Contr0”|ng the OrthOFlnder AnaIySIS ggnmt::;r‘:\g:ﬁ:lz2;:22Ei:adkzrssé?:;itory containing files as argument.

Control where OrthoFinder stops (e.g. -ot = ‘only up to & including trees’)

If you just want to run a full analysis automatically, Optional arguments

use: ‘orthofinder -f fasta_dir’
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Example commands:
-f <fasta_dir>
Perform a complete OrthoFinder analysis on the proteomes contained in fasta_dir, use the default dendroblast method to infer gene trees.

-fg <orthogroups_dir> -ot
Infer gene trees for the the orthogroups in orthogroups_dir, the rooted species tree and the all orthologues (use dendroblast for gene trees).

-f <fasta_dir> -b <previous_blast_results_dir> -M msa -oa
Reinfer orthogroups by adding the species from fasta_dir to species in previous blast results dir and infer MSAs for each orthogroup.

-f <fasta_dir> -t 64 -M msa
Perform a complete OrthoFinder analysis on the proteomes contained in fasta dir, use gene trees inferred from multiple sequence alignments and 64 threads.



