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OO Project Overview: Software Tools
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Project Overview: Data-Science Skills
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o————=0 Gene tree inconsistencies: Recombination & Horizontal Gene Transfers
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Negative & Positive Selection in Genes (n=161 ORFs):
Ka/Ks Analysis with PAML
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1. Download gene alignments (git pull)
2. Download & run 1Q-Tree
Images from Steffen et al (2022) 3. Download & Install PAML & PAML-X



http://iqtree.org/
http://abacus.gene.ucl.ac.uk/software/paml.html
https://www.mdpi.com/2073-4425/13/6/1090

Ka/Ks Analysis: PAML Site Models
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https://www.mdpi.com/2073-4425/13/6/1090
http://abacus.gene.ucl.ac.uk/software/paml.html
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