Supplementary Table 9 Genome resources for phylogenomic analysis.
	Species
	Reference
	Accession number or ULR

	Salvinia cucullata 
	Li et al.1
	NCBI project ID: PRJNA430459

	Pinus lambertiana 
	Stevens et al.2 
	GenBank: GCA_001447015

	Gnetum montanum 
	Wan et al.3
	NCBI project ID: PRJNA339497

	Welwitschia mirabilis 
	Wan et al.4
	CNGB project ID: CNP0001943

	Amborella trichopoda
	Albert et al.5
	NCBI project ID: PRJNA212863

	Euryale ferox
	Yang et al.6
	NCBI project ID: PRJNA552436

	Nymphaea colorata
	Zhang et al.7
	NCBI project ID: PRJNA565347

	Acorus americanus
	Shi et al.8
	CNGB Project ID: CNP0001708

	Spirodela polyrhiza
	Wang et al.9
	GenBank: ATDW00000000

	Zostera marina
	Olsen et al.10
	NCBI project ID: PRJNA41721

	Acanthochlamys bracteata
	Gao et al.11
	NCBI project ID: PRJNA703828

	Dioscorea rotundata
	Tamiru et al.12
	DDBJ project ID: PRJDB3383

	Allium cepa
	Finkers et al.13
	EMBL-EBI project ID: PRJEB29505

	Asparagus officinalis
	Harkess et al.14
	CoGe ID: 33908

	Apostasia shenzhenica
	Zhang et al.15
	NCBI project ID: PRJNA262478

	Vanilla planifolia
	Hasing et al.16
	NCBI project ID: PRJNA633886

	Gastrodia elata
	Bae et al.17
	GenBank: GCA_016760335

	Dendrobium catenatum
	Ding et al.18
	GenBank: GCA_001605985

	Phalaenopsis equestris
	Cai et al.19
	NCBI project ID: PRJNA192198

	Musa acuminata
	D'Hont et al.20
	GenBank: GCA_000313855

	Lanxangia tsao-ko
	Unpublished
	N/A

	Wurfbainia villosum
	Unpublished
	N/A

	Zingiber officinale
	Cheng et al.21
	GenBank: JACMSC000000000

	Calamus simplicifolius
	Zhao et al.22
	EMBL-EBI project ID: PRJEB24031

	Daemonorops jenkinsiana
	Zhao et al.22
	EMBL-EBI project ID: PRJEB24829

	Phoenix dactylifera
	Hazzouri et al.23
	NCBI project ID: PRJNA322046

	Areca catechu
	Yang et al.24
	CNGB Project ID: CNP0000517

	Elaeis guineensis
	Singh et al.25
	NCBI project ID: PRJNA192219

	Cocos nucifera
	Xiao et al.26
	NCBI project ID: PRJNA374600

	Ananas comosus
	Feng et al.27
	CNGB Project ID: CNP0001166

	Kobresia littledalei
	Can et al.28
	GenBank: SWLB00000000

	Joinvillea ascendens
	McKain et al.29
	Joinvillea ascendens v1.1 at DOE-JGI,  https://phytozome-next.jgi.doe.gov/info/Jascendens_v1_1

	Pharus latifolius
	Ma et al.30
	NCBI project ID: PRJNA682003

	Leersia perrieri
	Stein et al.31
	NCBI project ID: PRJNA163065

	Oryza rufipogon
	Wei et al.32 
	CNCB project ID: PRJCA002346

	Oryza sativa
	Jain et al.33
	NCBI project ID: PRJNA448171

	Olyra latifolia
	Guo et al.34
	http://www.genobank.org/bamboo

	Bonia amplexicaulis
	Guo et al.34
	http://www.genobank.org/bamboo

	Phyllostachys edulis
	Zhao et al.35
	GigaDB ID: 100498

	Brachypodium distachyon
	Vogel et al.36
	GenBank: ADDN00000000

	Hordeum vulgare
	Mascher et al.37
	Hordeum vulgare Morex V3 at DOE-JGI, https://phytozome-next.jgi.doe.gov/info/HvulgareMorex_V3

	Secale cereale
	Li et al.38
	GenBank: JADQCU000000000

	Triticum urartu
	Ling et al.39
	ENA: GCA_003073215

	Aegilops tauschii
	Zhao et al.40
	NCBI project ID: PRJNA182898

	Eragrostis curvula
	Carballo et al.41
	NCBI project ID: PRJNA508722

	Eleusine coracana
	Devos et al.42
	NCBI project ID: PRJNA838475

	Oropetium thomaeum
	VanBuren et al.43
	Oropetium thomaeum v1.0 at DOE-JGI, https://phytozome-next.jgi.doe.gov/info/Othomaeum_v1_0

	Paspalum vaginatum
	Sun et al.44
	NCBI project ID: PRJNA234783

	Coix lacryma-jobi
	Kang et al.45 
	NCBI project ID: PRJNA573577

	Sorghum bicolor
	McCormick et al.46
	GenBank: ABXC00000000

	Eremochloa ophiuroides
	Wang et al.47
	NCBI project ID: PRJNA682293

	Zea mays
	Hirsch et al.48
	Zea mays PH207 v1.1 at DOE-JGI, Phytozome genome ID: 443, http://phytozome-next.jgi.doe.gov

	Dichanthelium oligosanthes
	Studer et al.49
	GenBank: LWDX00000000

	Panicum hallii
	Love et al.50 
	NCBI project ID: PRJNA251785

	Urochloa fusca
	Goodstein et al.51
	Urochloa fusca v1.1 at DOE-JGI, https://phytozome-next.jgi.doe.gov/info/Ufusca_v1_1

	Cenchrus americanus
	Varshney et al.52
	GenBank: GCA_002174835

	Setaria italica
	Bennetzen et al.53
	GenBank: AGNK02000000

	Ceratophyllum demersum
	Yang et al.6 
	NCBI project ID: PRJNA552433

	Aristolochia fimbriata
	Qin et al.54
	CNCB project ID: PRJCA004207

	Piper nigrum
	Hu et al.55
	NCBI project ID: PRJNA529758

	Liriodendron chinense
	Shen et al.56
	https://treegenesdb.org/

	Magnolia biondii
	Dong et al.57
	https://doi.org/10.5061/dryad.s4mw6m947

	Chimonanthus salicifolius
	Lv et al.58
	http://xhhuanglab.cn/data/Chimonanthus_salicifolius.html

	Cinnamomum kanehirae
	Chaw et al.59
	NCBI project ID: PRJNA477266

	Persea americana
	Rendon-Anaya et al.60
	NCBI project ID: PRJNA508502

	Macleaya cordata
	Liu et al.61
	GenBank: GCA_002174775

	Kingdonia uniflora
	Sun et al.62
	GenBank: GCA_014058105

	Aquilegia coerulea
	Filiault et al.63
	Aquilegia coerulea v3.1 at DOE-JGI, https://phytozome-next.jgi.doe.gov/info/Acoerulea_v3_1

	Coptis chinensis
	Liu et al.64
	NCBI project ID: PRJNA662860

	Thalictrum thalictroides
	Arias et al.65
	NCBI project ID: PRJNA439007

	Nelumbo nucifera
	Zheng et al.66
	CoGe ID: 60468

	Macadamia integrifolia
	Falk et al.67 
	https://treegenesdb.org/

	Tetracentron sinense
	Li et al.68
	https://figshare.com/articles/dataset/Tetracentron_sinense_genome/12415928

	Trochodendron aralioides
	Strijk et al.69
	GigaDB ID: 100657

	Hydrangea quercifolia
	Goodstein et al.51
	Hydrangea quercifolia 'HQ6' v1.1at DOE-JGI, http://phytozome-next.jgi.doe.gov/info/Hquercifolia_v1_1".

	Camptotheca acuminata
	Zhao et al.70
	https://doi.org/10.5061/dryad.nc8qr

	Davidia involucrata
	Chen et al.71
	CNCB project ID: PRJCA001721

	Nyssa sinensis
	Yang et al.72
	CoGe ID: 55419

	Aegiceras corniculatum
	He et al.73
	CNCB project ID: PRJCA004930

	Primula vulgaris
	Cocker et al.74
	http://opendata.earlham.ac.uk/primula.

	Diospyros oleifera
	Suo et al.75
	GigaDB ID: 100687

	Clethra arborea
	Hartmann et al.76
	https://doi.org/10.5061/dryad.573n5tb4k

	Rhododendron williamsianum
	Soza et al.77
	CoGe ID: 51679

	Vaccinium macrocarpon
	Diaz-Garcia et al.78
	https://www.vaccinium.org/

	Actinidia chinensis
	Huang et al.79 
	GenBank : AONS00000000

	Roridula gorgonias
	Hartmann et al.76
	https://doi.org/10.5061/dryad.573n5tb4k

	Lonicera japonica
	Pu et al.80
	CNCB project ID: PRJCA001719

	Apium graveolens
	Song et al.81
	GenBank: WRXP00000000

	Coriandrum sativum
	Song et al.82
	http://cgdb.bio2db.com/

	Daucus carota
	Wang et al.83
	NCBI project ID: PRJNA967095

	Panax notoginseng
	Wang et al.84
	CNCB project ID: PRJCA008576

	Cynara cardunculus
	Scaglione et al.85
	ENA: GCA_001531365

	Carthamus tinctorius
	Wu et al.86
	https://safflower.scuec.edu.cn/

	Taraxacum kok-saghyz
	Lin et al.87
	CNCB project ID: PRJCA005187

	Lactuca sativa
	Reyes-Chin-Wo et al.88
	https://lgr.genomecenter.ucdavis.edu/

	Chrysanthemum nankingense
	Song et al.89
	http://www.amwayabrc.com

	Helianthus annuus
	Badouin et al.90
	NCBI project ID: PRJNA485481

	Stevia rebaudiana
	Xu et al.91
	https://doi.org/10.6084/m9.figshare.14169491.v1

	Mikania micrantha
	Liu et al.92
	https://www.ncbi.nlm.nih.gov/datasets/genome/GCA_009363875.1/

	Eucommia ulmoides
	Wuyun et al.93
	CNCB GWH: GWHBISF00000000

	Coffea canephora
	Denoeud et al.94
	http://coffee-genome.org/download

	Chiococca alba
	Lau et al.95
	https://doi.org/10.5061/dryad.00000000r

	Gelsemium sempervirens
	Franke et al.96 
	https://genomevolution.org/CoGe/SearchResults.pl?s=Gelsemium%20sempervirens&p=genome

	Calotropis gigantea
	Hoopes et al.97
	https://doi.org/10.5061/dryad.fk41r

	Catharanthus roseus
	Kellner et al.98
	https://datadryad.org/stash/dataset/doi:10.5061/dryad.hs593

	Lithospermum erythrorhizon
	Auber et al.99
	NCBI project ID: PRJNA596998

	Capsicum annuum
	Kim et al.100
	GenBank: ASJV00000000

	Nicotiana attenuata
	Xu et al.101
	NCBI project ID: PRJNA317743

	Petunia inflata
	Bombarely et al.102
	https://solgenomics.net/organism/Petunia_inflata/genome

	Solanum pennellii
	Bolger et al.103
	http://www.plabipd.de/portal/solanum-pennellii

	Cuscuta australis
	Sun et al.104
	http://groups.english.kib.cas.cn/epb/dgd/

	Ipomoea nil
	Hoshino et al.105
	GenBank: GCA_001879475

	Olea europaea
	Unver et al.106
	GenBank: MSRW00000000

	Boea hygrometrica
	Xiao et al.107
	GenBank: GCA_001598015

	Antirrhinum majus
	Li et al.108
	http://bioinfo.sibs.ac.cn/Am

	Sesamum indicum
	Wang et al.109
	NCBI project ID: PRJNA790654

	Avicennia marina
	He et al.110
	https://evolution.sysu.edu.cn/Sequences.html

	Strobilanthes cusia
	Xu et al.111
	http://indigoid-plant.iflora.cn

	Handroanthus impetiginosus
	Silva-Junior et al.112
	GigaDB ID: 100379

	Jacaranda mimosifolia
	Wang et al.113
	https://doi.org/10.6084/m9.figshare.14379086.v1.

	Mimulus guttatus
	Hellsten et al.114
	GenBank: APLE00000000

	Erythranthe guttatus
	Hellsten et al.114
	GenBank: GCF_000504015

	Lindenbergia philippensis
	Chen et al.115
	CNCB project ID: PRJCA010538

	Phtheirospermum japonicum
	Cui et al.116
	https://doi.org/10.5061/dryad.vt4b8gtpt

	Striga asiatica
	Yoshida et al.117
	https://doi.org/10.5061/dryad.53t3574

	Callicarpa americana
	Hamilton et al.118
	GigaDB ID: 100777

	Tectona grandis
	Zhao et al.119
	GigaDB ID: 100550

	Scutellaria baicalensis
	Xu et al.120
	CNCB GWH: GWHAOTP00000000

	Perilla citriodora
	Zhang et al.121
	NCBI project ID: PRJNA431002

	Origanum majorana
	Bornowski et al.122
	https://doi.org/10.5061/dryad.jwstqjq6t

	Rosmarinus officinalis
	Bornowski et al.122
	https://doi.org/10.5061/dryad.jwstqjq6t

	Salvia bowleyana
	Zheng et al.123
	CNCB GWH: GWHASIU00000000

	Malania oleifera
	Xu et al.124
	GigaDB ID: 100549

	Fagopyrum esculentum
	Yasui et al.125
	http://buckwheat.kazusa.or.jp/

	Simmondsia chinensis
	Sturtevant et al.126
	CNCB GWH: GWHAASQ00000000

	Selenicereus undatus
	Zheng et al.127
	GenBank: GCA_017589665

	Portulaca amilis
	Gilman et al.128
	Portulaca amilis v1.0 at DOE-JGI, https://phytozome-next.jgi.doe.gov/info/Pamilis_v1_0

	Amaranthus hypochondriacus
	Clouse et al.129
	Amaranthus hypochondriacus v2.1 at DOE-JGI, https://phytozome-next.jgi.doe.gov/info/Ahypochondriacus_v2_1

	Suaeda aralocaspica
	Wang et al.130
	GigaDB ID: 100646

	Beta vulgaris
	Rodriguez et al.131
	https://bvseq.boku.ac.at/index.shtml

	Spinacia oleracea
	Xu et al.132
	http://www.spinachbase.org/

	Atriplex hortensis
	Hunt et al.133
	CoGe ID:56906

	Vitis vinifera
	Jaillon et al.134
	Vitis vinifera v2.1 at DOE-JGI, https://phytozome-next.jgi.doe.gov/info/ Vvinifera_v2_1

	Hamamelis virginiana
	Korgaonkar et al.135
	https://doi.org/10.6084/m9.figshare.13502001

	Kalanchoe fedtschenkoi
	Yang et al.136
	GenBank: NQLW00000000

	Rhodiola crenulata
	Fu et al.137
	GigaDB ID: 100301

	Sonneratia alba
	He et al.110
	https://evolution.sysu.edu.cn/Sequences.html

	Punica granatum
	Falk et al.67 
	https://treegenesdb.org/

	Melastoma candium
	Chen et al.138
	GenBank: GCA_023653495

	Rhodamnia argentea
	Detcharoen et al.139
	GenBank: GCA_020921035

	Melaleuca alternifolia
	Voelker et al.140
	GenBank: GCA_019926035

	[bookmark: OLE_LINK1]Syzygium oleosum
	
	GenBank: GCA_021117445

	Corymbia citriodora
	Healey et al.141
	GenBank: GCA_014858505

	Eucalyptus_grandis
	Bartholome et al.142
	Eucalyptus grandis v2.0 at DOE-JGI, https://phytozome-next.jgi.doe.gov/info/ Egrandis_v2_0

	Begonia fuchsioides
	Griesmann et al.143
	GigaDB: 101043

	Datisca glomerata
	Griesmann et al.143
	GigaDB: 101046

	Momordica charantia
	Matsumura et al.144
	[bookmark: OLE_LINK40]GenBank: GCA_013281855

	Cucurbita pepo
	Montero-Pau et al.145
	http://cucurbitgenomics.org/v2

	Laqenaria siceraria
	Wu et al.146
	http://cucurbitgenomics.org/v2

	Citrullus lanatus
	Guo et al.147
	http://cucurbitgenomics.org/v2

	Benincasa hispida
	Xie et al.148
	http://cucurbitgenomics.org/v2

	Cucumis melo
	Castanera et al.149
	http://cucurbitgenomics.org/v2

	Luffa cylindnca
	Zhang et al.150
	http://cucurbitgenomics.org/v2

	Sechium edule
	Fu et al.151
	http://cucurbitgenomics.org/v2

	Trichosanthes anguina
	Ma et al.152
	http://cucurbitgenomics.org/v2

	Ziziphus jujuba
	Yang et al.153
	CNCB project ID: PRJCA016173

	Cannabis sativa
	Grassa et al.154
	GenBank: GCA_900626175

	Parasponia andersonii
	van Velzen et al.155
	https://doi.org/10.5061/dryad.fq7gv88

	Trema orientalis
	van Velzen et al.155
	https://doi.org/10.5061/dryad.fq7gv88

	Boehmeria nivea
	Wang et al.156
	GenBank: GCA_021020685

	Ficus erecta
	Shirasawa et al.157
	https://plantgarden.jp/

	Artocarpus altilis
	Sahu et al.158
	https://bioinformatics.psb.ugent.be/orcae/aocc

	Morus notabilis
	Falk et al.67 
	https://treegenesdb.org/

	Rubus corchorifolius
	Yang et al.159
	GigaDB ID: 100465

	Fragaria vesca
	Edger et al.160
	GigaDB ID: 100372

	Rosa chinensis
	Saint-Oyant et al.161
	https://iris.angers.inra.fr/obh/

	Dryas drummondii
	Griesmann et al.143
	GigaDB ID: 101047

	Prunus avium
	Shirasawa et al.162
	http://cherry.kazusa.or.jp/

	Gillenia trifoliata
	Ireland et al.163
	https://www.rosaceae.org/

	Eriobotrya japonica
	Jiang et al.164
	GigaDB ID: 100711

	Malus domestica
	Daccord et al.165
	https://www.rosaceae.org/

	Pyrus betulifolia
	Dong et al.166
	CNCB project ID: PRJCA001404

	Fagus sylvatica
	Falk et al.67 
	https://treegenesdb.org/

	Castanea dentata
	Westbrook et al.167
	Castanea dentata v1.1 at DOE-JGI, https://phytozome-next.jgi.doe.gov/info/ Cdentata_v1_1

	Quercus suber
	Ramos et al.168
	GenBank: PKMF00000000

	Juglans regia
	Falk et al.67 
	https://treegenesdb.org/

	Carya illinoinensis
	Huang et al.169
	GigaDB ID: 100571

	Casuarina glauca
	Griesmann et al.143
	GigaDB ID: 101051

	Corylus mandshurica
	Li et al.170
	http://doi.org/10.6084/m9.figshare.12523124.v1

	Carpinus fangiana
	Yang et al.171
	https://doi.org/10.6084/m9.figshare.8549204.v6

	Ostrya rehderiana
	Yang et al.172
	NCBI project ID: PRJNA428013

	Alnus glutinosa
	Griesmann et al.143
	GigaDB ID: 101042

	Betula platyphylla
	Falk et al.67 
	https://treegenesdb.org/

	Cercis canadensis
	Griesmann et al.143
	GigaDB ID: 101044

	Mimosa pudica
	Griesmann et al.143
	GigaDB ID: 101049

	Faidherbia albida
	Chang et al.173
	GigaDB ID: 101054

	Chamaecrista fasciculata
	Griesmann et al.143
	GigaDB ID: 101045

	Senna tora
	Kang et al.174
	http://nabic.rda.go.kr/Species/Senna_tora2

	Lupinus angustifolius
	Hane et al.175
	NCBI project ID: PRJNA299755

	Ammopiptanthus nanus
	Gao et al.176
	GigaDB ID: 100466

	Nissolia schottii
	Griesmann et al.143
	GigaDB ID: 101050

	Arachis ipaensis
	Lu et al.177
	https://doi.org/10.5061/dryad.hm5vs13

	Aeschynomene evenia
	Quilbe et al.178
	http://aeschynomenebase.fr/

	Dalbergia odorifera
	Hong et al.179
	GigaDB ID: 100760

	Lotus japonicus
	Kamal et al.180
	CoGe ID: 58121

	Cicer arietinum
	Varshney et al.181 
	GigaDB ID: 100076

	Pisum sativum
	Yang et al.182
	https://www.peagdb.com/

	Medicago truncatula
	Tang et al.183 
	Medicago truncatula Mt4.0v1 at DOE-JGI, https://phytozome-next.jgi.doe.gov/info/Mtruncatula_Mt4_0v1

	Trifolium pratense
	De Vega et al.184
	Trifolium pratense v2 at DOE-JGI, https://phytozome-next.jgi.doe.gov/info/Tpratense_v2

	Spatholobus suberectus
	Qin et al.185
	NCBI project ID: PRJNA482912

	Cajanus cajan
	Varshney et al.186
	GigaDB ID: 100028

	Amphicarpaea edgeworthi
	Song et al.187
	https://figshare.com/s/565549fb2611c26c229f

	Lablab purpureus
	Chang et al.173
	GigaDB ID: 101056

	Phaseolus vulgaris
	Vlasova et al.188
	CoGe ID: 20365

	Vigna radiata
	Liu et al.189
	https://doi.org/10.6084/m9.figshare.19583446

	Tripterygium wilfordii
	Tu et al.190
	GenBank: JAAARO000000000

	Rhizophora apiculata
	He et al.191
	CNCB project ID: PRJCA004930

	Kandelia obovata
	Hu et al.192
	CNCB GWH: GWHACBH00000000

	Passiflora organensis
	Costa et al.193
	CoGe ID: 59125

	Populus alba
	Ma et al.194
	CNCB GWH: GWHAAEP00000000/

	Salix purpurea
	Hyden et al.195
	CNCB project ID: PRJCA001824

	Ricinus communis
	Chan et al.196
	Ricinus communis v0.1 at DOE-JGI, https://phytozome-next.jgi.doe.gov/info/Rcommunis_v0_1

	Euphorbia lathyris
	Wang et al.197
	https://doi.org/10.6084/m9.figshare.14909913.v1

	Hevea brasiliensis
	Falk et al.67 
	https://treegenesdb.org/

	Manihot esculenta
	Bredeson et al.198
	Manihot esculenta v8.1 at DOE-JGI, https://phytozome-next.jgi.doe.gov/info/Mesculenta_v8_1

	Vernicia fordii
	Cui et al.199
	CNCB GWH: GWHAAEU00000000/

	Jatropha curcas
	Sato et al.200
	http://www.kazusa.or.jp/jatropha/

	Cephalotus follicularis
	Fukushima et al.201
	https://doi.org/10.5061/dryad.50tq3

	Averrhoa carambola
	Wu et al.202
	CNCB GWH: GWHABKE00000000

	Xanthoceras sorbifolium
	Bi et al.203
	GigaDB ID: 100606

	Acer yangbiense
	Yang et al.204
	GigaDB ID: 100610

	Sapindus mukorossi
	Xu et al.205
	CNCB project ID: PRJCA006298

	Dimocarpus longan
	Lin et al.206
	GigaDB ID: 100276

	Toona sinensis
	Ji et al.207
	CNGB Project ID: CNP0000958

	Citrus sinensis
	Xiong et al.208
	https://zenodo.org/records/8174988

	Poncirus trifoliata
	Peng et al.209
	Poncirus trifoliata v1.3.1 at DOE-JGI, https://phytozome-next.jgi.doe.gov/info/Ptrifoliata_v1_3_1

	Sclerocarya birrea
	Chang et al.173
	GigaDB ID: 101057

	Pistacia vera
	Zeng et al.210
	CNCB GWH: GWHAAAP00000000

	Anacardium occidentale
	Savadi et al.211
	Anacardium occidentale v0.9 at DOE-JGI, https://phytozome-next.jgi.doe.gov/info/Aoccidentale_v0_9

	Mangifera indica
	Li et al.212
	CNCB GWH: GWHABLA00000000/

	Aquilaria sinensis
	Ding et al.213
	GigaDB ID: 100702

	Corchorus capsularis
	Zhang et al.214
	CNCB project ID: PRJCA002486

	Theobroma cacao
	Motamayor et al.215
	Theobroma cacao v2.1 at DOE-JGI, https://phytozome-next.jgi.doe.gov/info/Tcacao_v2_1

	Herrania umbratica
	Hong et al.216
	GenBank: GCA_002168275

	Durio zibethinus
	Teh et al.217
	NCBI project ID: PRJNA400310

	Bombax ceiba
	Gao et al.218
	GigaDB ID: 100445

	Hibiscus cannabinus
	Zhang et al.219
	CNCB GWH: GWHACDB00000000/

	Gossypium australe
	Chen et al.220
	ftp://ftp.bioinfo.wsu.edu/

	Moringa oleifera
	Chang et al.173
	GigaDB ID: 101058

	Carica papaya
	Ming et al.221
	Carica papaya ASGPBv0.4 at DOE-JGI, https://phytozome-next.jgi.doe.gov/info/Cpapaya_ASGPBv0_4

	Tarenaya hassleriana
	Cheng et al.222
	NCBI project ID: PRJNA175230

	Aethionema arabicum
	Haudry et al.223
	http://brassicadb.cn/

	Euclidium syriacum
	Goodstein et al.51
	Euclidium syriacum v1.1 at DOE-JGI, https://phytozome-next.jgi.doe.gov/info/Dstrictus_v2_1

	Diptychocarpus strictus
	Goodstein et al.51
	Diptychocarpus strictus v2.1 at DOE-JGI, https://phytozome-next.jgi.doe.gov/info/Dstrictus_v2_1

	Cardamine hirsuta
	Gan et al.224
	https://chi.mpipz.mpg.de/assembly.html

	Leavenworthia alabamica
	Haudry et al.223
	http://brassicadb.cn/

	Rorippa islandica
	Goodstein et al.51
	Rorippa islandica v1.1 at DOE-JGI, https://phytozome-next.jgi.doe.gov/info/Rislandica_v1_1

	Descurainia sophioides
	Goodstein et al.51
	Descurainia sophioides v1.1 at DOE-JGI, https://phytozome-next.jgi.doe.gov/info/Dsophioides_v1_1

	Malcolmia maritima
	Goodstein et al.51
	Malcolmia maritima v1.1 at DOE-JGI, https://phytozome-next.jgi.doe.gov/info/Mmaritima_v1_1

	Arabidopsis thaliana
	Kaul et al.225
	http://brassicadb.cn/

	Boechera stricta
	Lee et al.226
	http://brassicadb.cn/

	Capsella rubella
	Slotte et al.227
	http://brassicadb.cn/

	Iberis amara
	Goodstein et al.51
	Iberis amara v1.1 at DOE-JGI, https://phytozome-next.jgi.doe.gov/info/Iamara_v1_1

	Lobularia maritima
	Huang et al.228
	CNCB project ID: PRJCA002888

	Megadenia pygmaea
	Yang et al.229
	CNCB project ID: PRJCA002905

	Lunaria annua
	Goodstein et al.51
	Lunaria annua v1.1 at DOE-JGI, https://phytozome-next.jgi.doe.gov/info/Lannua_v1_1

	Draba nivalis
	Nowak et al.230
	https://doi.org/10.5061/dryad.pg4f4qrm4

	Arabis alpina
	Willing et al.231
	http://brassicadb.cn/

	Megacarpaea delavayi
	Yang et al.232
	CNCB project ID: PRJCA002887

	Microthlaspi erraticum
	Mishra et al.233
	NCBI project ID: PRJEB35998

	Thlaspi arvense
	Dorn et al.234
	http://brassicadb.cn/

	Eutrema salsugineum
	Yang et al.235
	Eutrema salsugineum v1.0 at DOE-JGI, https://phytozome-next.jgi.doe.gov/info/Esalsugineum_v1_0

	Thellungiella halophila
	Yang et al.235
	http://brassicadb.cn/

	Schrenkiella parvula
	Dassanayake et al.236
	http://brassicadb.cn/

	Myagrum perfoliatum
	Goodstein et al.51
	Myagrum perfoliatum v2.1 at DOE-JGI, https://phytozome-next.jgi.doe.gov/info/Mperfoliatum_v2_1

	Sisymbrium irio
	Haudry et al.223
	http://brassicadb.cn/

	Cakile maritima
	Goodstein et al.51
	Cakile maritima v1.1 at DOE-JGI, https://phytozome-next.jgi.doe.gov/info/Cmaritima_v1_1

	Crambe hispanica
	Goodstein et al.51
	Crambe hispanica v1.1 at DOE-JGI, https://phytozome-next.jgi.doe.gov/info/Chispanica_v1_1

	Crucihimalaya himalaica
	Zhang et al.237
	http://brassicadb.cn/

	Brassica oleracea
	Liu et al.238
	http://brassicadb.cn/

	Raphanus sativus
	Zhang et al.239
	http://brassicadb.cn/
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