Figure S25. PhyML phylogenetic relations and composition of domains for AT2G02480 homologues of representative plant species.
The color legends of species and domains is given below
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Figure S26. PhyML phylogenetic relations and composition of domains for AT2G22640 homologues of representative plant species.
The color legends of species and domains is given below

——'PP00035G00890 T
| —Mapoly013250041
P04 —=SM0144G0170
0.070] ﬂIElPABUUUDQQZﬁ
oel | 0.146

——PAB00031428

0.0644 0111

0.561 —=ATR_00046G01610

0.0331

— CMO00007G07250

00524 0.0145

0.785 =+ MA04G12260

0.0277

‘BD1G03890

0.11] 0.070 0.0706

o~ I | 0.956 SINDICA 02G56350
' 0
012

i

i

i

011
0,981 = 0119

0.53 --SB04G038300

0.0119

02e 0.77 I " 'ZM05G44710

B
(0.00054 0.236 .00
- . " m
B.EIDI 0 00055
" w

51001G39280

i

i

0.0728

MA09G24370
oos ——5103G043720

0.615

i

0

%S;'EI ?‘DBSL PT14G00470
0.00054 PT14G01000

fo.07z

0397

MD00G040030

0.0392

BR09G44130
L ‘@AT2G22640
ﬂ{a{}ﬂit

0.051]
F= “fCRU_004G01710
BR04G12710

0.0111

AL4G02100 (promn [ Peoiman )

O TP4G01680 (Crronmn [|  pronain )
——BV6G01590
— 'CS00006G00110

0.0122

-*GR0O7G23050

0.0348

MEO3787G00090

ol 0344

0.189 TC0001G08140

0232

’RC28333G00110
T ~=—CP00129G00160

0.010

F-"|, ...f EG0009G04780
: [’EGDDDQGDMQO
"GM01G02465
e s “~TU2G025940

0.011

o MT5G030935

0112

Jo.000s =*GM09G33500

0.996 0.00055
" =

‘PPE_006G21830

029
0.0221

0548 “FV0G20940

L0005
" m
0.911 0.131

MDO00G231830

0.00054

003 0.022

BEE
0005
" m
0

i i
0.0833333

taxonpmic identity of protein domain architecture

Poaceae Exocyst_complex_component_Sec6 PF06046_12
Subunit CCDC53 of WASH complex PF10152 8

Braﬁcales Domain_of unknown function DUF4283 PF14111 5
Glycine_rich_domain_containing_protein_like PF07173 11

Out group Trimeric_coiled _coil oligomerisation_domain_of matrilin PF10393 8 (EEEsEE

Amborella trichopoda



Figure S27. PhyML phylogenetic relations and composition of domains for AT2G27300 homologues of representative plant species.
The color legends of species and domains is given below
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Figure S28. PhyML phylogenetic relations and composition of domains for AT2G27600 homologues of representative plant species.
The color legends of species and domains is given below
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Figure S29. PhyML phylogenetic relations and composition of domains for AT2G31300 homologues of representative plant species.
The color legends of species and domains is given below
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Figure S30. PhyML phylogenetic relations and composition of domains for AT2G33540 homologues of representative plant species.
The color legends of species and domains is given below
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Figure S31. PhyML phylogenetic relations and composition of domains for AT2G35110 homologues of representative plant species.
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Figure S32. PhyML phylogenetic relations and composition of domains for AT2G39940 homologues of representative plant species.
The color legends of species and domains is given below
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Figure S33. PhyML phylogenetic relations and composition of domains for AT2G42260 homologues of representative plant species.
The color legends of species and domains is given below
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Figure S34. PhyML phylogenetic relations and composition of domains for AT2G46225, AT5G42030, AT5G24310 homologues of representative plant species.

The color legends of species and domains is given below
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