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Supplementary 1: Multiple sequence alignment of E. festucae Pre2

homologues
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The predicted amino acid sequence of E. festucae Pre2 (EfPre2, EfM3. 072620) is aligned
with the corresponding homologues in N. crassa NcPre2 (NCU05758), F. graminearum FgPre2
(FGSG_02655), M. oryzae MoPre2 (Ste2; MGG_04711) and T. atroviride TaPre2
(TRIATDRAFT_36032). E. festucae Pre2 displays 25.1% amino acid identity to N. crassa Pre2, 42.9%
identity to the F. graminearum homologue, 33.5% identity to the M. oryzae homologue and 39.5%
identity to the T. atroviride homologue. ClustalW was used to align GPCR sequences, with conserved
residues are shaded in grey. Red bars above the sequence mark the predicted seven
transmembrane domains (TM I - TM VII) in E. festucae.



Supplementary 2: Predicted protein topology of E. festucae Pre2
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The predicted Pre2 polypeptide is 399 amino acids in length and is predicted to contain
seven transmembrane domains (TM), an extracellular amino-terminal (N:H) and a long
intracellular carboxy-terminal domain (COOH) as well as intracellular (ICL) and extracellular loop
domains (ECL). Topology was predicted by TMHMM v2.0 and visualised using Protter v1.0 with
predicted transmembrane helices (red) in cell membrane (blue).



Supplementary 3: Multiple sequence alignment of E. festucae Prel

homologues
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The predicted amino acid sequence of E. festucae Prel (EfPrel, EfM3. 016320) is aligned
with the corresponding homologues in N. crassa NcPrel (NCU00138), F. graminearum FgPrel
(FGSG_07270), M. oryzae MoPrel (Ste3; MGG_06452) and T. atroviride TaPrel
(TRIATDRAFT_147894). E. festucae Prel displays 25.3% amino acid identity to N. crassa Prel, 48%
identity to the F. graminearum homologue, 26.3% identity to the M. oryzae homologue and 53%
identity to the T. atroviride homologue. ClustalW was used to align GPCR sequences, with conserved
residues are shaded in grey. Red bars above the sequence mark the predicted seven
transmembrane domains (TM I - TM VII) in E. festucae.



Supplementary 4: Predicted protein topology of E. festucae Prel
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The predicted Prel polypeptide is 503 amino acids in length and is predicted to contain
seven transmembrane domains (TM), an extracellular amino-terminal (N:H) and a long
intracellular carboxy-terminal domain (COOH) as well as intracellular (ICL) and extracellular loop
domains (ECL). Topology was predicted by TMHMM v2.0 and visualised using Protter v1.0 with
predicted transmembrane helices (red) in cell membrane (blue).



Supplementary 5: Multiple sequence alignment of E. festucae Gpr4

homologues
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The predicted amino acid sequence of E. festucae Gpr4 (EfGpr4, EfM3. 044840) is aligned
with the corresponding homologues in N. crassa NcGpr4 (NCU06312), F. graminearum FgGprC
(FGSG_05006) and M. oryzae MoGpr4 (MGG_08803). E. festucae Gpr4 displays 26.3% amino acid
identity to N. crassa Gpr-4, 30.6% identity to the F. graminearum homologue and 19.6% identity to
the M. oryzae homologue. ClustalW was used to align GPCR sequences, with conserved residues are
shaded in grey. Red bars above the sequence mark the predicted seven transmembrane domains
(TMI-TM VII) in E. festucae.
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Predicted protein topology of E. festucae Gpr4
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The predicted Gpr4 polypeptide is 583 amino acids in length and is predicted to contain
seven transmembrane domains (TM), an extracellular amino-terminal (N2H) and an intracellular

carboxy-terminal domain (COOH) as well as intracellular (ICL) and extracellular loop domains
(ECL) with long ICL3. Topology was predicted by TMHMM v2.0 and visualised using Protter v1.0

with predicted transmembrane helices (red) in cell membrane (blue).



Supplementary 7: Multiple sequence alignment of E. festucae Gpr5
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The predicted amino acid sequence of E. festucae Gpr5 (EfGpr5, EfM3.042760) is aligned
with the corresponding homologues in N. crassa NcGpr5 (NCU00300), F. graminearum FgGpr5
(FGSG_05579), M. oryzae MoGpr5 (MGG_04698) and T. atroviride TaGpr5 (TRIATDRAFT_238619).
E. festucae Gpr5 displays 35.1% amino acid identity to N. crassa Gpr-5, 63% identity to the F.
graminearum homologue, 50.1% identity to the M. oryzae homologue and 60.2% identity to the T.
atroviride homologue. ClustalW was used to align GPCR sequences, with conserved residues are
shaded in grey. Red bars above the sequence mark the predicted seven transmembrane domains
(TM1-TM VII) in E. festucae.



Supplementary 8: Predicted protein topology of E. festucae Gpr5
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The predicted Gpr5 polypeptide is 363 amino acids in length and is predicted to contain
seven transmembrane domains (TM), an extracellular amino-terminal (N2H) and an intracellular
carboxy-terminal domain (COOH) as well as intracellular (ICL) and extracellular loop domains
(ECL) with long ICL2. Topology was predicted by TMHMM v2.0 and visualised using Protter v1.0
with predicted transmembrane helices (red) in cell membrane (blue).
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Supplementary 10: Predicted protein topology of E. festucae Gpr6
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The predicted Gpr6 polypeptide is 333 amino acids in length and is predicted to contain
seven transmembrane domains (TM), an extracellular amino-terminal (N2H) and an intracellular
carboxy-terminal domain (COOH) as well as intracellular (ICL) and extracellular loop domains
(ECL) with long ICL2. Topology was predicted by TMHMM v2.0 and visualised using Protter v1.0
with predicted transmembrane helices (red) in cell membrane (blue).
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Supplementary 12: Predicted protein topology of E. festucae Gpr7a
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The predicted Gpr7a polypeptide is 537 amino acids in length and is predicted to contain
seven transmembrane domains (TM), an extracellular amino-terminal (NzH) and a long
intracellular carboxy-terminal domain (COOH) as well as intracellular (ICL) and extracellular loop
domains (ECL) with longer ICL2 and ECL2. Topology was predicted by TMHMM v2.0 and visualised
using Protter v1.0 with predicted transmembrane helices (red) in cell membrane (blue).
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The predicted amino acid sequence of E. festucae Gpr7b (EfGpr7b, EfM3. 040610) is

aligned with the corresponding homologues in N. crassa NcGpr7 (NCU09883), F. graminearum
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M. oryzae MoGpr7a (MGG_13926) and MoGpr7b (MGG_11693) and T.

04628),
atroviride TaGpr7b (TRIATDRAFT

FgGpr7a (FGSG

293686). E. festucae Gpr7b displays 44.7% amino acid identity

to N. crassa Gpr-7, 50% identity to the F. graminearum homologue, 46.3% identity to the M. oryzae
homologue and 54.2% identity to the T. atroviride homologue. ClustalW was used to align GPCR
sequences, with conserved residues are shaded in grey. Red bars above the sequence mark the

predicted seven transmembrane domains (TM [ - TM VII) in E. festucae.
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Supplementary 14: Predicted protein topology of E. festucae Gpr7b
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The predicted Gpr7b polypeptide is 569 amino acids in length and is predicted to contain
seven transmembrane domains (TM), an extracellular amino-terminal (NzH) and a long
intracellular carboxy-terminal domain (COOH) as well as intracellular (ICL) and extracellular loop
domains (ECL) with longer ICL2 and ECL2. Topology was predicted by TMHMM v2.0 and visualised
using Protter v1.0 with predicted transmembrane helices (red) in cell membrane (blue).

14



Multiple sequence alignment of E. festucae Gpr7c
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M. oryzae MoGpr7a (MGG_13926) and MoGpr7b (MGG_11693) and T.
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The predicted amino acid sequence of E. festucae Gpr7c (EfGpr7c, EfM3. 059600) is aligned with the
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sequences, with conserved residues are shaded in grey. Red bars above the sequence mark the

N. crassa Gpr-7, 38.7% identity to the F. graminearum homologue, 39.1% identity to the M. oryzae
predicted seven transmembrane domains (TM [ - TM VII) in E. festucae.
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Supplementary 16: Predicted protein topology of E. festucae Gpr7c
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The predicted Gpr7c polypeptide is 509 amino acids in length and is predicted to contain
seven transmembrane domains (TM), an extracellular amino-terminal (NzH) and a long
intracellular carboxy-terminal domain (COOH) as well as intracellular (ICL) and extracellular loop
domains (ECL) with longer ICL2 and ECL2. Topology was predicted by TMHMM v2.0 and visualised
using Protter v1.0 with predicted transmembrane helices (red) in cell membrane (blue).
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Supplementary 17: Multiple sequence alignment of E. festucae Gpr8

homologues

The predicted amino acid sequence of E. festucae Gpr8 (EfGpr8, EfM3.118420) is aligned
with the corresponding homologues in N. crassa NcGpr8 (NCU03253), F. graminearum FgGpr8
(FGSG_00527), M. oryzae MoGpr8 (MGG_00532) and T. atroviride TaGpr8 (TRIATDRAFT_133045).
E. festucae Gpr8 displays 53.7% amino acid identity to N. crassa Gpr-8, 47.5% identity to the F.
graminearum homologue, 51.3% identity to the M. oryzae homologue and 68% identity to the T.
atroviride homologue. ClustalW was used to align GPCR sequences, with conserved residues are
shaded in grey. Red bars above the sequence mark the predicted seven transmembrane domains
(TM1-TM VII) in E. festucae.
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Supplementary 18: Predicted protein topology of E. festucae Gpr8
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The predicted Gpr8 polypeptide is 495 amino acids in length and is predicted to contain
seven transmembrane domains (TM), a longer extracellular amino-terminal (N2H) and a longer
intracellular carboxy-terminal domain (COOH) as well as intracellular (ICL) and extracellular loop
domains (ECL) with longer ICL3 and ECL3. Topology was predicted by TMHMM v2.0 and visualised
using Protter v1.0 with predicted transmembrane helices (red) in cell membrane (blue).

18



Supplementary 19: Multiple sequence alignment of E. festucae Gpr9

homologues

The predicted amino acid sequence of E. festucae Gpr9 (EfGpr9, EfM3.063600) is aligned
with the corresponding homologues in N. crassa NcGpr9 (NCU03238), F. graminearum FgGpr9
(FGSG_01064), M. oryzae MoGpr9 (MGG_04679) and T. atroviride TaGpr9 (TRIATDRAFT_136196).
E. festucae Gpr9 displays 63.1% amino acid identity to N. crassa Gpr-9, 67.9% identity to the F.
graminearum homologue, 66.4% identity to the M. oryzae homologue and 77.5% identity to the T.
atroviride homologue. ClustalW was used to align GPCR sequences, with conserved residues are
shaded in grey. Red bars above the sequence mark the predicted seven transmembrane domains
(TMI-TM VII) in E. festucae.
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Supplementary 20: Predicted protein topology of E. festucae Gpr9

The predicted Gpr9 polypeptide is 515 amino acids in length and is predicted to contain
seven transmembrane domains (TM), a long extracellular amino-terminal (N:H) and a short
intracellular carboxy-terminal domain (COOH) as well as intracellular (ICL) and extracellular loop
domains (ECL). Topology was predicted by TMHMM v2.0 and visualised using Protter v1.0 with
predicted transmembrane helices (red) in cell membrane (blue).
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Supplementary 22: Predicted protein topology of E. festucae Gpr10

The predicted Gpr10 polypeptide is 323 amino acids in length and is predicted to contain
seven transmembrane domains (TM), a long extracellular amino-terminal (NzH) and a short
intracellular carboxy-terminal domain (COOH) as well as intracellular (ICL) and extracellular loop
domains (ECL). Topology was predicted by TMHMM v2.0 and visualised using Protter v1.0 with
predicted transmembrane helices (red) in cell membrane (blue).
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Supplementary 24: Predicted protein topology of E. festucae Gpr10b

The predicted Gpr10b polypeptide is 336 amino acids in length and is predicted to contain
seven transmembrane domains (TM), a longer extracellular amino-terminal (N2H) and a shorter
intracellular carboxy-terminal domain (COOH) as well as intracellular (ICL) and extracellular loop
domains (ECL). Topology was predicted by TMHMM v2.0 and visualised using Protter v1.0 with
predicted transmembrane helices (red) in cell membrane (blue).
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The predicted amino acid sequence of E. festucae Gpr9b (EfGpr9b, EfM3.080640) is aligned
with the corresponding homologues N. crassa Nc_Gpr9b (NCU08283), F. graminearum FgGpr9b
(FGSG09798), M. oryzae MoGpr9b (MGG_01538) and T. atroviride TaGpr9b
(TRIATDRAFT_161784). E. festucae Gpr9b displays 46.2% amino acid identity to N. crassa Gpr-1,
53.1% identity to the F. graminearum homologue, 52.5% identity to the M. oryzae homologue and
65.9% identity to the T. atroviride homologue. ClustalW was used to align GPCR sequences, with
conserved residues are shaded in grey. Red bars above the sequence mark the predicted seven
transmembrane domains (TM I - TM VII) in E. festucae.
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Supplementary 26

The predicted Gpr9b polypeptide is 1208 amino acids in length and is predicted to contain GPCR-atypical nine transmembrane domains (TM), a long intracellular
27

amino-terminal (NzH) and a long extracellular carboxy-terminal domain (COOH) as well as intracellular (ICL) and extracellular loop domains (ECL). Topology was

predicted by TMHMM v2.0 and visualised using Protter v1.0 with predicted transmembrane helices (red) in cell membrane (blue).
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Supplementary 28: Predicted protein topology of E. festucae Ops1

The predicted Ops1 polypeptide is 302 amino acids in length and is predicted to contain
seven transmembrane domains (TM), an extracellular amino-terminal (N2H) and an intracellular
carboxy-terminal domain (COOH) as well as intracellular (ICL) and extracellular loop domains
(ECL). Topology was predicted by TMHMM v2.0 and visualised using Protter v1.0 with predicted
transmembrane helices (red) in cell membrane (blue).
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Supplementary 29: Multiple sequence alignment of E. festucae Gprll

homologues
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The predicted amino acid sequence of E. festucae Gprl1 (EfGpr11, EfM3.071470) is aligned
with the corresponding homologues N. crassa NcGprll (NCU00182), F. graminearum FgGpr1l1l
(FGSG_05404), M. oryzae Mo_Gprll (MGG_06418) and T. atroviride TaGprll
(TRIATDRAFT_210445). E. festucae Gprl1 displays 60.3% amino acid identity to N. crassa Gpr-11,
67.7% identity to the F. graminearum homologue, 58.9% identity to the M. oryzae homologue and
68.3% identity to the T. atroviride homologue. ClustalW was used to align GPCR sequences, with
conserved residues are shaded in grey. Red bars above the sequence mark the predicted seven
transmembrane domains (TM I - TM VII) in E. festucae.
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Supplementary 30: Predicted protein topology of E. festucae Gpr11

=)
&
&

g

]

69009000006000 @2
;QQQGJO@GO ERWCREEEREEEE
8

()

@

@
)

)

ISECEER)

Gy

G gy
1E MEIVE Ve v

©) (M)
. 0
®p) o@

()

]

(PO e EDREREEEREEEEEREEmI

<EEEEE

-

Vil

g

&

FOORE0E
eeERER

S0
ee

E

s

g

g

CEEEECEEEEWEEEE

&

e@@@@00066@9909009069699999099

990666 CEMREEEREENEEEE)

99000

The predicted Gprll polypeptide is 533 amino acids in length and is predicted to contain
seven transmembrane domains (TM), a long extracellular amino-terminal (NzH) and an
intracellular carboxy-terminal domain (COOH) as well as intracellular (ICL) and extracellular loop
domains (ECL). The N-terminus contains a signal peptide domain (yellow). Topology was predicted
by TMHMM v2.0 and visualised using Protter v1.0 with predicted transmembrane helices (red) in
cell membrane (blue).
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Multiple sequence alignment of E. festucae Gpril3

Supplementary 31

homologues
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The predicted amino acid sequence of E. festucae Gpr13 (EfGpr13, EfM3.038560) is aligned
with the corresponding homologues N. crassa NcGprl3 (NCU06629), F. graminearum FgGpr13

(FGSG_09814), M. oryzae MoGprl3a (MGG_07414), MoGprl3b (MGG_06103) and T. atroviride

P @

3

TaGpri3

3
MoGpr13a
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Fatpr
Gpr-13, 28.8% identity to the F. graminearum homologue, 32.4% identity to the M. oryzae Gprl3a

and 22.2% Gpr13b and 25% identity to the T. atroviride homologue
GPCR sequences, with conserved residues are shaded in grey. Red bars above the sequence mark

Ta_Gpr3 (TRIATDRAFT_83166). E. festucae Gprl3 displays 23.1% amino acid identity to N. crassa
the predicted seven transmembrane domains (TM [ - TM VII) in E. festucae.
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Predicted protein topology of E. festucae Gpr13

Supplementary 32
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The predicted Gprl3 polypeptide is 630 amino acids in length and is predicted to contain
seven transmembrane domains (TM), a long extracellular amino-terminal (N:H) and a long
intracellular carboxy-terminal domain (COOH) as well as intracellular (ICL) and extracellular loop

domains (ECL). Topology was predicted by TMHMM v2.0 and visualised using Protter v1.0 with

predicted transmembrane helices (red) in cell membrane (blue).
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Supplementary 33: Multiple sequence alignment of E. festucae Gprl4a

homologues
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The predicted amino acid sequence of E. festucae Gprl4a (EfGprl4a, EfM3.040570) is
aligned with the corresponding homologues N. crassa NcGprl4 (NCU06987), F. graminearum
FgGprl4a (FGSG_09576), M. oryzae MoGprl4a (MGG_01467), the T. atroviride homologues
TaGprl4a (TRIATDRAFT_152316) and TaGprl4b (TRIATDRAFT_296436). E. festucae Gprl4a
displays 44.1% amino acid identity to N. crassa Gpr-14, 23% identity to the F. graminearum
homologue, 50.9% identity to the M. oryzae homologue and 59.7% identity to the T. atroviride
homologue. E. festucae Gprl4a shares 23.5% identity to T. atroviride TaGpr14b. ClustalW was used
to align GPCR sequences, with conserved residues are shaded in grey. Red bars above the sequence
mark the predicted seven transmembrane domains (TM I - TM VII) in E. festucae.
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Supplementary 34: Predicted protein topology of E. festucae Gpr14a
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The predicted Gpr14a polypeptide is 537 amino acids in length and is predicted to contain
seven transmembrane domains (TM), an extracellular amino-terminal (N:H) and a long
intracellular carboxy-terminal domain (COOH) as well as intracellular (ICL) and extracellular loop
domains (ECL) with longer ECL2. Topology was predicted by TMHMM v2.0 and visualised using

Protter v1.0 with predicted transmembrane helices (red) in cell membrane (blue).
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Supplementary 35: Multiple sequence alignment of E. festucae Gprl4b

homologues

10

Efsor14n - -
TaGpride - -
mwm

EfGpridt
TaGpridc
FgGpri4a
MoGpr14b
NeGorl4

EfGorl4b

TaGpride
FgGpri4a
MoGpr14b
NeGprid

EfGpr1 4b
TaGprl4c
FgGorT4a
MoGpr14b
NeGori4

EfGor14b
TaGpridc
FgGprl4a
MoGpr14b
NeGprid

160
EfGpr1db

TaGpridc
FgGprl4a
MoGpr14b
NeGpr14

amere

58
DK
2] E 0|
DK
HY

L
AQAHQH

=

EfGor14b
TaGpride
FgGprI4a

NeGprid

g

SAVDE

EPVI"T'
Trnwuanzsi
GEDQEEHQTT
PAVIS
PY GG O

EDESE
RHAPY

i
=
S = w
E-
EREEE
Sz
v =
)
e
PEEEE
LR
EEREE
BT
EET TR

The predicted amino acid sequence of E. festucae Gprl4b (EfGprl4b, EfM3. 021230) is
aligned with the corresponding homologues N. crassa NcGprl4 (NCU06987), F. graminearum
FgGprl4b (FGSG_03059), M. oryzae MoGprl4b (MGG_15321) and T. atroviride TaGprléc
(TRIATDRAFT_136442). E. festucae Gpr14b displays 16.6% amino acid identity to N. crassa Gpr-14,
67.7% identity to the F. graminearum homologue, 54.3% identity to the M. oryzae homologue and
69.4% identity to the T. atroviride homologue. ClustalW was used to align GPCR sequences, with
conserved residues are shaded in grey. Red bars above the sequence mark the predicted seven
transmembrane domains (TM I - TM VII) in E. festucae.
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Supplementary 36: Predicted protein topology of E. festucae Gpr14b
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The predicted Gpr14b polypeptide is 581 amino acids in length and is predicted to contain
seven transmembrane domains (TM), an extracellular amino-terminal (N:H) and a long
intracellular carboxy-terminal domain (COOH) as well as intracellular (ICL) and extracellular loop
domains (ECL) with longer ECL2. Topology was predicted by TMHMM v2.0 and visualised using
Protter v1.0 with predicted transmembrane helices (red) in cell membrane (blue).
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Supplementary 37: Predicted protein topology of E. festucae Pth11-1

The predicted Pth11-1 polypeptide is 429 amino acids in length and is predicted to contain
seven transmembrane domains (TM), a long extracellular amino-terminal (N:H) and an
intracellular carboxy-terminal domain (COOH) as well as intracellular (ICL) and extracellular loop
domains (ECL). The N-terminus contains a signal peptide domain and a CFEM domain (magenta).
Topology was predicted by TMHMM v2.0 and visualised using Protter v1.0 with predicted
transmembrane helices (red) in cell membrane (blue).
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Supplementary 38: Predicted protein topology of E. festucae Pth11-2
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The predicted Pth11-1 polypeptide is 446 amino acids in length and is predicted to contain
seven transmembrane domains (TM), a long extracellular amino-terminal (N2H) and a longer
intracellular carboxy-terminal domain (COOH) as well as intracellular (ICL) and extracellular loop
domains (ECL). The N-terminus contains a signal peptide domain and a CFEM domain (magenta).
Topology was predicted by TMHMM v2.0 and visualised using Protter v1.0 with predicted
transmembrane helices (red) in cell membrane (blue).
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Supplementary 39: Predicted protein topology of E. festucae Pth11-3
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The predicted Pth11-3 polypeptide is 482 amino acids in length and is predicted to contain
seven transmembrane domains (TM), a longer extracellular amino-terminal (N2H) and a longer
intracellular carboxy-terminal domain (COOH) as well as intracellular (ICL) and extracellular loop
domains (ECL). The N-terminus contains a CFEM domain (magenta). Topology was predicted by
TMHMM v2.0 and visualised using Protter v1.0 with predicted transmembrane helices (red) in cell
membrane (blue).
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Supplementary 40: Predicted protein topology of E. festucae Pth11-4

HyN- m@
O

®©)
@
@

3
SR HEEREE = )

9900@996@6@0

extra

9009090@09°°

SO,
i

g
g
90600900000096009990

&
o

g

_ésoou

8
o@GOGOQGOO0000960999@@@009909@

096@0@09@009960@00@6

S
0

2t

The predicted Pth11-4 polypeptide is 424 amino acids in length and is predicted to contain
seven transmembrane domains (TM), a longer extracellular amino-terminal (N2H) and a longer
intracellular carboxy-terminal domain (COOH) as well as intracellular (ICL) and extracellular loop
domains (ECL). The N-terminus contains a CFEM domain (magenta). Topology was predicted by
TMHMM v2.0 and visualised using Protter v1.0 with predicted transmembrane helices (red) in cell
membrane (blue).
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Supplementary 41: Predicted protein topology of E. festucae Pth11-5
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The predicted Pth11-5 polypeptide is 414 amino acids in length and is predicted to contain
seven transmembrane domains (TM), a longer extracellular amino-terminal (N2H) and a longer
intracellular carboxy-terminal domain (COOH) as well as intracellular (ICL) and extracellular loop
domains (ECL). The N-terminus contains a CFEM domain (magenta). Topology was predicted by
TMHMM v2.0 and visualised using Protter v1.0 with predicted transmembrane helices (red) in cell
membrane (blue).
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Supplementary 42: Predicted protein topology of E. festucae Pth11-6

©OF
(E) ® 0'0 0
P (R) ()
0 (K) (6)
(R W) (H)
D) (N)240 (c)
® (F) (0
® (s) (N)
D (V) ()
Q 9
,g G \/zm

g

BESBSCOVOOCUUCEOEOEIL

(M)-COOH

W05

The predicted Pth11-6 polypeptide is 305 amino acids in length and is predicted to contain
seven transmembrane domains (TM), a longer extracellular amino-terminal (N2H) and a shorter
intracellular carboxy-terminal domain (COOH) as well as intracellular (ICL) and extracellular loop
domains (ECL). The N-terminus contains a CFEM domain (magenta). Topology was predicted by
TMHMM v2.0 and visualised using Protter v1.0 with predicted transmembrane helices (red) in cell
membrane (blue).
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Supplementary 43: Predicted protein topology of E. festucae Pth11-7
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The predicted Pth11-7 polypeptide is 377 amino acids in length and is predicted to contain
seven transmembrane domains (TM), an extracellular amino-terminal (N2H) and an intracellular
carboxy-terminal domain (COOH) as well as intracellular (ICL) and extracellular loop domains
(ECL). The N-terminus contains a signal peptide domain (yellow). Topology was predicted by
TMHMM v2.0 and visualised using Protter v1.0 with predicted transmembrane helices (red) in cell
membrane (blue).
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Supplementary 44: Predicted protein topology of E. festucae Pth11-8
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The predicted Pth11-8 polypeptide is 440 amino acids in length and is predicted to contain
seven transmembrane domains (TM), an extracellular amino-terminal (N:H) and a longer
intracellular carboxy-terminal domain (COOH) as well as intracellular (ICL) and extracellular loop
domains (ECL). Topology was predicted by TMHMM v2.0 and visualised using Protter v1.0 with
predicted transmembrane helices (red) in cell membrane (blue).
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Supplementary 45: Predicted protein topology of E. festucae Pth11-9

The predicted Pth11-9 polypeptide is 355 amino acids in length and is predicted to contain
seven transmembrane domains (TM), a short extracellular amino-terminal (N2H) and a longer
intracellular carboxy-terminal domain (COOH) as well as intracellular (ICL) and extracellular loop
domains (ECL). Topology was predicted by TMHMM v2.0 and visualised using Protter v1.0 with
predicted transmembrane helices (red) in cell membrane (blue).
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Supplementary 46: Predicted protein topology of E. festucae Pth11-10
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The predicted Pth11-10 polypeptide is 361 amino acids in length and is predicted to
contain seven transmembrane domains (TM), a short extracellular amino-terminal (N2H) and a
longer intracellular carboxy-terminal domain (COOH) as well as intracellular (ICL) and
extracellular loop domains (ECL). Topology was predicted by TMHMM v2.0 and visualised using
Protter v1.0 with predicted transmembrane helices (red) in cell membrane (blue).
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Supplementary 47: Predicted protein topology of E. festucae Pth11-11
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The predicted Pth11-11 polypeptide is 387 amino acids in length and is predicted to
contain seven transmembrane domains (TM), a short extracellular amino-terminal (N2H) and a
longer intracellular carboxy-terminal domain (COOH) as well as intracellular (ICL) and
extracellular loop domains (ECL). Topology was predicted by TMHMM v2.0 and visualised using
Protter v1.0 with predicted transmembrane helices (red) in cell membrane (blue).
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Supplementary 48: Predicted protein topology of E. festucae Pth11-12
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The predicted Pth11-12 polypeptide is 404 amino acids in length and is predicted to
contain seven transmembrane domains (TM), a short extracellular amino-terminal (N2H) and a
longer intracellular carboxy-terminal domain (COOH) as well as intracellular (ICL) and
extracellular loop domains (ECL). Topology was predicted by TMHMM v2.0 and visualised using
Protter v1.0 with predicted transmembrane helices (red) in cell membrane (blue).
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Supplementary 49: Predicted protein topology of E. festucae Pth11-13
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The predicted Pth11-13 polypeptide is 461 amino acids in length and is predicted to
contain seven transmembrane domains (TM), a short extracellular amino-terminal (N2H) and a
long intracellular carboxy-terminal domain (COOH) as well as intracellular (ICL) and extracellular
loop domains (ECL). Topology was predicted by TMHMM v2.0 and visualised using Protter v1.0
with predicted transmembrane helices (red) in cell membrane (blue).
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Supplementary 50: Predicted protein topology of E. festucae Pth11-14
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The predicted Pth11-14 polypeptide is 380 amino acids in length and is predicted to
contain seven transmembrane domains (TM), a short extracellular amino-terminal (N2H) and a
longer intracellular carboxy-terminal domain (COOH) as well as intracellular (ICL) and
extracellular loop domains (ECL). Topology was predicted by TMHMM v2.0 and visualised using
Protter v1.0 with predicted transmembrane helices (red) in cell membrane (blue).
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Supplementary 51: Predicted protein topology of E. festucae Pth11-15

The predicted Pth11-15 polypeptide is 406 amino acids in length and is predicted to
contain seven transmembrane domains (TM), a short extracellular amino-terminal (N2H) and a
long intracellular carboxy-terminal domain (COOH) as well as intracellular (ICL) and extracellular
loop domains (ECL). Topology was predicted by TMHMM vZ2.0 and visualised using Protter v1.0
with predicted transmembrane helices (red) in cell membrane (blue).
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Supplementary 52: Predicted protein topology of E. festucae Pth11-16
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The predicted Pth11-16 polypeptide is 402 amino acids in length and is predicted to contain seven
transmembrane domains (TM), a short extracellular amino-terminal (N2H) and a long intracellular
carboxy-terminal domain (COOH) as well as intracellular (ICL) and extracellular loop domains
(ECL). Topology was predicted by TMHMM v2.0 and visualised using Protter v1.0 with predicted
transmembrane helices (red) in cell membrane (blue).
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Supplementary 53: Predicted protein topology of E. festucae Pth11-17
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The predicted Pth11-17 polypeptide is 426 amino acids in length and is predicted to
contain seven transmembrane domains (TM), an extracellular amino-terminal (N2H) and a short
intracellular carboxy-terminal domain (COOH) as well as intracellular (ICL) and extracellular loop
domains (ECL) with long ECL1-3 and long ICL2. Topology was predicted by TMHMM v2.0 and
visualised using Protter v1.0 with predicted transmembrane helices (red) in cell membrane (blue).
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Supplementary 54: Predicted protein topology of E. festucae Pth11-18
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The predicted Pth11-18 polypeptide is 513 amino acids in length and is predicted to
contain seven transmembrane domains (TM) and a GPCR atypical reverse orientation with long
intracellular amino-terminal (N2H) and a shorter extracellular carboxy-terminal domain (COOH) as
well as intracellular (ICL) and extracellular loop domains (ECL) with long ECL1 and longer ICL3.
Topology was predicted by TMHMM v2.0 and visualised using Protter v1.0 with predicted
transmembrane helices (red) in cell membrane (blue).
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Supplementary 55: Predicted protein topology of E. festucae Pth11-19

The predicted Pth11-19 polypeptide is 431 amino acids in length and is predicted to
contain GPCR atypical nine transmembrane domains (TM), a short extracellular amino-terminal
(NzH) and a longer intracellular carboxy-terminal domain (COOH) as well as intracellular (ICL) and
extracellular loop domains (ECL) with short ICL1 and ECL1 and longer ICL2. Topology was
predicted by TMHMM v2.0 and visualised using Protter v1.0 with predicted transmembrane helices
(red) in cell membrane (blue).
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Supplementary 62: Multiple sequence alignment of E. festucae AcyA

homologues

The predicted amino acid sequence of E. festucae AcyA (EfAcyA, EfM3.022460) is aligned
with the corresponding homologues N. crassa NcCr-1 (NCU08377), F. graminearum Fgacl
(FGSG_01234) and M. oryzae MoMacl (MGG_09898). E. festucae AcyA displays 71.4% amino acid
identity to N. crassa Cr-1, 70.2% identity to the F. graminearum homologue and 72.6% identity to
the M. oryzae homologue. ClustalW was used to sequences, with conserved residues are shaded in

grey.
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Supplementary 63: Multiple sequence alignment of E. festucae Pkacl

homologues

10 20 30 40 50 70 a0
EfPkacl - - p s[§]r - N A A AT—ATAIATSFSKFSD LII"N FFA rlGId 57 APA
FoPkac] - - E H - AlS|s TsEsksiskaraLPRNNRASTSHP T A 7 ~[dl o 0o filo F o
MoPkac] D N - - |8 g AA - - - oo @SFEQAQVLGAP SHMINN AH T 0 yLvie-------
NePhac] L K E 7| H SA - - ceaa ssLorRNSsT QEs 1| MrT S ss.s rsgsv -------
50 100 e 120 130 1 150 160
Effkac pllo s[B]s s vBla r spugeceececoe@eemMsPraagacTrTFaTPVBlMQasQV DS 1 N - - G[Hls o[~ sP ¥
FngacTA Po[SINOPPlA gNQQTAGASDGQ@DHDMDTIKLHKPEYGTNS - - -MSPHDH N o[ @@~ G|N s[Ely v|dlo s
------- GYSVGTEVQAQQP@MN st sogoeeeaFrarprant@searipr ofgs] MNP AV Q- - - -|@le[Mls or sy Fo
Nmﬁ'kacl ATGTTTIDTTHMPTLLPHENPVNMNSVPVQQHAYPPQUHTP SPGVAEDQ I Y - - - D rArixgssn-
180 230 240

EfPkacl .4.4 (. -HPPSA GTDPARM QAY .\P.NAG.HMFD QY 0| & ~@l g s

FgPkac] n RPQTYV GTDPATL Q4 M| ggrsnnggso R Y@ olg| olg|»

MoPkac1 sasasg - @SQFPL PS.HGNGD NFQV s of nann:gpsev D al@l P le#

NePkael = = = = = = = = - - - ¥FVPSV ANGGLP&P P 5 M| ATL praNHH @S ¢4 @ olgl olgl P

480 500 510 520 530 544 560
EfPkact K 1K 182 N s
FgPkacl K VN A N N|
MoPkac 1 R 1[8lr D [ 2] (5] R N|
NePkacl G S R owvislr D s s
580
EfPkact D P x 57 N| M[E|~ p
FgPkacl D PlE|K! v T M[E| T E
MoPkac 1 E T|B|R ¢ - 7|8l N LIE|P G
NePkacl E TUE|R Q- 1 Ligr p

The predicted amino acid sequence of E. festucae Pkacl (EfPkacl, EfM3.015410) is aligned
with the corresponding homologues N. crassa NcPkac-1 (NCU06240), F. graminearum FgPkacl
(FGSG_07251) and M. oryzae MoPkacl (MGG_06368). E. festucae Pkacl displays 73.9% amino acid
identity to N. crassa Pkac-1, 68.1% identity to the F. graminearum homologue and 71.7% identity to
the M. oryzae homologue. ClustalW was used to sequences, with conserved residues are shaded in

grey.
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