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Figure 1. A. Diagram of a plant cell, with an

Two bioinformatic pipeline were utilized to reconstruct Dipsacales plastid phylogenies. A reference-based assembly using closely-related available
" plastid reference sequences was performed mapping DNA sequence reads to the reference to obtain the genome (Figure 2). A second approach
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slsitel menee (il relas AL P isolated and assembled just the protein coding regions of the plastid using a bioinformatics pipeline, Hybpiper (Figure 3). Both methods required the

contain DNA from three different organelles: resources of the high performance computing cluster, ELSA HPC at TCNJ. Results showed very similar phylogenies, however slight differences were

the nucleus, the mitochondria, and the found regarding the placement of Zabelia (Table 1).
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