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Methods

We used targeted enrichment to sequence coding regions of the
genome that are shared among Capsicum, Lycianthes, and
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Fig 1. Genes shared between Capsicum, Lycianthes, and outgroups

species in the clade and important traits like pungency.

Fig 2. Four gene tree: strict consensus of 30 most
parsimonious trees for 54 Solanaceae species constructed

Fig 3. Concatenated tree: maximum likelihood tree of 42 taxa  Fig 4. Concordance tree developed from 131 gene trees of 42
built from concatenated alighment of 1467 genes in RAXML.  taxa using BUCKy, a program which analyzes multi-locus data

mapped onto the 12 chromosomes of Capsicum. Vertical lines indicate
the locations of baits designed for genomic sequencing.
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