

KAI08136591 UbiA_prenyltransferase_family_Xylaria_sp._FL0064

KAI12952691 hypothetical_protein_F5Y03DRAFT_303417_Xylaria_venustula

KAI05348681 hypothetical_protein_GGR58DRAFT_32698_Xylaria_digitata

KAF68247681 hypothetical_protein_CMUS01_10100_Colletotrichum_musicola

KAF67917371 hypothetical_protein_CSOJ01_14269_Colletotrichum_sojae

XP 0431687211_uncharacterized_protein_ALTATR162_LOCUS5168_Alternaria_atra

KAI04007301 UbiA_prenyltransferase_family-domain-containing_protein_Xylaria_palmicola

KAI89448701 UbiA_prenyltransferase_family-domain-containing_protein_Xylaria_longipes

RYC557611 hypothetical_protein_CHU98_g10452_Xylaria_longipes

XP 0569977031_uncharacterized_protein_N7520_003303_Penicillium_odoratum

PVH997451 hypothetical_protein_DM02DRAFT_593889_Periconia_macrospinosa

KAJ61152301 hypothetical_protein_N7486_001008_Penicillium_sp._IBT_16267x

KAI05283701 UbiA_prenyltransferase_family-domain-containing_protein_Xylaria_digitata

MCJ12442481 hypothetical_protein_Trapelia_coarctata

MCJ13840041 hypothetical_protein_Xylographa_soralifera

KAI17400091 UbiA_prenyltransferase_family-domain-containing_protein_Xylaria_scruposa

PYI031401 hypothetical_protein_BO78DRAFT_421866_Aspergillus_sclerotiicarbonarius_CBS_121057

KAJ56227501 hypothetical_protein_N7490_011355_Penicillium_lividum

KAI05443061 UbiA_prenyltransferase_family-domain-containing_protein_Xylaria_curta

MCJ14562221 hypothetical_protein_Mycoblastus_sanguinarius

KAI08545901 UbiA_prenyltransferase_family-domain-containing_protein_Xylaria_cubensis

KAI01122601 UbiA_prenyltransferase_family-domain-containing_protein_Nemania_sp._FL0031

KAJ29898431 hypothetical_protein_NUW58_g3262_Xylaria_curta

KAF19486611 hypothetical_protein_CC80DRAFT_583646_Byssothecium_circinans

XP 0583353471_uncharacterized_protein_N7468_000019_Penicillium_chermesinum

KAI13566301 UbiA_prenyltransferase_family-domain-containing_protein_Xylaria_sp._FL0043

KAI81795801 Fumagillin_beta-trans-bergamotene_synthase_Colletotrichum_sp._SAR_10_75

XP 0336836701_uncharacterized_protein_BU26DRAFT_530784_Trematosphaeria_pertusa

KAJ03408611 hypothetical_protein_COL922a_002989_Colletotrichum_nupharicola

XP 0491009381_UbiA_prenyltransferase_family_Daldinia_decipiens

OTA538131 hypothetical_protein_K449DRAFT_409628_Hypoxylon_sp._EC38

XP 0478325831_UbiA_prenyltransferase_family-domain-containing_protein_Xylaria_bambusicola

CAH00502341 unnamed_protein_product_Clonostachys_solani

KAI82490531 Fumagillin_beta-trans-bergamotene_synthase_Colletotrichum_sp._SAR_10_77

KAI12785431 UbiA_prenyltransferase_family-domain-containing_protein_Xylaria_sp._FL0933

KAI13625481 UbiA_prenyltransferase_family-domain-containing_protein_Xylaria_arbuscula

KAJ03108761 hypothetical_protein_Brms1b_008431_partial_Colletotrichum_noveboracense

KAI08033781 UbiA_prenyltransferase_family-domain-containing_protein_Xylaria_sp._FL0064

KAI04281841 UbiA_prenyltransferase_family-domain-containing_protein_Xylaria_sp._FL1042

KAF27266311 hypothetical_protein_EJ04DRAFT_452955_Polyplosphaeria_fusca

KAI11250351 UbiA_prenyltransferase_family-domain-containing_protein_Nemania_abortiva

PVH966341 hypothetical_protein_DM02DRAFT_534857_Periconia_macrospinosa

XP 0334534231_uncharacterized_protein_M421DRAFT_97396_Didymella_exigua_CBS_183.55

KAF21215331 UbiA_prenyltransferase_family_Lophiotrema_nucula

MCJ13929671 hypothetical_protein_Xylographa_bjoerkii

XP 0604207101_UbiA_prenyltransferase_family-domain-containing_protein_Colletotrichum_navitas

KAF18328631 hypothetical_protein_BDW
02DRAFT_502012_Decorospora_gaudefroyi

XP 0018044671_hypothetical_protein_SNOG_14272_Parastagonospora_nodorum_SN15

KAH40448641 hypothetical_protein_HBH49_208470_Parastagonospora_nodorum

KAH39387541 hypothetical_protein_HBH53_245910_Parastagonospora_nodorum

KAH49156161 hypothetical_protein_HBH74_145100_Parastagonospora_nodorum

KAI09710371 UbiA_prenyltransferase_family-domain-containing_protein_Xylaria_arbuscula

KAI09731631 UbiA_prenyltransferase_family-domain-containing_protein_Xylaria_arbuscula

KAI01628651 UbiA_prenyltransferase_family_Pestalotiopsis_sp._NC0098

KAI11282721 UbiA_prenyltransferase_family-domain-containing_protein_Nemania_abortiva

XP 0478208091_UbiA_prenyltransferase_family-domain-containing_protein_Annulohypoxylon_maeteangense

W
DK139311 UbiA_prenyltransferase_Colletotrichum_graminicola

VUC334031 unnamed_protein_product_Clonostachys_rosea

KAI10974321 UbiA_prenyltransferase_family-domain-containing_protein_Jackrogersella_minutella

XP 0446389721_uncharacterized_protein_KVR01_011891_Diaporthe_batatas

XP 0407896501_uncharacterized_protein_K460DRAFT_374232_Cucurbitaria_berberidis_CBS_394.84

MCJ14245081 hypothetical_protein_Sticta_canariensis

KAF19212981 hypothetical_protein_BDU57DRAFT_510037_Ampelomyces_quisqualis

KAI04895651 UbiA_prenyltransferase_family-domain-containing_protein_Xylaria_cf._heliscus

KAH92422251 hypothetical_protein_K456DRAFT_47336_Colletotrichum_gloeosporioides_23

KAI82153991 hypothetical_protein_K4K52_008246_Colletotrichum_sp._SAR_10_76

KAF48094141 Fumagillin_beta-trans-bergamotene_synthase_Colletotrichum_siamense

XP 0530403591_uncharacterized_protein_COL26b_002739_Colletotrichum
_chrysophilum

KAI82933531 hypothetical_protein_K4K56_004860_Colletotrichum
_sp._SAR_10_98

KAI83142961 hypothetical_protein_K4K61_005321_Colletotrichum
_sp._SAR11_59

KAF48570331 Fum
agillin_beta-trans-bergam

otene_synthase_Colletotrichum
_siam

ense

XP 0318876341_uncharacterized_protein_CGM
CC3_g5875_Colletotrichum

_fructicola

KAF03222531 ubiA_prenyltransferase_Colletotrichum
_asianum

KAF48751001 Fum
agillin_beta-trans-bergam

otene_synthase_Colletotrichum
_siam

ense

XP 0371808181_Fum
agillin_beta-trans-bergam

otene_synthase_Colletotrichum
_aenigm

a

KAJ50076741 hypothetical_protein_K4K48_011780_Colletotrichum
_sp._SAR_10_66

KAF49286741 Fum
agillin_beta-trans-bergam

otene_synthase_Colletotrichum
_viniferum

KAJ34998431 hypothetical_protein_NLG97_g35_Lecanicillium
_saksenae

GAW
147671 hypothetical_protein_ANO14919_041700_Xylariales_sp._No.14919

EQB585501 hypothetical_protein_CGLO_01199_Colletotrichum
_gloeosporioides_Cg-14

XP 0452623861_uncharacterized_protein_GCG54_00013334_Colletotrichum
_gloeosporioides

POS809661 UbiA_prenyltransferase_Diaporthe_helianthi

XP 0604347391_UbiA_prenyltransferase_Colletotrichum
_godetiae

KAI26340851 UbiA_prenyltransferase_fam
ily-dom

ain-containing_protein_Hypom
ontagnella_subm

onticulosa

XP 0604396971_UbiA_prenyltransferase_Colletotrichum
_phorm

ii

O
HW

992731 prenyltransferase_Colletotrichum
_incanum

KZL808361 prenyltransferase_Colletotrichum
_incanum

KAK12426931 hypothetical_protein_M
KX08_005505_Trichoderm

a_sp._CBM
AI-0020

XP 0247611851_hypothetical_protein_M
441DRAFT_26712_Trichoderm

a_asperellum
_CBS_433.97

XP 0139440421_uncharacterized_protein_TRIATDRAFT_299408_Trichoderm
a_atroviride_IM

I_206040

KAH81244371 UbiA_prenyltransferase_fam
ily-dom

ain-containing_protein_Trichoderm
a_asperelloides

KAH73842041 UbiA_prenyltransferase_fam
ily-dom

ain-containing_protein_Phaeosphaeria_sp._M
PI-PUG

E-AT-0046c

KAI59212071 UbiA_prenyltransferase_fam
ily-dom

ain-containing_protein_Cam
illea_tinctor

KAI16336131 UbiA_prenyltransferase_fam
ily-dom

ain-containing_protein_Biscogniauxia_m
editerranea

KAI05972461 UbiA_prenyltransferase_fam
ily-dom

ain-containing_protein_Biscogniauxia_sp._FL1348

KAI14933561 UbiA_prenyltransferase_fam
ily-dom

ain-containing_protein_Biscogniauxia_m
editerranea

KAJ39591031 hypothetical_protein_N0V92_004297_Colletotrichum
_tropicale

PNP489171 hypothetical_protein_TG
AM

A5M
H_00075_Trichoderm

a_gam
sii

KAF19955831 hypothetical_protein_P154DRAFT_445175_Am
niculicola_lignicola_CBS_123094

RW
A136651 hypothetical_protein_EKO

27_g1467_Xylaria_gram
m

ica

KAI11393621 UbiA_prenyltransferase_fam
ily-dom

ain-containing_protein_Hypoxylon_sp._FL0543

XP 0460010371_UbiA_prenyltransferase_fam
ily-dom

ain-containing_protein_Boerem
ia_exigua

KAI14550861 UbiA_prenyltransferase_fam
ily-dom

ain-containing_protein_Annulohypoxylon_m
oriform

e

KAH73138901 UbiA_prenyltransferase_fam
ily_Stachybotrys_elegans

O
TA805681 hypothetical_protein_M

434DRAFT_37905_Hypoxylon_sp._CO
27-5

W
BQ

216531 hypothetical_protein_Stachybotrys_sp.

KAI01087361 UbiA_prenyltransferase_fam
ily-dom

ain-containing_protein_Hypoxylon_sp._NC0597

KAJ43948141 hypothetical_protein_N0V93_004034_G
nom

oniopsis_sm
ithogilvyi

KAI12781881 U
biA_prenyltransferase_fam

ily_Xylaria_sp._FL0933

XP 0459880321_U
biA_prenyltransferase_fam

ily-dom
ain-containing_protein_Fusarium

_flagelliform
e

XP 0310110461_uncharacterized_protein_FIESC
28_10748_Fusarium

_coffeatum

C
AG

75611101 unnam
ed_protein_product_Fusarium

_equiseti

C
AD

64400351 6ef31e3a-3dac-404c-b6cd-e3a455a14ec9_Sclerotinia_trifoliorum

XP 0335615141_uncharacterized_protein_BU
25D

R
AFT_410934_M

acroventuria_anom
ochaeta

KAF97005951 hypothetical_protein_EKO
04_001786_Ascochyta_lentis

KAJ81173061 hypothetical_protein_O
PT61_g1462_Boerem

ia_exigua

KAK18473121 U
biA_prenyltransferase_C

olletotrichum
_chrysophilum

KAI14235201 U
biA_prenyltransferase_fam

ily_Xylaria_sp._FL1777

KAI10680661 hypothetical_protein_LB507_004251_Fusarium
_sp._FIESC

_R
H

6

KAF30538541 hypothetical_protein_E8E11_011161_D
idym

ella_keratinophila

O
C

K947391 hypothetical_protein_K441D
R

AFT_659624_C
enococcum

_geophilum
_1.58

KXH
693631 U

biA_prenyltransferase_C
olletotrichum

_salicis

KAF26725431 hypothetical_protein_BT63D
R

AFT_199048_M
icrothyrium

_m
icroscopicum

KAG
69995741 hypothetical_protein_G

7Y79_00034g069970_Physcia_stellaris

M
C

J13088681 hypothetical_protein_Agyrium
_rufum

KAF30327991 hypothetical_protein_E8E12_001608_D
idym

ella_heteroderae

KAJ43340681 hypothetical_protein_N
0V87_007121_D

idym
ella_glom

erata

KAJ43727161 hypothetical_protein_N
0V86_008081_D

idym
ella_sp._IM

I_355093

KAF29957111 hypothetical_protein_E8E13_004211_C
urvularia_kusanoi

KAJ44069091 hypothetical_protein_N
0V91_004341_D

idym
ella_pom

orum

C
AF99264471 M

AG
: hypothetical protein H

ETSPEC
PR

ED
 006336 H

eteroderm
ia speciosa

KAF27435421 hypothetical_protein_M
011D

R
AFT_218660_Spororm

ia_fim
etaria_C

BS_119925

g10065 (Periconia sp)

g8180 (Biscogniauxia sp)
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KAI42049731 MAG: hypothetical protein LQ350 000825 Niorma chrysophthalma

KAF68293421 UbiA_prenyltransferase_Colletotrichum_plurivorum

KAI13703011 UbiA_prenyltransferase_family-domain-containing_protein_Hypoxylon_crocopeplum

KAI08919431 UbiA_prenyltransferase_family_Annulohypoxylon_nitens

OCL128211 hypothetical_protein_AOQ84DRAFT_226880_Glonium_stellatum

KAK05162701 hypothetical_protein_JMJ35_000873_Cladonia_borealis

KAI12813411 UbiA_prenyltransferase_family_Xylaria_sp._FL0933

KAH70674441 UbiA_prenyltransferase_family_Paraphoma_chrysanthemicola

XP 0513087981_UbiA_prenyltransferase_family-domain-containing_protein_Hypoxylon_trugodes

KAH70837961 UbiA_prenyltransferase_family-domain-containing_protein_Paraphoma_chrysanthemicola

XP 0253993681_uncharacterized_protein_BO70DRAFT_405250_Aspergillus_heteromorphus_CBS_117.55
CAG99805211 unnamed_protein_product_Clonostachys_byssicola

KAI14067911 UbiA_prenyltransferase_family-domain-containing_protein_Hypoxylon_sp._FL1857
KAF48952821 Fumagillin_beta-trans-bergamotene_synthase_Colletotrichum_fructicola

CAF99342161 MAG: hypothetical protein ALECFALPRED 005890 Alectoria fallacina
OAL054601 hypothetical_protein_IQ06DRAFT_289622_Stagonospora_sp._SRC1lsM3aXP 0604120881_UbiA_prenyltransferase_Colletotrichum_navitas

KAI00202471 UbiA_prenyltransferase_family-domain-containing_protein_Xylariomycetidae_sp._FL0641KAK20436711 UbiA_prenyltransferase_Colletotrichum_somersetenseKAF48287691 Fumagillin_beta-trans-bergamotene_synthase_Colletotrichum_tropicaleKAK20009931 UbiA_prenyltransferase_Colletotrichum_falcatumCAG99562681 unnamed_protein_product_Clonostachys_rosea_f._rosea_IK726XP 0365824921_UbiA_prenyltransferase_Colletotrichum_truncatumKAK19786471 UbiA_prenyltransferase_Colletotrichum_cerealeCAF99114561 MAG: hypothetical protein ALECFALPRED 007327 Alectoria fallacina
KAK20230991 UbiA_prenyltransferase_Colletotrichum_zoysiae

KAH04373701 UbiA_prenyltransferase_Colletotrichum_camelliae
KAK20547791 UbiA_prenyltransferase_Colletotrichum_caudatum
KAK27634051 UbiA_prenyltransferase_Colletotrichum_kahawae
WDK146131 UbiA_prenyltransferase_Colletotrichum_graminicola

OLN880761 hypothetical_protein_CCHL11_00230_Colletotrichum_chlorophyti
XP 0334379391_uncharacterized_protein_GL218_02601_Daldinia_childiae

KAI01189901 hypothetical_protein_F4814DRAFT_458415_Daldinia_grandis

TAQ916351 hypothetical_protein_B7494_g38_Chlorociboria_aeruginascens

XP 0371749861_Fumagillin_beta-trans-bergamotene_synthase_Colletotrichum_aenigma

KAF03199111 hypothetical_protein_GQ607_012854_Colletotrichum_asianum

KAK27652601 UbiA_prenyltransferase_Colletotrichum_kahawae

KAF49265871 Fumagillin_beta-trans-bergamotene_synthase_Colletotrichum_viniferum

KAF44287491 Fumagillin_beta-trans-bergamotene_synthase_Colletotrichum_fructicola

KAF48324601 Fumagillin_beta-trans-bergamotene_synthase_Colletotrichum_tropicale

KAF49109001 Fumagillin_beta-trans-bergamotene_synthase_Colletotrichum_fructicola

XP 0452648821_uncharacterized_protein_GCG54_00005085_Colletotrichum_gloeosporioides

KAF48689161 Fumagillin_beta-trans-bergamotene_synthase_Colletotrichum_siamense

XP 0364933921_Fumagillin_beta-trans-bergamotene_synthase_Colletotrichum_siamense

KAF48560251 Fumagillin_beta-trans-bergamotene_synthase_Colletotrichum_siamense

EQB531081 hypothetical_protein_CGLO_07213_Colletotrichum_gloeosporioides_Cg-14

KAI13530771 UbiA_prenyltransferase_family-domain-containing_protein_Xylaria_sp._FL0043

KAI08163101 UbiA_prenyltransferase_family-domain-containing_protein_Xylaria_sp._FL0064

KAI13798711 UbiA_prenyltransferase_family-domain-containing_protein_Hypoxylon_crocopeplum

KAJ43434251 hypothetical_protein_N0V95_006649_Ascochyta_clinopodiicola

XP 0491305421_fumagillin_beta-trans-bergamotene_synthase_af520_Colletotrichum_spaethianum

XP 0181636291_UbiA_prenyltransferase_Colletotrichum_higginsianum_IMI_349063

KAK44421351 hypothetical_protein_QBC34DRAFT_313785_partial_Podospora_aff._communis_PSN243

PSN650361 hypothetical_protein_BS50DRAFT_635861_Corynespora_cassiicola_Philippines

OTB117411 hypothetical_protein_K445DRAFT_26229_Daldinia_sp._EC12

KAK69541321 hypothetical_protein_Daesc_004094_Daldinia_eschscholtzii

KAI14749761 UbiA_prenyltransferase_family-domain-containing_protein_Daldinia_eschscholtzii

TID050781 Fumagillin_beta-trans-bergamotene_synthase_Colletotrichum_higginsianum

XP 0627746961_Putative_UbiA_prenyltransferase_family_Colletotrichum_destructivum

MCJ14620461 hypothetical_protein_Pseudocyphellaria_aurata

KAI06014741 UbiA_prenyltransferase_family-domain-containing_protein_Biscogniauxia_sp._FL1348

CAH00173801 unnamed_protein_product_Clonostachys_rhizophaga

OOF945741 hypothetical_protein_ASPCADRAFT_507523_Aspergillus_carbonarius_ITEM_5010

KAI17789451 UbiA_prenyltransferase_family-domain-containing_protein_Hypoxylon_cercidicola

KAK18381491 UbiA_prenyltransferase_Colletotrichum_chrysophilum

KAF03260431 hypothetical_protein_GQ607_006861_Colletotrichum_asianum

MCJ12999431 hypothetical_protein_Hypocenomyce_scalaris

WBQ216541 (-)-alpha-trans-bergamotene synthase Stachybotrys sp.

MCJ14267401 hypothetical_protein_Sticta_canariensis

KAI98765891 MAG: hypothetical protein M1830 006167 Pleopsidium flavum

KAF24460251 hypothetical_protein_P171DRAFT_513612_Karstenula_rhodostoma_CBS_690.94

KAI01626491 UbiA_prenyltransferase_family-domain-containing_protein_Pestalotiopsis_sp._NC0098

KAF28751941 UbiA_prenyltransferase_family-domain-containing_protein_Massariosphaeria_phaeospora

KAG91891771 hypothetical_protein_G6011_06045_Alternaria_panax

XP 0387982752_uncharacterized_protein_EKO05_0005254_Ascochyta_rabiei

KAF28701381 UbiA_prenyltransferase_family-domain-containing_protein_Massariosphaeria_phaeospora

KAK05075091 hypothetical_protein_JMJ35_010032_Cladonia_borealis

XP 0460224721_UbiA_prenyltransferase_family-domain-containing_protein_Alternaria_rosae

KAI49501781 hypothetical_protein_J4E91_004834_Alternaria_rosae

KAJ01623671 hypothetical_protein_CTA2_4675_Colletotrichum_tanaceti

PSR795991 UbiA_prenyltransferase_family-domain-containing_protein_Coniella_lustricola

KAF18314991 hypothetical_protein_BDW02DRAFT_47988_Decorospora_gaudefroyi

XP 0335735181_uncharacterized_protein_BDZ99DRAFT_466120_Mytilinidion_resinicola

XP 0431645241_uncharacterized_protein_ALTATR162_LOCUS994_Alternaria_atra

XP 0078034051_uncharacterized_protein_EPUS_06736_Endocarpon_pusillum_Z07020

KAF68152281 UbiA_prenyltransferase_Colletotrichum_sojae

MCJ12357841 hypothetical_protein_Varicellaria_rhodocarpa

CRG827101 hypothetical_protein_PISL3812_00054_Talaromyces_islandicus

XP 0353499101_uncharacterized_protein_TRUGW13939_10907_Talaromyces_rugulosus

MCJ14674441 hypothetical_protein_Pseudocyphellaria_aurata

XP 0224761721_UbiA_prenyltransferase_Colletotrichum_orchidophilum

CAD65800001 MAG: hypothetical protein ASARMPRED 009319 Alectoria sarmentosa

RYP611701 hypothetical_protein_DL769_007834_Monosporascus_sp._CRB-8-3

KAI14367101 UbiA_prenyltransferase_family-domain-containing_protein_Xylaria_sp._CBS_124048

XP 0335419841_uncharacterized_protein_BDR25DRAFT_379884_Lindgomyces_ingoldianus

CAI60909291 unnamed_protein_product_Clonostachys_chloroleuca

KAK72272891 hypothetical_protein_V2G26_015292_Clonostachys_chloroleuca

KAI01681071 UbiA_prenyltransferase_family-domain-containing_protein_Pestalotiopsis_sp._NC0098

TDZ208501 Fumagillin_beta-trans-bergamotene_synthase_Colletotrichum_orbiculare_MAFF_240422

KAI14510381 UbiA_prenyltransferase_family-domain-containing_protein_Annulohypoxylon_stygium

KXX745091 Digeranylgeranylglyceryl_phosphate_synthase_Madurella_mycetomatis

KAF24901401 hypothetical_protein_BU16DRAFT_544466_Lophium_mytilinum

KZM275041 prenyltransferase_Ascochyta_rabiei

KAJ92237921 hypothetical_protein_DTO169C6_3906_Paecilomyces_variotii

KAJ92638911 hypothetical_protein_DTO212C5_7423_Paecilomyces_variotii

KAJ92982201 hypothetical_protein_DTO271G3_3825_Paecilomyces_variotii

XP 0284812511_UbiA_prenyltransferase_family-domain-containing_protein_Paecilomyces_variotii

CAH00316771 unnamed_protein_product_Clonostachys_rhizophaga

VUC334571 unnamed_protein_product_Clonostachys_rosea

KAI10908331 UbiA_prenyltransferase_family-domain-containing_protein_Rostrohypoxylon_terebratum

XP 0371594691_uncharacterized_protein_HO173_011770_Letharia_columbiana

XP 0371596351_uncharacterized_protein_HO173_011668_Letharia_columbiana

CAI60713081 unnamed_protein_product_Clonostachys_chloroleuca

KAI09024861 UbiA_prenyltransferase_family-domain-containing_protein_Annulohypoxylon_nitens

CAG99828141 unnamed_protein_product_Clonostachys_byssicola

KAF68057491 UbiA_prenyltransferase_Colletotrichum_musicola

XP 0353478221_uncharacterized_protein_TRUGW13939_08800_Talaromyces_rugulosus

XP 0033474181_uncharacterized_protein_SMAC_08693_Sordaria_macrospora_k-hell

KAF75127551 hypothetical_protein_GJ744_000322_Endocarpon_pusillum

XP 0371501201_uncharacterized_protein_HO133_003118_Letharia_lupina

KAI17764441 UbiA_prenyltransferase_family-domain-containing_protein_Hypoxylon_cercidicola

PVI015731 hypothetical_protein_DM02DRAFT_340732_Periconia_macrospinosa

KAK06146301 UbiA_prenyltransferase_family-domain-containing_protein_Immersiella_caudata

KAK34014691 UbiA_prenyltransferase_family-domain-containing_protein_Sordaria_brevicollis

TalTC2

StaTC8

g4073 (Talaromyces sp)

g10116 (Periconia sp)

g9624 (Periconia sp)

KAF78795361 hypothetical_protein_EAF04_000731_Stromatinia_cepivora

RCI096391 hypothetical_protein_L249_4163_Ophiocordyceps_polyrhachis-furcata_BCC_54312

XP 0246965431_uncharacterized_protein_P168DRAFT_277593_Aspergillus_campestris_IBT_28561

KAE93698511 hypothetical_protein_N431DRAFT_493573_Stipitochalara_longipes_BDJ

RDA924321 hypothetical protein CP533 4726 Ophiocordyceps camponoti-saundersi (nom. inval.)

KAH87627721 hypothetical_protein_F5882DRAFT_305147_Hyaloscypha_sp._PMI_1271

PLN822401 hypothetical_protein_BDW42DRAFT_193077_Aspergillus_taichungensis

KAK41605581 UbiA_prenyltransferase_family-domain-containing_protein_Cladorrhinum_sp._PSN259

KAI17586441 UbiA_prenyltransferase_family_Hypoxylon_sp._FL1150

XP 0265989611_Uncharacterized_protein_DSM5745_10502_Aspergillus_mulundensis

KAK06293461 UbiA_prenyltransferase_family_Bombardia_bombarda

KAI14363631 UbiA_prenyltransferase_family_Xylaria_sp._CBS_124048

KAI14519811 UbiA_prenyltransferase_family_Annulohypoxylon_moriforme

RYP654561 hypothetical_protein_DL769_006311_Monosporascus_sp._CRB-8-3

XP 0513712131_UbiA_prenyltransferase_family_Durotheca_rogersii

CEL099831 hypothetical_protein_ASPCAL13110_Aspergillus_calidoustus

KAI13949141 UbiA_prenyltransferase_family-domain-containing_protein_Hypoxylon_fuscum

KAI14422731 UbiA_prenyltransferase_family-domain-containing_protein_Annulohypoxylon_stygium

KAI02068371 UbiA_prenyltransferase_family-domain-containing_protein_Astrocystis_sublimbata

XP 0491610921_UbiA_prenyltransferase_family_Daldinia_loculata

KAI48711571 UbiA_prenyltransferase_family_Hypoxylon_rubiginosum

RDA861041 hypothetical protein CP532 1167 Ophiocordyceps camponoti-leonardi (nom. inval.)

KAI10957301 UbiA_prenyltransferase_family-domain-containing_protein_Rostrohypoxylon_terebratum

MCJ12300101 hypothetical_protein_Toensbergia_leucococca

KUI736771 Digeranylgeranylglyceryl_phosphate_synthase_Valsa_mali

XP 0529969531_uncharacterized_protein_J7T55_015225_Diaporthe_amygdali

KAJ50408641 hypothetical_protein_L3040_005423_Drepanopeziza_brunnea_f._sp._multigermtubi

KAI77784151 UbiA_prenyltransferase_Diaporthe_eres

WBQ216601 hypothetical_protein_Myrothecium_sp.

KAF22657631 hypothetical_protein_CC78DRAFT_552773_Didymosphaeria_enalia

XP 0407750231_uncharacterized_protein_M406DRAFT_339778_Cryphonectria_parasitica_EP155

KAI08699871 UbiA_prenyltransferase_family_Hypoxylon_argillaceum

KAF45110241 hypothetical_protein_G6O67_002862_Ophiocordyceps_sinensis

MCJ14557151 hypothetical_protein_Mycoblastus_sanguinarius

EQL013241 UbiA_prenyltransferase_Ophiocordyceps_sinensis_CO18

XP 0627400781_hypothetical_protein_QC762_611310_Podospora_pseudocomata

XP 0072960561_UbiA_prenyltransferase_Drepanopeziza_brunnea_f._sp._multigermtubi_MB_m1

XP 0627289861_hypothetical_protein_QC761_611310_Podospora_bellae-mahoneyi

XP 0019068041_uncharacterized_protein_PODANS_6_11310_Podospora_anserina_S_mat+

KAI42130201 MAG: hypothetical protein LQ351 004364 Letrouitia transgressa

XP 0627623771_hypothetical_protein_QC763_611310_Podospora_pseudopauciseta

KAK07363751 UbiA_prenyltransferase_family-domain-containing_protein_Apiosordaria_backusii

KAI97026711 MAG: hypothetical protein M1820 006055 Bogoriella megaspora

KAI41573381 MAG: hypothetical protein LQ342 008361 Letrouitia transgressa

KAK33699531 UbiA_prenyltransferase_family-domain-containing_protein_Podospora_didyma

PSN620471 hypothetical_protein_BS50DRAFT_136124_Corynespora_cassiicola_Philippines

MCJ14666201 hypothetical_protein_Pseudocyphellaria_aurata

XP 0626809831_UbiA_prenyltransferase_family-domain-containing_protein_Neurospora_tetraspora

XP 0406696561_uncharacterized_protein_ASPVEDRAFT_135111_Aspergillus_versicolor_CBS_583.65

OWY532011 prenyltransferase_Alternaria_alternata

KAH86227741 hypothetical_protein_IG631_22523_Alternaria_alternata

RYO482951 hypothetical_protein_AA0116_g12649_Alternaria_tenuissima

RYO453581 hypothetical_protein_AA0116_g13367_Alternaria_tenuissima

RYN156921 hypothetical_protein_AA0115_g12871_Alternaria_tenuissima

KAF22372641 hypothetical_protein_EV356DRAFT_481116_Viridothelium_virens

XP 0603820211_uncharacterized_protein_CTAM01_07260_Colletotrichum_tamarilloi

XP 0247181431_hypothetical_protein_M430DRAFT_37087_Amorphotheca_resinae_ATCC_22711

XP 0603105321_uncharacterized_protein_CCOS01_10575_Colletotrichum_costaricense

KAK03697591 hypothetical_protein_CLIM01_12887_Colletotrichum_limetticola

KAK14632701 hypothetical_protein_CMEL01_13339_Colletotrichum_melonis

XP 0491352511_uncharacterized_protein_CLUP02_00242_Colletotrichum_lupini

XP 0604037511_uncharacterized_protein_CABS01_06702_Colletotrichum_abscissum

XP 0603443011_uncharacterized_protein_CPAR01_12512_Colletotrichum_paranaense

KAK62237721 hypothetical_protein_QIS74_03716_Colletotrichum_tabaci

KAI35457791 hypothetical_protein_CSPX01_04703_Colletotrichum_filicis

TQN653701 Fumagillin_beta-trans-bergamotene_synthase_Colletotrichum_shisoi

XP 0181579401_UbiA_prenyltransferase_Colletotrichum_higginsianum_IMI_349063

XP 0627811331_Putative_UbiA_prenyltransferase_family_Colletotrichum_destructivum

KAK20498121 hypothetical_protein_LZ31DRAFT_288277_Colletotrichum_somersetense

KAK19707181 hypothetical_protein_LY78DRAFT_735000_Colletotrichum_sublineola

KAK20338661 hypothetical_protein_LX32DRAFT_24322_Colletotrichum_zoysiae

KAK20519301 hypothetical_protein_LY76DRAFT_527641_Colletotrichum_caudatum

KAK20023431 hypothetical_protein_LX36DRAFT_265679_Colletotrichum_falcatum

KAK20133771 hypothetical_protein_LZ32DRAFT_263610_Colletotrichum_eremochloae

KAK19771321 UbiA_prenyltransferase_family-domain-containing_protein_Colletotrichum_cereale

KZL762441 digeranylgeranylglyceryl_phosphate_synthase_protein_Colletotrichum_tofieldiae

KZL643891 digeranylgeranylglyceryl_phosphate_synthase_protein_Colletotrichum_incanum

GJC897141 Fumagillin_beta-trans-bergamotene_synthase_af520_Colletotrichum_liriopes

XP 0336789201_uncharacterized_protein_BU26DRAFT_609204_Trematosphaeria_pertusa

GKT578141 digeranylgeranylglyceryl_phosphate_synthase_protein_Colletotrichum_tofieldiae

KAF48688461 Fumagillin_beta-trans-bergamotene_synthase_Colletotrichum_siamense

GKT862261 digeranylgeranylglyceryl_phosphate_synthase_protein_Colletotrichum_tofieldiae

XP 0491287741_fumagillin_beta-trans-bergamotene_synthase_af520_Colletotrichum_spaethianum

KDN636761 hypothetical_protein_CSUB01_05448_Colletotrichum_sublineola

OLN852911 Digeranylgeranylglyceryl_phosphate_synthase_Colletotrichum_chlorophyti

KAF24952811 hypothetical_protein_BU16DRAFT_385637_Lophium_mytilinum

KAH73966161 UbiA_prenyltransferase_family-domain-containing_protein_Phaeosphaeria_sp._MPI-PUGE-AT-0046c

KXX735201 Digeranylgeranylglyceryl_phosphate_synthase_Madurella_mycetomatis

KAJ35608421 hypothetical_protein_NPX13_g9167_Xylaria_arbuscula

KAI13580971 hypothetical_protein_F5Y08DRAFT_333397_Xylaria_arbuscula

CAI63366851 unnamed_protein_product_Periconia_digitata

KAK39844401 UbiA_prenyltransferase_family-domain-containing_protein_Cladorrhinum_sp._PSN332

W
BQ216471 (-)-alpha-bisabolol synthase Stachybotrys sp.

KAE84440931 hypothetical_protein_EG329_000875_Helotiales_sp._DMI_Dod_QoI

KAI00144801 hypothetical_protein_F4779DRAFT_560073_Xylariaceae_sp._FL0662B

W
BQ216621 (-)-epi-alpha-bisabolol synthase M

yrothecium
 sp.

M
yrTC3

XP 0353222461_UbiA_prenyltransferase_fam
ily_Geosm

ithia_m
orbida

StaTC1

KAI48587431 UbiA_prenyltransferase_fam
ily-dom

ain-containing_protein_Hypoxylon_rubiginosum

XP 0407182051_UbiA_prenyltransferase_fam
ily-dom

ain-containing_protein_Pseudom
assariella_vexata

XP 0336557981_uncharacterized_protein_EI97DRAFT_486317_W
esterdykella_ornata

KAH81786591 ubiA_prenyltransferase_fam
ily_protein_Sarocladium

_im
plicatum

KAK26036181 hypothetical_protein_QQS21_004199_Conoideocrella_luteorostrata

KAF22017371 hypothetical_protein_GQ43DRAFT_448595_Delitschia_confertaspora_ATCC_74209

M
CJ14407121 hypothetical_protein_Stictis_urceolata

KAF27962551 hypothetical_protein_K505DRAFT_238101_partial_M
elanom

m
a_pulvis-pyrius_CBS_109.77

CAF99044251 M
AG: hypothetical protein ALECFALPRED 008547 Alectoria fallacina

M
CJ12928081 hypothetical_protein_Xylographa_carneopallida

XP 0478214091_UbiA_prenyltransferase_fam
ily-dom

ain-containing_protein_Annulohypoxylon_m
aeteangense

KAF18394691 hypothetical_protein_BDW
02DRAFT_564010_Decorospora_gaudefroyi

W
esTC

RJE190651 UbiA_prenyltransferase_fam
ily_Aspergillus_sclerotialis

KAK06607811 UbiA_prenyltransferase_fam
ily-dom

ain-containing_protein_Cercophora_sam
ala

XP 0627985111_hypothetical_protein_Q
C764_501840_Podospora_pseudoanserina

XP 0627415621_hypothetical_protein_Q
C762_501840_Podospora_pseudocom

ata

W
BQ

216501 am
orphane_sesquiterpene_synthase_Stachybotrys_sp.

KAI90488291 hypothetical_protein_LZ554_007660_Drepanopeziza_brunnea_f._sp._m
onogerm

tubi

KKY385361 putative_prenyltransferase_Diaporthe_am
pelina

XP 0430262411_uncharacterized_protein_INS49_007814_Diaporthe_citri

StaTC4

KUI731111 Digeranylgeranylglyceryl_phosphate_synthase_Valsa_m
ali

XP 0407176411_UbiA_prenyltransferase_fam
ily-dom

ain-containing_protein_Pseudom
assariella_vexata

KAH71304761 UbiA_prenyltransferase_fam
ily-dom

ain-containing_protein_Dendryphion_nanum

XP 0460053711_UbiA_prenyltransferase_fam
ily-dom

ain-containing_protein_partial_M
icrodochium

_trichocladiopsis

KAE83955321 UbiA_prenyltransferase_fam
ily_Aspergillus_alliaceus

KAF48297061 Fum
agillin_beta-trans-bergam

otene_synthase_Colletotrichum
_tropicale

KXJ947661 UbiA_prenyltransferase_fam
ily-dom

ain-containing_protein_M
icrodochium

_bolleyi

XP 0319034611_UbiA_prenyltransferase_fam
ily_Aspergillus_alliaceus

KUI566251 Digeranylgeranylglyceryl phosphate synthase Valsa m
ali var. pyri (nom

. inval.)

XP 0460173151_UbiA_prenyltransferase_fam
ily-dom

ain-containing_protein_M
icrodochium

_trichocladiopsis

KUI726141 Digeranylgeranylglyceryl_phosphate_synthase_Valsa_m
ali

M
yrTC4

O
RY185761 UbiA_prenyltransferase_fam

ily-dom
ain-containing_protein_Clohesyom

yces_aquaticus

XP 0012767731_uncharacterized_protein_ACLA_060140_Aspergillus_clavatus_NRRL_1

XP 0254418981_hypothetical_protein_BO
95DR

AFT_453578_Aspergillus_brunneoviolaceus_C
BS_621.78

KAJ54903001 U
biA_prenyltransferase_fam

ily_Penicillium
_expansum

PYI318201 hypothetical_protein_BP00D
R

AFT_343057_Aspergillus_indologenus_C
BS_114.80

KAI13956711 U
biA_prenyltransferase_fam

ily-dom
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KAI01592691 UbiA_prenyltransferase_family_Pestalotiopsis_sp._NC0098

XP 0255776921_hypothetical_protein_BO80DRAFT_350371_partial_Aspergillus_ibericus_CBS_121593

OJZ803521 hypothetical_protein_ASPFODRAFT_53506_Aspergillus_luchuensis_CBS_106.47

KAI01698521 UbiA_prenyltransferase_family-domain-containing_protein_Hypoxylon_sp._FL1284

KAI01545291 UbiA_prenyltransferase_family-domain-containing_protein_Xylariaceae_sp._FL1272

XP 0569201331_uncharacterized_protein_N7503_006905_Penicillium_pulvis

GES632371 hypothetical_protein_ATETN484_0008052500_Aspergillus_terreus

XP 0012099911_uncharacterized_protein_ATEG_07305_Aspergillus_terreus_NIH2624

KAJ55492991 hypothetical_protein_N7513_006533_Penicillium_glabrum

KAJ55385821 hypothetical_protein_N7494_008061_Penicillium_glabrum

KAF19968031 hypothetical_protein_P154DRAFT_547785_Amniculicola_lignicola_CBS_123094

KAF30203031 hypothetical_protein_E8E14_013515_Neopestalotiopsis_sp._37M

KAF75361361 hypothetical_protein_G7054_g4777_Neopestalotiopsis_clavispora

KAK62059261 hypothetical_protein_LQW54_008118_Pestalotiopsis_sp._IQ-011

KAI01557391 UbiA_prenyltransferase_family_Pestalotiopsis_sp._NC0098

KAI45919111 hypothetical_protein_KJ359_012096_Pestalotiopsis_sp._9143b

CAH00045051 unnamed_protein_product_Clonostachys_byssicola

CAH00189021 unnamed_protein_product_Clonostachys_rhizophaga

CAH00476261 unnamed_protein_product_Clonostachys_solani

KAI18216201 hypothetical_protein_F4861DRAFT_541791_Xylaria_intraflava

KAI11986391 hypothetical_protein_F5X97DRAFT_342534_Nemania_serpens

KAI11973381 UbiA_prenyltransferase_family-domain-containing_protein_Nemania_serpens

g10136 (Nodulisporium sp)

KAI41950021 MAG: hypothetical protein LQ346 003546 Caloplaca aetnensis

KAI12644511 UbiA_prenyltransferase_family_Xylariaceae_sp._FL1019

GAW205611 hypothetical_protein_ANO14919_100690_Xylariales_sp._No.14919

KAI04135461 UbiA_prenyltransferase_family_Xylaria_grammica

TRX936921 hypothetical_protein_FHL15_005368_Xylaria_flabelliformis

KAI11176131 hypothetical_protein_F5Y14DRAFT_355865_Nemania_sp._NC0429

KAI09007531 hypothetical_protein_F4806DRAFT_449811_Annulohypoxylon_nitens

KAI03849971 hypothetical_protein_F5Y04DRAFT_268981_Hypomontagnella_monticulosa

XP 0353465751_uncharacterized_protein_TRUGW13939_07543_Talaromyces_rugulosus

XP 0309858051_uncharacterized_protein_PgNI_00458_Pyricularia_grisea

KAI08545471 UbiA_prenyltransferase_family-domain-containing_protein_Xylaria_cubensis

KAI01735991 UbiA_prenyltransferase_family_Hypoxylon_sp._FL1284

KAH88819511 hypothetical_protein_GQ53DRAFT_886247_Thozetella_sp._PMI_491

KAI14883161 hypothetical_protein_F5X96DRAFT_646138_Biscogniauxia_mediterranea

ORX941731 UbiA_prenyltransferase_family-domain-containing_protein_partial_Clohesyomyces_aquaticus

XP 0255168441_hypothetical_protein_BO85DRAFT_329568_partial_Aspergillus_piperis_CBS_112811

XP 0567848721_uncharacterized_protein_N7478_000777_Penicillium_angulare

XP 0565478631_uncharacterized_protein_N7482_002132_Penicillium_canariense

KAI13812091 UbiA_prenyltransferase_family-domain-containing_protein_Hypoxylon_crocopeplum

XP 0565530771_uncharacterized_protein_N7496_008095_Penicillium_cataractarum

OOQ821621 UbiA_prenyltransferase_Penicillium_brasilianum

CEJ594011 hypothetical_protein_PMG11_08026_Penicillium_brasilianum

XP 0570092831_uncharacterized_protein_N7473_005538_Penicillium_subrubescens

KAF33890581 hypothetical_protein_F1880_003175_Penicillium_rolfsii

XP 0513100271_UbiA_prenyltransferase_family_Hypoxylon_trugodes

ELQ395231 hypothetical_protein_OOU_Y34scaffold00495g2_Pyricularia_oryzae_Y34

WBQ216521 (-)-epi-alpha-bisabolol synthase Stachybotrys sp.

GAP911222 putative_digeranylgeranylglyceryl_phosphate_synthase_Rosellinia_necatrix

KAH73207391 UbiA_prenyltransferase_family-domain-containing_protein_Stachybotrys_elegans

StaTC6

KAH88442321 hypothetical_protein_MCOR01_004993_Pyricularia_oryzae

KAI79216421 hypothetical_protein_M9X92_005292_Pyricularia_oryzae

KAJ64426541 Carboxylic_ester_hydrolase_Purpureocillium_lavendulum


