Supplementary Figures and Tables
Figs. S1-90. Orthology Index in genome evolution of species X and species Y. Refer to Fig. 1 for detailed descriptions.
Fig. S91. Orthology Index-colored dot plots showing orthologous syntenic relationships of Centella asiatica : Vitis vinifera (2:1 orthologous synteny depth ratio), Aralia elata : Vitis vinifera (2:1), Angelica sinensis : Vitis vinifera (4:1), and Panax ginseng : Vitis vinifera (4:1).
Fig. S92. Macro-synteny phylogenies inferred based on concatenated 1:2:2 (Vitis vinifera : Aralia elata : Centella asiatica) orthologous syntenic genes. The leaf labels on the trees are chromosome numbers. n, number of orthologous syntenic genes involved. Numbers at nodes represent the bootstrap values (percentage).
Fig. S93. Orthology Index-colored dot plots showing orthologous syntenic relationships between Centella asiatica and the Araliaceae (Centella asiatica : Aralia elata = 1:1, Centella asiatica : Eleutherococcus senticosus = 1:2, Centella asiatica : Panax ginseng = 1:2, Centella asiatica : Panax notoginseng = 1:1).
Fig. S94. Orthology Index-colored dot plots showing orthologous syntenic relationships between Aralia elata and the Apioideae (all 1:2).
Fig. S95. Orthology Index-colored dot plots showing orthologous syntenic relationships between Centella asiatica and the Apioideae (all 1:2).
Fig. S96. Orthology Index-colored dot plots showing orthologous syntenic relationships within the Apioideae (all 1:1).
Fig. S97. Orthology Index-colored dot plots showing orthologous syntenic relationships within the Araliaceae (Panax ginseng : Panax notoginseng = 2:1, Aralia elata : Panax notoginseng = 1:1, Eleutherococcus senticosus : Panax notoginseng = 2:1). The other orthologous syntenic depth ratios (Aralia elata : Eleutherococcus senticosus = 1:2, Aralia elata : Panax ginseng = 1:2, Eleutherococcus senticosus : Panax ginseng = 2:2) can be found in Fig. S57-59.
Fig. S98. Orthology Index-colored dot plots showing orthologous syntenic relationships between Arabidopsis thaliana × A. arenosa and A. thaliana + A. arenosa.
Fig. S99. Orthology Index-colored dot plots showing orthologous syntenic relationships between Arachis hypogaea and A. duranensis + A. ipaensis.
Fig. S100. Orthology Index-colored dot plots showing orthologous syntenic relationships between Triticum turgidum and T. aestivum.
Fig. S101. Orthology Index-colored dot plots showing orthologous syntenic relationships between Papaver somniferum and P. setigerum.
Fig. S102. Phylogenetic relationships within the core eudicots based on 12,277 multi-copy SOGs. The numbers at the nodes are posterior probabilities from ASTRAL. Bar, 3.0 coalescent units. 
Fig. S103. Phylogenetic relationships within the core eudicots based on 5,154 single-copy SOGs. The numbers at the nodes are posterior probabilities from ASTRAL. Bar, 3.0 coalescent units. 
Table S1. Cases with shared polyploidization event(s).
Table S2. Genomic data used in this study (accessed before 2023-06-29).

