
 
 
Supplemental Figure 1. Taxa sampled with corresponding transposable element (TE) abundance and genome size for 20% sampling effort of 
genome wide coverage. (A) Phylogeny with whole-genome duplications indicated by black stars. Support values are shown for those branched 
with less than 0.7 local posterior probability. (B) Proportion of transposable element abundance scaled to 100%, (C) proportion of transposable 
element abundance converted to base pairs (Mbp), and (D) genome size (Mbp).  
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Guillenia lasiophylla
Caulanthus amplexicaulis
Streptanthus heterophyllus
Brassicaceae sp
Streptanthus arizonicus
Sisymbrium leucocladum
Isatis lusitanica
Isatis tinctoria
Myagrum perfoliatum
Sinapis alba
Hirschfeldia incana
Eruca vesicaria
Sisymbrium brassiciforme
Cakile maritima
Crambe hispanica
Psychine stylosa
Thlaspi arvense
Calepina irregularis
Goldbachia laevigata
Cochlearia officinalis
Teesdalia nudicaulis
Farsetia aegyptia
Lobularia maritima
Iberis amara
Schizopetalum walkeri
Lunaria annua
Capsella bursa-pastoris
Olimoarabidopsis pumila
Physaria acutifolia
Turritis glabra
Erysimum cheiranthoides
Malcomia maritima
Descurainia pinnata
Descurainia sophioides
Lepidium ruderale
Lepidium sativuum
Barbarea bracteosa
Rorippa islandica
Nasturtium officinale
Cardamine hirsuta
Meniocus linifolius
Matthiola longipetala
Euclidium syriacum
Hesperis matronalis
Diptychocarpus strictus
Chorispora tenella
Aethionema arabicum
Tarenaya hassleriana
Cleomaceae sp
Melidiscus giganteus
Gynandropsis gynandra
Arivela viscosa
Coalisina paradoxa
Coalisina angustifolia
Polanisia trachysperma
Polanisia dodecandra
Polanisia graveolens
Polanisia sp
Cleome arabica
Cleome africana
Cleome violacea
Cleomella serrulata
Capparaceae sp
Capparis fascicularis
Boscia sp
Cadaba natalensis
Reseda odorata
Ochradenus baccatus
Batis maritima
Moringa oleifera
Carica papaya
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