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Supplementary Table 1

1
2 RetimaodoTats - Urknown ncton
3 RoHm3g0467421  ras-related RABE
4 ReHm3g0467431  WAT-related A\zg:usmwka
5 PREDICTED: LOC101295827 isoform X1
6 type linositol 1
7 ReHm3go467471  Unknown function
8 RcHm3g0467481  midasin isoform X2
9 ReHm3g0467491  Unknown function
10 ReHm3go467501  zinc finger ZAT 1-ike
11 ReHm3go467521  zinc finger ZAT 1-ike
12 ReHm3g0467531  zine finger ZAT 1-ike:
13 RoHm3go467541  zinc finger ZAT11-1ke
14 ReHm3g0467551 125 kDa kinesin-related
15 ReHm3g0467561  WUSCHEL or
16 ReHm3go467571  diaminopimelate chioropiastic-ike
17 ReHm3gO467581  F-box Al2g30490-lke.
18 RcHm3g0467591  Unknown function
19 PREDICTED, L
20 1
21 ReHm3g0467621  serine threonine- kinase AFC1
22 ReHm3g0467631  heat shock cognate 70 kDa ke
23 ReHm3g0467641  heat shock cognate 70 kDa ke
24 ReHm3g0467651  heat shock cognate 70 kDa -like
25 RcHm3g0467661  heat shock cognate 70 kDa ke
26 ReHm3g0467671  heat shock cognate 70 kDa ke
27 ReHm3g0467681  Argininosuccinae Iyas
28 RoHm3g0467691 L
29 RoHm3g0467701  SLOW GREEN chioroplastic-ike:
30 ReHm3g0467721  probable GPI-anchored adhesin PGASS
31 ReHm3go467731  disease resistance RGAT isoform X1
32 RoHm3g0467741  Hydroxyproline-rich g\ycmamwly
3 ReHnRUISTIS  ccopan o
34 RoHm3g0467761 P gucuron acd decarboxiase
35 RoHm3g0467771 Unkoowm e
36 ReHm3Q0467781  Unknown func
37 ReHNGGOAGTTO1 - DNA RNA pobmersos suporamly
38 RoHm3g0467801  Unknown functior
39 ReHm3g0467811  Unknown function
40 RoHm3g0467831  exocyst complex component EXO70AT-like:
41 RHm3g0467841 SCHEL
a2
43 ReHm3g0467861  probable pectate lyase 4
a4
45 ankyrin
6 ankyrin
a7 1 4
48 RHMIOTOZ!  Unkoown fncton
49 ReHm3g0467931  myosin-11 isof
50 RcHm3g0467941 nhcsphahdate phmphalase PAHTike
51 ReHm3go467951 ke
52 RoHm3go467961 PREDICTED: incharsctized protein LOC101314581
53 RcHm3g0467971  alpha partial
54
55 RoHm3g0467991  ABC transporter G family member 20-like
56 tich sp 1
57 RcHm3g0468011  Retinoic acid-induced 3
58 REDICTED: LOC101291256
59 RcHm3g0468031  pathogenesis-related 1A-like
60 RcHm3g0468041  Unknown functior
61 RoHm3g0468051  ALUMINUM SENSITIVE 3-ike
62 PREDICTED! L isoform X1
63 (2937320
64 RoHm3g0468081  dirgent 17-1ke
65 (2937310
66 RoHm3g04e8101  E3 umqum.. Jgase amyopiasic
67 1 10
G0 Rebm3g0i6e121  propable phosphatase zc )
69 RcHm3g0468131  MODIFIER OF SNC1 1
70 RoHm3g0468141  thylakoid membrane cmommasnc
71 RoHm3g0468151  glutathione S-ransferase L3-ike
72 RoHm3g0468161  glutathione S-transferase Li-fike
73 RoHm3g0468171  F-box CPR3-ike
74 poson TNT 1.4
75 RcHm3g0468191  F-box CPR30-Tike
76 ReHiagD46e20! - TBCH domanfamly member 0Bk sforn X1
77 ReHm3g0468211  serine threonine- kinase
78 Rebimgoiesz21  WRKY ranscrpion acor
79 RcHm3g0468231  pentatrcopeptide repes\—mmawmng mitochondrial
80
81 ReHm3g0468251  adenylate kinase. cmomp\asnm-xe
82 ReHm3g0468261  thioredoxin chior
& Reimogodear!  Untoown oncion
84 UDP. 21ke
85 ReHm3g0468291  disease resistance RGAT
86 RcHm3g0468301  Unknown function
87 RoHm3g0468321  disease resistance RGAT
88 ReHm3g0468331  Unknown function
89 RcHm3g0468341  disease resistance
90 ReHm3g0468351  pentatricopepide repeat-containing chioroplastic:
Bl 1
92 RcHm3g0468381  Unknown function
93 RoHm3g0468391  disease resistance RGAT isoform X1
94 ReHm3g0468401  Unknown function
95 RcHm3go468411  disease resistance
96 RoHm3g0468421 penlamwvephde vepes\mnlsm\ng horapesic
o7
96 ReHimgodsed4t  Unknown foncion
%
100 Retim3ghaside!  REVELLES mckorm X1
101 RcHm3g0468471  60S ribosomal L
102 PETALA x1
103 APETALA Sike x1
104
105 ReHm390468521  Unknown function
108 PREDICTED: L , parti
107 PREDICTED, LOC101305581
108 ReHm3g0468551  L-ascorbale peroxidase cylosolic
100 probable LF Kinase AH1g67720
110 RcHm3g0468571  disease resistance RGAT isoform X1
111 RoHm3g0468591  disease resistance RGAT
12 1
13 1
114 ReHm3g0468621  pumilo homolog 12
115 RcHm3g0468641  Unknown function
116 RcHm3g0468651  hypothetical protein PRUPE_ppa016183mg
17 Pt 2
118 RcHm3g0468671  E3 ubiquitin- ligase UPL4.
119 RcHm3g0468681  proteasome subunit bota type-7-A
120 RcHm3g0468691  Unknown function
121
122 X1
123 RcHm390468721  Tudor PWWP MBT superfamily isoform 1
126 ReHmaIGET31  rbonulease H A1965750
125 p
126 PREDICTED
127 ReHm3g0468761  PREDICTED: uncharaclerized protein Loci03362508
128 ReHm3g0468771  PREDICTED: uncharacterized protein LOC103422832
129 ReHM3g0468781  F-box LRR-repeat d-like.
120 ReHnGq04G8791  Tucor PWWP MBT superiamiy sl 1
131 ReHm3g0468801  probable GPl-anchored adhesin
132 RoHm3g0468811  cyolic nucleotide-gated ion channel v
133 RoHm3g0468821 oyl nucleotide-gated ion channel 1-like:
134 ReH3g0468831  Unknown function
135 isoform X1
136 ReHm3g0468861  hydrophobic RCI2A
137 Rl 871 Zinc finger -
138 RcHm3g0468881  ribonuclease P subunit p29
139 RoHm3g0468891  hydrolase family
140 mitachondrial impor TMta-1
141 RcHm3g0468911  CWC15 homolog
142 RoHm390468921  1Q-DOMAIN 1
143 ! IRXg
144
145 DEAD-box. Jicase 57
146 ReHm3g0468961  importin subunit alpha-0
147 1
148 ”
149 ReHm3g0468991  zinc finger BED domain-containing RICESLEEPER 2-like
150 RcHmM3g0469001  POLAR LOCALIZATION DURING ASYMMETRIC DIVISION AND REDISTRIBUTION
151 ReHm3g0469011 mo domain-containing cec-1
152 ReHm3g0469021  defensin Tk-AMP-D!
153 PREDICTED. L 1
154 RoHM390469041  Unknown function
155 ReHm3g0469051  call number regulator 8
156 KRR1
157 ReHnGoQ4G0071 - Poly(A) pohmerase
158
159 mitochon
150 Rebimdgoucotiy - DNA hmdvﬂg fetovin
161 p
162 ReHmM3g0469131 Unvoown o
163 RcHm3g0469141  peroxidase 21
164 ReHm3g0469151  transcription iftation factor TIID subunit 7-lik
165 RcHmM3g0469161  hypothetical protein PRUPE_ppa017061mg
166 RoHm3g0469171  MLO3
167 ReHm3g0469191
168 RcHm3g0469201  ribonuclease H At165750
169 ReHm390469211  aspartic ase nepenthesin-1
170 ReHm3g0469221  probable E3 ubiquitin- igase ARI7
171 RcHm3g0469231  Unknown funcion
172 ReHm390469241  Unknown function
173 ReHm3g0469251  Unknown function
174 RcHm3g0469261  Unknown function
175 ReHm390469271  Unknown function
176 RHm3g0469281  Unknown function
177 RcHm3g0469291  polyubiquit
178 RcHm390469301  DNA-directed RNA polymerase Il subunit ot
179 ReHm3g0469311  Unknown function
180 RcHm3g0469321  DNAdirocted RNA polymeraso Il subunit pe1
181 ReHm390469331  polyubiguitin soform X1
182 ReHm3g0469341  E3 ublquitin-ligase RLIM isoform X1
183 RoHm3g0469351  YLS9-lke
184 RcHM390469361  syntaxin-71-lke
185 ReHm3g0469371 ‘domain-containing 20
185 RcHm3g0469381  zinc finger JACKDAW-Tke
187 ReHm390469391  dnad PSBIPK homolog
188 RcHm3g0469401  fasciclin-like arabinogalactan 11
189 RcHm3g0469411 WD repeat-containing 20-ike
190 RcHm3g0469421  Binding isoform 1
191 ReHm3g0469431  WUSCHEL ortholog
192 RcHm3g0469441  Unknown function
193 PREDICTE!
194 ReHm3g0469461  probable £3 ubiquin- igase LOG2
195 RcHm3g0469471  serine threonine- kinase.
196 RoHm390469481  serine threonine- kinase CCR1
167 ReHm3g0469501  SEC14 cytosolic factor-like
198 RcHm3g0469511  serine threonine- kinase ATHike
199 ReHm3g0469521  V-type proton ATPase subunit G1-like
200 ReHm3g0469531  aquaporin PIP2-1-like
201 ReHm3g0469541  aquaporin PIP2-1-like
202 ReHM390469551 40 ribosomal S16.
203 RosimigDé6s61  hpolhelal proten 845 009G
204 ReHm3g0469571  hypothetical protein PHAVU, UWGZZMODQ
205 ReHm3g0469581  60S. ety
208
207 PREDICTED. L
208 RoHm3g0469611  TIC 20- chioroplastic-lie
200 ReHm3g0469621  wall-associated receptor kinase-ike
210 ReHm3g0469631  wall-associated receptor kinase-like 1
211 ReHm3g0469641  CASP 5A1

ReHm3g0469651  ubiquitin 5 422 ReHm3G0471841  Unknown function
Reimagioonn) . auiespore fcr 6 ke solom X2 423 RcHm3g0471851  F-box kelch-repeat At1g12670
1 PREDICTED: D24 RermosoiT1861  PREDICTED: nehaacried prtein LOCH01310039
RoHm3g0469681 function 425 ReHm3Q0471871  AT-nook molif nuciear-focalized 1-lk
RcHm3g04a9691  cytochrome P50 8TA3 %5 Rebmog0d71ost  NLIimeracing facor e phosphatase
RcHm3g0489701  Unknown funcli 427 RoHm3g0a71891  Unknown function
PREDICTED. protein L 428 RHm3g0a71901  probable C-teminal domain smallphosphatase
RcHm3g0469721  Unknown unction 420 RcHm3g0471911  PREDICTED: uncharacterized protein LOG101308886
8T8 POZ (5903250 430 ReHm3g0471821  culln-t
cytokinin rboside 0e3 431 RoHm3g0a71931 nction
ReHnOgOISSTS 1 Unkoown urcton 432 RoHm3gO471941  hypothetial potein DCAR 031676
ReHm3G0469761  Unknown functo 433 ReHm3g0471951  Unknown functo
ReHmOG046STT1 29 KDa tbonudeo cloroplasic 434 RHm3g0471961  glucomannan 4-bota-mannosylranserase 9
ReHmaGaeet  syaptaagmin ke 435 RoHm3gO471971  pentatricopepide repeat-containing mitochondria
ReHm3G0469791  cthylene- 435 ReHm3g0471981  peroxiredoxin 2E- chioroplastic
Resmos0io5a]  hypoeen oo L34 024375 47 Rolinsgua7ionn  Unkoown aton
ReHm3g0469811 nction 438 RoHm3g472001  enolss
ReHm3g0469521  Homeodk o ity 430 ReHmag0472021 sphcmg Sk Uz sl it Sk
RcHm3g0469831  anaphase-promoting complex suburit & 440 RoHm3g0472031
ReHM3G0469841 408 ribosomal S15a-1 T RekmaapiT200  itre doscease HOTL ke
ReHm3g0469851  Wuschel a2 g I
ReHm3g0469861  phenylalanine ammonia lyaso 443
RCHm3g04g9871  casein kinase Hike. 444 RoHm3g0472071  Unknown function
ReHm3g0469881  AUGMIN subunit 7-ke 445 ReHm3g0472081  delta(14)-sterolreductase
446 RoHm3g0472091  ROST
447 RoHm3g0a72101  serine threonine- kinase CTR1
ReHm3G0468911  adenosine kinase 2 448 ReHm3g0472111  Unknown function
ReHM3G0469921  adenosine kinase 2 49 RendquaTatat  heo sess st acor .3
PREDICTED: rotein L 450 RoHm3go472141 s transaipton factor A-3
ReHmoa0469081  indolrs acocacd miveod ARG U89 Rebmog047a1st  rbosome poducion facior 2 nomelon
RcHm3g0469961  Unknown unction 452 probable GPl-anchored isoform X2
ReHM300469971  Telomere repeat-binding 4 453 RcHm3G0472171 phytosulfokines 6
ReHm3g0468981  transiinli 450 ReHm3g0472181  Unknown function
Rolim3g0d6sssi  whic rown complex nomolog 30 455 RcHm3g0472201  PAN domain-containing A15G03700
bable receptor 456 1 PREDICTED: protein L
ReHm3g0470011 omaee ot DO GRS 457 phenyialaning
ReHM3G0470021  transcrption factor TOP11 458 RcHm3g0472231  Isoleucine N-monooxygenase 2
RN 1 450 RcHm3g0472241  Unknown function
(2932630 450
RcHm3g0470051 DV fam 461
ReHm3G0470061  cel divsion cycle 48 homolog 462 RHm3gO472271  Trnelx anscripton factor GT-2
RAHmQU4TO07 DB ghemeyhanslorace 86AT ke 463 ERFO24
RCHM3g0470081  WUSCHEL {01 pmazo) vescetiong TPese
RcHm3g0470091  aspartate chioroplastic 465 3 NU
RcHm3g0470101  UDP-glycosylransforase 86A1-ike 466 1
REHIIGTONT - UDP glcosylransirase BATke 467 RoHm3gO472321  Uncharacterized Dmle\n TOM_022470
ReHm3G0470121  TSL-kinase interacting 1 isoform 468 ReHm3g0472331  UPFO481 At3gd7200.
RemOs0ATOIS]  praspheycos ybsolethe s X1 165 Rerimosoirzon  Unrosm AGGrTIO0 e
a0 Tz 05 hosonalStae
ReHm3G0470151  transeription nfiation factor TFIID subunit &-ike ant 1Bk
ReHm3gua70161  Actin-rela 472 Rermagoa7Z3r1  histono-ysine Nometnylransterase SETD1E-ike
RCHm3g0470171  thylakoid lamenal kDa chloropiasiic 473 RoHm3g0472381  probable DNA double-sirand break repair Rads0 ATPase
ReHm3G0470181  calcium-dependent kinase 10-ike 474 ReHm3g0472391  Unknown function
Pol poly T 194 475 probable 2
ReHm3g0470201  Cyciin family isoform 1 476 RoHimagDa7ai 1 growtheguiingfacor 3
RcHm3G0470211  GLAVATAS 477 ReHm3g0472421  starch branching enzyme |
ReHM3G0470221  SAUR-Iike auxin-rosponsive a7 o phosphoosterase
RemisOuezs1  SAUR ks s s 479 @ phosphoesterase
ReHnSQOATOZS1 - Acyhosphatas famiysofom 1 8 Retmog0iraist  piorant. g rosstanco 2
Rch:gunozm Unknown functo 481 RcHm3g0472461 BUD3 homolog 2
x1 482 inoleate
ReHm3g0470281  Unkdown funcion 3 RutiniguiT2iel  BTE POZ donmncoriking LA o X1
ReHM3G0470291  histiine-{RNA cytoplasmic 484 RoHm3go472501 POZ domain-containing FBL 1 isoform X1
RcHm3g0470301  zing finger 593 i55 Rermagohostt  KCBh meracing soom
ReHm3G0470311  ABG transportr B family member 1 486 ReHm3g0472521  monodehycroascorbate reductase
ReHM3G0470321  Isoleucine N-monooxygenase 2 487 RcHm3g0472531  Unknown functo
RcHm3g0470331  Wuschel 458 RohmdguaT2se1 605 aoid nbesma\ P221ke
o 489 ReHm3g0472551
PREDICTED, protein LOCTOT: {50 Rermoooirzeo!  UPFoam ABgiTZ00 e
RcHm3g0470371  Unknown function 491 RoHm3g0a72571  Unknown function
ReHm3G0470381  transcripion factor RAX2 402
REHNOGOATOGS1 oo GP}anchored adhes PGASS kam X3 453 ReHndguaTao0t - DN descad RNA plmors Y st 50
GATA zinc finger 494 ReHmquT2eT1 - UPFOIS AGGAT2D
ReHm3g0470411  jacalin elated loctn 3-ik ol sl Aol
RCHm3g0470421  S-adenosyimetionine synthase 3 i Rekmair2001  UPFOAB: AGGATZ00he
Rebmssounist - orsdouries 23 497 RoHm3g0472641  1Q calmodulin-binding moif amily
RoHm3g0470441 ase isoform X1 408 ke
Rebmaanois]  Bunctons es 450 RohndueTasst  Transcrplon o HBP-1a
2 500 RoHm3go472671 o
RcHm3g0470481 3 ubiquitin- igase RFWD3 501 ReHm3g0a72681
ReHM3G0470491  serine threonine- kinase 507 Retmos0iTand  DNAidng oo
t (59639 3 RHMOTZION ONA bndig.
RcHm3g0470511  dual specifcity phosphatase Gdc25 504 11 probable g36180
Pobpepice a5A 505 RoMm3g0d72721 cylocmvme i picr ke
ReHm3g0470541 domain-containing ACR10-ike 506 3
Ream3s0HT0581  Unkoown tmeson 57 Rermosoirare1  Unaown o
RcHm3g0470561  Unknown function 00 ReHmGa0ATaTS) DA posemere 6 subut®
ReHm3G0470571  WUSCHEL 509 ReHm3gQ472761  Uknown function
510 1 PREDICTED: rotein
RcHm3g0470591  NUCLEAR FUSION DEFECTIVE 4-ike 511 PREDICTED: tein L
B beta soform 512 PoHngUeTZIl - cboruseess AgESTSD
ReHnQQOITOGT1 - PREDICTED: uncrsclefzed o LOCH0120181 513 o At590361
RCHm3g0A70621  myb-related 305 i S0 RebmaaiTzn P05 oo Sine
RemauT00  onable pocte hase 13 515 g EREDIGTED protein L
ReHMSQ0470641  dpra cabonic anbyarase ko 516 Alsg036:1
ATich ke fsoform X4 S17 RebmaaniTan  roomicenes 1 AIOSSTS0
blhatre 518 g 1
bitncior 519 factor TFIID subunit 12
REHMOQOHTO6S1  RING fogerand CHY s e domaicomeiing 1-ke 520 d Ag13040
RcHm3g0470701  aquaporin TIP1-1 S21 RoHmdg472ss1 st carrfamiy 35 mmber P14
ReHM3G0470721  UDP-sugar pyrophosphorylase 522 RcHm3g0472891  zinc finger A20 and AN domain-containing stress-associated 4
Sectpiike 1 523 RcHm3go472901  Unknown function
PREDICTED: 524 ReHm3g0472911  hypothetical profein GLYMA 03G175800
REHMSQOHTGTS1  hameshoxine per DG e Rt X1 525  RoHm3g0472021  purple acid phosphatase 22-ike
ReHm3g0470761  Unknown uncton 526 RcHm3g0472931  Unknown function
PREDICTED: protein L 527 ReHm3g0472941 purple acid phosphatase 22-ke
ReHM3G0470781  Unknown function o Fomogturasn - ekl o acr 4 o 1
RcHm3g0470791  Unknown function 20 RHNSOTZNT  pobabe o ac phsphetess 20
530 ReHm3g0472971 umz ZPPER
1 7 551 Retmos0uTann)  CARK pomlptesse 2
ReHRSGOATOGZ!  chosomal S15 (hioroples) 50 Rebmaumirade VIS homley
ReHm3G0470831  zinc finger ZA 533 PREDICTED: protein LOG105352:1
REHMOQOUTOBHT Ay epeat oy soform 53 RoHmIgoTa0Nt
biunctonal d carbor 535 TERMINAL FLOWER 1
536 ReHm3g0473031  Alpha beta-Hycrolases superfamily
1 biunctonal a carto 537 gominsufamdy 3 maroar 2
538 RcHm3gU473061  Unknown fu
RcHm3g0470891  ras-related RABC2arliko 59 Retisousori  ASSGC CbaNsENSTIVE S
ReHm3g0470901  spiicing factor 3A subunit 2-ke 500 RcHm3g0a73081
541 RoHm3g0473091
ReHmag0470021 W repeatcontainig 8 52 ReHm3gua73101
ReHm3gna70831  oxpansin-AS-i 543 ReHm3gua73111
ReHm3go70841  expansin-AS-ike 54 ReHm3go473121
probable LRR 13947570 545 ReHm3gna731a1
ReHm3gua70961  expansin-AS-ike 546 ReHm3gua731a1
ReHm3gOA7O971  uG 57 ReHm3go4731st
ReHm3g0a70981  theumatin precursor 58 ReHm3gua73161
Hm3g047099 y ssium channel 549 ReHm3gU473171
ReHm3go71001  SHOOT GRAVITROPISM 6 fsoform X1 55  RcHm3go473181
ReHm3g0471011  UDP-glycosylransferase 73C1-i 551 cell divsion
ReHm3G0471031  2-aminoethanathiol dioxygenase 552
ReHm3go471041  Unknown fu 553 1 o
RoHm3g0471051 uDPvasyhrsnsYarsse 73CH ke 554 RcHm3g473221  pepicy-prolylcis-trans isomerase PASTICCINO-like
ReHm3G0AT1061  Unknown 555 cel divsion
RemGeQATIar  Ubh ayeomwansesse T3C e 55  RcHm3g0473241  Unknown function
ReHm3go471081  UDP-glycosyllansferase 73C ke 557  ReHm3gOa7a2s!  peroxdase 64
ReHm3g0471091  UDP-glycosyitransferase 73C3-ike 558
ReHm3go471101  UDP-glycosyllransferase 73C3-ike 559 1
ReHm3god71111  UDP-Glycosyltransferase superfanily 50  RcHm3g0473281  Unknown function
g 561
ReHm3go471131  UDP-glycosyltransferase 7301 562 oty i
ReHm3g0a71141  Unknown function 563 1 cel divisior
ReHm3g0471151  UDP-glycosyltransferase 7301 564
ReHm3go471171  probable peciinesierase 15 565
ReHm3go471181  Ghromodomain-helicase-DNA-binding 4 566 a
ReHm3g0471191  Unknown function 567 cel division
ReHm3g0471201  leucine-rch repeat-containing DDB_G0290503 568
ReHm3goaT1211  caffec acid 3-O-methyltansferase 569 1
ReHm3g0471221  acaylgltamate chioroplastic 570
ReHm3go471231  carolene epsilon- chioroplastic 571 RcHm3gO473391  probable disease resistance At4g27220
ReHm3g0d71241  Unknown unction 572 cell divsion
ReHm3g0471251  probable 2-oxoglutarate Folll)dependent dioxygenase 573 RoHm3gQ473411  nuclease HARBI1
ReHm3go471261  uncharacterized permease 574 RcHm3g0473421  Unknown function
ReHm3g071271  RING-H2 finger ATLS2 like 575
Remagr 261 PREDIGTED. snrarsctreed proio LOCTOT01510 576
ReHm3g0471291  vacuolar -sorting-associated 37 hom 577 1
ReHmOQOITISNT i nomlog ol C mamor 6.k 578 a
ReHm3g0471311  DEAD-box ATP-dependent RNA helicase 36 579 ReHm3g0473491  coll division homolog 2- chioroplastic-ike
ReHm3go471321  DEAD-box ATP-dependent RNA helicase 38 580
ReHm3gOa71331  NAC domain-conlaining 67-lke 581 1
ReHm3g0471341  Unknown function 58 ReHm3g0473521  Unknown function
ReHm3go471351  pisti-specfc extens 583 RcHm3g0473531  probable disease resistance At4g27220
ReHnSGOITISE!  DEAD.box ATP-dapendont RNA hecase 38 504 RcHm3g0473541  Unknown funclion
ReHm3g0471371 585
RemGeoATiae!  PELOTA ke 586 RcHm3g0473561  probable disoase rosistance At4g27220
ReHm3g0471301  DEAD-box ATP-dependent RNA helicase 38 567 1 ”
ReHm3g0471401  aspartic ase 2 588 PREDICTED: protein L
ReHm3g0471411  Unknown funct 589 RcHm3g0473591  transciption factor RAXZ-ike
RoHmag0d71421 Do\yadeny\al&bmdmg 7 590  RcHm3g0473601  thylakoid lumenal 19 kDa chioroplastc
ReHm3go471431 function 591 ’ homolog
ResmGaOATIAA]  pesinonerasepeclneserase nior PPEBE-Ke 592 RcHm3g0473621  cylochrome b-ct complox subuni 9-ke
ReHm3ga71451  cactin 503 RcHm3gO473631  YLSG-ike
ReHm3g0471461  wall-associated receptor kinase-like 20 594 RoHm3g473641  YLSOk:
REHTSGDATIATY - peploh | citans amerase FKBP6- st 595  RcHm3g0473651  60S ribosomal L10a-1-ike
ReHm3g0a71481  chioro 596 RcHm3gO473661  iron-sulfur assembly ke mitochondrial
Rebimog0471491 Uk fnch 597
ReHM3g0471501  throonine dehydratase chioroplastic 598 RcHm3g0473681  Syntaxin t-SNARE family
ReHm3god71511  GDSL esterase lipase Al5g03820-1ike 599 RcHm3gO473691  Iron-sulfur cluster biosynthesis family fsoform 1
ReHm3g071521  GDSL estorase lipase At5g03820-1ike 600 oD L
ReHm3g0471531  ribonuciease H At1g5750 601 1
ReHm3g0a71541 3 ubiquiti- hgase UPLY isoform X1 02 RekmaadTIT21  hon-sllrcoter omymhets iy il
ReHm3g0471551  Unknown funct 603 Iron:s
ReHMOG0A7 1551 probabe sat leranc 175 604 RcHm3G0473741  Unknown function
ReHmogolT 151 paiaticopots epea g A5a03800 605
ReHm3g0471581 o-ike 606 Iron:s 1
ReHM3g0471591  pentatricopepida repeat-containing At5g03800 607  RGHm3gO473771  aspartc ase CORT-lke
RoHmag0d71601 608 RcHm3gO473781  aspartc ase COR1-like
ReHm3g0471611  RNA-dependent RNA polymerase 1-1ke 609
ReHm3g0a71621  F-box LRR-ropea Ai3g26922-ko 610
ReHm3god71631  Unknown function 611 RcHm3g0473811  heme-binding chioroplastic
ReHm3g0471641  probable glycosyltransferase At5g03795 612 ReHm3gO473821 PREDICTED: uncharacterized protein LOC105352151
ReHm3goa71651  embr 613 RcHm3g0473831  PREDICTED: uncharacterized profein LOC101292431
ReHm3go471661  Sulfte exporter famiy isoform 1 614 aipha
ReHm3g0471671  SRSF kinase 1 §15 ReHnd73861  PREDICTED: unchracerzed proein A28850
ReHm3g0a71681 605 ribosomal L2d-ike 616 RcHm3g0a73871  Unknown functio
ReHm3g0471691  homeoboxleucine zipper ATHB-51 617 ROHMOQOATIBT F-box KechTapest AHGSTTS0:Ke
ReHm3Q0A71701  F-box PP2-A1S 618 RcHm3g0473891  heterogeneous nuclear ribonucleo R
ReHm3ga71711  stross e 619 RcHm3g0473901  replication A 14 kDa subunit B
ReHRSGOATIT21 gyt ofosotc syt 620 RcHm3gO473911  F-box LRR-repeat Atdg14103-ike
ReHm3g0471731  Urdyiate kina 621 ReHm3g0473921  Unknown function
g rch repeat At1g68400 62  RcHm3g0a73931  transparent testa
Rebm3g04TI751  Lype loctndomain conaning Fecapor kinase ke 623 RoHm3gUa73od1  laccase-15-k
ReHm3go471761  Unknown fu 624 RcHm3g0473051  F-box LRRrepeat Adg14103
RebmaaiT 771 o ndueed 19 Ko 625 RcHm3g0a73961  F-box LRR-repeat Atdg1d103:
ReHmag0d71781 x1 626 1
ReHm3g0471791  cylochrome P450 76AT- 627 RcHm3g0473981  Unknown function
ReHm3g0a71801  cylochrome P50 76A2. 628 RoHm3g0473991  F-box kelchrepeat At1gS7790-ke
ReHm3g0d71811  BOBBER 1-ike 629 RcHm3gO474001  F-box LRR-repeat Atdg14103-ike isoform X1
ReHm3g0471821  Unknown function 630 RcHm3g474011  F-box At5gO3100-lke
g o popt P 631 RcHm3g0a74021  F-box FBD LR repeat Atdg03220




Supplementary Table 2. Rose cultivars used in this study.

Phenotype Rose species/variety Code
R. wichurana WIC
R. gigantea GIG

Simple flower roses | R. chinensis ‘Spontanea’ SPO
R. chinensis ‘Sanguinea’ SAN
R. chinensis ‘Mutabilis’ MUT
R. moschata MOS
R. chinensis ‘Old Blush’ OB
R. x hybrida ‘Rouge Meilland’ RME
R. x hybrida ‘La France’ FRA
R. odorata ‘Hume’s Blush’ HUM

Double Flower roses | R. x hybrida ‘Bébé Fleuri’ BFL
R. x hybrida ‘Bengale d’Automne’ BENG
R. x hybrida ‘Cramoisi Supérieur’ CRAM
R. x hybrida ‘Comtesse de Cayla’ COMT
R. x hybrida ‘Ducher’ DUS
R. x hybrida ‘General Shablikine’ GEN
R. x hybrida ‘Blush Noisette’ NOIS
R. x hybrida ‘Hérodiade’ HERO
R. x hybrida ‘Louise d’Arzens’ LOUI




Supplementary Table 3. Primers used in this study.

RcAP2L_TE_left_border_F GTGGTGAGAAGTAGTTCCTAGCTAG
RcAP2L_TE_left_border_R AGACCAAATAGTAGATCCTCACACG
Genotyping -
primers RcAP2L_TE_right_border_F GAAGCTGCAAGGTCTTTACGTTAAT
RcAP2L_TE_right_border _R GAGACTCTTCCACTTTGTTTCCTTG
RcAP2Lwt_F ATTGCTATGTCATGTCTTCACAACC
RcAP2Lwt_R TATGGATGGGAAAGAAGTTGGAGTT
cDNA RcAP2L_F CACCATGCTAGATCTCAACCTCAA
sequencing | RCAP2LA172_R TTATTTGCTTCGGAAAACCC
primers RcAP2Lwt_R TCAGCTCCTGCAATAGAAAT




Supplementary Data File 1

>At-SMz
VKKSRRGPRSRSSQYRGVTEFYRRTGRWESHIWDCGKQVYLGGFDTAYAAARAYDRAATIKF
RGLDADINEFVVDDYRHDIDKMKNLNKVEFVQTLRRESASFGRGSSKYKGLALQKCTQFKT
HDQIHLFONRGWDAAAIKYNELGKGEGAMKFGAHIKGNGHNDLELSLGI
>Carubv10018526m
VKKSRRGPRSRSSQYRGVTEFYRRTGRWESHIWDCGKQVYLGGFDTAYAAARAYDRAATIKF
RGLDADINEFVVDDYRHDIDKMKNLNKVEFVQTLRRESASFGRGSSKYKGLALQKCTQFKT
HHDQITHLFONRGWDAAALKYNELGKGEGGMKFGAHIK

>At-SNz
KKKSRRGPRSRSSHYRGVTFYRRTGRWESHIWDCGKQVYLGGFDTAYTAARAYDRAAIRF
RGLQADINFIVDDYKQDIEKMKNLSKEEFVQSLRRASASLARGGSKYKNTHMRNDHIHLF
ONRGLNAAAAKCNEIRKMEGDIKLGAHSKGNEHNDLELSLGI

>Carubv10023614m
KKKSRRGPRSRSSNYRGVTFYRRTGRWESHIWDCGKQVYLGGFDTAYTAARAYDRAAIKF
RGLOQADINFIVDDYKQDFEKMKNLSKEEFVQTLRRASASLARGGSKYKNNYMKNDYIHLF
ONROQWNASAAKCNEIRKIEAGEIKLGAHHNKGNEHKDLDLSLGI

>At-TOE2
VKKSRRGPRSKSSQYRGVTFYRRTGRWESHIWDCGKQVYLGGFDTAHAAARAYDRAAVKFE
RGLEADINFVIGDYEEDLKQOMANLSKEEVVQVLRROSSGEFSRNNSRYQGVALQKIGGWGA
OMEQLHGNMGCDKAAVOWKGREAASLIEPHASRMIPEAANVKLDLNLGI
>Carubv10026292m
VKKSRRGPRSKSSQYRGVTEFYRRTGRWESHIWDCGKQVYLGGFDTAHAAARAYDRAAVKF
RGLEADINFIISDYEEDLKOMANLSKEEVVQVLRROSSGEFSRNNSRYQGVALOQKIGGWGA
OMEQFHGNMACDKAATIQWNGRQAASFIEPHGSRMIPEAANVKLDLNLGI
>Medtrl1g049140.1
VRKNRRGPRSRSSQYRGVTEFYRRTGRWESHIWDCGKQVYLGGFDTAHAAARAYDRAAVMF
RGVDADINEFNLSDYEDLKOMRGLSKEEFVLRLRRKTNENSKRSSTYRRTLSLNKYGQGDP
QITTPFVAKEFCHKSPIKRDHEVETSCKPSSIYKGEIVANSNKTGTLHNLDLSLGI
>Prupe.2G220100.1.p
PRKSRRGPRSRSSQYRGVTEFYRRTGRWESHIWDCGKQVYLGGFDTAHSAARAYDRAAIKF
RGVDADINFTLGDYEEDMKQLGHLNKEEFVHVLRROSTGASRGNSKYRGVALPKCGGAGG
RWEARMAQFPEKKVFEKEGIKYNTGREAAAVTNEFVDPSIYEGEVVLDASTEGSGHNLDLS
LGI

>RcHm1g0364341
ARKSRRGPRSRSSQYRGVTEFYRRTGRWESHIWDCGKQVYLGGFDTAHSAAKAYDRAAIKF
RGVDADINEFVLSDYEEDLKOMRHLNKEEFVHVLRROSNGASRGNSKLRGVAAAAAAAAAV
PKIGPFEVRMGQLIPGNKLIKCNGREGVANFDPSIYEGAVVVDASTEGSGHNLDLSLGI
>Fv-gene23252-v1.0-ab_initio
ARKSRRGPRSRSSQYRGVTEFYRRTGRWESHIWDCGKQVYLGGFDTAHSAAKAYDRAAIKF
RGVDADINEFVLSDYEEDLKOMRHLNKEEFVHVLRROSNGASRGNSKFRGVAAAAATAAAM
PKIGPFEVHMGQLIPGNKLIKGNGREGLSNFDPSIYEGEVVVGASTEGSGHNLDLSLGI
>Peaxi11625cf01024g00326.1
AKKSRRGPRSRSSQYRGVTEFYRRTGRWESHIWDCGKQVYLGGFDTAHAAARAYDRAATIKF
RGVDADINFSITDYEEDMKOMKNLSKEEFVQILRROSTGEFSRGNSKFRGVTLOKCGRWEG
RMGQFLGKKDYDKAAITCNGREAISNFOPNTYGREIKEDNKDGGSGENLDLNLWI
>S0lyc04g049800.2.1
HKKSRRGPRSRSSQYRGVTFYRRTGRWESHIWDCGKQVYLGGFDTAHAAARAYDRAAIKF
RGVDADINENITDYNEDMKOMKNLSKEEFVQVLRRHSNGEFSRGNSKYRGVTLHKCGRWEG
QFIGKKAYDKCDGREAVTNFVASTYEREKKEDKRDGGSGENLDLNLWI
>GSVIVT01016352001
RRGPRSRSSQYRGVTFYRRTGRWESHIWDCGKQVYLGGFDTAHAAARAYDRAAIKFRGVD
ADINFSISDYEEDMKOMKNLNKEEFVHILRROQSNGEFSRGSSKYRGVTLHKCGRWEARMGOQ
FLGKKYIYLGLFDSEIEAARAYDKAATRYNGREAVTNEFVPSTYGEGAILEANDRSSGHNL
DLNLGL

>Peaxi11625cf00072g00229.1%*
VKKKSRRGPRSRSSQYRGVTFYRRTGRWESHIWDCGKQVYLGGFDTADVAARAYDRAATK



FRGVDADINFSITDYEEDMKQLKHLGKEEFVHVLRROSNGFSRGSSKFRGVTLHKCGRWE
ARMGQFLGKKYIYLGLFDSEVEAARAYDKAAIKTNGREAVTNFEPSAYEGETISEPQSEG
SHHNLDLNLGI

>S1-AP2e
VKKSRRGPRSRSSQYRGVTFYRRTGRWESHIWDCGKQVYLGGFDTAHTAARAYDRAATKEFE
RGVDADINFSLSDYEEDMQOMKNLGKEEFVHLLRRHSTGFSRGSSKFRGVTLHKCGRWEA
RMGQFLGKKYIYLGLFDSEVEAARAYDKAATIKTSGREAVTNFEPSSYEGETMSLPQSEGS
QHDLDLNLGI

>Peaxi11625cf00389g00028.1%*
VKKSRRGPRSRSSQYRGVTFYRRTGRWESHIWDCGKQVYLGGFDTAHAAARAYDRAATKEFE
RGVDADINFNLSDYDEDMKOMKNLSKEEFVHMLRRQSTGFSRGSSKYRGVTLHKCGRWEA
RMGQFLGKKYIYLGLFDSEVEAARAYDKAATKCNGREAVTNFEPSTYEGETISDPRSEGS
QONLDLNLGI

>S1-AP2d
VKKSRRGPRSRSSQYRGVTFYRRTGRWESHIWDCGKQVYLGGFDTAHAAARAYDRAATKEFE
RGVDADINFNLSDYEEDMKOMKNLSKEEFVHVLRRQSTGFSRGSSKYRGVTLHKCGRWEA
RMGQFLGKKYIYLGLFDSEVEAARAYDKAATKCNGREAVTNFEPSAYEGEINSNPQSEGS
QODLDLNLGI

>Prupe.6G091100.1.p
VKKSRRGPRSRSSQYRGVTFYRRTGRWESHIWDCGKQVYLGGFDTAHAAARAYDRAATKFE
RGVDADINYNLSDYEEDLKOQMKNLTKEEFVHILRRQSTGFSRGSSRYRGVTLHKCGRWEA
RMGQFLGKKYIYLGLFDSEVEAARAYDKAATKCNGREAVTNFEPSTYEGEMISEAGNEDG
DHNLDLNLGT

>GSVIVT01025100001
VKKSRRGPRSRSSQYRGVTFYRRTGRWESHIWDCGKQVYLGGFDTAHAAARAYDRAATKEFE
RGVDADINFNLSDYDEDLKOQMKNLTKEEFVHILRRQSTGFSRGSSKYRGVTLHKCGRWEA
RMGQFLGKKYIYLGLFDSEVEAARAYDKAATKCNGREAVTNFEPSTYEGEMIPEASNEGS
DHNLDLNLGT

>Medtr2g093060.1
AKKSRRGPRSRSSQYRGVTFYRRTGRWESHIWDCGKQVYLGGFDTAHAAARAYDRAATKEFE
RGLDADINFNLVEYEEDMNQMKNLSKEEFVHILRRHSNGFSRGSSKYRGVTLHKCGRWEA
RMGQLLGKKYIYLGLFDSEVEAARAYDKAALKCNGREAVTNFEPSTYENEMKPGAINEGG
SHNLDLNLGM

>Medtr4g061200.2
VKKSRRGPRSRSSQYRGVTFYRRTGRWESHIWDCGKQVYLGGFDTAHAAARAYDRAATKEFE
RGVGADINFNLNDYDDDLKQTKNLSKEEFVQILRRQSNGFSRGSSKYRGVTLHKCGRWEA
RMGQFLGKKYIYLGLFDSEVEAARAYDKAATQNNGREAMTNFEASTYEGEMKSAAINEGG
SONLDLNLGI

>At-TOE1
VKKSRRGPRSRSSQYRGVTFYRRTGRWESHIWDCGKQVYLGGFDTAHAAARAYDRAATKEFE
RGVDADINFTLGDYEEDMKQVONLSKEEFVHILRRQSTGFSRGSSKYRGVTLHKCGRWEA
RMGQFLGKKYIYLGLFDSEVEAARAYDKAAINTNGREAVTNFEMSSYONEINSESNNSET
DLNLGI

>Carubv10025387m
VKKSRRGPRSRSSQYRGVTEFYRRTGRWESHIWDCGKQVYLGGFDTAHAAARAYDRAATKEFE
RGVDADINFTLGDYEEDMKQVONLSKEEFVHILRRQSTGFSRGSSKYRGVTLHKCGRWEA
RMGQFLGKKYIYLGLFDSEVEAARAYDKAAINTNGREAVTNFEMSSYONEINSETNNEGG
HDKLDLNLGM

>Ph-BEN
VKKSRRGPRSKSSQYRGVTFYRRTGRWESHIWDCGKQVYLGGFDTAHAAARAYDRAATKEFE
RGLDADINFNVSDYQDDLKOMTNFTKEEFVHILRRQSTGFSRGSSQYRGVTLHKCGRWES
RMGQFLGKKYIYLGLFDSETIEAARAYYKAATKCNGREAVTNFELSTYEGELSTEADNGGA
SHNLDLNLGI

>S0lyc09g007260.2.1
VKKSRRGPRSRSSQYRGVTFYRRTGRWESHIWDCGKQVYLGGFDTAHAAARAYDRAATKEFE
RGLDADINFNVSDYHDDLKOMGNFSKEEFVHILRRQSTGFSRGSSKYRGVTLHKCGRWEA
RMGQFLGKKAYDKAATIKCNGKEAVTNFELSTYEGELSTEAENGGADHNLDLNLGT
>Ph-BOB



IKKSRRGPRSRSSQYRGVTFYRRTGRWESHIWDGGKQVYLGGFDTAHAAARAYDRAAIKEFE
RGLDADINENVSDYEEDLKOMKNEFSKEEFLHILRROSTGFSRGSSKFRGVTLHKCGRWEA
RMGQLLGKKYIYLGLFDSEIEAARAYDKAAIKSNGREAVTINFELSTYEGVLSSETADIGG
TSHNLDLRLGT

>S0lycl0g084340.1.1
KKSRRGPRSRSSQYRGVTFYRRTGRWESHIWDCGKQVYLGGFDTAHAAARAYDRAATIKFEFR
GLDADINEFNISDYEEDLKQOMKNEFSKEEFVHILRROSNGFSRGSSKYRGVTLHKCGRWEAR
MGOLLGKKYIYLGLFDNEIEAARAYDKAAIKCNGREAVTNFEPNTYEEALSSEADTGGTD
HNIDLNLGI

>Medtr7g100590.1
VKKSRRGPRSRSSQYRGVTEFYRRTGRWESHIWDCGKQVYLGGFDTAHAAARAYDRAAIKF
RGVDADINENVSDYDEDIKQMNNFTKEEFVHILRROSTGFSRGSSKYRGVTLHKCGRWEA
RMGQFLGKKYIYLGLFDSELDAARAYDKAATIKCNGREAVTNFEASSYEGELTSQADNDDI
KONLDLNLGI

>Prupe.6G242400.1.p
VKKSRRGPRSRSSQYRGVTEFYRRTGRWESHIWDCGKQVYLGGFDTAHAAARAYDRAATIKF
RGTEADINENVSDYEDDIKQOMSNFTKEEFVHILRROSTGFSRGSSKYRGVTLHKCGRWEA
RMGQFLGKKYIYLGLFDSEIEAARAYDKAATKCNGREAVTNFEPNSYDGQIMSEAHNGGS
DKSLDLNLGI

>GSVIVT01025548001
VKKSRRGPRSRSSQYRGVTEFYRRTGRWESHIWDCGKQVYLGGFDTAHAAARAYDRAATIKF
RGADADINFAVSDYDEDIKQOMSNFTKEEFVHVLRRGSTGFSRGSSKYRGVTLHKCGRWEA
RMGQFLGKKYIYLGLFDSEIEAARAYDKAATKCNGREAVTNFEPSTYEGEIIFPADNGGS
SONLNLLPNLDLHLGV

>Ph-ROB1
MKKSRRGPRSRSSQYRGVTFYRRTGRWESHIWDCGKQVYLGGFDTAHAAARAYDRAAIKEFE
RGVEADINEFNLEDYEGDLKOMTNLTKEEFVHVLRROSTGFPRGSSKYRGVTLHKCGRWEA
RMGQFLGKKYVYLGLFDTEVEAARAYDKAATKCNGKDAVTNFDPSIYENELNSTESTDSG
ADHNLDLSLGG

>S1-AP2c
IKKSRRGPRSRSSQYRGVTFYRRTGRWESHIWDCGKQVYLGGFDTAHAAARAYDRAAIKEF
RGVEADINFSLEDYESDLKOMTSLTKEEFVHVLRROSTGFPRGSSKYRGVTLHKCGRWEA
RMGQFLGKKYVYLGLFDTEIEAARAYDKAATKCNGKDAVTNEFDPSIYENELNSIESTDNV
ADHNLDLSLGG

>Ph-ROR2
VKKSRRGPRSRSSQYRGVTEFYRRTGRWESHIWDCGKQVYLGGFDTAHAAARAYDRAATIKF
RGVEADINFTLEDYEEDLKOMTNLTKEEFVHVLRROSTGFPRGSSKYRGVTLHKCGRWEA
RMGQFLGKKYVYLGLFDTEVEAARAYDKAATKCNGKDAVTNFDRSIYENELNTTEFTDNA
ADHNLDLSLGS

>S1-AP2a
IKKSRRGPRSRSSQYRGVTFYRRTGRWESHIWDCGKQVYLGGFDTAHAAARAYDRAAIKEFE
RGAEADINFTSKDYEDDLKOMSNLTKEEFVHVLRROSTGFPRGSSKYRGVTLHKCGRWEA
RMGQFLGKKYVYLGLFDTEVEAARAYDKAATKCNGKDAVTNFDRSIYENELNSTECTDNA
TDHNLDLSLGG

>Ph-ROR3
MKKSRRGPRSRSSQYRGVTFYRRTGRWESHIWDCGKQVYLGGFDTAHAAARAYDRAAIKEFE
RGVEADINEFNLEDYEEDLKOMRNLTKEEFVHVLRROSTGFPRGSSKYRGVTLHKCGRWEA
RMGQLLGKKYVYLGLFDTEVEAARAYDKAATKCNGKDAVTNEFDSSIYGNELNLTESTHKA
LDHSLDLSLGG

>S1-AP2b
MKKSRRGPRSRSSQYRGVTFYRRTGRWESHIWDCGKQVYLGGFDTAHAAARAYDRAAIKEFE
RGMEADINEFNLEDYEEDLKOMKNLTKEEFVHVLRROSTGFPRGSSKYRGVTLHKCGRWEA
RMGQLLGKKYVYLGLFDTENEAARAYDKAATKCNGKDAVTNFDPCIYENELNSSECSNKA
ADHSLDLSLGS

>GSVIVT01022081001
LKKSRRGPRSRSSQYRGVTFYRRTGRWESHIWDCGKQVYLGGFDTAHAAARAYDRAAIKF
RGVEADINFSLEDYEEDLKOMGNLTKEEFVHVLRROSTGFPRGSSKYRGVTLHKCGRWEA
RMGQFLGKKYVYLGLFDTEIEAARAYDKAATKCNGKEAVTNFDPSIYENELNSSGNAADH



NLDLSLGG

>Medtr5g016810.1
MKKSRRGPRSRSSQYRGVTFYRRTGRWESHIWDCGKQVYLGGFDTAHAAARAYDRAAIKEFE
RGVEADINEFNIEDYEEDLKOMSNLTKEEFVHVLRROSTGFPRGSSKYRGVTLHKCGRWEA
RMGQFLGKKYVYLGLFDTEIEAARAYDKAATKCNGKEAVTNFDPSTIYDNELNSESSGNAA
DHNLDLSLGN

>Prupe.6G231700.1.p
MKKSRRGPRSRSSQYRGVTFYRRTGRWESHIWDCGKQVYLGGFDTAHAAARAYDRAAIKEFE
RGVEADINFSIEDYEEDLKOMTNLTKEEFVHVLRROSTGFPRGSSKYRGVTLHKCGRWEA
RMGQFLGKKYVYLGLFDTEIDAARAYDKAATIKCNGKEAVTNEFDPSIYENELNPSSESSGV
NAAEHNLDLSLGS

>RcHm2g0106221
MKKSRRGPRSRSSQYRGVTFYRRTGRWESHIWDCGKQVYLGGFDTAHAAARAYDRAAIKEFE
RGVEADINENIDDYEEDLKOMSNLTKEEFVHVLRROSTGFPRGSSKYRGVTLHKCGRWEA
RMGQFLGKKYVYLGLFDTEIDAARAYDKAATIKCNGKEAVTNFDPSIYESELNSTEPSSIN
AGDHNLDLSLGN

>Fv-gene23806-vl1.0-ab_initio
MKKSRRGPRSRSSQYRGVTFYRRTGRWESHIWDCGKQVYLGGFDTAHAAARAYDRAAIKEFE
RGVEADINEFNIEDYEEDLKOMSNLTKEEFVHVLRROSTGFPRGSSKYRGVTLHKCGRWEA
RMGQFLGKKYVYLGLFDTEIDAARAYDKAATIKCNGKEAVTNFDPSIYESELNTTEPASGN
NNAADHNLDLSLGN

>Medtr4g094868.1
MKKSRRGPRSRSSQYRGVTFYRRTGRWESHIWDCGKQVYLGGFDTAHAAARAYDRAAIKEFE
RGVEADINEFNIEDYEEDLKOMTNLTKEEFVHVLRROSTGFPRGSSKYRGVTLHKCGRWEA
RMGQFLGKKYVYLGLFDTEVEAARAYDKAATKCNGKEAVTNFDPSTIYDSELNNSDPASNA
GDHNLDLSLGN

>At-AP2
LKKSRRGPRSRSSQYRGVTFYRRTGRWESHIWDCGKQVYLGGFDTAHAAARAYDRAAIKF
RGVEADINENIDDYDDDLKOMTNLTKEEFVHVLRROSTGFPRGSSKYRGVTLHKCGRWEA
RMGQFLGKKYVYLGLFDTEVEAARAYDKAATKCNGKDAVTNFDPSIYDEELNAESSGNPT
TPQDHNLDLSLGN

>Carubv10004818m
LKKSRRGPRSRSSQYRGVTFYRRTGRWESHIWDCGKQVYLGGFDTAHAAARAYDRAAIKF
RGVEADINENIEDYDDDLKOMTNLTKEEFVHVLRROSTGFPRGSSKYRGVTLHKCGRWEA
RMGQFLGKKYVYLGLFDTEVEAARAYDKAATKCNGKDAVTINFDPSIYDEELNAESSGNHP
TPQDHNLDLSLGN

>At-TOE3
IKKSRRGPRSRSSQYRGVTFYRRTGRWESHIWDCGKQVYLGGFDTAHAAARAYDRAAIKEFE
RGVDADINFDIEDYLDDLKOMGNLTKEEFMHVLRROSTGFPRGSSKYRGVTLHKCGRWES
RLGQFLNKKYVYLGLFDTEIEAARAYDKAATIKCNGKDAVTINFDPKVYEEEEDLSSETTRN
GHNLGLSLGE

>Carubv10026667m
LKKSRRGPRSRSSQYRGVTFYRRTGRWESHIWDCGKQVYLGGFDTAHAAARAYDRAAIKF
RGADADINFDIEDYMDDLKOMGNLTKEEFMHVLRROSTGFPRGSSKYRGVTLHKCGRWES
RLGQFLNKKYVYLGLFDTEIEAARAYDKAATIKCNGKDAVTINFDPKVYEEEDLIPEMKWNG
HNLDLSLGE

>RcHm5g0061501
VKKSRRGPRSRSSQYRGVTEFYRRTGRWESHIWDCGKQVYVGGFDTAHAAARAYDRAATIKF
RGVDADINYNLSDYEEDMKOMKNLTKEEFVHILRROSTGFSRGSSRYRGVTLHKCGRWEA
RMGQFLGKKYIYLGLFDSEVEAARAYDKAATIKCNGREAVTINFEASTYEGEMISDAVNEDG
NHNLDLNLGI

>Fv-gene25362-v1.0-ab_initio
VKKSRRGPRSRSSQYRGVTEFYRRTGRWESHIWDCGKQVYLGGFDTAHAAARAYDRAAIKF
RGVDADINYNLSDYEEDMKOMKNLTKEEFVHILRROSTGFSRGSSKYRGVTLHKCGRWEA
RMGQFLGKKYIYLGLFDSEVEAARAYDKAATIKCNGREAVTINFEASTYEGEMISDAGNEDG
NHNLDLNLGI

>RcHm3g0468481
VKKSRRGPRSRSSQYRGVTEFYRRTGRWESHIWDNGKQVYLGGFDTAHSAARAYDRAATIKF



RGTEADINFNVSDYDEDIKQMSKEFTKEEFVHILRROSTGFARGSSKYRGVTLHKCGRWEA
RMGOLLGKKYIYLGLFDSEIEAARAYDQAATKCHGREAVTNFNPSLYDGEIMAEANNAGI
DDSLDLNLGI

>RcHt S$350.36
VKKSRRGPRSRSSQYRGVTEFYRRTGRWESHIWDNGKQVYLGGFDTAHSAARAYDRAAIKE
RGTEADINFNVSDYDEDIKQMSKEFTKEEFVHILRROSTGFARGSSKYRGVTLHKCGRWEA
RMGOLLGKKYIYLGLFDSEIEAARAYDQAATKCHGREAVTNFNPSLYDGEIMAEANNAGI
DDSLDLNLGI

>Fv-genel8070-v1l.0-ab_initio
VKKSRRGPRSRSSQYRGVTEFYRRTGRWESHIWDNGKQVYLGGFDTAHSAARAYDRAAIKE
RGTEADINFSVGDYDEDIKQMSNYTKEEFVQILRROSTGFARGSSKYRGVTLHKCGRWEA
RMGOLLGKKYIYLGLFDTEIEAARAYDOQAATKCHGSEAVTNENPILYDGEIEAEPNNAGM
DGSLDLNLGI

>Ph-ANT1
HRKSIDTFGORTSQYRGVTRHRWTGRYEAHLWDNSCKKEGQSRKGRQVYLGGYDMEEKAA
RAYDLAALKYWGPSTHINFPLENYQKELEDMNNMTRQEYVAHLRRKSSGFSRGASMYRGV
TRHHQHGRWQARIGRVAGNKDLYLGTFSTQEEAAEAYDVAATIKFRGANAVTNFDMSRYEV
ERIMASNTLLSGELARRKKDT

>Ph-ANT2
HRKSIDTFGORTSQYRGVTRHRWTGRYEAHLWDNSCKKEGQTRKGRQVYLGGYDMEEKAA
RAYDLAALKYWGPSTHINFPLENYQKELEEMKNMTRQEYVAHLRRKSSGFSRGASMYRGV
TRHHQHGRWQARIGRVAGNKDLYLGTFSTQEEAAEAYDVAATIKFRGVNAVTNFDISRYDV
EKIMASNTLPAGEFARRTKER

>At-ANT
HRKSIDTFGORTSQYRGVTRHRWTGRYEAHLWDNSFKKEGHSRKGRQVYLGGYDMEEKAA
RAYDLAALKYWGPSTHTNEFSAENYQKE IEDMKNMTRQEYVAHLRRKSSGEFSRGASIYRGV
TRHHQHGRWQARIGRVAGNKDLYLGTFGTQEEAAEAYDVAAIKFRGTNAVTNFDITRYDV
DRIMSSNTLLSGELARRNNNS
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