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Future Directions

* Run Admixture analyses using the program STRUCTURE to
examine number of genetic clusters across these samples.

 In the future, we could also determine if the unknown samples are
a part of Helianthus giganteus, or if they are a hybrid with a
population not used in this study.

* The goal of this research was to detect if introgression occurred in
the populations of three sunflower species in Wisconsin,
Helianthus giganteus, H. grosseserratus, and H. maximiliani.

Methods
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phylogenetic tree of the set of sunflower populations which is Figure 4. Tree graphs of nine iterations of subsamples of SNPs. Most of them are similar to the tree graph from P J P
used to look for evidence of introg ression. [3,4] the full data. The orange lines indicate a second connection between H. giganteus and H. grosseserratus, but as
they are found in only three of the subsample iterations, there is less support for this connection.
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