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sampled populations of Brighamia insignis. While traditional population
genetic work focuses on putatively neutral loci, genomic data collected by
next-generation sequencing methods provide important information
regarding functional genetic variation, which could be incorporated into
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Brighamia insignis with its sister species, Brighamia rockil. However, if
there are genes that are locally adapted to the sampled populations of
Brighamia insignis, the information gained from identifying adaptive
candidate genes can help ensure that these genes are preserved in

Objectives

- Evaluate variation and relatedness among Hawaiian lobelioids kept in
botanic collections around the world.

« Sequence protein-coding genes described from the Campanulaceae e future breeding efforts.
family using Hyb-Seqg?, a sequencing method that can capture targeted ‘ D' :
genes in non-model organisms. FUtu re ire Ct' ons
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insignis and Brighamia rockil. dataset with representation of all Brighamia insignis individuals.
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leading to Brighamia insignis. along the branch leading to Brighamia insignis.
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