
BAD_Mutations.py

setup

Generate
config
file

fetch

Download
and unzip
CDS files

align

Find and 
align 
orthologues

predict

Run test on 
query codons

compile

Generate 
report and 
p-values

Use config for 
controlling 
other 
subcommands

Download 
databases 
once, refresh 
when needed

Can parallelize 
on a gene-
basis for a 
genome wide 
analysis.

Can parallelize 
on a gene-
basis for a 
genome wide 
analysis.

Parses HYPHY 
text reports, 
and produces 
p-values for 
predictions.


