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Fig. 6: A very simple neighbor joining tree is built from a simple distance matrix among all samples in the dataset. The leaves are colored by the clusters identified in the PCA
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dmixture was run on the dataset for k = 2 and k = 3. These are arbitrarily selected and no cross validation is done. Because these groupings are made seperate from th

are colored by the admixture assignments and not the PCA groupings

-Reproducible and portable
-Fast and scalable
«Quality control

GitHub Repo:

https://github.com/cademirch/ccgp_workflow A portable, scalable, and user-friendly pipeline for

high-throughput genomic variant calling with interactive
output for quality control

See also:
https://github.com/harvardinformatics/snpArcher




