Figure S45. PhyML phylogenetic relations and composition of domains for AT4G14147 homologues of representative plant species.
The color legends of species and domains is given below
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Figure S46. PhyML phylogenetic relations and composition of domains for AT4G15415 homologues of representative plant species.

The color legends of species and domains is given below
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Figure S47. PhyML phylogenetic relations and composition of domains for AT4G20780 homologues of representative plant species.

The color legends of species and domains is given below

0.0777

PAB00059228

0114

o PAB00049599

0.93] 0317

0.0398

— PAB00029005

0,069
0.911

00777
A

0.835

PAB00042057

—==PAB00029007

0.451

0.285

MA08G01620

MAO08G35060

0.20 - ==(0S07G48340

|
0.97

‘0S|

05 51 0.0033

o
0.0833333

taxonpmic identity of protein

Poaceae

Brassicales

Out group

Eers

0.946

0.102

0.0438

51002G44340

1}.034E
=*°51001G35750

0.0673

SB02G043140

0.0603

029

oeof  ==7M07G30250

THE=ZM02G41020
——HV2550427G00010

1]

+oo:] OSINDICA_08G03870
? LOSDSGO4890

NDICA_03G20380

0503G21380

0.0364

BD1G63480
‘HV369326G00010
ZM01G14400

0.0526

0.9990.0325

0.0402

e —51009G42860

L
0.453 0.141

ZM09G21640

00172

0.073

0.903

0.111
0.1

0.69q

SB01G036390

——HV40390G00010

1 S1003G29670

038
0.662

0.00623

oosf © - OSINDICA_05G21980

) —ZATR_00077G01950
AL8G05290
RU_008G03900

0.02:
%4¥ﬂ[:fff?RDDGDDgﬂo
)

——BR06G38040

P AT5G44460

B_MEI—BRDIGHlSO
—_BR08G12280

0.0616

RU

0.0493

0.126

=“TP7G18850

D.lﬁi
0.93

_007G19720

_DHEALmzlgzo
R @AT4G20780

BR03G45510

0.229

0.25
099 1]

GM09G40740

0.054
.B41

ZMT7G074240

0.739

.D4?l

o 0.00674

o27f

0.346

0.10 0.0561

0.99 Eﬂo-ﬂel

SL10G074740
“E2"sT10G018180
CP00060G00520
o W 5 oaof— - CL10G20760
CM00011G00070

0.252

0.11
0.929 0.065

0.06 EI-! 0.041]

0871 E.?EE

GR05G12530

=TC0004G15220

0.197

bz
0.751

FV6G07930
——MD00G289870

(0.218

0

LMDOOGE)O?UE)O
MDO00G046150

0.88]
bois

1

0.339

VV08G04690
==FG0011G10930

0.0774
0.702

0.453

oz
0.5645

0.302

Sl 0.15
0103 :
0.99

048]
T 0.0912

(0.089]
0.969

E.022‘
L
0.592

CS00036G00580
—_PT06G11250
PT16G14200

0.0867

—=ME09360G00020

0.0958

ME03614G00350
=ZRC27955G00170

domain architecture

EF hand PF00036 31

EF hand PF13202 5

EF hand domain PF13405 5

EF hand domain _pair PF13499 5

EF hand domain _pair PF13833 5

EF hand domain PF14658 5

Cytoskeletal regulatory complex EF hand PF12763 6
Caleosin_related protein PF05042 12

PFO0036.31

PE13405.5

PF13499.5

PE13833.5

PF12763.6

BV7G09250

MD07G013770

PP 0505G24780

EG0001G06690

iz
fizbBazEz3 1 - fioass

En (RS

Secreted protein acidic_and rich in cysteine Ca binding region PF10591 8
SAP _domain PF02037 26

PFO2037.26



Figure S48. PhyML phylogenetic relations and composition of domains for AT4G22910 homologues of representative plant species.
The color legends of species and domains is given below
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Figure S49. PhyML phylogenetic relations and composition of domains for AT4G24210 homologues of representative plant species.
The color legends of species and domains is given below

0.365

PAB00012443

—ATR_00167G00290

0.113
0.687

~=MA09G23160

0432, ,
0.454 H

.36
' |

0.168
0904

o
0.0833333

0.99] 0.14

0.0366

u
0.416 0.0749

| ﬁamms%o
" 2 OSINDICA 02G35760

0.0575

»s—CL08G15860

1 0.0599

———CM00014G01840
CL05G21440

TP CM00029G01660
—FV2G33220

——PPE 001G43410

0.0835

—=MDO08G010450

L0395 0.223

] MD00G284840

0.040 0152

O MDO0O0G374750

0.0934 015 G
T 5,735 DlErvu:n:mm{13950
0.00051 .
PR MD02G013890
0.042

o539
—ND00G166000

0.0369

EI.:IHI m

-
0.777 i

—MD14G005330

0.00055
U

*MD15G002370
.047

0.987 D.Ellll:ll.'_lﬁd

wos] - “MD15G002340

0 00035
U

‘MD00G099780

CP00021G01380
——FG0006G01380

0051

——1C0008G09220

0.14]
0.183

0.96; GR09G27660

0.063]
0.782 0.164

GR10G02380

: 0.101
R U_UETEBROIGIEEZOO
TEEETP7G22190

092 0.143

CRU_007G15970
0.083
593 —'AL7G17940

0.06
0928
0212 .

AT4G24210
—BV0G76780
= oo E'SL04G078390
*E225T04G031350
MT3G102470

0.134
0.108

0.96 —GM06G04640

0. 104

i PR GM04G04540
—J5G003610

0.16

" —"GM17G35610

0.0803
0.851 0.164

GM14G09560

0.137

0.0662

o ——PT14G02210
R eT02G12230
D.06 | 0.111
oo ME09870G00030
" ===RC30170G01530

taxonpmic identity of protein domain architecture

Poaceae

Brassicales

Out group

F box domain PF00646 32
F box like PF12937 6 FF129376
14 3 3 protein PF00244 19 24319
B3 DNA binding_domain PF02362 20 PF02362.20
Domain_of unknown function DUF3446 PF11928 7

Hy

V8447G00010

— ZM04G17380
—5B04G024040

]

fFass)

fFnass]) [ PE00244.19

=)
G
)
G
G
R
CETT
G
(CED
fFazas]i
e §

g

PFO2362.20
PEOZ362 20

(EEE]
fEaassT)
(G|

18857
18837}

)

1285

PFO2362.20

PROZ2362. 20

PF02362.20



Figure S50. PhyML phylogenetic relations and composition of domains for AT4G38600 homologues of representative plant species.
The color legends of species and domains is given below
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Figure S51. PhyML phylogenetic relations and composition of domains for AT5G04470 homologues of representative plant species.
The color legends of species and domains is given below
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Figure S52. PhyML phylogenetic relations and composition of domains for AT5G06650, AT2G41940, AT3G58070 homologues of representative plant species.
The color legends of species and domains is given below
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Figure S583. PhyML phylogenetic relations and composition of domains for AT5G 18410 homologues of representative plant species.
The color legends of species and domains is given below
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Figure S54. PhyML phylogenetic relations and composition of domains for AT1G17580, AT5G20490 homologues of representative plant species.
The color legends of species and domains is given below
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