
Tca|Thecc1EG021682t1

Ptr|Potri.008G071300.1

Egu|p5 sc00002.V1.gene962

Cpa|evm.model.supercontig 21.195

Vvi|GSVIVT01032781001

Tca|Thecc1EG045048t1

Spu|SapurV1A.3798s0010.1.p

Ptr|Potri.019G010200.1

Egu|p5 sc01973.V1.gene4

Ppe|Prupe.6G278600.1.p

Tca|Thecc1EG015563t1

Cpa|evm.model.supercontig 13.140

Pab|MA 10436704g0010

Ptr|Potri.015G093600.1

Vvi|GSVIVT01011168001

Ptr|Potri.002G068400.1

Csi|orange1.1g022763m

Pab|MA 10433499g0020

Smo|Smo-68041

Spu|SapurV1A.0499s0110.1.p

Cca|Cc10 g14290

Egu|p5 sc01029.V1.gene2

Cca|Cc05 g08380

Ptr|Potri.001G026000.1

Tca|Thecc1EG042467t1

Tca|Thecc1EG006441t1

Ppe|Prupe.5G152800.1.p

Egr|Eucgr.G03225.1.p

Smo|Smo-102611

Egu|p5 sc00017.V1.gene116

Ptr|Potri.019G006600.1

Ppe|Prupe.4G107000.1.p

Csi|orange1.1g019823m

Jcu|Jcr4S14744.10

Tca|Thecc1EG010751t1

Cpa|evm.model.supercontig 117.75

Cpa|evm.model.supercontig 7.72

Smo|Smo-408663

Ptr|Potri.001G179800.1

Egu|p5 sc00012.V1.gene701

Vvi|GSVIVT01035465001

Spu|SapurV1A.0435s0090.1.p

Cpa|evm.model.supercontig 137.19

Egu|p5 sc00105.V1.gene14

Atr|evm 27.model.AmTr v1.0 scaffold00019.159

Egu|p5 sc00020.V1.gene680

Cpa|evm.model.supercontig 181.13

Egu|p5 sc00020.V1.gene196

Ppe|Prupe.1G456500.1.p

Cca|Cc02 g25370

Vvi|GSVIVT01028683001

Egr|Eucgr.F02707.1.p

Smo|Smo-73941

Egu|p5 sc00121.V1.gene110

Atr|evm 27.model.AmTr v1.0 scaffold00001.321

Ptr|Potri.015G105800.1

Ptr|Potri.005G191900.1

Csi|orange1.1g006925m

Ptr|Potri.006G005300.1

Egr|Eucgr.J02286.1.p

Spu|SapurV1A.0841s0060.1.p

Ppe|Prupe.5G017700.1.p

Csi|orange1.1g040756m

Spu|SapurV1A.0226s0070.1.p

Jcu|Jcr4S11643.10

Ptr|Potri.005G192000.1

Spu|SapurV1A.0639s0010.1.p

Egu|p5 sc00120.V1.gene80

Csi|orange1.1g021525m

Pab|MA 6944g0010

Cca|Cc01 g16960

Spu|SapurV1A.0541s0070.1.p

Ptr|Potri.014G051200.1

Egu|p5 sc00002.V1.gene441

Smo|Smo-438544

Tca|Thecc1EG028688t1

Csi|orange1.1g016782m

Smo|Smo-403539

Spu|SapurV1A.0243s0160.1.p

Atr|evm 27.model.AmTr v1.0 scaffold00022.360

Smo|Smo-441102

Ppe|Prupe.2G090800.1.p

Ptr|Potri.008G025600.1

Smo|Smo-419055

Pab|MA 49315g0010

Egu|p5 sc00062.V1.gene78

Cca|Cc02 g31850

Csi|orange1.1g006924m

Ptr|Potri.016G005900.1

Cca|Cc00 g33380

Cca|Cc04 g00940

Egr|Eucgr.L02411.1.p

Csi|orange1.1g017956m

Spu|SapurV1A.0260s0280.1.p

Pab|MA 47951g0010

Ppe|Prupe.4G244300.1.p

Jcu|Jcr4S04332.40

Atr|evm 27.model.AmTr v1.0 scaffold00008.240

Spu|SapurV1A.0263s0160.1.p

Pab|MA 905082g0010

Ppe|Prupe.3G118000.1.p

Atr|evm 27.model.AmTr v1.0 scaffold00002.137

Vvi|GSVIVT01035569001

Egr|Eucgr.B03553.1.p

Csi|orange1.1g022750m

Egu|p5 sc00013.V1.gene383

Egr|Eucgr.A00307.1.p

Ptr|Potri.013G039100.1

Spu|SapurV1A.0504s0110.1.p

Tca|Thecc1EG029695t1

Egr|Eucgr.A01571.1.p

Smo|Smo-438363

Ppe|Prupe.8G028800.1.p

Csi|orange1.1g038571m

Atr|evm 27.model.AmTr v1.0 scaffold00006.275

Pab|MA 11552g0010

Cpa|evm.model.supercontig 128.45

Csi|orange1.1g015940m

Egu|p5 sc00122.V1.gene238

Atr|evm 27.model.AmTr v1.0 scaffold00040.290

Csi|orange1.1g009174m

Egu|p5 sc00004.V1.gene658

Ptr|Potri.012G117500.1

Egu|p5 sc01019.V1.gene12

Tca|Thecc1EG001348t1

Smo|Smo-415005

Egu|p5 sc00029.V1.gene104

Tca|Thecc1EG015844t1

Spu|SapurV1A.0655s0060.1.p

Egu|p5 sc00062.V1.gene79

Smo|Smo-68039

Egr|Eucgr.A00520.1.p

Egr|Eucgr.C01064.1.p

Atr|evm 27.model.AmTr v1.0 scaffold00055.148

Spu|SapurV1A.3567s0020.1.p

Cpa|evm.model.supercontig 23.117

Egu|p5 sc00022.V1.gene503

Atr|evm 27.model.AmTr v1.0 scaffold00002.627

Spu|SapurV1A.0445s0160.1.p

Ptr|Potri.005G191700.1

Csi|orange1.1g007316m

Tca|Thecc1EG044087t1

Csi|orange1.1g039131m

Ptr|Potri.002G068700.1

Tca|Thecc1EG035571t1

Spu|SapurV1A.5612s0010.1.p

Pab|MA 8215969g0010

Atr|evm 27.model.AmTr v1.0 scaffold00040.203

Cca|Cc03 g13070

Tca|Thecc1EG037914t1

Csi|orange1.1g048259m

Cpa|evm.model.supercontig 37.120

Egr|Eucgr.J02613.1.p

Egr|Eucgr.D02541.1.p

Spu|SapurV1A.0110s0020.1.p

Egu|p5 sc00034.V1.gene655

Pab|MA 18871g0020

Spu|SapurV1A.0439s0120.1.p

Tca|Thecc1EG043551t1

Pab|MA 74910g0010

Csi|orange1.1g024542m

Egu|p5 sc00012.V1.gene80

Csi|orange1.1g016093m

Ppe|Prupe.5G137600.1.p

Vvi|GSVIVT01033746001
Ptr|Potri.006G117500.1

Cpa|evm.model.supercontig 130.35

Egu|p5 sc00128.V1.gene71

Ptr|Potri.003G104500.1

Smo|Smo-79941

Tca|Thecc1EG016743t1

Ppe|Prupe.1G405000.1.p

Cca|Cc08 g11310

Ptr|Potri.001G028400.1

Spu|SapurV1A.0066s0030.1.p

Vvi|GSVIVT01021832001

Cca|Cc00 g31390

Cpa|evm.model.supercontig 1453.1

Egu|p5 sc00057.V1.gene415

Smo|Smo-85122

Pab|MA 79619g0010

Spu|SapurV1A.0135s0330.1.p

Ptr|Potri.006G117300.1

Spu|SapurV1A.0089s0520.1.p

Ptr|Potri.018G049700.1

Egu|p5 sc00043.V1.gene256
Egu|p5 sc00080.V1.gene321

Jcu|Jcr4S06435.20

Egr|Eucgr.F04240.1.p

Ptr|Potri.003G163000.1

Spu|SapurV1A.0002s0250.1.p

Vvi|GSVIVT01008644001

Vvi|GSVIVT01034705001

Cpa|evm.model.supercontig 2145.1

Atr|evm 27.model.AmTr v1.0 scaffold00009.218

Spu|SapurV1A.0009s0880.1.p

Ppe|Prupe.1G216100.1.p

Pab|MA 68810g0010

Vvi|GSVIVT01026588001

Pab|MA 113047g0010

Spu|SapurV1A.0231s0350.1.p

Cpa|evm.model.supercontig 403.1

Ptr|Potri.016G117300.1

Csi|orange1.1g014869m

Vvi|GSVIVT01017112001

Cca|Cc09 g06700

Csi|orange1.1g025430m

Vvi|GSVIVT01003683001

Ppe|Prupe.2G039000.1.p

Vvi|GSVIVT01036939001

Egr|Eucgr.B03456.1.p

Ppe|Prupe.2G253200.1.p

Csi|orange1.1g007139m

Ptr|Potri.001G129900.1

Smo|Smo-409669

Egr|Eucgr.K02072.1.p

Pab|MA 7129732g0010

Egu|p5 sc00147.V1.gene217

Ptr|Potri.010G235000.1

Tca|Thecc1EG029325t1

Ptr|Potri.002G139500.1

Spu|SapurV1A.0285s0240.1.p

Spu|SapurV1A.0066s0020.1.p

Csi|orange1.1g040954m

Csi|orange1.1g022770m

Spu|SapurV1A.0107s0160.1.p

Ppe|Prupe.5G142400.1.p

Ppe|Prupe.8G028500.1.p

Csi|orange1.1g041038m

Egr|Eucgr.A01572.1.p

Smo|Smo-440669

Tca|Thecc1EG022395t1

Tca|Thecc1EG022457t1

Spu|SapurV1A.0047s0660.1.p
Ptr|Potri.011G147400.1

Ptr|Potri.018G075500.1

Egu|p5 sc00012.V1.gene90

Jcu|Jcr4S16855.10

Egu|p5 sc00064.V1.gene350

Pab|MA 20603g0010

Vvi|GSVIVT01034687001

Ppe|Prupe.8G201900.1.p

Egu|p5 sc00026.V1.gene169

Cca|Cc11 g16470

Egu|p5 sc00135.V1.gene296

Atr|evm 27.model.AmTr v1.0 scaffold00007.2

Ptr|Potri.003G118600.1

Egr|Eucgr.E01205.1.p

Smo|Smo-413913

Egu|p5 sc00193.V1.gene117

Vvi|GSVIVT01034523001

Egu|p5 sc00013.V1.gene42

Egu|p5 sc00033.V1.gene153

Atr|evm 27.model.AmTr v1.0 scaffold00063.98

Ptr|Potri.008G027000.1

Ptr|Potri.003G056000.1

Csi|orange1.1g019686m

Ptr|Potri.003G083800.1

Ppe|Prupe.3G071500.1.p

Pab|MA 79519g0010

Cpa|evm.model.supercontig 2.95

Spu|SapurV1A.0710s0040.1.p

Smo|Smo-24518

Tca|Thecc1EG035562t1

Ptr|Potri.016G096300.1

Atr|evm 27.model.AmTr v1.0 scaffold00030.37

Egr|Eucgr.J02994.1.p

Cpa|evm.model.supercontig 192.2

Ppe|Prupe.2G121200.1.p

Egr|Eucgr.J01012.1.p

Ptr|Potri.001G150600.1

Spu|SapurV1A.0033s0070.1.p

Ppe|Prupe.6G162600.1.p

Cca|Cc00 g33210

Smo|Smo-406969

Ppe|Prupe.3G036000.1.p

Pab|MA 69787g0010

Atr|evm 27.model.AmTr v1.0 scaffold00142.23

Ppe|Prupe.1G235200.1.p

Ptr|Potri.001G454500.1

Csi|orange1.1g025651m

Cpa|evm.model.supercontig 148.5

Vvi|GSVIVT01008515001

Pab|MA 10430713g0010

Cca|Cc00 g09000

Cca|Cc00 g33850

Spu|SapurV1A.0001s0490.1.p

Tca|Thecc1EG002925t1

Pab|MA 68801g0010

Pab|MA 174370g0020

Cpa|evm.model.supercontig 21.194

Spu|SapurV1A.0574s0200.1.p

Tca|Thecc1EG022397t1

Csi|orange1.1g024274m

Csi|orange1.1g036675m

Csi|orange1.1g025085m

Smo|Smo-415254

Smo|Smo-420183

Csi|orange1.1g013876m

Tca|Thecc1EG006442t1

Egu|p5 sc00014.V1.gene929

Cpa|evm.model.supercontig 209.41

Ptr|Potri.001G309100.2

Ptr|Potri.010G186200.1

Cpa|evm.model.supercontig 128.55

Tca|Thecc1EG040620t1

Cca|Cc04 g03460

Cca|Cc06 g09510

Cca|Cc07 g17350

Ppe|Prupe.5G055100.1.p

Cca|Cc06 g01240

Vvi|GSVIVT01007522001

Csi|orange1.1g011207m

Pab|MA 10437259g0030

Vvi|GSVIVT01019722001

Ptr|Potri.003G200000.1

Spu|SapurV1A.0168s0020.1.p

Smo|Smo-441386

Spu|SapurV1A.0045s0480.1.p

Csi|orange1.1g005124m

Ppe|Prupe.7G228600.1.p

Egu|p5 sc00049.V1.gene330

Ptr|Potri.002G068600.1

Egu|p5 sc00016.V1.gene843

Jcu|Jcr4S01095.30

Ptr|Potri.006G221400.2

Ptr|Potri.018G002800.1

Pab|MA 3313g0010

Pab|MA 133946g0010

Cca|Cc10 g14770

Csi|orange1.1g018620m

Spu|SapurV1A.1378s0050.1.p

Egr|Eucgr.F04239.1.p

Egu|p5 sc00096.V1.gene263

Cpa|evm.model.supercontig 41.83

Csi|orange1.1g013208m

Spu|SapurV1A.0066s0010.1.p

Spu|SapurV1A.0243s0300.1.p

Csi|orange1.1g013261m

Ppe|Prupe.6G341000.1.p

Egu|p5 sc00018.V1.gene728

Atr|evm 27.model.AmTr v1.0 scaffold00044.3

Cpa|evm.model.supercontig 11.127

Tca|Thecc1EG029209t1

Spu|SapurV1A.2674s0010.1.p

Cca|Cc06 g05330

Cpa|evm.model.supercontig 5.104

Ptr|Potri.003G195300.1

Cca|Cc11 g15060

Smo|Smo-130409

Pab|MA 122255g0010

Ptr|Potri.001G019200.1

Cca|Cc06 g05030

Cpa|evm.model.supercontig 2611.1

Jcu|Jcr4S12859.50

Smo|Smo-402580

Pab|MA 16728g0010

Vvi|GSVIVT01016703001

Cpa|evm.model.supercontig 5.72

Ppe|Prupe.4G061800.1.p

Egr|Eucgr.J00785.1.p

Cpa|evm.model.supercontig 2461.1

Ptr|Potri.001G066900.1

Vvi|GSVIVT01033748001

Tca|Thecc1EG037381t1

Ppe|Prupe.4G003900.1.p

Jcu|Jcr4U31786.10

Smo|Smo-446039

Egu|p5 sc00165.V1.gene12

Ptr|Potri.006G101400.1

Atr|evm 27.model.AmTr v1.0 scaffold00025.50

Tca|Thecc1EG005773t1

Tca|Thecc1EG014612t1

Ptr|Potri.003G198800.1

Smo|Smo-407102

Atr|evm 27.model.AmTr v1.0 scaffold00048.218

Spu|SapurV1A.0226s0090.1.p

Atr|evm 27.model.AmTr v1.0 scaffold00156.27

Egu|p5 sc00065.V1.gene277

Csi|orange1.1g005787m

Egr|Eucgr.B00129.1.p

Ppe|Prupe.3G300500.1.p

Spu|SapurV1A.1156s0130.1.p

Spu|SapurV1A.0625s0070.1.p

Vvi|GSVIVT01026222001

Spu|SapurV1A.0625s0080.1.p

Egu|p5 sc00033.V1.gene84

Egr|Eucgr.L00152.1.p

Vvi|GSVIVT01033792001

Spu|SapurV1A.0206s0170.1.p

Cca|Cc00 g33880

Spu|SapurV1A.2165s0010.1.p

Smo|Smo-421085

Csi|orange1.1g043001m

Ppe|Prupe.7G116400.1.p

Cpa|evm.model.supercontig 27.230

Egr|Eucgr.H04383.1.p

Csi|orange1.1g016319m

Egu|p5 sc00180.V1.gene55

Spu|SapurV1A.1177s0050.1.p

Pab|MA 10427358g0010

Smo|Smo-412944

Spu|SapurV1A.0517s0190.1.p

Vvi|GSVIVT01034521001

Smo|Smo-66294

Tca|Thecc1EG030445t1

Ptr|Potri.002G243300.1

Csi|orange1.1g010601m

Ptr|Potri.010G233500.1

Spu|SapurV1A.2810s0010.1.p

Vvi|GSVIVT01016139001

Jcu|Jcr4S02883.10

Tca|Thecc1EG011136t1

Atr|evm 27.model.AmTr v1.0 scaffold00016.65

Ptr|Potri.003G204700.1

Cca|Cc08 g01240

Ppe|Prupe.7G120600.1.p

Csi|orange1.1g025448m

Pab|MA 4997g0010

Spu|SapurV1A.0201s0240.1.p

Atr|evm 27.model.AmTr v1.0 scaffold00005.66

Ptr|Potri.001G113600.1

Atr|evm 27.model.AmTr v1.0 scaffold00021.30

Atr|evm 27.model.AmTr v1.0 scaffold00030.34

Ppe|Prupe.2G086500.1.p

Csi|orange1.1g005262m

Ptr|Potri.010G055000.1

Atr|evm 27.model.AmTr v1.0 scaffold00007.338

Atr|evm 27.model.AmTr v1.0 scaffold00019.101

Csi|orange1.1g003766m

Tca|Thecc1EG014751t1

Atr|evm 27.model.AmTr v1.0 scaffold00025.281

Smo|Smo-109349

Egr|Eucgr.C02135.1.p

Egu|p5 sc00001.V1.gene855

Vvi|GSVIVT01030322001

Ptr|Potri.008G179700.1

Spu|SapurV1A.1496s0030.1.p

Spu|SapurV1A.1168s0060.1.p

Cpa|evm.model.supercontig 126.31

Tca|Thecc1EG035565t1

Spu|SapurV1A.0268s0160.1.p

Spu|SapurV1A.0439s0240.1.p

Egr|Eucgr.D01036.1.p

Ptr|Potri.006G279100.1

Pab|MA 98243g0010

Smo|Smo-448754

Pab|MA 34924g0010

Tca|Thecc1EG026383t1
Ptr|Potri.005G051700.1

Csi|orange1.1g024563m

Spu|SapurV1A.0625s0060.1.p

Spu|SapurV1A.0650s0110.1.p

Csi|orange1.1g019413m

Ppe|Prupe.8G028700.1.p

Cca|Cc02 g15010

Spu|SapurV1A.0009s1160.1.p

Ptr|Potri.012G095800.1

Ptr|Potri.018G049500.1

Egu|p5 sc00006.V1.gene58

Atr|evm 27.model.AmTr v1.0 scaffold00041.104

Csi|orange1.1g013250m

Csi|orange1.1g022767m

Csi|orange1.1g012030m

Jcu|Jcr4S04225.30

Csi|orange1.1g022743m

Spu|SapurV1A.1719s0020.1.p

Cca|Cc03 g13140

Csi|orange1.1g019057m

Ppe|Prupe.7G120800.1.p

Cpa|evm.model.supercontig 19.152

Eudicots
Monocots
Basal Angiosperms
Gymnosperms
Lycopodiophyta


