Iranscriptome assembly quality
affects pnylogenomic inference

@jen_spillane Jennifer L. Spillane, Troy M. LaPolice, Matthew D. MacManes, David C. Plachetzk

.
%

jlh1023@wildcats.unh.edu University of New Hampshire
The workflow from publicly available Number of partitions recovered through phylogenetic data
transcriptome data to phylogenomic tree assembly pipelines is fivefold higher when high quality
statistics. A 00020 B 0.0020 transcripts are used, though their
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Symmetric Difference

Phylogenomic datasets from high quality transcriptome assemblies are larger and more statistically consistent.



