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Supplementary Bioinformatics Methodologies

2.1 Downloading the NCBI Database

The non-redundant (NR) BLAST database was downloaded
on October 9, 2023, directly from the NCBI platform. This database
was stored in 82 compressed files in .tar format, accompanied by 82
.md5 files used to verify the integrity of each .tar file. The .md5 files
were downloaded separately to confirm the integrity of each
downloaded .tar file before obtaining the complete data package.
Subsequently, these files were decompressed and stored on the
ADATA external hard drive using the Windows Subsystem for
Linux (WSL) environment. The command used for downloading
was:

sudo wget -p /mnt/adata
https://ftp.ncbi.nlm.nih.gov/blast/db/nr.00.tar.gz

The integrity of the downloads was verified using the
corresponding .md5 file with the following command:
md5sum filename.txt

After verification, the files were decompressed and stored in a
folder named "DBNR" within the WSL environment on the external
hard drive.

2.2 Identification and Distribution of conserved Motifs in putative RHTs



A detailed list of the predicted motifs and their respective
starting positions across all putative Rht1 and Rht2 sequences is
provided in Supplementary Materials 51-54.



Table S1. Identified motifs in putative Rht1.

Accession

Species number Motif 1 p-value Motif 2 p-value Motif 3 p-value Motif 4 p-value Motif 5 p-value
Fusarium acutatum KAF4417706.1 TVCATTCFCKLVESV  4.1E-17 LRVQC 1.8E-16 ACTCTI 2.48E-20 VV NIQLLND Q 4.33E-13 EMARYLSKE 1.12E-11
Fusarium albosuccineum KAF4453631.1 TVCATVCFKNLIESV 1.6E-17 L MQC 8.1E-18 ACTCTI 2.48E-20 VV NTKLLND Q 6.69E-13 EMAK LSKE 2.19E-14
Fusarium ambrosium RSM11772.1 TVCATVCFKKLTETA 1.6E-16 L IQC 1.5E-18 ACTCTI 2.48E-20 VV NTQLLND Q 8.61E-14 EMAK LSKE 2.19E-14
Fusarium austroafricanum KAF4446928.1 TVCATTCFRKLAESV  54E-16 L LOC 2.3E-17 ACTCTI 2.48E-20 VV NTQLLND Q 8.61E-14 EMAK LSKE 2.19E-14
Fusarium austroamericanum KAF5236077.1 TVCATACFKTLIDSI 8.5E-18 L VvQC 2.2E-15 ACTCTI 2.48E-20 VV NTELLDD Q 1.11E-13 EMAK LSKE 2.19E-14
Fusarium avenaceum KAH6968718.1  TVGATAGFKKLVDTV  8.5E-18 L 1QC 3.2E-17 ACTCTI  2.48E-20 VV NTQLLND Q 8.61E-14 EMAK LSKE 2.19E-14
Fusarium beomiforme KAF4344697.1 TVCGATTCFRKLIESV  1.1E-18 LRIQC 1.9E-18 ACTCTI  3.42E-18 VV NAQLLDD Q 1.31E-12 EMAK LSKE 2.19E-14
Fusarium chuoi KAI1013357.1 TVCATTCFQKLIQSV 4.5E-18 LRVQC 4.4E-17 ACTCTI 2.48E-20 VV NIQLLND Q 4.33E-13 EMAK LSKE 2.19E-14
Fusarium coffeatum XP_031013799.1 TVCATACFRALIDSV 5.3E-19 L vQC 2.2E-18 ACTCTI 2.48E-20 VV NTQLLDD Q 4.25E-14 EMAK LSKE 2.19E-14
Fusarium coicis KAF5967328.1 TVCATTCFCKLVESV  4.1E-17 LRVQC 1.5E-16 ACTCTI 2.48E-20 VV NIQLLND Q 4.33E-13 EMAK LSKE 2.19E-14
Fusarium culmorum PTD03166.1 TVCATACFKTLIDSV 2E-18 L VvQC 9.7E-16 ACTCTI 2.48E-20 VV NTELLDD Q 1.11E-13 EMAK LSKE 2.19E-14
Fusarium decemcellulare KAF5000569.1 TVCATVCFKNLIESV 1.6E-17 L IQC 4.8E-20 ACTCTI 2.48E-20 VV NTKLLND Q 6.69E-13 EMAK LSKE 2.19E-14
Fusarium denticulatum KAF5669558.1 TVCATTCFCKLVESV  4.1E-17 LRVQC 6.8E-14 ACTCTI 2.48E-20 VV NIQLLND Q 4.33E-13 EMAK LSKE 2.19E-14
Fusarium duplospermum RSL50528.1 TVCATVCFKKLTETA 1.6E-16 L IQC 4.5E-19 ACTCTI 2.48E-20 VV NTQLLND Q 8.61E-14 EMAK LSKE 2.19E-14
Fusarium equiseti CAG7560528.1 TVCATACFKALINSV 1.5E-18 L VvQC 5.7E-18 ACTCTI 2.48E-20 VV NTQLLDD Q 4.25E-14 EMAK LSKE 2.19E-14
Fusarium euwallaceae RTE71192.1 TVCATVCFKKLTKTA  2.9E-16 L IQC 4.5E-19 ACTCTI 2.48E-20 VV NTQLLND Q 8.61E-14 EMAK LSKE 2.19E-14
Fusarium falciforme XP_053008353.1 TVGATVCFRKLTEAA  4.1E-17 L VQC 8.4E-19 ACTCTI  2.48E-20 VV NTQLLND Q 8.61E-14 EMAK LSKE 2.19E-14
Fusarium flagelliforme XP_045987014.1  TVGATACFKALIDSV  4.6E-19 L VQC 1.9E-17 ACTCTI  2.48E-20 VV NTQLLDD Q 4.25E-14 EMAK LSKE 2.19E-14
Fusarium floridanum RSL77313.1 TVGATVCFKKLTETA  1.6E-16 L 1QC 4.5E-19 ACTCTI  2.48E-20 VV NTQLLND Q 8.61E-14 EMAK LSKE 2.19E-14
Fusarium fujikuroi KLO%4116.1 TVCATTCFEKLIESV 2.6E-18 LRVQC 4.4E-17 ACTCTI 2.48E-20 VV NIQLLND Q 4.33E-13 EMAK LSKE 2.19E-14
Fusarium gaditjirri KAF4952308.1 TVCATTCFCKLVESV  4.1E-17 LRVQC 1.6E-17 ACTCTI 2.48E-20 VV NIQLLND Q 4.33E-13 EMAK LSKE 2.19E-14
Fusarium graminearum XP_011318866.1 TVCATACFKTLIDSV 2E-18 L vQC 9.7E-16 ACTCTI 2.48E-20 VV NTELLDD Q 1.11E-13 EMAK LSKE 2.19E-14
Fusarium graminum KAF4989143.1 TVCATVCFKKLVCSV  7.2E-17 L IQC 1.6E-17 ACTCTI 2.48E-20 VV NTQLLDD Q 4.25E-14 EMAK LSKE 2.19E-14
Fusarium heterosporum KAF5673296.1 TVCATVCFKKLVCSV  7.2E-17 L VvQC 1.2E-17 ACTCTI 2.48E-20 VV NTQLLDD Q 4.25E-14 EMAK LSKE 2.19E-14
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Colletotrichum nymphaeae
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Colletotrichum orbiculare

Colletotrichum orchidophilum

Colletotrichum paranaense
Colletotrichum phormii
Colletotrichum plurivorum
Colletotrichum salicis
Colletotrichum scovillei
Colletotrichum shisoi
Colletotrichum siamense
Colletotrichum sidae
Colletotrichum simmondsii
Colletotrichum sojae
Colletotrichum somersetense
Colletotrichum sublineola
Colletotrichum tamarilloi
Colletotrichum tanaceti
Colletotrichum tofieldiae
Colletotrichum trifolii
Colletotrichum tropicale
Colletotrichum truncatum
Colletotrichum viniferum
Colletotrichum zoysiae
Sodiomyces alkalinus
Daldinia bambusicola
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Daldinia childiae
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ATARFTQLLTEV

ATARFTQLLTEV

ATARFTQLLDEV

ATARFTQLLTEV

ATARFTQLLTEV

ATARFTQLLTEV

ATARFTQLLTEV

ATARFTQLLTEI

ATARFTQLLTEV

ATARFTQLLDEV

ATARFTQLLTEV

ATARFTQLLTEV

ATARFTQLLTEV

ATARFTQLLTEV

ATARFTQLLTEV

ATARFTQLLTEI

ATARFTQLLTEV

ATARFTQLLTEV

ATARFTQLLTEV

ATARFTQLLTEV

ATARFTQLLAEV

ASASFKLLIEEV

ASASFKLLIEEV

ASASFKLLIEEV

ASASFKLLIEEV

1.98E-18

4.56E-19

4.56E-19

1.24E-17

9.72E-19

4.56E-19

4.56E-19

4.56E-19

4.56E-19

1.98E-18

4.56E-19

9.72E-19

4.56E-19

4.56E-19

4.56E-19

4.56E-19

4.56E-19

1.98E-18

4.56E-19

3.9E-19

4.56E-19

4.56E-19

1.72E-18

1.09E-17

1.09E-17

1.09E-17

1.09E-17

LVLQC
LTLQC
LTLQC
LTLQC
LTLQC
LTLQC
LTLQC
LTLQC
LTLQC
LVLQC
LTLQC
LTLQC
LTLQC
LTLQC
LTLQC
LTLQC
LTLQC
LVLQC
LTLQC
LTLQC
LTLQC
LNLQC
LTVQC
LNIQC
LNVQC
LTIQC

LIIQC

RD

KD

KD

KD

KD

KD

KD

DD

KD

RD

KD

KD

KD

KD

KD

DD

KD

RD

KD

KD

KD

KD

KD

5.25E-15

1.3E-16

3.15E-16

3.15E-16

3.6E-15

3.15E-16

3.15E-16

2.36E-16

8.2E-17

5.25E-15

3.15E-16

1.75E-16

5.58E-19

3.27E-18

3.15E-16

2.36E-16

1.15E-17

5.25E-15

8.2E-17

3.66E-19

8.2E-17

2.27E-17

2.24E-18

1.36E-17

6.77E-18

2.27E-17

9.65E-18

TI

TI

TI

TI

TI

TI

TI

TI

TI

TI

TI

TI

TI

TI

TI

TI

TI

TI

NF

TI

NF

TI

TL

SI

SI

SI

SI

5.58E-19

4.30E-19

4.30E-19

4.30E-19

1.34E-18

4.30E-19

4.30E-19

1.06E-19

1.42E-19

5.58E-19

4.30E-19

1.34E-18

4.30E-19

4.30E-19

4.30E-19

1.06E-19

4.30E-19

5.58E-19

2.10E-17

4.30E-19

5.62E-17

1.13E-17

1.13E-17

1.13E-17

1.13E-17

\'A%

\'A%

Vv

Vv

Vv

Vv

Vv

Vv

\'A%

\'A%

\'A%

\'A%

\'A%

Vv

Vv

Vv

Vv

Vv

Vv

\'A%

\'A%

\'A%

\'A%

AV

AV

AV

AV

N

N

N

N

N

N

N

N

N

N

N

N

N

N

N

N

N

N

N

N

N

N

N

N

N

N

N

TLKDN

TLKDN

TLKDN

TLKDN

TLKDN

TLKDN

TLKDN

TLKDN

TLKDN

TLKDN

TLKDN

TLKDN

TLKDN

TLKDN

TLKDN

TLKDN

TLKDN

TLKDN

TLKDN

TLKDN

TLKDN

TLKDN

TLKDN

TLMDN

TLMDN

TLMDN

TLMCN
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3.05E-15

3.05E-15

3.05E-15

3.05E-15

3.05E-15

3.05E-15

3.05E-15

3.05E-15

3.05E-15

3.05E-15

3.05E-15

3.05E-15

3.05E-15

3.05E-15

3.05E-15

3.05E-15

3.05E-15

3.05E-15

3.05E-15

3.05E-15

3.05E-15

3.05E-15

3.05E-15

5.68E-14

5.68E-14

5.68E-14

5.64E-13

ELAEEIQRQ

ELAEEIQRQ

ELAEEIQRQ

ELAEEIQRQ

EMAEEIQRQ

ELAEEIQRQ

ELAEEIQRQ

ELAEEIQRQ

ELAEEIQRQ

ELAEEIQRQ

ELAEEIQRQ

EMAEEIQRQ

ELAEEIQRQ

ELAEEIQRQ

ELAEEIQRQ

ELAEEIQRQ

ELAEEIQRQ

ELAEEIQRQ

ELAEEIQRQ

ELADEIQRQ

ELAEEIQRQ

ELAEEIQRQ

ELAEEVQSQC YA

EIADEMARQC L

EIADEMARQC L

EIAEEMDSQC L

EIAEEMDSQC L

3.56E-12

3.56E-12

3.56E-12

3.56E-12

9.06E-13

3.56E-12

3.56E-12

3.56E-12

3.56E-12

3.56E-12

3.56E-12

9.06E-13

3.56E-12

3.56E-12

3.56E-12

3.56E-12

3.56E-12

3.56E-12

3.56E-12

7.40E-12

3.56E-12

3.56E-12

1.31E-10

1.01E-9

1.01E-9

9.07E-9

9.07E-9



Daldinia eschscholtzii
Daldinia grandis

Daldinia loculata

Daldinia vernicosa
Annulohypoxylon bovei
Annulohypoxylon moriforme
Annulohypoxylon nitens
Annulohypoxylon stygium
Annulohypoxylon truncatum
Hypoxylon cercidicola
Hypoxylon crocopeplum
Hypoxylon fragiforme
Hypoxylon fuscum
Hypoxylon rubiginosum
Hypomontagnella monticulosa

Hypomontagnella
submonticulosa

Jackrogersella minutella
Rostrohypoxylon terebratum
Biscogniauxia marginata
Biscogniauxia mediterranea
Durotheca rogersii

Whalleya microplaca
Microdochium bolleyi
Microdochium nivale
Microdochium trichocladiopsis
Monosporascus cannonballus

Monosporascus ibericus

KAI1473488.1

KAI0108307.1

KAI2779756.1

XP_047867275.1

KAI2473205.1

KAI1454471.1

KAI0892314.1

KAI1446163.1

XP_047856260.1

KAI1778259.1

KAI1380815.1

XP_049114466.1

KAI1401401.1

KAI4863860.1

KAI0386569.1

KAI2638882.1

KAI1107063.1

KAI1092632.1

KAI1502855.1

KAI1491791.1

XP_051368855.1

KAI1081251.1

KXJ90972.1

KAJ1326562.1

XP_046009150.1

RYOS83116.1

RYP07719.1

TI

TI

T

—

T

—

TV

TV

TV

TV

TV

TV

TV

TI

TV

TV

TV

TV

TV

TV

TI

TI

TV

TV

TI

TI

TI

TV

TV

ASASFKLLIEEV

ASASFQ LIEEV

ASASFKLLIEEV

ASASFKLLIEEV

ASASFK LIEEM

ASASFK LIEEV

ASASFK LIEEV

ASASFK LIEEV

ASASFK' LIEEV

ASASFK LIEEV

ASASFKSLIKEI

ASASFQ LIAEV

ASASFKSLVDEV

ASASFK LIEEV

ASASFKSLIDEV

ASASFKSLIDEV

ASASFK LIEEV

ASSSFK LIEEV

ATACFR LVEEV

ATACFR LIEEV

ASSSFRRLLQEV

ATASFR LIEEV

ATACFR LLEEV

ATACFR LLDEV

ATACFR LLDEV

ATACFQ LLAEV

ATACFR LLAEV

5.13E-17

1.58E-17

1.09E-17

1.58E-17

6.12E-15

2.36E-16

2.36E-16

2.36E-16

2.36E-16

5.07E-18

1E-16

7.94E-16

5.74E-17

5.07E-18

3.23E-17

1.55E-16

1.09E-17

2.06E-15

3.9E-18

1.5E-18

1.12E-14

1.5E-18

3.88E-20

3.9E-19

3.9E-19

3.23E-17

1.58E-17

LTIQC
LTLQC
LIIQC
LIIQC
LIIQC
LIVQC
LIVQC
LIVQC
LIVQC
LVVQC
LIVQC
LIVQ
LMVQC
LVVQC

LIVQC

LIVQC

LIVQC
LIIQC
LIVQC

LVVQC
VIVQC
LIVQC
LLVQC
LLVQC

LVVQC

LVVQC

LVIQC

D

8.4E-19

3.93E-18

9.65E-18

9.65E-18

1.11E-15

1.89E-15

1.65E-15

1.65E-15

9.67E-16

1.65E-15

2.03E-16

6E-17

6.72E-15

8.44E-16

1.97E-14

5.94E-15

3.93E-18

9.67E-16

1.12E-16

2.15E-15

5.25E-15

2.79E-15

8.2E-17

7.6E-15

8.58E-15

1.3E-13

7.6E-15

SI

SI

SI

SI

SI

SI

SI

SI

SI

SI

SI

SI

SI

SI

SI

SI

SI

SI

SI

SI

SI

SL

SI

SI

SI

SI

SI

1.13E-17

1.13E-17

1.13E-17

1.13E-17

3.05E-18

2.16E-18

1.55E-17

2.16E-18

3.05E-18

3.14E-17

1.02E-17

3.82E-17

2.57E-17

1.72E-17

3.46E-17

3.46E-17

5.35E-18

4.21E-17

1.51E-18

2.45E-16

1.31E-16

1.73E-15

2.51E-19

2.51E-19

2.51E-19

7.21E-19

4.90E-19

AV N TLMDN

AVAN TLMDN

AV N TLMDN

AV N TLMDN

AV N ALMCN

AV NLALMCN

AV N ALMCN

AV N ALMCN

AV N ALMCN

AV NTSLMDN

AV N ALMCN

AV N SLMDN

AV N TLMDN

AV NTSLMDN

AV N TLMCN

AV N TLMCN

AV N ALMCN

AV N ALMDN

AV N SLMDN

AVAN ALMDN

AV N ELMDN

AV NTSLMCN

AV NESLMDN

AV NESLMDN

AV NESLMDN

AV N ALMDN

AV N ALMDN
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5.68E-14

6.69E-13

5.68E-14

5.68E-14

1.64E-12

2.81E-11

1.64E-12

1.64E-12

1.64E-12

1.11E-13

1.64E-12

1.11E-13

5.68E-14

1.11E-13

5.64E-13

5.64E-13

1.64E-12

2.40E-13

1.11E-13

1.89E-12

2.15E-13

9.35E-13

5.64E-13

5.64E-13

5.64E-13

2.40E-13

2.40E-13

EIAEEMEKQG L

EIAEEMDSQC L

EIAEEMDSQC L

EIAEEM SQC L

EIADDMEEQCFL

EIADEMEKQCFL

EIAEEMEKQCFL

EIAEEMEKQCFL

EIADEMEKQCFL

EIAVEMERQCFL

EIAEEMEKQCFL

EIATEMENECFL

EIADEMEKQCLL

EIAEEMEEQCFL

EIAKDMDKKEFL

EIAKEMDKKCEC

EIADEMEKQCFL

EIAEEMCKQCFL

ELAEEMELQC YA

ELAEEMERQC YA

EIVECMAQECFL

EIAIELEKDNYV

ELADEMQTQCFL

ELANEMQSQCFL

ELADEMQTQCFL

ELAEEMERQC YL

ELAEEMERQC YA

4.18E-10

9.07E-9

9.07E-9

1.47E-18

2.17E-18

3.41E-10

2.03E-10

2.03E-10

3.41E-10

7.57E-10

2.03E-10

8.36E-9

2.76E-9

1.34E-9

6.88E-7

2.73E-8

3.41E-10

3.60E-9

2.03E-10

6.00E-13

1.27E-6

1.16E-8

1.11E-9

5.51E-9

1.11E-9

3.56E-12

6.00E-13



Pestalotiopsis fici
Truncatella angustata
Pseudomassariella vexata
Eutypa lata

Cercophora newfieldiana
Cercophora samala
Lasiosphaeria miniovina
Immersiella caudata
Apiosordaria backusii
Collariella sp. IMI 366227
Thermothielavioides terrestris
Staphylotrichum longicolle
Thermochaetoides thermophila
Podospora anserina

Echria macrotheca
Madurella mycetomatis
Diaporthe ampelina
Diaporthe amygdali
Diaporthe batatas
Diaporthe eres

Diaporthe helianthi
Diaporthe ilicicola

Valsa sordida

Cytospora leucostoma
Coniella lustricola
Gnomoniopsis smithogilvyi

Cryphonectria parasitica

XP_007834024.1

XP_045959758.1

XP_040716094.1

KAI1250716.1

KAKO0644497.1

KAK0666350.1

KAK0733273.1

KAK0616255.1

KAK0701482.1

KAJ4302561.1

XP_003650890.1

KAG7286337.1

XP_006694985.1

XP_001903917.1

KAK1750845.1

KXX75366.1

KKY39506.1

KAK2615727.1

XP_044649453.1

KAI7784925.1

POS75403.1

KAI3397926.1

ROV96478.1

ROW08189.1

PSR99022.1

KAJ4396492.1

XP_040771798.1

TICSIASFKSLITEV

TICSIASFKDLVEEV

TI

ATASFKDLITEV

TVGCATACFQ LLQEV

TVCATACFRQLLAEV

TICSIASFL LLEQV

TVCATACF QLLAEV

TVCATACFR LLAEV

TICSIASFL LLEQ

TICATACFRSLLEE

TVCATASFRALLDE

TVCATACFRSLLEE

TVCGATACFRDLLDE

TICSIASFL LLEQV

TVCATACFR LLERV

TVCATASFRVLIEEV

T

T

=

ATV FVALLEEA

ATV FV LLEEA

ATV FVCLLEET

ATV FVALLEEA

ATV FVCLLEEA

ATV FVALLEEA

NF

ATV FKELL EV

ATVVFRELVDET

ATVVFKELLDEV

ATVVEFKELIDET

1.71E-15

6.12E-15

2.48E-15

6.57E-18

2.27E-17

2.48E-15

4.08E-17

4.84E-16

2.48E-15

3.16E-20

8.38E-20

2.07E-20

1.3E-18

2.48E-15

2.27E-17

3.32E-19

6.34E-14

8.7E-14

1.61E-13

6.34E-14

1.28E-13

6.34E-14

4.99E-14

1.39E-13

4.6E-13

5.86E-14

LVVQCG D
LIVQCC D
LIVQCC D
LVIQCG D
LSVQCG D
LTVQCC N
LEVQCG D
LVVQCC D
LTVQCG N
L VQCG D
LEAQCG D
LLDVQCG D
LDVQCG D
LTVQCC N
LEVQCG D
LDVQCG D
VYLQOCCIA
VYLQCCTA
VFLQCCSV
VYLQCCGAA
VYLQCCGSV
VYLQCCGAA
L LQCNTF
IDIQCCSE
LLLQCGV

VLIQCCS

LLLQCCT

1.09E-14

1.09E-14

1.31E-11

8.58E-15

3.6E-15

8.87E-13

3.92E-14

2.73E-12

1.72E-12

1.23E-14

4.47E-13

2.49E-14

2.22E-14

8.87E-13

8.6E-12

6E-17

4.47E-13

3.5E-14

1.18E-12

1.45E-13

2.2E-13

2.7E-13

9.76E-13

1.79E-13

8.05E-13

1.55E-11

1.89E-12

TI

TI

TI

TI

TV

TI

TI

TV

TI

NF

NF

NF

NF

TI

TI

vV

TI

TI

TI

TI

TI

TI

NF

TI

TI

NF

TI

6.11E-15

2.35E-14

2.45E-16

2.88E-19

2.72E-18

1.15E-15

1.59E-15

2.72E-18

1.15E-15

1.47E-15

8.21E-17

4.64E-17

3.83E-15

3.20E-16

4.53E-16

5.24E-15

4.84E-15

3.83E-15

1.24E-15

8.95E-15

2.72E-14

VV NTSLMDN

VV NTSLMDN

VV NATLMDN

AVAN ALMDN

VV N TLMDN

VV N TLMDN

AV N TLMDN

VV N TLMNN

VV N TLMDN

VVAN TLMDN

VVAN TLMDN

VVAN TLMDN

VVAN TLMDN

VV N TLMDN

VV N TLMDN

VVVN TLMDN

IVANTTLMDD

IVANTTLMDD

IVANSTLMDD

IVANTTLMDD

IVANSTLMDD

IVANTTLMDD

IVAN NLMDN

IVAN NLMDN

IVAN NLMDN

IVAN NLMDN

IVAN NLMDN
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5.61E-15

2.25E-18

2.87E-13

1.89E-12

4.60E-16

4.60E-16

5.68E-14

5.61E-15

4.60E-16

9.30E-14

9.30E-14

9.30E-14

9.30E-14

4.60E-16

4.60E-16

1.02E-12

1.89E-12

1.89E-12

8.92E-12

1.89E-12

8.92E-12

1.89E-12

2.70E-12

2.70E-12

2.70E-12

2.70E-12

2.70E-12

ELAEELERQC YL

NF

QLAKAMDKEC YL

ELAKEMERQCFL

ELAEEVENQRW

ELAVEIQRQCWA

ELADVIE QCW

ELAEECEKQRWA

ELAVEVQRQCWA

ELAESLEEQC VA

ELAETLEEENRA

ELAESLEEQNLA

ELAEDLARRKLA

ELAVEVQRQCWA

ELADEIARNCW

ELAQSLADQNWA

NF

NF

NF

NF

NF

NF

NF

NF

NF

NF

NF

4.14E-12

2.53E-9

7.47E-11

2.01E-8

8.38E-11

2.73E-8

2.31E-9

4.63E-10

3.98E-8

2.63E-7

6.18E-8

1.19E-6

4.63E-10

1.22E-9

2.01E-8



Pyricularia grisea
Pyricularia oryzae
Magnaporthiopsis poae
Gaeumannomyces tritici
Sporothrix brasiliensis
Sporothrix schenckii
Grosmannia clavigerum
Ophiostoma piceae
Coniochaeta hoffmannii
Coniochaeta ligniaria
Coniochaeta pulveracea
Cephalotrichum gorgonifer
Thozetella sp. PMI_491
Thyridium curvatum
Phialemonium atrogriseum
Phaeoacremonium minimum
Pleurostoma richardsiae
Ascochyta clinopodiicola
Ascochyta lentis

Ascochyta rabiei

Didymella heteroderae
Didymella pomorum
Boeremia exigua
Macroventuria anomochaeta
Epicoccum nigrum
Stagonospora sp. SRC1IsM3a

Byssothecium circinans

KAI6356710.1

KAH8839881.1

KLU92256.1

XP_009216301.1

XP_040616120.1

XP_016583713.1

XP_014168710.1

EPE10043.1

KAJ9161119.1

OIW29085.1

RKU46626.1

SPN99558.1

KAHB8887751.1

XP_030997551.1

KAK1762406.1

XP_007914921.1

KAJ9156358.1

KAJ4351106.1

KAF9700101.1

XP_059492683.1

KAF3044419.1

KAJ4403697.1

KAJ8115054.1

XP_033560458.1

KAG9204943.1

OAL06240.1

KAF1950910.1

TICATACFRALLEQV

TICATACFRSLLEQV

TVCATASFR LLAEI

TVCATASFR LLAEI

TVCGATASFIRLLREV

TVCATASFIKLLREV

TVCATASFYRLLEEI

TVCATASFQKLLSDI

TTCSMASFKALLQEV

TTCSIASFR LLEEV

TACSVVSYRALLASV

SVCATA FT LVSAA

TVCGATACFR LLEEI

NF

TVCGSIASFRALLTEI

TCCATVAFRELSDEV

TVCATATF ALVDEV

TTCATA FTALIESV

TTCATA FTALIESV

TTCATA FAALIESV

TTCATA FTALIESV

TTCATA FTALIESV

TTCGATA FTALIESV

TTCGATA FTALIESV

TTCGATA FNALIESV

TTCGATA FTALIESA

TTCATA FTALIEAV

5.78E-18

6.57E-18

5.74E-17

5.74E-17

4.45E-18

4.56E-19

2.01E-17

2.55E-17

1.06E-15

1.25E-16

4.34E-12

9.65E-16

1.24E-17

1.12E-16

1.61E-13

4.69E-15

8.19E-21

8.19E-21

7.22E-19

8.19E-21

8.19E-21

8.19E-21

8.19E-21

8.19E-21

2.82E-19

6.36E-21

MTVQC
MTVQC
1QVQC
1QVQC
LVVQT
LVVQT
LLVQT
LVVQT
LEVQC
LEVQC
LEVQC
LVVQA
LIVQC
MAVQC
LEVQC
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ELAEEVERQNWA

ELAEVVDKNRWA
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Massarina eburnea
Bipolaris maydis

Bipolaris oryzae
Decorospora gaudefroyi
Kalmusia sp. IMI 367209
Karstenula rhodostoma
Paraphoma chrysanthemicola
Setomelanomma holmii
Pyrenochaeta sp. DS3sAY3a
Cucurbitaria berberidis
Clohesyomyces aquaticus
Dendryphion nanum
Lophiostoma macrostomum
Lophiotrema nucula
Melanomma pulvis-pyrius
Polyplosphaeria fusca
Trematosphaeria pertusa
Periconia macrospinosa
Botryosphaeria dothidea
Neofusicoccum parvum
Macrophomina phaseolina
Aureobasidium melanogenum
Muytilinidion resinicola
Lophium mytilinum
Glonium stellatum

Zopfia rhizophila

Aspergillus awamori
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Aspergillus brasiliensis
Aspergillus carbonarius
Aspergillus carlsbadensis
Aspergillus costaricensis
Aspergillus eucalypticola
Aspergillus hancockii
Aspergillus homomorphus
Aspergillus ibericus
Aspergillus luchuensis
Aspergillus mulundensis
Aspergillus neoniger
Aspergillus niger
Aspergillus piperis
Aspergillus sclerotiicarbonarius
Aspergillus sclerotioniger
Aspergillus tubingensis
Aspergillus versicolor
Aspergillus welwitschiae
Penicilliopsis zonata
Penicillium alfredii
Penicillium bovifimosum
Penicillium macrosclerotiorum
Penicillium odoratum
Talaromyces amestolkiae
Talaromyces atroroseus
Cladophialophora carrionii

Cladophialophora chaetospira
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Phaeomoniella chlamydospora
Botryotinia calthae
Botryotinia convoluta
Botryotinia globosa
Botryotinia narcissicola
Botrytis aclada
Botrytis byssoidea
Botrytis cinerea
Botrytis deweyae
Botrytis fragariae
Botrytis galanthina
Botrytis paeoniae
Botrytis porri

Botrytis sinoallii
Botrytis tulipae
Sclerotinia borealis
Sclerotinia nivalis
Sclerotinia sclerotiorum
Sclerotinia trifoliorum
Monilinia laxa
Stromatinia cepivora

Rhexocercosporidium sp. MPI-
PUGE-AT-0058

Pseudogymnoascus destructans
Pseudogymnoascus verrucosus
Claussenomyces sp. TS43310
Alectoria fallacina

Alectoria sarmentosa
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Lasallia pustulata KAA6414625.1 TICATASFDALIKEA 2.4E-19 LLLQ CKE 5.48E-14 ACSCSI 248E-20 VV N DLLDN Q 1.34E-14 ELAEELSNQGYV 2.81E-11
Pycnora praestabilis KAI9813616.1 TICATASFDSLLKAV  2.57E-20 LLLQYCKE 1.75E-16 ACSCSI 2.37E-22 VV N ELLDN Q 2.36E-14 ELAEELAAQCYV 1.64E-10

Xylona heveae XP_018185144.1 TICATASFDALISAV  1.66E-20 LLVQYCKE 2.67E-17 ACSCSI 2.48E-20 VV N SLLNN' Q 2.36E-14 ELAEELASMC YV 1.34E-9

Accession number: Unique identifier assigned to each biological sequence within the NCBI database. p-value: Probability that a random sequence (of the same length) would match the test motif
with a score equal to or higher than the highest found in the test sequence. NF: Not found.



Figure S2. Motifs location types in putative Rhtl sequences.
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Table S3. Identified motifs in putative Rht2.

Accession
Species Motif 1 p-value Motif 2 p-value Motif 3 p-value Motif 4 p-value Motif 5 p-value
numbers

Fusarium acutatum KAF4435765.1 TQCTLAMD TSLII' S 9.69E-20 NVRFIRWI 8.83E-12 TN SITQ 1.02E-19 LICACQTEDK 5.68E-14 RVSWARACIDLK 1.98E-11
Fusarium albosuccineum KAF4470643.1 TQCTIARDYTDLLI S 5.57E-18 SNTRVIDYL 1.62E-14 MNA FL 5.77E-20 LVLACETEDK 3.69E-13 RCQWSCVAANLR  6.23E-11
Fusarium ambrosium RSL97308.1 TQCTLAMD TSLII A 3.17E-20 NF TN SVTQ 1.53E-17 LICACQTEDK 5.68E-14 RVSWACACIDLK 1.21E-12
Fusarium austroafricanum KAF4445897.1 TQCTLAMD TSLII A 3.17E-20 V NVRYIKWI 4.88E-10 TN SITQ 1.02E-19 LICACRTEDK 1.50E-12 RVSWAKACIDLK 1.93E-10
Fusarium austroamericanum KAF5233753.1 TQCTLAMD TSLII A 3.17E-20 L NVRYVKWI 1.46E-10 TN SITQ 1.89E-17 LICACQSEDK 3.24E-12 RVDWACACIDLK  4.13E-12
Fusarium avenaceum KIL89965.1 TQCTLAMD TSLII A 3.17E-20 SNVRFIKWI 2.56E-12 TN SITQ 1.02E-19 LICACQTEDK 5.68E-14 RVSWARACIDLK 1.98E-11
Fusarium beomiforme KAF4334837.1 TQCTIARDVTKLII T 3.40E-16 NSRVIDYL 4.51E-12 MNA FL 4.66E-18 LVLACGETEDK 3.69E-13 RCEWSCGVAVNLK — 2.65E-13
Fusarium chuoi KAI1019319.1 TQCTLAMD TSLII A 3.17E-20 NVRFIRWI 8.83E-12 TN SITQ 1.02E-19 LICACQTEDK 5.68E-14 RVSWARACIDLK 1.98E-11
Fusarium coffeatum XP_031011366.1 TQCTLAMD TSLII A 3.17E-20 L NVRYVKWI 1.46E-10 TN SITQ 1.02E-19 LICACQTEDK  5.68E-14 RVCWAGACIDLK — 2.52E-11
Fusarium coicis KAF5967796.1 TQCTLAMD TSLII A 3.17E-20 NVRFIRWI 8.83E-12 TN SITQ 1.02E-19 LICACQTEDK  5.68E-14  RVSWARACIDLK  1.98E-11
Fusarium culmorum PTD08619.1 TQCTLAMD TSLII A 3.17E-20 L NVRYVKWI 1.46E-10 TN SITQ 1.02E-19 LICACQSEDK  225E-13 RVDWACACIDLK  4.13E-12
Fusarium decemcellulare KAF4990227.1 TQCTLAMD TSLII A 3.17E-20 L NVRFAKFI 1.79E-10 TN SITQ 1.02E-19 LICACQTEDK 5.68E-14 RISWACACIDLK 6.27E-12
Fusarium denticulatum KAF5676768.1 TQCTLAMD TSLII A 3.17E-20 NVRFIRWI 8.83E-12 TN SITQ 1.02E-19 LICACQTEDK 5.68E-14 RVNWARACIDLK 1.29E-10
Fusarium duplospermum RSL66332.1 TQCTLAMD TSLII A 3.17E-20 NF TN SVTQ 1.34E-19 LICACQTEDK 5.68E-14 RVSWACACIDLK 1.21E-12
Fusarium equiseti CAG7554771.1 TQCTLAMD TSLII A 3.17E-20 L NVRYVKWI 1.46E-10 TN SITQ 1.02E-19 LICACQTEDK 5.68E-14 RVOCWACACIDLK — 252E-11
Fusarium euwallaceae RTE70560.1 TQCTLAMD TSLII A 3.17E-20 NF TN SVTQ 1.34E-19 LICACQTEDK 5.68E-14 RVSWACACIDLK 1.21E-12
Fusarium falciforme KAJ4142701.1 TQCTLAMD TSLII A 3.17E-20 NF TN SVTQ 1.34E-19 LICACQTEDK 5.68E-14 RVSWACACIDLK 1.21E-12
Fusarium flagelliforme XP_045981550.1 TQCTLAMD TSLII A 3.17E-20 L NVRYVKWI 1.46E-10 TN SITQ 1.02E-19 LICACQTEDK 5.68E-14 RVCWACACIDLK  2.52E-11
Fusarium floridanum RSL81449.1 TQCTLAMD TSLII A 3.17E-20 NF TN SVTQ 1.34E-19 LICACQTEDK 5.68E-14 RVSWACACIDLK 1.21E-12
Fusarium fujikuroi KL0O93232.1 TQCTLAMD TSLII A 3.17E-20 NVRFIRWI 8.83E-12 TN SITQ 1.02E-19 LICACQTEDK 5.68E-14 RVSWVRACIDLK 5.43E-10
Fusarium gaditjirri KAF4947967.1 TQCTLAMD TSLII A 3.17E-20 VRFIRWI 1.50E-9 TN SITQ 1.02E-19 LICACQTEDK  5.68E-14  RVSWARACIDLK  1.98E-11
Fusarium graminearum PCD36796.1 TQCTLAMD TSLII A 3.17E-20 L NVRYVKWI 1.46E-10 TN SITQ 1.02E-19 LICACQSEDK  225E-13 RVDWACACIDLK  4.13E-12
Fusarium graminum KAF4992880.1 TQCTLAMD TSLII A 3.17E-20 LNVRFVKWI 3.64E-10 TN SITQ 1.02E-19 LICACQTEDK  5.68E-14  RVSWARACIDLK  1.98E-11
Fusarium heterosporum KAF5665361.1 TQCTLAMD TSLII A 3.17E-20 TNVRFVKWI 6.12E-11 TN SITQ 1.02E-19 LICACQTEDK 5.68E-14 RVSWARACIDLK 1.98E-11



Fusarium irregulare
Fusarium keratoplasticum
Fusarium kuroshium
Fusarium langsethiae
Fusarium longipes

Fusarium mangiferae
Fusarium mundagurra
Fusarium musae

Fusarium napiforme
Fusarium odoratissimum
Fusarium oligoseptatum
Fusarium oxysporum
Fusarium piperis

Fusarium poae

Fusarium proliferatum
Fusarium pseudoanthophilum
Fusarium pseudocircinatum
Fusarium pseudograminearum
Fusarium redolens

Fusarium sarcochroum
Fusarium solani

Fusarium solani-melongenae
Fusarium sporotrichioides
Fusarium tjaetaba

Fusarium tricinctum
Fusarium vanettenii

Fusarium venenatum

KAJ4002951.1

XP_052910685.1

RM]J08909.1

KPA39552.1

RGP64175.1

XP_041689374.1

KAF5715773.1

XP_044678177.1

KAF5530306.1

XP_031068097.1

RSM09688.1
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KAJ4328312.1

OBS22433.1
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Fusarium verticillioides
Fusarium xylarioides

Fusarium zealandicum

Dactylonectria estremocensis

Dactylonectria macrodidyma

Ilyonectria destructans
Ilyonectria robusta
Mariannaea sp. PMI_226
Stylonectria norvegica
Neonectria ditissima
Claviceps africana
Claviceps arundinis
Claviceps capensis
Claviceps cyperi
Claviceps digitariae
Claviceps humidiphila
Claviceps lovelessii
Claviceps maximensis
Claviceps monticola
Claviceps purpurea
Claviceps pusilla
Claviceps sorghi
Claviceps spartinae
Metarhizium acridum
Metarhizium album
Metarhizium anisopliae

Metarhizium brunneum

XP_018759284.1

KAG5750058.1

KAF4976478.1

KAH7159663.1

KAH7143671.1

KAH7002281.1

XP_046110074.1

KAI5458596.1

KAF7554329.1

KPM40292.1

KAG5919883.1

KAG5966788.1

KAG5921632.1

KAG5965626.1

KAG5982393.1

KAG6118839.1

KAG5986980.1

KAG6002038.1

KAG5944898.1

KAG6132685.1
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Metarhizium guizhouense
Metarhizium humberi
Metarhizium rileyi
Metarhizium robertsii
Ustilaginoidea virens
Conoideocrella luteorostrata
Moelleriella libera
Epichloe festucae
Trichoderma arundinaceum
Trichoderma asperelloides
Trichoderma asperellum
Trichoderma atroviride
Trichoderma breve
Trichoderma citrinoviride
Trichoderma cornu-damae
Trichoderma gracile
Trichoderma guizhouense
Trichoderma harzianum
Trichoderma longibrachiatum
Trichoderma reesei
Trichoderma semiorbis
Trichoderma simmonsii
Trichoderma virens
Escovopsis weberi
Cordyceps fumosorosea
Cordyceps javanica

Cordyceps militaris

KID92007.1

KAH0597174.1

OAA43280.1

XP_007822448.1

XP_042995238.1

KAK2616729.1

KZ790826.1

QPH11511.1

RFU78995.1

KAHS8127233.1

UKZ86906.1

UKZ67550.1

XP_056030790.1

XP_024752346.1

KAH6605774.1

KAH0492740.1

OPB36448.1

KK097596.1

PTB77621.1

XP_006968899.1

KAH0529301.1

QYS95815.1

XP_013957984.1

KOS17718.1

XP_018701796.1

TQV95450.1

XP_006674754.1

SQCTIAVDYADLLI A

SQCTIAVDYADLLI A

SQCTVSTNWDELIV T

SQCTIAVDYADLLI A

TQCTFAVDYA LLM A

TQCTVAMNYT LII T

TQCTVAVDYSQLVI A

CQCTVAMDENQLVI T

TQCTLAMD TSLIM A

TQCTLAMD TSLII S

TQCTLAMD TSLII S

TQCTLAMD TSLIT S

TQCTLATD TSLII S

TQCTLAMN TSLII' S

TQCTLAMD ISLII S

TQCTLAMN TSLII' S

TQGTLATD TSLII S

TQGTLATD TSLII S

TQCTLAMN TSLII' S

TQCTLAMN TSLII S

TQGTLATD TSLII S

TQGTLATD TSLII S

TQCTLAMN TSLII' S

NF

SQCTVAV' YDQLLV T

SQCTVAMRYD LLI T

SQCTVAQRYDQLLI A

1.24E-17

2.67E-17

7.92E-17

2.67E-17

9.65E-16

2.53E-21

3.19E-18

3.22E-19

1.54E-18

9.69E-20

9.69E-20

4.37E-17

4.47E-19

1.16E-19

3.42E-17

1.16E-19

4.47E-19

4.47E-19

1.16E-19

1.16E-19

4.47E-19

4.47E-19

1.16E-19

3.78E-16

1.09E-17

1.30E-15

NARVIDYL

NARVVDYL

ANARVADYL

NARVIDYL

NARVADFL

NA VIDYL

A NA VADYLS

SNCRVVDYI

TANIRYADWL

AVNVCYADWL

AVNVCYADWL

TDNVRYADWL

SANVRYADWL

ASNVRYADWL

AANVRYANWL

ASNVRYADWL

SANVRYADWL

SVNVRYANWL

ASNVRYADWL

A NVRYADWL

SANVRYACWL

SANVRYADWL

ADNVRYADWL

NF

SNC VVDYLS

SNA VVDYLS

SNA VVDYLS

4.76E-15

2.50E-14

2.50E-14

4.76E-15

1.19E-13

2.75E-13

6.12E-11

4.15E-13

5.47E-9

3.91E-9

3.91E-9

2.98E-10

4.35E-11

3.44E-11

7.85E-10

3.44E-11

4.35E-11

4.25E-9

3.44E-11

4.35E-11

1.14E-9

4.35E-11

1.18E-10

5.89E-12

1.01E-12

1.01E-12

MNA FIQ
MNA FIQ
SNACYGAF
MNA FIQ
TNA FI
MNA FIQ
MNA FV
T SLOR
TN SITQ
N SITQ
N SITQ
N SITQ
N SITQ
TN SITQ
TN SITQ
TN SITQ
TN SITQ
TN SITQ
TN SITQ
TN SITQ
N SITQ
N SITQ
N SITQ

TNAGYQ MLQ

VNA M
LNA FI
MNA M

5.77E-20

2.97E-19

1.24E-17

2.97E-19

1.06E-20

5.77E-20

1.32E-18

2.06E-15

2.02E-20

2.75E-20

2.75E-20

2.75E-20

2.75E-20

2.75E-20

2.75E-20

1.32E-18

1.02E-19

2.75E-20

2.75E-20

2.75E-20

2.75E-20

1.02E-19

2.75E-20

9.77E-13

2.97E-19

7.19E-19

6.74E-22

V MVLA

V MVLA

V AIFA

V MVLA

V MVLA

V MVLA

V MVLA

T LVMA

V LLCA

V LLCA

V LLCA

V LLCA

V LLCA

V LLCA

V LLCA

V LLCA

V LLCA

V LLCA

V LLCA

V LLCA

V LLCA

V LLCA

V LVCA

V MVLA

I MVLA

V MVLA

SEDK

SEDK

ETEEK

SEDK

DTEDK

STEDK

ASEEK

TTEEK

QTEDK

QTEDK

QTEDK

QTEDK

QSEDK

QTEDK

QTEDK

QTEDK

QSEDK

QSEDK

QTEDK

QTEDK

QSEDK

QSEDK

QSEDK

NF

ASEDK

SEDK

TEDK

4.95E-13

4.95E-13

4.89E-10

4.95E-13

3.11E-14

7.60E-13

2.83E-11

2.90E-10

3.69E-13

3.69E-13

3.69E-13

3.69E-13

1.14E-12

3.69E-13

3.69E-13

3.69E-13

1.14E-12

1.14E-12

3.69E-13

3.69E-13

1.14E-12

1.14E-12

5.68E-14

2.49E-12

5.75E-12

1.46E-13

RGEYS

RAEWA

RCEYA

RCEYS

RAEWA

RVRWC

RVAWC

RVTWC

RVAWC

RVTWC

RITWC

RVAWC

RITWC

RVITWC

RVIWC

RVSWC

RITWC

RVTWC

RVTWC

RVTWC

RAEFA

RCEFA

RCEFA

VAVNLR

VAVNLR

FAYNLR

VAVNLR

TAVNLR

VAINLR

ICINLR

VAVNLR

VCIDLK

ACIDLK

ACIDLK

ACIDLK

ACIDLR

ACIDLK

ACIDLK

VCIDLK

ACIDLR

ACIDLR

ACIDLR

ACIDLK

ACIDLR

ACIDLR

ACIDLR

NF

VCINLR

VCVNLR

VCINLR

9.34E-12

9.34E-12

6.23E-11

9.34E-12

8.16E-12

5.45E-12

1.97E-12

8.67E-13

3.58E-12

8.67E-13

3.08E-12

8.67E-13

4.74E-12

1.37E-11

8.67E-13

7.14E-12

4.74E-12

4.74E-12

1.44E-12

1.37E-11

4.74E-12

4.74E-12

4.74E-12

1.55E-11

1.20E-11

7.14E-12



Akanthomyces lecanii
Akanthomyces muscarius
Beauveria bassiana
Beauveria brongniartii
Lecanicillium saksenae
Niveomyces insectorum
Purpureocillium lavendulum
Purpureocillium lilacinum

Purpureocillium

takamizusanense
Hirsutella minnesotensis
Hirsutella rhossiliensis

Tolypocladium
ophioglossoides

Tolypocladium paradoxum
Ophiocordyceps sinensis
Clonostachys byssicola
Clonostachys chloroleuca
Clonostachys rhizophaga
Clonostachys rosea
Clonostachys solani
Emericellopsis atlantica
Hapsidospora chrysogena

Stachybotrys chartarum

Stachybotrys chlorohalonata

Stachybotrys elegans
Trichothecium roseum

Aphanocladium album

OAA70212.1

XP_056054863.1

XP_008602005.1

OAA39919.1

KAJ3497866.1

OAA57048.1

KAJ6441125.1

XP_018181559.1

XP_047841106.1

KJZ71824.1

XP_044720357.1

KND93039.1

POR35566.1

EQK98407.1

CAG9995431.1

CAI6093753.1

CAHO0019948.1

CAG9952845.1

CAHO0038538.1

XP_046121130.1

KFH48365.1

KFA76153.1

KFA67805.1

KAH7322735.1

KAI9901541.1

KAJ6789860.1

SQCTVAVRYDOQLLI A

SQCTVAVRYDOQLLI A

SQCTVAVRYDQLLV A

SQCTVAVRYDQLVV A

SQCTVAVDYSQLLI T

AQCTIATSYDELIL T

TQCTLAMD TSLIV A

TQCTLAMD TSLIL T

TQCTLAMD TSLIL A

CQCTVNLDWRELVI T

SQCTVNKNWNELVL T

TQCTLAMD TSLII S

TQCTLAMD TSLIV S
SQCTVNMDWDELVL T
TQCTVVLDY NLVI T
TQCTVVLDYRNLVI T
TOQCTVVLDYRNLVI T
TQCTVALDYSNLVI T
TQCTVVLDYSNLVI T
TQCTVALE LIM T
TQCTLAMN TSLIV S
TQCTLATD TSLIL A
TQCTLATD TSLIL A
TQCTLAMD NDLVI A

TQCTVAVDYKELVV T

SQCTVAVDYS LLI T

2.45E-16

2.45E-16

1.59E-15

1.44E-15

9.80E-19

3.40E-16

1.14E-18

2.15E-20

2.31E-19

8.90E-17

3.13E-15

4.47E-19

6.39E-18

8.90E-17

6.26E-17

1.41E-16

1.41E-16

4.23E-18

7.92E-17

1.94E-15

2.07E-18

2.39E-18

2.39E-18

4.47E-19

2.20E-16

1.33E-18

SNA VVDYLS

SNT VVDYLS

SNAYTVDYLS

SNAYTVDYLS

SNA VIDYLS

SNVRVLDYF

SNV FATWM

SNVRYATWM

DNVRFATWM

SNARVIDYL

ANARVIDYL

SNVRLAEWL

SNVRLAEWL

ANARVVDYL

ANARVVDYF

SNARVVDYF

SNARVVDYF

SNARVVDYF

SNARVVDYF

NARVIDVLN

NF

RNA' FATFL

RNA' FATFL

FNNLRFAKWL

DNTRVID' LS

SNA VVDYLS

1.01E-12

1.92E-12

6.84E-11

6.84E-11

6.04E-13

6.73E-12

4.01E-10

1.31E-10

3.64E-10

9.29E-16

9.57E-15

2.98E-10

2.98E-10

3.84E-14

2.26E-13

1.19E-13

1.19E-13

1.19E-13

1.19E-13

4.43E-10

7.15E-10

7.15E-10

7.61E-9

6.84E-11

1.01E-12

LNA

LNA

LNA

LNA

VNA

TN

TN

TN

TN

SN

SNA

TN

TN

SNA

MNA

MNA

MNA

MNA

MNA

FNACF

TN

TN

TN

TN

CN

ANA

FI

FI

M

M

M

SCT

SITQ

SITQ

SITQ

LQ

AFR

SITQ

SITQ

AFR

FI

FI

FI

FID

FI

LT

SITQ

SITQ

SITQ

SITQ

FI

M

6.66E-20

6.66E-20

1.72E-20

1.72E-20

5.61E-19

2.97E-19

1.02E-19

1.02E-19

1.02E-19

5.53E-16

1.46E-15

1.02E-19

1.02E-19

2.99E-14

4.54E-21

4.54E-21

4.54E-21

4.17E-18

4.54E-21

4.21E-16

2.75E-20

1.34E-19

1.34E-19

1.34E-19

1.17E-19

1.53E-19

V MVLA

V MVLA

V MVLA

V MVLA

V MVLA

V MVV

V LLCA

V LLCA

V LLCA

VATVFA

V LLCA

V LLCA

VATVFA

V MVL

V MVL

V MVL

V MVL

V MVL

V. MVFA

V LLCA

V LLCA

V LLCA

V LLCA

V. MIM

V MVLA

SEDK

SEDK

SEDK

SEDK

SEDK

ITEDK

QSEDK

QSEDK

QSEDK

NF

ETEDK

QSEDK

QSEDK

ETEEK

TEDK

TEDK

TEDK

TADK

TEDK

DTEDK

QTEDK

QTEDK

QTEDK

QTEDK

ESEDK

SEDK

4.95E-13

4.95E-13

4.95E-13

4.95E-13

4.95E-13

3.24E-12

1.14E-12

1.14E-12

1.14E-12

1.22E-10

1.14E-12

1.14E-12

5.12E-10

5.67E-13

5.67E-13

5.67E-13

1.72E-11

5.67E-13

5.67E-13

3.69E-13

3.69E-13

3.69E-13

3.69E-13

1.50E-12

4.95E-13

RCEFACVCINLR
RCEFACVCINLR
RCEFACVCINLR
RCEFACVCINLR
RCEFACVAINLR
RAEYACLAVNLR
RVVWTCVCVDLK

RVVWACVCIDLK

RVVWACVCIDLK

RCAWACFAVNLK

RCEWACFA NLK

RVVWACVCIDLK

RVVWACVCIDLK
RCEWACGFALNLK
RGEFACVAVNLR
RCGEFACVAVNLR
RCGEFACVAVNLR
RCEYACGVAVNLR
RCE ACVAVNLR
RCEWACVCINLK
RVSWACACIDLA
RVAWCCACIDLK
RVAWCCACIDLK
RVAWCQACIDLK
RCEWACIAVNLK

RCEFACVAINLR

7.14E-12

7.14E-12

7.14E-12

7.14E-12

1.55E-11

1.17E-10

1.75E-11

2.31E-12

2.31E-12

2.24E-11

1.98E-11

2.31E-12

2.31E-12

7.72E-11

2.52E-11

2.52E-11

2.52E-11

6.27E-12

3.18E-11

3.28E-15

3.18E-11

8.67E-13

8.67E-13

7.72E-11

2.10E-13

1.55E-11



Colletotrichum abscissum
Colletotrichum acutatum
Colletotrichum aenigma
Colletotrichum asianum
Colletotrichum camelliae
Colletotrichum caudatum
Colletotrichum cereale
Colletotrichum chlorophyti
Colletotrichum chrysophilum
Colletotrichum eremochloae
Colletotrichum falcatum
Colletotrichum filicis
Colletotrichum fioriniae
Colletotrichum fructicola
Colletotrichum gloeosporioides
Colletotrichum godetiae
Colletotrichum graminicola
Colletotrichum higginsianum
Colletotrichum incanum
Colletotrichum karsti
Colletotrichum limetticola
Colletotrichum liriopes
Colletotrichum lupini
Colletotrichum musicola
Colletotrichum navitas
Colletotrichum noveboracense

Colletotrichum nupharicola

KAI3530008.1
KAK1724125.1
XP_037184972.1
KAF0316378.1
KAH0442418.1
KAK2059483.1
KAK1986054.1
OLN96240.1
XP_053034241.1
KAK2005828.1
KAK1994865.1
KAI3528431.1
KAJ0331578.1
XP_031878303.1
KAH9225977.1
KAK1657259.1
XP_008100482.1
GJC91227.1
OHW97533.1
XP_038743776.1
KAK0371775.1
GJC77217.1
KAK1705670.1
KAF6838802.1
KAK1573862.1
KAJ0277668.1

KAJ0337848.1

SQCTVNMDYSELVL T
TQCTYATNAANLIT T
CQCTVAMDLTQLVI T
SQCTLN LWSELII A
AQCTIATDYTDLII T
TQCTVAMEYCNLVI T
TQCTVAMEYTNLVI T
SQCGTVT DYSELVL T
NF
SQGCTVNSNYNDLVL T
SQGTVSSD! TELLL' T
SQCTVNMDYSELVL T
AQCTIAINYTDLII T
SQCTLN LWSELII A
SQCTLN LWSELII A
TQCGTYATNSSNLIT T
TQCTYATNAANLIS T
TQCTIALDYTNLVI A
TQCTIALDYTDLVI T
AQCTIATDYNDLVI T
AQCTIAINYTDLII T
TQCTIALDYTDLVI T
AQCTIAINYTDLII T
TQCTVATNYNDLII T
SQCTVASDYTELAL T
AQCTIATDYTDLII T

AQCTIATDYTDLII T

1.14E-18

1.04E-14

1.42E-17

1.48E-14

6.19E-21

1.54E-18

6.74E-20

5.20E-16

2.36E-17

1.44E-15

1.14E-18

2.15E-20

1.48E-14

1.48E-14

6.02E-15

1.13E-14

9.80E-19

3.85E-20

8.40E-19

2.15E-20

3.85E-20

2.15E-20

2.53E-21

3.05E-16

6.19E-21

6.19E-21

SNARVVDYM

SNARVANFI

NCRVTDYV

ANARVIDYV

ANTRVADFLS

NTRVADFL

ANARVVDFV

NARVINYV

ANARIIDYL

NARVLDYM

NVRVLDYL

SNARFVDYM

ANTKVIDFLS

ANARIIDYL

ANARIIDYL

SNARVASFI

ENARVADFV

ANARVVDFIS

ANTRVVDFIS

ANTRVADEFLS

ANTKVVDEFLS

ANTRVVDFIS

ANTKVVDFLS

ANTKVVDYFS

NVRVLDYM

ANTRVADFLS

ANTRVADFLS

2.75E-13

1.18E-10

1.89E-11

1.30E-11

1.01E-12

2.75E-13

2.22E-12

2.14E-11

2.75E-13

8.83E-12

3.42E-12

1.19E-12

5.16E-12

2.75E-13

2.75E-13

2.44E-10

1.46E-10

7.19E-13

1.41E-12

1.01E-12

7.71E-12

1.41E-12

7.71E-12

8.83E-12

1.47E-11

1.01E-12

1.01E-12

SN

ALT

TNACYNCALT

TT

SNA

LNA

TNA

TNA

SN

SNA

SNA

SN

SN

LNA

SNA

SNA

TNA

TNA

MNA

MNA

MNA

LNA

MNA

LNA

MNA

SN

LNA

LNA

AFQR

TLT

FL

FT

FA

ALM

TLT

ALT

ALT

ALT

FL

TLT

TLT

NCVLA

NCVLA

M

M

FL

FL

FM

FL

FL

ALT

FL

FL

2.97E-18

9.01E-11

3.20E-16

3.73E-18

8.84E-20

2.27E-22

1.17E-19

3.49E-17

3.73E-18

4.66E-18

2.36E-18

2.97E-18

8.84E-20

3.73E-18

3.73E-18

1.67E-16

1.67E-16

2.65E-21

2.65E-21

5.41E-21

8.84E-20

8.30E-22

8.84E-20

5.41E-21

2.36E-18

8.84E-20

8.84E-20

V IVLA

V LVCA

V VLLA

V MVL

V MVL

V MVL

V TILA

V VLLA

V VVLA

V VVLA

V IVLA

V MVL

V VLLA

V VLLA

V MICA

V MVCA

V MVL

V MVL

V MVL

V MVL

V MVL

V MVL

V MVL

V VVLA

V MVL

V MVL

ESEEK

RSEDK

NF

ENEEK

DTEDK

DTEDK

DTEDK

ESQEK

ENEEK

ESQEK

ESQEK

ESEEK

DTEDK

ENEEK

ENEEK

RSEDK

RTEDK

DTEDK

DTEDK

DTEDK

DTEDK

DTEDK

DTEDK

DTEDK

ESQEK

DTEDK

DTEDK

1.01E-10

1.50E-12

8.67E-10

1.65E-13

1.65E-13

1.65E-13

3.63E-10

8.67E-10

9.28E-11

9.28E-11

1.01E-10

1.65E-13

8.67E-10

8.67E-10

4.21E-13

2.55E-14

1.65E-13

1.65E-13

1.65E-13

1.65E-13

1.65E-13

1.65E-13

1.65E-13

9.28E-11

1.65E-13

1.65E-13

RAVYA

RVAWS

RAAWA

RAVYA

RCEWT

RCQWA

RCQWA

RAVYA

RAVYA

RAVYA

RAVYA

RAVYA

RCQWT

RAVYA

RAV ‘A

RVAWS

RVAWS

RCQWA

RCQWA

RCGEYV

RGQWT

RGCQWA

RCQWT

RAQWA

RAVYA

RCEWT

RCEWT

LCVSLS

ACIDLA

VCVDLR

VCLSL

VA NLK

VAYNLK

VAYNLK

LCVSLA

VCLSL

LCVSLA

LCVSL

LCVSLS

VAVNLK

VCLSL

VCLSL

ACIDLA

ACIDL

VA NLK

VAYNLK

VAYNLK

VAVNLK

VAYNLQ

VAVNLK

VA NLK

ICVSLA

VA NLK

VA NLK

2.70E-8

4.48E-11

4.74E-12

8.97E-9

4.74E-12

2.31E-12

2.31E-12

1.63E-8

8.97E-9

1.63E-8

7.70E-9

2.70E-8

2.67E-12

8.97E-9

2.34E-8

4.48E-11

1.37E-11

1.97E-12

2.31E-12

4.52E-10

2.67E-12

2.83E-11

2.67E-12

4.74E-12

4.47E-9

4.74E-12

4.74E-12



Colletotrichum nymphaeae
Colletotrichum orbiculare
Colletotrichum orchidophilum
Colletotrichum paranaense
Colletotrichum phormii
Colletotrichum plurivorum
Colletotrichum salicis
Colletotrichum scovillei
Colletotrichum shisoi
Colletotrichum siamense
Colletotrichum sidae
Colletotrichum simmondsii
Colletotrichum sojae
Colletotrichum somersetense
Colletotrichum sublineola
Colletotrichum tamarilloi
Colletotrichum tanaceti
Colletotrichum tofieldiae
Colletotrichum trifolii
Colletotrichum tropicale
Colletotrichum truncatum
Colletotrichum viniferum
Colletotrichum zoysiae
Sodiomyces alkalinus
Daldinia bambusicola
Daldinia caldariorum

Daldinia childiae

KXH45981.1

TDZ14673.1

XP_022475743.1

KAK1540822.1

KAK1635646.1

KAF6829629.1

KXH39943.1

XP_035327966.1

TQN67810.1

KAF4814982.1

TEA21432.1

KXH40793.1

KAF6806549.1

KAK2043394.1

KDN67295.1

KAK1490332.1

KAJ0162061.1

KZL66573.1

TDZ54034.1

KAJ3960792.1

XP_036576291.1

KAF4925869.1

KAK2035655.1

XP_028465600.1

KAI1805383.1

XP_047785741.1

XP_033438607.1

AQCTIAIN

QGTVAMD

AQCTIATD

AQCTIAIN

TQGTIAT

TQGTVATN

AQCTIATD

AQCTIAID

TQGTIALD

AQCTVATD

QCTVAMD

SQGTVNMD

TQCTVATN

TQCTVVME

AQCTEVLD

SQCTVNMD

AQCTEVLD

TQCTIALD

SQGTLN N

AQCTVATD

TQCTVAVD

AQCTVATD

TQCTIVME

SQCTVATE

AQCTVEIN

AQCTVEIN

AQCTVEIN

TDLII T

TDLVI A

TDLII T

TDLII T

TDLII T

NDLII T

TDLII T

TDLII T

TNLVI A

TDLII T

TDLVI A

SELVL T

NDLII T

NLVI T

RELII T

SELVL T

RELII T

TDLVI T

TDLIL S

TDLII T

KDLII T

TDLII T

NLVI T

VNLLI A

RDLIV T

RDLIV T

DLIV T

2.15E-20

9.56E-18

6.19E-21

2.15E-20

2.07E-18

2.53E-21

6.19E-21

1.76E-20

9.80E-19

1.57E-21

9.56E-18

1.14E-18

2.53E-21

3.87E-17

4.16E-15

1.14E-18

3.78E-15

3.85E-20

4.93E-17

1.57E-21

1.17E-20

1.57E-21

7.92E-17

2.13E-15

8.90E-17

8.90E-17

1.26E-16

ANTKVIDFLS

ANTRVVDYL

ANTKVIDFLS

ANTKVVDFLS

ANTKVIDFLS

ANTKVVDYFS

ANTKVVDFLS

ANTKVIDFLS

ANARVVDFIS

ANTRVADEFLS

ANTRVVDYL

SNARVVDYM

ANTKVVDYFS

ONTRVVDEFL

SNARVVDYF

SNARVVDYM

ANARVVDYF

ANTRVVDFIS

SNARVVDYI

ANTRVADEFLS

ANARIIDYL

ANTRVADEFLS

ONTRVVDEFL

ANTRVVDYFS

NARIADYLS

NARIADYVS

VNARIANYLS

5.16E-12

2.96E-12

5.16E-12

7.71E-12

5.16E-12

8.83E-12

7.71E-12

5.16E-12

7.19E-13

1.01E-12

2.96E-12

2.75E-13

8.83E-12

3.93E-12

1.19E-13

2.75E-13

2.26E-13

1.41E-12

1.62E-14

1.01E-12

2.75E-13

1.01E-12

3.93E-12

1.41E-12

1.01E-12

7.71E-12

3.64E-10

LNA FL
MNA FI
LNA L
LNA FL
MNA FL
MNA FL
LNA FL
LNA FL
MNA M
LNA FL
MNA FI
SN ALT
MNA FL
TNA FT
SNS FQ
SN ALT
SNS FQ
MNA FM
SNAGYCTFT
LNA FL
LNA FL
LNA FL
TNA FT
MNACWGCFQQ
NACFCAVN
NACFCAVN
NACFCAVN

8.84E-20

2.65E-21

1.48E-18

8.84E-20

7.63E-21

5.41E-21

1.17E-19

8.84E-20

2.65E-21

8.84E-20

2.65E-21

2.97E-18

5.41E-21

2.27E-22

7.68E-20

2.97E-18

5.61E-19

8.30E-22

2.61E-19

8.84E-20

6.66E-20

8.84E-20

2.27E-22

1.32E-18

3.38E-19

3.38E-19

4.36E-19

V MVL

V MVL

V MVL

V MVL

V MVL

V MVL

V MVL

V MVL

V MVL

V MVL

V MVL

V IVLA

V MVL

V MVL

V MVQA

V IVLA

V MVL

V VVLA

V MVL

V MVL

V MVL

V MVL

V MVLA

V MVVA

V MVVA

V MVVA

DTEDK

DSEDK

DTEDK

DTEDK

DTEDK

DTEDK

DTEDK

DTEDK

DTEDK

DTEDK

DSEDK

ESEEK

DTEDK

DTEDK

NVFDK

ESEEK

NF

DTEDK

ENEEK

DTEDK

DTEDK

DTEDK

DTEDK

NTEDK

ECMDK

ECMDK

ECMDK

1.65E-13

5.67E-13

1.65E-13

1.65E-13

1.65E-13

1.65E-13

1.65E-13

1.65E-13

1.65E-13

1.65E-13

5.67E-13

1.01E-10

1.65E-13

1.65E-13

3.09E-9

1.01E-10

1.65E-13

2.12E-10

1.65E-13

1.65E-13

1.65E-13

1.65E-13

8.58E-13

7.60E-13

7.60E-13

7.60E-13

RCQWT

RCEWA

RCQWS

RCQWT

RGQWA

RAQWA

RGQWT

RGQWT

RCQWA

RCEWA

RAVYA

RAQWA

RCQWA

RIEWS

RAVYA

RIEWC

RCQWA

RAIYA

RGCEWA

RCEWT

RCQWA

RAAYS

RVAWS

RVAWS

RVAWS

VAVNLK

VA NLK

VAYNLK

VAVNLK

IAFNLK

VA' NLK

IAFNLK

VAVNLK

VA NLK

VA NLK

VA NLK

LCVSLS

VA NLK

VAYNLK

LCIVMV

LCVSLS

LCVYLE

VAYNLQ

ICLSLE

VA NLK

VAYNLR

VA NLK

VAYNLK

VAIDLK

ICVDL

ICVDL

ICIDL

2.67E-12

8.67E-13

3.58E-12

2.67E-12

1.06E-11

4.74E-12

4.00E-11

2.67E-12

1.97E-12

4.74E-12

8.67E-13

2.70E-8

4.74E-12

2.31E-12

7.11E-8

2.70E-8

3.52E-9

2.83E-11

1.06E-17

4.74E-12

1.68E-12

4.74E-12

2.31E-12

6.23E-11

1.55E-11

1.55E-11

9.34E-12



Daldinia decipiens

Daldinia eschscholtzii
Daldinia grandis

Daldinia loculata

Daldinia vernicosa
Annulohypoxylon bovei
Annulohypoxylon moriforme
Annulohypoxylon nitens
Annulohypoxylon stygium
Annulohypoxylon truncatum
Hypoxylon cercidicola
Hypoxylon crocopeplum
Hypoxylon fragiforme
Hypoxylon fuscum
Hypoxylon rubiginosum
Hypomontagnella monticulosa

Hypomontagnella
submonticulosa

Jackrogersella minutella
Rostrohypoxylon terebratum
Biscogniauxia marginata
Biscogniauxia mediterranea
Durotheca rogersii

Whalleya microplaca
Microdochium bolleyi
Microdochium nivale
Microdochium trichocladiopsis

Monosporascus cannonballus

XP_049095979.1

KAI1475320.1

KAI0095932.1

KAI2777984.1

XP_047863139.1

KAI2463407.1

KAI1454171.1

KAI0896334.1

KAI1445084.1

XP_047849137.1

KAI1774420.1

KAI1377137.1

XP_049117066.1

KAI1399455.1

KAI4864951.1

KAI0378476.1

KAI2620953.1

KAI1099809.1

KAI1090772.1

KAI1498195.1

KAI1491404.1

XP_051373960.1

KAI1080707.1

KXJ92914.1

KAJ1329274.1

XP_046013910.1

RY094743.1

AQ
AQ
AQ
AQ
AQ
AQ
AQ
AQ
AQ
AQ
AQ
AQ
AQ
AQ
AQ

AQ

AQ

AQ
AQ
cQ
AQ
AQ
AQ
SQ
SQ
AQ

cQ

TVEIN YDLIV T

TVEIN YDLIV T
TVETN YDLIV T
TIEIN YDLIV T
TVEIN YDLIV T
TVEID DLII T
TVEIN DLII T
TVEIN DLII T
TVEIN DLII T
TVEIN DLII T
TVEIN DLII T
TVEIN DLII T
TVEIN  DLLI T

TVETN EDLIL T

TVEIN  DLII T
TVEIN  DLII T
TVEIN DLII T
TVEIN DLII T
TVEIN YDLII T

TVATDLNQLVY T

TVETN  DLII T

TVEIN  DLII T

TVETN RDLII T

TVEIN LDLII T

TVETN LDLII T

TVEIN DLII T

TVARDLDQLVI T

1.41E-16

4.37E-17

6.26E-17

2.45E-16

1.26E-16

8.40E-19

9.80E-19

1.14E-18

1.14E-18

3.67E-18

9.80E-19

9.80E-19

8.37E-18

7.87E-16

3.67E-18

3.67E-18

3.67E-18

3.67E-18

1.42E-17

1.30E-15

4.47E-19

9.80E-19

1.14E-18

8.66E-15

5.01E-15

1.41E-16

8.90E-17

NVRIADYIS

NARIADYLS

NARIADYLS

NARIADYLS

NARIADYLS

NARIADYLS

NARIADYLS

NARIADYLS

NARIADYLS

ANARIADYLS

SNARIADYLS

SNARVADYLS

NSRVADYLN

ANARVADYLS

NARIADYLS

NARIADYLS

TNARIADYLS

NARVADYLS

NARIADYLS

SNCKVEDYI

NAYIA YLS

NTRIADYLS

NARVADYLS

SNARIADFLN

SNARIADFLN

NARVADFLN

NARVVDYI

2.22E-12

1.01E-12

1.01E-12

1.01E-12

1.01E-12

1.01E-12

1.01E-12

1.01E-12

1.01E-12

1.19E-12

7.19E-13

6.82E-14

4.01E-10

1.49E-13

7.71E-12

1.01E-12

1.67E-11

1.19E-13

1.01E-12

8.83E-12

7.15E-10

1.92E-12

1.65E-12

1.89E-11

1.89E-11

3.44E-11

3.84E-14

NA

NA

NA

NA

NA

NA

NA

NA

NA

NA

NA

NA

NA

NA

NA

NA

NA

TT

NA

NA

NA

NA

NA

SNA

AVN

AVN

AVN

AVN

AVN

AVN

AVN

AVN

AVN

AVN

AVN

AVN

AVN

AV

AVN

AVN

AVN

AVS

AVN

AFQR

AVS

AVN

AVN

AVC

AVC

ALC

ALN

1.53E-19

3.38E-19

5.76E-17

3.38E-19

3.38E-19

3.38E-19

3.38E-19

3.38E-19

3.38E-19

3.38E-19

4.36E-19

4.36E-19

3.38E-19

5.21E-18

4.36E-19

4.36E-19

3.38E-19

3.33E-18

2.85E-17

5.05E-16

1.87E-18

3.38E-19

3.38E-19

1.17E-18

1.17E-18

4.17E-18

2.65E-15

v

v

MVVA

MVVA

VSMVVA

\%

V LVLA

MVVA

MVVA

MVVA

MVVA

MVVA

MVVA

MVVA

MVVA

MVVA

MVVA

MVVA

MVVA

MVVA

MVVA

MVAA

MVVA

MVVA

MVAA

MVVA

MVCA

MVCA

MVCA

ECMDK

ECMDK

ECMDK

ECMDK

ECMDK

ECMDK

ECMDK

ECMDK

ECMDK

ECMDK

ECMDK

ECMDK

ECMDK

ECMDK

ECMDK

ECMDK

ECMDK

ECMDK

ECMDK

NF

ECMDK

ECMDK

ECMDK

ECMDK

ECMDK

ECMDK

ITEDK

7.60E-13

7.60E-13

9.28E-11

7.60E-13

7.60E-13

7.60E-13

7.60E-13

7.60E-13

7.60E-13

7.60E-13

7.60E-13

7.60E-13

7.60E-13

7.60E-13

7.60E-13

7.60E-13

7.60E-13

7.26E-12

7.60E-13

7.60E-13

7.26E-12

7.60E-13

1.90E-14

1.90E-14

1.90E-14

4.13E-12

RVAWS

RVAWS

RVAWS

RVAWS

RVAWS

RVAWS

RVAWS

RVAWS

RVAWS

RVAWS

RVEWS

RVAWS

RVAWS

RVAWA

RVAWS

RVAWS

RVAWS

RIAWA

RVAWS

RAEWA

RVAWS

RIAWS

RVAWS

RVAWA

RVAWA

RVAWA

ICVDL

ICVDL

ICLDL

ICVDL

ICVDL

ICVDLR

ICVDL

ICVDL

ICVDL

ICVDL

ICIDL

VCVDLE

ICVDLQ

VCVDL

ICVDL

ICVDL

ICVDL

ICVDLE

ICVDL

VAVNLR

ICVDLR

ICIDLC

ICVDL

TGVDLQ

VCVDLQ

ACVDV

NF

1.55E-11

1.55E-11

1.58E-10

1.55E-11

1.55E-11

3.58E-12

1.55E-11

1.55E-11

1.55E-11

1.55E-11

2.31E-12

6.23E-11

2.83E-11

8.16E-12

1.55E-11

1.55E-11

1.55E-11

1.75E-10

1.55E-11

8.67E-13

3.58E-12

1.43E-10

1.55E-11

4.12E-10

1.55E-11

6.50E-10



Monosporascus ibericus
Pestalotiopsis fici
Truncatella angustata
Pseudomassariella vexata
Eutypa lata

Cercophora newfieldiana
Cercophora samala
Lasiosphaeria miniovina
Immersiella caudata
Apiosordaria backusii
Collariella sp. IMI 366227
Thermothielavioides terrestris
Staphylotrichum longicolle
Thermochaetoides thermophila
Podospora anserina

Echria macrotheca
Madurella mycetomatis
Diaporthe ampelina
Diaporthe amygdali
Diaporthe batatas
Diaporthe eres

Diaporthe helianthi
Diaporthe ilicicola

Valsa sordida

Cytospora leucostoma
Coniella lustricola

Gnomoniopsis smithogilvyi

RYP11091.1

XP_007841187.1

KAH8199344.1

XP_040718474.1

EMR68577.1

KAK0638609.1

KAK0667676.1

KAKO0706185.1

KAK0624188.1

KAK0718985.1

KAJ4286560.1

XP_003658264.1

KAG7294653.1

XP_006692471.1

XP_001904848.1

KAK1751134.1

KXX79238.1

KKY35200.1

XP_052998701.1

XP_044648057.1

KAI7784403.1

POS81165.1

KAI3399409.1

ROV93292.1

ROW16112.1

PSR88517.1

KAJ4397375.1

CQCTIAMDLNQLVI T
AQCTVEVN RQLII T
AQCTVEIN NDLII T
AQCTVEIN NDLII T

NF

NF
TQCTV RAYDELI V
AQCTAMLDYSELIV T

NF
SQCTV RAY ELLI T
TQGTG IEYTALIL T
TQGTA CNYADLLI T
SQGTV RVYDDLVI T
SQCTLARDYSMLLA T
SQCTLARDYTMLLA T
TQGTLS IFTELLV A
SQCGTV LDYREMITTA
AQCTFANDFSDLIL T
AQCTVETD NDLII T
AQCTFANDFNDLIL T
AQCTVETD NDLII T
AQCTFANDFNDLIL T
TQGTFATD TSLII A

AQCTVETD NDLII T

AQ

AQ

AQ

TVETD NDLII T

TVETN NELIL T

TVETN  DLII T

1.09E-17

1.26E-16

1.09E-17

6.15E-19

5.49E-15

791E-15

3.78E-16

3.44E-15

2.13E-15

5.01E-15

1.59E-15

5.77E-16

1.18E-13

4.03E-13

1.07E-15

1.95E-19

6.40E-16

1.95E-19

6.40E-16

6.15E-19

9.56E-18

1.95E-19

9.56E-18

1.79E-18

NARVADYI

NARIADYLS

DNVRVADYLL

SNARIADYLS

ANARVADYL

ECAKVMDYL

ENVRMVDYF

ANTKVIDYL

NAMVVD 'V

KNVRIVDYF

ENTIVVDYF

ANAIVVDYL

DNAIVVDYF

VCNVRVVDFI

LCNVKVVDEFL

ANTRVIDYL

DNTKIIDYL

NARVADYL

SRNALVTDYL

SNARVADYL

CNALVTDYL

NARVADYL

SNLRLASWL

NALVTDYLS

NALVTDYLN

SNARITDYL

KNARVTDYL

2.50E-14

7.71E-12

4.88E-11

7.19E-13

2.50E-14

1.44E-18

7.65E-11

8.52E-13

7.61E-10

5.89E-12

2.98E-10

2.14E-11

1.18E-10

4.88E-10

3.64E-10

5.10E-14

1.30E-11

1.62E-14

1.14E-8

4.76E-15

1.37E-9

1.62E-14

4.25E-9

2.70E-10

1.37E-9

2.14E-11

1.47E-11

SNA

NA

NA

NA

SNA

FN

SNA

CNA

FN

SNA

SN

SNA

CNA

FNA

FNA

TNA

SNA

QSGS

QAGS

QAGS

TN

TCGLN

FCAVN

FCAVN

FCAVN

ALC

LM

FM

™M

LM

FM

VM

FM

FV

FV

NSFM

FM

FQ

AIT

FQ

AIT

FQ

SVTQ

AIT

AIT

AIT

AIT

1.23E-15

3.84E-19

4.95E-19

6.36E-17

2.85E-17

1.48E-18

1.17E-19

1.24E-21

521E-18

2.84E-22

5.47E-22

5.61E-19

2.65E-18

2.66E-16

2.21E-16

5.61E-19

2.84E-22

1.73E-15

2.65E-21

4.74E-14

2.65E-21

4.74E-14

1.34E-19

2.65E-21

3.80E-21

3.80E-21

3.80E-21

V LVLA

V MVVA

V MVAA

V MVVA

V LVLA

T MVIA

V MVLA

V MVLA

V MVIA

V MVLA

V MVLA

MVLA

V VIAA

V VVAA

V. MLVA

V. MVLS

V AVL

V. MVVA

V AVLA

V MVVA

V AVLA

V LVCA

V MVVA

V MVVA

V MVVA

V MVVA

VTEDK

ECMDK

ECMDK

ECMDK

ETEDK

TAADK

LVADK

TQADK

TAADK

LIADK

TETDK

TAADK

NF

LTEDK

LTEDK

KDADK

AVADK

DTEDK

EGQDK

ETEDK

EGQDK

DTEDK

TSEDK

EGQDK

EGQDK

EGQDK

EGQDK

3.68E-12

7.60E-13

7.26E-12

7.60E-13

3.69E-13

3.29E-10

1.96E-10

1.42E-10

3.63E-10

7.52E-10

4.54E-10

3.09E-9

5.66E-10

3.13E-10

3.74E-9

7.01E-10

2.58E-11

4.95E-13

7.26E-12

4.95E-13

1.02E-11

3.69E-13

4.95E-13

4.95E-13

4.95E-13

4.95E-13

RVTWS

RVAWS

RVAWS

RATWA

RAEWA

RAERA

RAEYV

RAEWA

RAARA

RAEWA

RCEYA

RAEWA

RVEWT

RVEWT

RAEYC

RGCEWA

RAEWA

RVRFS

RAEWA

NF

ICVDL

ICVNL

ICVDL

ALCLW

TAVNLR

VAVNLA

VAVNLR

VAVNLR

IAVNLA

VAVNLR

MAVNLR

VAVNLR

VCGINLR

ACINLR

VAVNLR

VAVNLR

VCFNLK

ICVCL

VCISLK

NF

RAEWAQVCLSLK

NF

NF

RVRFSCICVCGL

RIRYSCIGVCGL

NF

4.00E-11

6.27E-12

1.55E-11

2.15E-7

1.21E-12

2.35E-9

4.12E-10

8.67E-13

6.11E-9

8.67E-13

1.58E-10

8.67E-13

2.65E-13

7.23E-13

1.06E-11

2.65E-13

4.13E-12

1.31E-8

4.74E-12

2.16E-9

1.31E-8

1.31E-8



Cryphonectria parasitica
Pyricularia grisea
Pyricularia oryzae
Magnaporthiopsis poae
Gaeumannomyces tritici
Sporothrix brasiliensis
Sporothrix schenckii
Grosmannia clavigerum
Ophiostoma piceae
Coniochaeta hoffmannii
Coniochaeta ligniaria
Coniochaeta pulveracea
Cephalotrichum gorgonifer
Thozetella sp. PMI_491
Thyridium curvatum
Phialemonium atrogriseum
Phaeoacremonium minimum
Pleurostoma richardsiae
Ascochyta clinopodiicola
Ascochyta lentis
Ascochyta rabiei
Didymella heteroderae
Didymella pomorum
Boeremia exigua
Macroventuria anomochaeta
Epicoccum nigrum

Stagonospora sp. SRC1IsM3a

XP_040776216.1

KAI6379156.1

KAI6251849.1

KLU84765.1

XP_009229452.1

XP_040617365.1

XP_016584143.1

XP_014175810.1

EPE10437.1

KAJ9155879.1

OIW23813.1

RKU48537.1

SPO03607.1

KAHB8901217.1

XP_030999529.1

KAK1762806.1

XP_007916963.1

KAJ9149742.1

KAJ4346241.1

KAF9695519.1

XP_038797369.2

KAF3045961.1

KAJ4411464.1

XP_046000075.1

XP_033560487.1

0S546826.1

OAL04400.1

AQCTVETN YDLII T
AQCTVAVKYNDLIT V
AQCTVALDYNKLAV A
TQCTYAVD TALIF A
AQCTVSTS = ELLA T
TQGTIATNTDLLVK T
TQGTIATNTDLLVK T
TQGTIATSYSDLLI T
TQGTISVNTDLLVK T
AQCTVETD WELIL T
AQCTVETD WELIL T
AQCTVETD NQLVI T
TQGTVVSNEDNLVK 'V
SQCTA 'VDYSQLIV T
SQCTAEVDYGQLIV T
AQCTVAVDFMDLVI T
TQGTVNNK DQLIQ A
AQCTVEFD  'DLII T
TSSTVVFDNNVLII A
TSSTVVFEDNNVLII T
TSSTVVFDNNVLIT A
SQCTVETDLSNLVL T
SQCGTVETDLSDLLL T
SQCTVETDLSNLVL T
SQCTIETDLNNLVL T
SQCTVETDLTNLVL T

SQCTVCTNLNDLLI T

1.79E-18

3.40E-16

5.01E-15

2.59E-15

6.20E-14

9.72E-13

9.72E-13

9.56E-18

7.28E-13

7.92E-17

7.92E-17

8.37E-18

2.56E-13

8.90E-17

9.99E-17

2.74E-16

1.48E-14

6.39E-18

7.69E-12

3.21E-12

7.69E-12

3.20E-14

5.20E-16

3.78E-16

4.21E-16

1.26E-16

2.59E-15

TNARVTDYL

TNTKVVDFM

ANARVVDVL

NF

ANARVLDYF

ANVRTAAFV

ANVRTAAFV

ANARVVDYL

ANVRTA FV

SNARVTDYL

SNARVTDYL

TIRRLVD AS

RNARVQDYLL

ONVRWTDFLA

DNVRCADFLA

ANARVIDYL

SNARVIDYL

ANVRVADYLS

ENARVTKFF L

DNARVTKFI L

ENARVTKFF L

NARVAKFV

RNARVAKFV

NARVAKFV

QONARVAKFV

ANARVAKFV

KNARVAKFV

7.65E-11

1.31E-10

1.14E-11

5.89E-12

3.62E-8

3.62E-8

3.84E-14

2.48E-8

5.16E-12

5.16E-12

1.88E-5

1.25E-9

8.25E-9

7.15E-10

9.57E-15

9.29E-16

3.38E-13

8.25E-9

3.29E-9

8.25E-9

7.65E-11

5.47E-11

7.65E-11

5.47E-11

1.01E-11

1.89E-11

INA

INF

TN

NA

TNA

TNA

LNA

TNA

SN

CNA

CNA

MN

FN

NA

TN

TN

TN

IN

NN

NN

NN

NN

NN

AIT

FTQ

FTQ

SVTQ

Voo

NCVLA

NCVLA

LI

NCTLT

AVQ

AVQ

AVQ

FMQ

STS

STS

VM

AVT

TIQQ

TIQQ

TIQQ

AIVQ

AIIQ

AVIQ

AVIQ

AVIQ

AVIQ

2.65E-21

6.66E-20

2.66E-16

2.75E-20

7.24E-18

6.04E-16

6.04E-16

1.67E-18

1.73E-15

2.20E-21

2.20E-21

2.20E-21

3.20E-20

8.63E-16

1.83E-16

2.02E-20

521E-18

1.06E-20

9.00E-18

2.32E-17

9.00E-18

2.89E-15

5.62E-15

3.16E-17

1.67E-16

3.16E-17

6.61E-16

V MVVAGECQDK
V MVFSCDTEDK
F MLLACDTEDK
V LVCACASEDK
V LVAAGQNEDK
V LVCACRTEDK
V LVCACRTEDK
V MVLACGSTEDK
V LVCACRSEDK
V MVVCGECQDK
V MVVAGECQDK
V MVIAGEGQDK
V MVLACTTQDK
T AVLAGEVLDK
V AVLACEVLDK
V LVLACDTEDK
I MVMACISEDK
V MVVAGECQDK
V MIVSCVCQDK
V MIVSCVCQDK
V MIVSCVCQDK
V VVVSCKCQDK
I VVVSCECQDK
V LVVCGEGQDK
T LVVCCECQDK
V LVVAGEGQDK

I MVVACKCQDK

4.95E-13

6.49E-12

6.54E-11

3.24E-12

5.01E-11

4.95E-13

4.95E-13

7.60E-13

1.50E-12

1.76E-12

4.95E-13

1.76E-12

1.46E-13

5.80E-9

7.01E-10

5.67E-13

1.55E-11

4.95E-13

7.14E-11

7.14E-11

7.14E-11

7.52E-10

5.66E-10

1.26E-11

2.29E-10

4.67E-12

5.96E-11

RVRYSCIGVCL

RCQWACGVCYNLR

RCEWACVCYNLR

NF

RIQCACVCYNLA

RVAWSCACIDLA

RVAWSCACIDLA

RCQCACVAVNLR

RVAWSCACIDL

RIAYSCIGVNL

RMAYSCACVSL

RLAYSCACVDLK

RCEWACIAVNLR

NF

NF

RAEWACVAVNLR

RAEWACVAVNLR

NF

NF

NF

NF

IIQWSCVCIDI

IIQWSGVCVDI

IVQWSCVCL 'V

IVQWSCVCL 'V

IVOQWTCVCLNI

NF

5.65E-9

1.44E-12

5.94E-13

2.16E-9

4.48E-11

4.48E-11

8.58E-11

1.37E-11

1.93E-10

8.31E-9

1.68E-9

4.06E-13

8.67E-13

8.67E-13

4.83E-9

6.60E-9

2.18E-8

2.18E-8

1.51E-8



Byssothecium circinans
Massarina eburnea
Bipolaris maydis
Bipolaris oryzae
Decorospora gaudefroyi
Kalmusia sp. IMI 367209

Karstenula rhodostoma

Paraphoma chrysanthemicola

Setomelanomma holmii
Pyrenochaeta sp. DS3sAY3a
Cucurbitaria berberidis
Clohesyomyces aquaticus
Dendryphion nanum
Lophiostoma macrostomum
Lophiotrema nucula
Melanomma pulvis-pyrius
Polyplosphaeria fusca
Trematosphaeria pertusa
Periconia macrospinosa
Botryosphaeria dothidea
Neofusicoccum parvum

Macrophomina phaseolina

Aureobasidium melanogenum

Muytilinidion resinicola
Lophium mytilinum
Glonium stellatum

Zopfia rhizophila

KAF1948264.1

KAF2646682.1

XP_014078238.1

XP_007682054.1

KAF1836052.1

KAJ4293461.1

KAF2448746.1

KAH7071542.1

KAF2023082.1

OAL46984.1

XP_040790731.1

ORY16921.1

KAH7135333.1

KAF2648898.1

KAF2113514.1

KAF2786108.1

KAF2731913.1

XP_033681098.1

PVH96591.1

KAF4305872.1

EOD53031.1

EKG11414.1

KAG9597102.1

XP_033568734.1

KAF2497128.1

OCL02246.1

KAF2191997.1

SQCTLEVN ENLVL T

SQCTVEVR EDLVL A

SQCTIAVNENDLVV T

SQCTIAVNENDLVV T

SQCTVETNEDELLI T

SQGCTVETK EEIII T

SQCTVETN NDLIL T

SQCTLCTNMGDLLL T

SQCTVAMEFCDLLLST

SQGTVDTNLNEILI T

SQCTLETQWDDLLF T

TQCTVTVDYTELLI T

SQCTVA VLSEIVL T

SQCTAETNLE LVL T

SQCTVETN EDLVL' T

TQCTVTVDYSELLI A

SQCTVCLDMNDLLL T

SQCTVEVR EDLVL T

TQCTVSVDYSELLI A

SQGTLDVDLQQLVL T

SQCTVDVDLSQLVL T

SQCTIDVDL QLVL T

NF

TACSIDNN EDLIL T

TSGSIDNN EDLIL T

SSGSVDNN EDLII' T

SQCTVEAN KDLTL T

1.97E-16

2.85E-15

7.04E-17

7.04E-17

4.37E-17

1.75E-15

9.80E-19

1.61E-14

2.70E-14

8.66E-15

4.46E-14

5.24E-19

2.12E-12

1.76E-14

7.92E-17

1.42E-17

5.49E-15

1.94E-15

1.61E-17

2.94E-14

4.16E-15

6.02E-15

5.43E-13

1.49E-13

1.48E-14

1.35E-14

SNARVTKFV F

SNARVAKFV

SNARVECFI F

SNARVECFI F

RCNVRATRFV

DNARVARYI

NNARVARYI

KNTRVAKFV

RNARVAKFV

VNARAAKFV

ANARAAKFV

ANVRVLDYFS

ENARVAKFI

NVRVAKFV

ANTRVAKFV

ANVRVLDYFS

ANTRVEKFV

KNARVAKFV

ANVRVLDYFSS

NVRVECWI

RNARVECWIA

ANARVECWI

ANARIASYL F

ANARMAKFI

VNARMAKEFI

SNARIAKFV F

KNARIAKFV

2.44E-10

6.73E-12

3.30E-10

3.30E-10

3.00E-7

8.54E-11

1.31E-10

3.06E-11

5.47E-11

3.29E-9

5.37E-10

1.14E-10

1.01E-11

7.65E-11

1.67E-11

1.14E-10

4.35E-11

1.89E-11

8.09E-8

3.64E-10

3.59E-9

3.87E-11

3.64E-10

3.87E-11

3.30E-10

2.20E-10

6.84E-11

SNGGYVAVQ
TN AVQ
TN SVQ
TN SVQ
SNGGFGAVMT
ANCCGFCAVQK
GNCCGFCGVQK
NNGGFCAVIS
NNGSYGAVIT
SN AVMT
NN AVMT
SNAGFCTYL
SN AVQ
SN AVL
SN AVQ
TNAGFGSYL
SN AVQOQ
SN AVQ
TNAGFGSYL
TN SLQ
TN SLOA
TN SLSQ
TNGGYNSVNQ
SN TVQQ
SN TVQQ
SN TVQQ
SN AVQ

3.71E-15

2.36E-18

4.95E-19

3.84E-19

1.59E-15

7.34E-10

9.82E-10

1.37E-14

4.74E-14

2.89E-15

8.03E-14

2.09E-17

2.32E-17

9.40E-17

4.72E-17

1.32E-18

4.21E-16

2.32E-17

1.32E-18

6.66E-20

1.25E-16

7.01E-17

7.23E-16

4.27E-17

2.57E-17

7.01E-17

2.85E-17

V MVVSCTTQDK
V MVVSCECQDK
V LVLACASEDK
V LVLACASEDK
I VVVACSCQDK
I MVLSCVCQDK
I MVISCVAQDK
I MVLACTCQDK
V MVLACTCQDK
V LVVCGECQDK
I VVVACDCQDK
V MVLACTKLDK
I MVVSCICQDK
I MVVACMCQEK
I MVVSCLSQDK
V MVLACTKLDK
I MVVCCIVQDK
I MVVACECQDK

V MVLACTKLDK

V LVIACCSMDK
V LVLACCSIDK
V LVVACCSIDK

I IVAACVTEDK

V MVLACVCQDK

V MVLSCVCQDK

V MVLACVCQDK

I MVVSCICQDK

4.67E-12

5.75E-12

1.72E-11

1.72E-11

7.01E-10

1.10E-10

1.96E-9

6.49E-12

5.67E-13

1.26E-11

1.67E-10

1.01E-10

1.96E-10

2.68E-10

3.13E-10

1.01E-10

2.48E-10

5.75E-12

1.01E-10

4.58E-11

1.54E-10

2.48E-10

9.97E-10

2.24E-12

1.91E-11

2.24E-12

1.96E-10

IEYTCVCINLR

IEYTCVCINLK

RAEWACVAVNLR

RAEWACVAVNLR

NF

NF

IADFTCVCINL

NF

NF

NF

NF

RAEYCCGIAIDLK

IVQWSCVCLNLE

IIEWSCVCINLK

NF

RAEYCCIAIDLK

LIQYTCVCIDLR

LVDFTCVCIDLK

RAEYCCIAIDLK

RAEWACLCVNLR

RAEWACLCVNLR

RAEWACGLAVNLR

RIAWSCACINLR

NF

VAAWA CVAIDLQ

TADWACVAINLA

LVEWSCVCINLK

4.52E-10

3.42E-10

8.67E-13

8.67E-13

8.97E-9

1.37E-11

1.99E-9

1.98E-11

1.37E-11

4.13E-9

8.97E-9

1.37E-11

6.27E-12

6.27E-12

1.37E-11

5.45E-12

4.13E-9

1.20E-10

2.83E-11



Aspergillus awamori
Aspergillus brasiliensis
Aspergillus carbonarius
Aspergillus carlsbadensis
Aspergillus costaricensis
Aspergillus eucalypticola
Aspergillus hancockii
Aspergillus homomorphus
Aspergillus ibericus
Aspergillus luchuensis
Aspergillus mulundensis
Aspergillus neoniger
Aspergillus niger
Aspergillus piperis

Aspergillus
sclerotiicarbonarius

Aspergillus sclerotioniger
Aspergillus tubingensis
Aspergillus versicolor
Aspergillus welwitschiae
Penicilliopsis zonata
Penicillium alfredii
Penicillium bovifimosum
Penicillium macrosclerotiorum
Penicillium odoratum
Talaromyces amestolkiae
Talaromyces atroroseus

Cladophialophora carrionii

GCB23152.1
GKZ22376.1
00G00364.1
KAJ0415219.1
XP_025540426.1
XP_025383912.1
KAF7587272.1
XP_025552456.1
XP_025578007.1
0]781278.1
XP_026604105.1
XP_025484262.1
GKZ64237.1

XP_025513870.1

PYI02360.1

XP_025463962.1
GLB04893.1
UZP48228.1

XP_026624638.1

XP_022577075.1

XP_056509782.1

XP_056526610.1

XP_056934836.1

XP_057000407.1

XP_040736898.1

XP_020121501.1

XP_008725802.1

TQCTVKI YKDLLI T
TQCTIRTYYRELIT A
TQCTFRIDYNELII T

SQCTFQVDYDMLLK S
TQCTVKTYYKNLLI T
TQGCTIKT YKDLVI T
TQCTFRVD RELLL T
TQCTFILDYRMLLI T
TQGTFRIDYNELVI T
TQGCTDKTYYKNLLI T

SQCTVMVDYNMLLI T
TQCTVKIYYKNLLI T

KDLLI T

TQCTVKI

TQCTDKTYYKNLLI T

TQCTFRIDYTELII T

TQGCTFRIDYKELII T
TQGTVKTYYKNLLI' T
SQCAVNND TDLIL T
TQCTVKI YKDLLI T
TQCTISLDYTALLV T
TQCTVAIDYDMLLI A
SQCAVNND TDLIL T
AQCTFILDYRMLLI T
SQCSV ND EELIL A
TQCTFLLDYNMLLK T

TQCTIAVDYNALLI T

SQCTLNINVTDLII T

4.93E-17

1.41E-16

1.54E-18

2.48E-14

5.56E-17

4.37E-17

3.44E-15

2.74E-16

3.42E-17

2.13E-15

2.67E-17

1.12E-16

4.93E-17

2.13E-15

7.19E-19

2.36E-17

5.56E-17

6.40E-16

7.23E-15

3.05E-16

1.61E-17

6.40E-16

2.59E-15

3.78E-15

1.04E-14

7.32E-18

2.74E-16

DNAQVIDYLS

DNAKVIDYLS

KNAKVIDYLL

ANTRVVDFLS

DNAKVIDYLS

DNAKVIDYLS

SNAKVIDYLS

ENAKVVDYLS

SNAKVVDYLL

NNTKVIDYLS

ANAKVVDYLL

DNAKVIDYLS

DNAQVIDYLS

NNTKVIDYLS

NNAKVVDYLS

SNARVVDYLL

DNAKVIDYLS

SNVKLAEFI F

DNAQVIDYLS

ANARVLDYLA

VNAKVVDYLS

SNVKLADFI F

NNAKVIDYF

SNVRIARFI F

RNTKIADYL

SNAKVVDYLM

DNVRVASYL F

4.35E-11

3.93E-12

7.65E-11

1.19E-12

3.93E-12

3.93E-12

7.19E-13

1.14E-11

4.35E-11

1.14E-11

6.12E-11

3.93E-12

4.35E-11

1.14E-11

1.01E-11

8.83E-12

3.93E-12

8.25E-9

4.35E-11

1.18E-10

2.71E-11

3.64E-10

7.71E-12

1.79E-10

3.44E-11

5.47E-11

4.01E-10

TN

TN

TN

SNA

TN

TN

TN

TN

TN

TN

NN

TN

TN

TN

TN

TN

TN

SN

TN

SN

TN

SN

TN

SN

SNA

TNA

SNA

SFM

SFM

SFT

FL

SFM

SFM

SFM

FL

SFT

M

FMQ

SFM

SFM

M

SFT

SFT

SFM

FCTVQOM

SFM

FL

SFM

TVOM

FLR

FCTVQQ

FL

FIS

TVQQ

3.42E-24

3.42E-24

1.33E-24

2.65E-21

3.42E-24

3.42E-24

1.42E-22

1.12E-22

1.33E-24

3.42E-24

1.82E-21

3.42E-24

3.42E-24

3.42E-24

1.33E-24

1.33E-24

3.42E-24

5.05E-16

3.42E-24

1.34E-19

4.73 E-24

1.34E-15

4.36E-19

1.11E-17

2.36E-20

2.29E-19

4.72E-17

V MVLA

V MVLA

V MVMA

V MVLA

V MVLA

V MVLA

V MVMA

V. MVIA

V MVMA

V MVLA

V MVLA

V MVLA

V MVLA

V MVLA

V MVMA

V MVMA

V MVLA

V MVLA

V MVLA

V MVLA

V MVMA

V MVLA

V MVIA

V MVLA

V MVLA

V. MVWA

V. MVLA

TVQDK

TVQDK

TGQDK

SCQDK

TVQDK

TVQDK

TGQDK

TGQDK

TGQDK

TVQDK

VELDK

TVQDK

TVQDK

TVQDK

TGQDK

TGQDK

TVQDK

VYLDK

TVQDK

EGQDK

TTQDK

VYLDK

TGQDK

MSADK

RGQDK

RGQDK

VGEDK

3.24E-12

3.24E-12

7.60E-13

4.13E-12

3.24E-12

3.24E-12

7.60E-13

4.13E-12

7.60E-13

3.24E-12

3.91E-10

3.24E-12

3.24E-12

3.24E-12

7.60E-13

7.60E-13

3.24E-12

2.48E-10

3.24E-12

2.02E-13

2.02E-13

2.48E-10

4.13E-12

3.43E-11

2.24E-12

3.43E-11

1.35E-12

RGCEWA

RGCEWA

RVEWA

RCEWA

RGCEWA

RCEWA

RCEWA

RCEWA

RVEWA

RGCEWA

RCEWA

RGCEWA

RGCEWA

RGCEWA

RVEWA

RVEWA

RCEWA

RGCEWA

RCEWA

RCEWA

AAWA

RCEWA

RCEIA

RAAWA

ICINLR

ICINLR

ICVNLR

TAVNLK

ICINLR

ICINLR

JAVNLQ

TAANLR

ICVNLR

ICINLR

IAVNLR

ICINLR

ICINLR

ICINLR

ICVNLR

ICINLR

VCINLR

NF

ICINLR

IAVDLK

TAVNLR

NF

TAANLR

AAINLA

TALNLK

ICVNLE

VAVNLK

2.76E-14

2.76E-14

7.17E-14

2.10E-13

2.76E-14

2.76E-14

5.45E-12

3.18E-11

7.17E-14

2.76E-14

4.06E-13

2.76E-14

2.76E-14

2.76E-14

7.17E-14

1.95E-14

1.29E-14

2.76E-14

8.67E-13

4.06E-13

3.18E-11

2.55E-9

7.14E-12

2.35E-9

2.67E-12



Cladophialophora chaetospira
Phaeomoniella chlamydospora
Botryotinia calthae
Botryotinia convoluta
Botryotinia globosa
Botryotinia narcissicola
Botrytis aclada
Botrytis byssoidea
Botrytis cinerea
Botrytis deweyae
Botrytis fragariae
Botrytis galanthina
Botrytis paeoniae
Botrytis porri

Botrytis sinoallii
Botrytis tulipae
Sclerotinia borealis
Sclerotinia nivalis
Sclerotinia sclerotiorum
Sclerotinia trifoliorum
Monilinia laxa
Stromatinia cepivora

Rhexocercosporidium sp. MPI-
PUGE-AT-0058

Pseudogymnoascus destructans
Pseudogymnoascus verrucosus
Claussenomyces sp. TS43310

Alectoria fallacina

KAJ9615145.1

KKY20074.1

TEY37428.1

TGO51629.1

KAF7901251.1

TGO56301.1

KAF7956861.1

XP_038733006.1

EMR81961.1

XP_038811764.1

XP_037193260.1

THV45154.1

TGO20471.1

XP_038768623.1

XP_038760845.1

TGO09160.1

ESZ95592.1

KAJ8071588.1

XP_001589362.1

CAD6453695.1

KAB8303359.1

KAF7872547.1

KAH7346361.1

XP_024325152.1

XP_018126712.1

KAI9732059.1

CAF9943470.1

SQCTLNINVTDLII T

SQCTVALN

SQCTVALN

SQCTVALN

SQGTVALN

SQGTVALN

SQGTVALN

SQGTVALD

SQCGTVALN

SQGTVALN

SQGTVALN

SQGTVALN

SQCTVALN

SQCTVALN

SQCTVALN

NF

EDLII T

DLII T

DLII T

DLII T

DLII T

ADLII T

DLII T

DLVI T

DLII T

DLII T

DLII T

DLII T

DLVI T

DLII T

SQCTIALNYEDLLI T

SQCTVAVK

SQCTVAVK

SQCTIAVK

SQCGTVALK

SQCGTVALK

SQCTATTM

SQGTLNLN

SQCTLNLN

CQGTLAMN

EELII T

EELII T

EELII T

EDLLI T

EELLI T

EKLIL T

TELII T

AELII T

SDLVI T

NF

2.74E-16

9.47E-21

3.85E-20

3.85E-20

3.85E-20

3.85E-20

3.85E-20

3.17E-20

4.47E-19

3.85E-20

3.85E-20

3.85E-20

3.85E-20

4.47E-19

3.85E-20

4.47E-19

8.40E-19

3.19E-18

7.32E-18

1.24E-17

3.03E-17

3.13E-15

3.80E-19

6.39E-18

8.09E-20

KNA' VARYL F

SNVLVAKEFI F

KNVYVEDFL F

KNTYVEDFI F

KNAYVEDFI F

KNAYVEDEFI F

KNAYVEDFL F

KNAYVEDFI F

KNAYVEDEFL F

KNAVYIEDFI F

SKNTYVEDEFI F

KNVYVEDFL F

KNTYVEDFI F

KNAYVEDFL F

KNAYVEDFI F

KNAYVEDFI F

SNAYVEEFV F

SNVRVEDEFI F

SNV VEDFI

SNARVEDFI F

KNAFVEDFI F

SNAYVEDFV F

QNARVCDFI F

ENARVVDFI F

ENARVVDFI F

SNSRVADYI F

ANVRVERFI

1.46E-10

5.91E-10

1.99E-10

2.20E-10

1.46E-10

1.46E-10

1.31E-10

1.46E-10

1.31E-10

4.43E-10

3.29E-9

1.99E-10

2.20E-10

1.31E-10

1.46E-10

1.46E-10

5.94E-9

1.47E-11

5.89E-12

8.83E-12

1.95E-9

2.44E-10

1.25E-9

2.71E-11

2.71E-11

5.47E-11

2.44E-10

SNA

NN

TN

TN

TN

TN

TN

TN

TN

TN

TN

TN

TN

TN

TN

TN

TN

TN

TN

TN

TN

TN

TN

TN

TN

TN

TNA

TvVQQ

TVQT

FQ

FQ

FQ

FQ

AFQ

FQ

FQ

FQ

FQ

FQ

FQ

AFQ

FQ

FQ

FQ

AFR

SFR

AFR

AFQ

AYQ

FQ

AVQ

AVQ

FQ

FNCVLA

4.72E-17

1.87E-14

4.22E-25

4.22E-25

5.72E-26

4.22E-25

441E-22

4.22E-25

4.22E-25

4.22E-25

5.72E-26

4.22E-25

4.22E-25

3.42E-24

4.22E-25

5.72E-26

1.12E-22

1.72E-20

1.53E-19

2.97E-19

3.55E-22

6.43E-21

3.18E-21

1.02E-19

1.04E-18

1.72E-20

9.42E-16

V MVLA

V MVLA

vV MVM

vV MVM

V MVM

V. MVM

I MVM

V. MVM

vV MVM

vV MVM

vV MVM

V MVM

V MVM

vV MVM

vV MVM

V MVM

C MVM

vV MVM

V MVI

V MVI

C MVM

V. MIMA

V. MIIA

I MITIA

V LVI

V LICA

VGEDK

QTEDK

DTEDK

DTEDK

ETEDK

ETEDK

DTEDK

ETEDK

DSEEK

DTEDK

DTEDK

DTEDK

DTEDK

DTEDK

DTEDK

ETEDK

ETEDK

DAQEK

DTQEK

TQEK

DTEDK

DTQEK

NF

ATEDK

ATEDK

STEDK

ISEDK

1.35E-12

7.46E-15

2.25E-13

2.25E-13

1.46E-13

1.46E-13

3.24E-12

1.46E-13

1.13E-11

2.25E-13

2.25E-13

2.25E-13

2.25E-13

2.25E-13

2.25E-13

1.46E-13

3.68E-12

1.67E-10

2.83E-11

5.96E-11

5.23E-12

6.49E-12

1.39E-11

8.53E-11

7.14E-11

4.67E-12

RAAWACVAINLK
RAAWSCAAINLA
RCEWICVCVNLK
RCEWICVCVNLK
RCEWICACVNLK
RCEWICACVNLK
RCEWICVCVNLK
RCEWICACVNLK
RCEWICVCVNLK
RCEWICVCVNLK
RCEWICVCVNLK
RCEWICVCVNLK
RCEWICVCVNLK
RCEWICVCVNLK
RCEWICVCVNLK
RCEWICACVNLK
RCEWTCGVCIDLK
RCEWACVCINLR
RCEWACACVNMR
RCEWACACINMR
RCQWTCVCINLK

RCEWLCTGINLR

RVEWACLGCVNMR

RAEWACVAINLR
RAEWACVAINLR
RAAWACVCVNLQ

NF

1.44E-12

8.58E-11

7.23E-13

7.23E-13

1.68E-12

1.68E-12

7.23E-13

1.68E-12

1.21E-12

7.23E-13

7.23E-13

7.23E-13

7.23E-13

7.23E-13

7.23E-13

1.68E-12

7.23E-13

3.28E-15

6.27E-12

3.58E-12

2.65E-13

5.43E-10

4.48E-11

4.06E-13

4.06E-13

1.55E-11



Alectoria sarmentosa CAD6566374.1 NF ANVRVERFI 2.44E-10 TNAGFNCVLA 9.42E-16 V LICACISEDK 4.67E-12 NF

Lasallia pustulata KAA6413478.1 SQGTLSNE EDLTI A 4.85E-14 SNVKIAQWI F 3.29E-9 NN TINL 3.77E-14 V LVLACLSEDK 2.12E-11 RTAWTCAAIDLA 2.76E-9
Pycnora praestabilis KAI9822666.1 SQCTASFDLNLLVV T 3.22E-13 ANAKVAKFI F 9.51E-11 SN TIQQ 4.27E-17 V MVLACMTEDK  4.95E-13 RTAWTCAAINLA 1.55E-9
Xylona heveae XP_018185306.1 TQCTLIAE SALIL A 5.84E-13 NVRIE FI 3.91E-9 ST NCVKM 1.12E-12 NF RISWACAAINLR 8.16E-12

Accession number: Unique identifier assigned to each biological sequence within the NCBI database. p-value: Probability that a random sequence (of the same length) would match the test motif
with a score equal to or higher than the highest found in the test sequence. NF: Not found.



Figure S4. Motifs location types in putative Rht2 sequences.

Name (7] p-value 7| Motif Locations [7!
1. KAF4435765.1 3.23e-61 | —— (— [ —
2. KAF4470643.1 1.10e-61 | — ] e
3. RSL97308.1 1.64e-60 | — [0 e
4. KAF4445897.1 3.02e-60 | —— [ e
5. KAF5233753.1 4.91e-59 [ — [T e
6. KILB996S5.1 2.64e-61 | — [0 e
7. KAF4334837.1 1.13e-58 | —— [T
8. KAI1019319.1 4.19e-61 | — [T e
9. XP_031011366.1 2.55e-58 [ | — [ e
10. KAF5967796.1 6.44e-62 | —— (— [ —
11. PTD08619.1 4.92e-61 [ | — [0 e
12, KAF4990227.1 3.32e-60 | — [0 e
13. KAF5676768.1 8.79e-61 | — [—— N —
14. RSL66332.1 3.20e-63 | — [T e
15. CAG7554771.1  2.55e-58 [ | — [ e
16. RTE70560.1 1.63e-62 | — [—— N —
17. KAJ4142701.1 2.38e-62 | — [T e
18. XP_045981550.1 2.55e-58 [ | — [ e
19. RSL81449.1 2.32e-62 | — [—— N —
20. KLO93232.1 4.00e-59 | — [—— N —
21. KAF4947967.1 1.68e-59 | — [0 e
22. PCD36796.1 4.92e-61 | — — [ —
23. KAF4992880.1 1.46e-61 | —— (— [ —
24, KAF5665361.1 8.08e-60 | — [0 e
25. KAJ4002951.1 1.04e-61 L | — [ e
26. XP_052910685.1 7.88e-67 [ |— — |
27. RM108909.1 7.88e-67 | — [ e
28. KPA39552.1 3.48e-62 | — ] e
29. RGP64175.1 9.35e-61 L | — — |
30. XP_041689374.1 1.09e-61 | — [T e
31. KAF5715773.1 1.09e-61 | — [0 e
32. XP_044678177.1 1.30e-60 | —— (— [ —
33. KAF5530306.1 7.91e-61 | — [T e
34. XP_031068097.1 2.71e-67 | — ] e
35. RSM09688.1 7.88e-67 [ |— — |
36. KAJ4047383.1 1.90e-60 | — [T e
37. KAJ4328312.1 4.06e-62 | — [0 e
38. 0BS22433.1 1.62e-58 L | — — |
39. KAG4256852.1 1.01e-60 | — [T e
40, KAF5585516.1 1.09e-61 | — [0 e
41, KAF5606259.1 1.09e-61 | —— (— [ —
42. QPC79958.1 4.05e-61 [ — [T e
43. XP_046045510.1 4.19e-61 | — [0 e
44, KAF4970128.1 2.81e-61 | —— [ e
45. XP_046129193.1 2.32e-62 | — [—— N —
46. UPL00732.1 5.18e-63 | — [0 e
47. RGP62770.1 4.00e-61 | — [— [ —
48. XP_037210905.1 1.09e-61 | — [—— N —
49, KAH7263618.1 8.49e-61 | — [0 e
50. XP_003048134.1 1.92e-62 L | — [0 e
1 . . . . 1 . . . . N . . . . . . . .
o] 100 200 300



51.
52.
53.
54.
55.
56.
57.
58.
59.
60.
61.
62.
63.
64.
65.
66.
67.
68.
69.
70.
71.

=

72.
73.
74.
75.
76.
77.
78.
79.
80.
81.

2

82.
83.
84.
85.
86.
87.
88.
89.
90.
91.

2

92.
93.
94.
95.
96.
97.
98.
99.
100.

KAGB361315.1
XP_018759284.1
KAG5750058.1
KAF4976478.1
KAH7159663.1
KAH7143671.1
KAH7002281.1
XP_046110074.1
KAI5458596.1
KPM40292.1
KAF7554329.1
KAG5919883.1
KAG5966788.1
KAG5921632.1
KAG5965626.1
KAG5982393.1
KAG6118839.1
KAG5986980.1
KAG6002038.1
KAG5944898.1
KAG6132685.1
KAG5989301.1
KAG5949601.1
KAG5994791.1
KAGB422976.1
XP_040683175.1
KIK80520.1
XP_014548452.1
KID92007.1
KAHO0597174.1
0AA43280.1
XP_007822448.1
XP_042995238.1
KAK2616729.1
KZZ90826.1
QPH11511.1
RFU78995.1
KAH8127233.1
UKZ86906.1
UKZ67550.1
XP_056030790.1
XP_024752346.1
KAH6605774.1
KAH0452740.1
OPB36448.1
KK097596.1
PTB77621.1
XP_006968899.1
KAH0529301.1
QYsS95815.1

4.92e-61
1.30e-60
3.98e-60
3.28e-57
1.87e-58
1.25e-56
1.23e-59
7.37e-66
1.24e-58
9.00e-55
2.04e-66
8.87e-55
1.76e-58
1.11e-59
6.96e-54
3.45e-55
1.76e-58
9.18e-58
1.34e-56
6.79e-57
1.15e-60
2.15e-60
1.95e-58
1.76e-58
6.32e-64
2.18e-48
8.93e-62
2.40e-63
2.36e-64
1.98e-62
4.04e-58
4.68e-63
5.26e-58
3.76e-64
1.92e-60
3.98e-53
5.34e-56
2.83e-59
1.62e-59
2.95e-57
4.76e-59
2.33e-59
4.33e-60
1.33e-59
2.14e-57
9.53e-58
1.35e-60
5.54e-61
1.41e-57
2.36e-59

— I—
| — [— [ —|
L | — [0 e
— I
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XP_013957984.1
KOS17718.1

XP_018701796.1

. TQV95450.1

XP_006674754.1
0AA70212.1
XP_056054863.1
XP_008602005.1
0AA39919.1
KAJ3497866.1
OAA57048.1
KAJ6441125.1
XP_018181559.1
XP_047841106.1
KIZ71824.1
XP_044720357.1
KND93039.1
POR35566.1
EQK98407.1
CAG9995431.1
CAI6093753.1
CAH0019948.1
CAG9952845.1
CAHO0038538.1
XP_046121130.1
KFH48365.1
KFA76153.1
KFA67805.1
KAH7322735.1
KAIS901541.1
KAJ6789860.1
KAI3530008.1
KAK1724125.1
XP_037184972.1
KAF0316378.1
KAH0442418.1
KAK2059483.1
KAK1986054.1
OLN96240.1
XP_053034241.1
KAK2005828.1
KAK1994865.1
KAI3528431.1
KAJD331578.1
XP_031878303.1
KAH9225977.1
KAK1657259.1
XP_008100482.1
GIC91227.1

OHW97533.1

3.03e-60
6.14e-21
1.66e-57
7.23e-62
5.11e-61
1.40e-58
2.00e-58
4.73e-59
8.94e-59
5.02e-61
4.29e-54
8.49e-52
3.58e-55
2.39e-53
1.05e-55
6.66e-54
1.49e-54
8.71e-52
1.56e-55
1.34e-60
1.04e-61
1.04e-61
8.09e-59
8.81e-60
1.34e-54
8.18e-51
7.95e-56
9.30e-56
4.86e-54
8.51e-62
1.13e-59
2.27e-51
7.51e-46
2.25e-53
6.65e-49
7.60e-67
3.93e-69
1.12e-64
3.76e-50
9.15e-50
9.94e-51
4.91e-52
2.61e-51
1.35e-65
5.17e-50
1.90e-50
3.28e-47
7.66e-48
2.45e-67

5.62e-65
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XP_038743776.1
KAK0371775.1
GJC77217.1
KAK1705670.1
KAF6838802.1
KAK1573862.1
KAJO277668.1
KAJ0337848.1

KXH45981.1

. TDZ14673.1

XP_022475743.1
KAK1540822.1
KAK1635646.1
KAF6829629.1
KXH39943.1

XP_035327966.1

. TQN67810.1

KAF4814982.1

. TEA21432.1

KXH40793.1
KAF6806549.1
KAK2043394.1
KDN67295.1
KAK1490332.1
KAJO162061.1

KZL66573.1

. TDZ54034.1

KAJ3960792.1
XP_036576291.1
KAF4925869.1
KAK2035655.1
XP_028465600.1
KAI1805383.1
XP_047785741.1
XP_033438607.1
XP_049095979.1
KAT1475320.1
KAID095932.1
KAI2777984.1
XP_047863139.1
KAI2463407.1
KAI1454171.1
KAI0896334.1
KAI1445084.1
XP_047849137.1
KAI1774420.1
KAI1377137.1
XP_049117066.1
KAI1399455.1

KAI4864951.1

4.84e-65
1.97e-65
2.49e-65
1.97e-65
2.00e-68
1.17e-49
7.60e-67
7.60e-67
1.20e-65
1.39e-64
2.07e-64
1.97e-65
7.21e-65
§5.21e-68
2.53e-64
1.01e-65
2.48e-67
2.45e-67
1.39e-64
1.64e-51
2.00e-68
2.40e-67
3.39e-50
5.06e-51
5.91e-51
6.26e-67
1.65e-49
2.45e-67
4.72e-68
2.45e-67
1.75e-66
5.86e-60
2.58e-58
1.41e-59
5.37e-58
2.42e-59
4.38e-60
4.59e-57
1.77e-58
8.24e-59
2.81e-60
§9.37e-62
6.48e-62
5.46e-62
2.04e-60
3.28e-57
3.88e-59
2.71e-51
4.98e-56

1.91e-57
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KAID378476.1
KAI2620953.1
KAI1099809.1
KAI1090772.1
KAI1498195.1
KAI1491404.1
XP_051373960.1
KAI1080707.1
KX192914.1
KAJ1329274.1
XP_046013910.1
RY094743.1
RYP11091.1
XP_007841187.1
KAHB199344.1
XP_040718474.1
EMR68577.1
KAK0638609.1
KAK0667676.1
KAK0706185.1
KAK0624188.1
KAK0718985.1
KAJ4286560.1
XP_003658264.1
KAG7294653.1
XP_006692471.1
XP_001504848.1
KAK1751134.1
KXX79238.1
KKY35200.1
XP_052998701.1
XP_044648057.1
KAI7784403.1
POSB81165.1
KAI3399409.1
ROV93292.1
ROWI16112.1
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2.16e-47
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RKU48537.1
SP003607.1
KAHB901217.1
XP_030999529.1
KAK1762806.1
XP_007916963.1
KAJ9149742.1
KAJ4346241.1
KAF9695519.1
XP_038797369.2
KAF3045961.1
KAJ4411464.1
XP_046000075.1
XP_033560487.1
05546826.1
0OAL04400.1
KAF1948264.1
KAF2646682.1
XP_014078238.1
XP_007682054.1
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KAH7071542.1
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1.15e-46
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8.70e-49
1.46e-56
7.77e-55
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XP_025552456.1
XP_025578007.1
0]Z81278.1
XP_026604105.1
XP_025484262.1
GKZ64237.1
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KAJBO71588.1
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1.06e-60
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9.07e-68
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1.10e-68
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1.07e-69
1.57e-67
2.23e-70
1.13e-37
1.09e-64
5.27e-57
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2.83e-39
1.19e-53
3.77e-43
1.75e-59
5.52e-56
1.43e-49
2.43e-51
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9.24e-69
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1.08e-67
4.01e-68
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5.42e-68
1.29e-65
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2.91e-68
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