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SUPPLEMENTARY MATERIALS

Figure S1: Synteny between Asclepias linkage group 2 and Coffea pseudochromosome 

10.

A subset of scaffolds from Asclepias linkage group 2 mapped to their positions on 

Coffea canephora pseudochromosome 10, and ordered along the y-axis by 

recombination distance within Asclepias.
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Figure S2: Synteny between Asclepias linkage group 8 and Coffea pseudochromosome 

3.

A subset of scaffolds from Asclepias linkage group 8 mapped to their positions on 

Coffea canephora pseudochromosome 3, and ordered along the y-axis by recombination 

distance within Asclepias.
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Figure S3: Synteny between Asclepias linkage group 4 and Coffea pseudochromosome 

8.

A subset of scaffolds from Asclepias linkage group 4 mapped to their positions on Coffea

canephora pseudochromosome 8, and ordered along the y-axis by recombination distance

within Asclepias.
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Figure S4: Synteny between Asclepias linkage group 6 and Coffea pseudochromosome 

6.

A subset of scaffolds from Asclepias linkage group 6 mapped to their positions on Coffea

canephora pseudochromosome 6, and ordered along the y-axis by recombination distance

within Asclepias.
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Figure S5: Synteny between Asclepias linkage group 7 and Coffea pseudochromosome 

11.

A subset of scaffolds from Asclepias linkage group 7 mapped to their positions on Coffea

canephora pseudochromosome 11, and ordered along the y-axis by recombination 

distance within Asclepias.
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Figure S6: Synteny between Asclepias linkage group 9 and Coffea pseudochromosome 

1.

A subset of scaffolds from Asclepias linkage group 9 mapped to their positions on Coffea

canephora pseudochromosome 1, and ordered along the y-axis by recombination distance

within Asclepias.
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Table S1: Shared orthogroups among Asclepias, Catharanthus, Coffea, and Vitis.

Values along the diagonal are the number of orthogroups found within that genus.

Asclepias Catharanthus Coffea Vitis
Asclepias 9,837 9,275 9,439 8,753

Catharanthus 12,709 12,111 11,072
Coffea 13,233 11,688
Vitis 12,117



8

Table S2: Genomic coordinates of Asclepias P5βR genes.

Under Scaffold ID the linkage group of the scaffold is preceded by “LG.” Called: 

Whether the gene prediction consensus accurately predicted the correct exons. The 

prediction that failed did predict a gene product, but included exons from adjacent 

genes. Ψ-progesterone 5β-reductase was accurately predicted to not produce a 

product.

Gene Scaffold ID Start Stop Called

Progesterone 5β-reductase 1 LG11_scaffold_m502 31537 33459 No

Ψ-progesterone 5β-reductase LG11_scaffold_m502 33942 34876 NA

Progesterone 5β-reductase 6 LG00_scaffold217668 1305 136 Yes
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