Supplemental Table: Genome sizes for progenitors of recent allopolyploids

Progenitor Species Allopolyploid Genome Size Reference
descendent

Gossypium raimondii Cotton (G. hirsutum) 775.2 MB [1]

Gossypium arboreum Cotton (G. hirsutum) 1,694 MB [2]

Aegilops tauschii Wheat (7. aestivum) 4,025 MB [3]

Triticum urartu Wheat (7. aestivum) 4,790 [4]

Aegilops speltoides Wheat (7. aestivum) 5130MB [5]

Fragaria chiloensis Strawberry (£ x 824.2-839.9MB* | [6]
ananassa)

Fragaria virginiana Strawberry (£ x 769.2-787.8MB? | [6]
ananassa)

Tragopogon dubius T miscellus/ T. mirus 10.8,10.83,11.76 | [7]

pg’
Tragopogon pratensis T miscellus 11.08,11.59,12.44 | [7]
pg’

Tragopogon porrifolius | T. mirus 13.7,12.50 pg® [7]

Coffea eugenioides C. arabica 1.36 pg° [8]

Coffea canephora C. arabica 1.43 pg° [8]

Brassica oleracea B. napus 488MB [9]

Brassica rapa B. napus 285MB [10]

Arabidopsis thaliana A. suecica 125MB [11,12]

Arabidopsis arenosa A. suecica 149.7MB NCBI:

2: Genome size used in Figure 5 is the average of these values.
b: Values given in picograms of DNA per 4C: points in Figure 5 are the average of the values

given.

GCA _905216605.1¢

¢: Values given in picograms of DNA per 2C: points in Figure 5 given at twice this value for
comparison to 7. miscelluis and T. mirus.
d: Genome size taken from the deposited reference sequence at NCBI.
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