Figure S35. PhyML phylogenetic relations and composition of domains for AT2G46600 homologues of representative plant species.
The color legends of species and domains is given below
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Figure S36. PhyML phylogenetic relations and composition of domains for AT3G12280 homologues of representative plant species.
The color legends of species and domains is given below
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Figure S37. PhyML phylogenetic relations and composition of domains for AT3G 12400 homologues of representative plant species.
The color legends of species and domains is given below
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Figure S38. PhyML phylogenetic relations and composition of domains for AT3G16630 homologues of representative plant species.

The color legends of species and domains is given below
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Figure S39. PhyML phylogenetic relations and composition of domains for AT3G27000 homologues of representative plant species.
The color legends of species and domains is given below
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Figure S40. PhyML phylogenetic relations and composition of domains for AT3G50530 homologues of representative plant species.
The color legends of species and domains is given below
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Figure S41. PhyML phylogenetic relations and composition of domains for AT5G27320, AT3G05120, AT3G63010 homologues of representative plant species.
The color legends of species and domains is given below

0146

PAB00058240

L —SM0139G0076 EEORERTNe 07555 12 )
= ~=SM0147G0099  ——LE :

—_BD2G25600 @GN ron ;

251003624950 @O o o :

=7 M08G16120 G el /

" E2%7M06G24010 @O oo :

—""0SINDICA_05G30170

%20505G33730

—=HV137029G00010

J U-El?.’r
T £

0.124 .020!
T 0575

0.0261
0.06

'MA10G12850
S EEEMA06G16500

E.ﬂlﬂllﬂ 0.00533
"=

MA05G28120
¥"MA05G28140
MA03G25590
7% L2221 08G06100
0.0945

—\/\V14G04680

0.012 0.127

F- BV0G73220 T orr0e59 12
= I_

0.017

BT I~ *SL01G098390 T - e ]

0.14

' E"25701G036020 (T
==(CS00269G00130
—"TC0005G29560

0.025
0.004] LLtnil]

s GR04G24410

425 018

ke
0.55 E? 4

0.0422

0.0329

0.064 0573 _DEEE ‘GR0O0GO00470
- " RBGR13G620350

WE PT13G02870
“E=¥PT05G04060
E._DIEI

07T 0.0517

0333
0772

EDIS*
L]
0.621

0.0373

RC30128G00980

025
0.0462

5057 _DHEME03614G04190
—ME04285G00150

»
0.646
014] 0.218

L FV6G06920 Gl T T
—1 &~='PPE 006G33680 T ;
MD04G017350

0.00055
L

*MD00G336540

0.9592 §0.00055
" m

‘MDO00G460720
MT1G082210

0.0158

_MEE- GM10G29910
SRR GM20G37430

0.0020] OEREBE U7A0 fPEO785R.12

E.2es

WS P 2740, PED7E5D.17

EReE o710 ez 12

SR 2710 (PEO7850 12

0.0862

0,059

0.00633
" m
0.073
0.996 §0.025

CLO3G16260

CM00025G01470

0.124

EG0002G16120

0.0194
| Ty

=" TP2G20540

0.0178

- AL6G27990

koss
0.573

- 0.021

‘TP3G03940

0.0218

Bras “CRU_003G04200

bois
"
0.345

0.0278

054 msr ‘AL3G04930
TR eAT3G05120

0.238

CP00084G01170

0.0788

—\/\V/07G04170

000055

ek TFESL06G008870

0.997 J0.00293
L

'5T06G008680

0.0401

0.0754 SL09G074270

R 0.07
0.9590.0126

#*ST09G021750
— TP5G00510

0.01: 0.0471

373 BR09G41880

01T
0.00975

bos sl - - BR04G00220
o Lmaﬁomnslo
0.0228

~AL5G34100

025
0.0378

0w | CRU_005G28210
SR @AT3G63010

0.0322

D_DME ‘PT14G13590
593 fo.0205

0.0031 =PT02G21310
§o.00a2t 407

072 0187

0.031 - ME11998G01510

Fs:

0.0343

e ~"ME04457G01370

L
0,712 J 0.0656

———RC29703G00420
—FG0011G28930 ) e

0.135

0017 — pr———FG0008G13820 | ] e
MT1G089310 [BRop15.27 PrO7859.12 |

0.0201

_ -GM02G17010 [P roeEressnRr 559 12
0.994 50,0211

*GM10G02790 [ SFeeaPeo 559 12
MT7G093950 RO 07555 12

0.011

“GM19G33381

0.95°90.0186

GM03G30460
soosd™ ~GR0O8G00720

E m
378 §0.0376
0.045

GR07G13280
il 0.0365,
= TC0001G28620

L
0.745 0.111

—GR04G21430

0.0252

s “FV2G26130
ooeod PLEEEEY3G10120
=1 o - 'CLO9G06170
=*“CM00026G02020
—PPE_008G26270
E:gg‘;'s: 0.859 ol —MD03G023530
TPEYEMD11G027210
——CS00001G08630 O 5 2

—=CP00731G00010 (i e |

booss
0.756 | S | 0.03

0.0334

022
0.845

fooces
0.799

SRR 12740 BFO7859.12 }

fo.0144]
0.791

o
0.0833333

taxonpmic identity of protein domain architecture

Poaceae alpha beta hydrolase fold PFO7859 12
Carboxylesterase family PF00135 27 ((PFO0135.27 |
Brassicales Serine_aminopeptidase  S33 PF12146 7
Platelet_activating factor _acetylhydrolase isoform_ Il PF0O3403 12
Out group Chlorophyllase enzyme PF12740 6
Steryl acetyl hydrolase PF10340 8 PFL0340.8
Amborella trichopoda Chlorophyllase PF07224 10



Figure S42. PhyML phylogenetic relations and composition of domains for AT4G01710, AT5G65274 homologues of representative plant species.
The color legends of species and domains is given below
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Figure S43. PhyML phylogenetic relations and composition of domains for AT4G02570 homologues of representative plant species.
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Figure S44. PhyML phylogenetic relations and composition of domains for AT4G12610 homologues of representative plant species.
The color legends of species and domains is given below

0.174

PPO0001G01900 = PEOETA 11 )
——Mapoly0105s0015 ( PFO5793.11 ]
| ~—PAB00016406 el PFOSTS 11
r 22ATR_00061G01670 & PFOST93 11 )
T 2251009G48200 G RS ] "
0.1
8 0.082] HDT8655016040940 -’:I PFOS733.11 ]
0.2a4 e ——7M09G24630 FETE SR )
1
?25 I L2 BD1G67936 ZECE PFO5793.11 | ( PFO5793.11 )
m 0.0044
0507 mt ““OSINDICA 03G13070 PRO5783.11 )
J 1 0995546 03G14720 el PFO5793 11 J
: —BD3G22897 FE PEO5793 11 T |
0.01
(= F Y OSINDICA 10G07690 SR PFO5793.11 [_pricsss )
0.071]
0.934 e DFE?OSIDGIUQQD Fi3sd | PFO5793.11 [ PFip3an8 )
| - U_me ~=2SB00G00800 ( PrOSTEa 1T )
1 0.01: e 'DEE.E'ZMU:',G 12340 F1aszd PFO5793.11 [ Prioss0E )
A74
ke —SB00G00790 (_Proosans )
="851009G28650 f13sd PFO5793.11 [ PFI03908
1. —MA00G09180 ZE PROGT93.11 |
0.9540.0515 MA11G13350 ( PE05793.11 ]
2581 6G35890 (FECE PF05793.11 f@Pros793.11]
0.035
- FmLufz“-CRu_uoﬁﬁaomo ( PFO73 11 )
ek 0.21 iy 'm?E.ATq.G]_zﬁl[} [ PFO5793.11 J—{PFo5733.11]
1
L — TP6G04900 GE PRO783 11
Riik
= s . —BR09G24560 @ EEEE ]
D.951 1
P ESMBR03G26290 FE PFO5T93 11 )
o ©SL11G012150 ( PFO5793.11 )
P5T11G007030 ( ZRSEER ]
9 - —BV0G25410 ( PFOS79311 )
= B ==EG0005G29750 ( PROST93 11 )
—22500007G03600 GEZ B
LA 0.0529
E=:2 TC0006G22480 ( PFD5793.11 )
0.091
ol TF'GR10G18630 e e -'
El? Q:EEB 0.15
0.857 —( R 02G14590 [ PFO5793.11 )
o1r ]{E CLO7G00610 ( PF05793.11 H PF05793.11 )
* —(CM00018G00090 ( PROS783.11 )
—=1)6G021520 ( PRO78311
= ooz oos— "GM09G01260 G PROSTS3
622
0.0234 - E*GM15G12090 GEX PFO5793.11 'I
Fros 026
e = |6G021530 ( PFOS783 11 ]
0.087 .02]
: 55 o MT2G025590 [ PFO5763.11 ]
el ZMT2G025620 ( PROST83 11 )
EE:LE' 0.108
0538 ——| |4G001240 ( PRO576311 )
o070 —F\V3G02120 [ PEOS793.11 )
0.358 — o
0.995 —=PPE 004G01040 (FE PFO5793.11 |
L0504
058 o1~ - MD05G000690 [ PFOS793.11 )
" B22MDp10G027250 (FIssal PFO5793.11 )
—\/\V00G05900 GE PrO5793 11 )
—CP00075G01150 ( PFOS793.11 ]
s ornf——PT06G00910 ( AT} :
EZ%PT16G01510 LI — -'
——ME07432G00020 e ! 3'
026
0:965 ~—R(C29745G00150 @ 00225 ) PEO783 11 ]
mi'ﬂRc30063G00330 GEZY PROST93 11
—
0.0833333
taxonpmic identity of protein domain architecture
Poaceae Transcription_initiation factor IIF__alpha_subunit_ TFIIF alpha PF05793 11
Zinc_finger C3HC4 type RING finger PF13920 5 ((PF139205 |
Brassicales zinc_ribbon_domain PF13240 5
RNA polymerase |l elongation factor ELL PF10390 8 PF103908
Out group Photosystem | psaA _psaB _protein PF00223 18

Amborella trichopoda



