testing.py

{

binarytrees.py simulations.py
DATASETS/ SIMULATIONS/
HOGENOM. nwk ab 100.csv
ORTHOMAM. nwk erm_100.csv
PHYLOMEDB . nwk mfll 100.csv
TREEBASE.nwk pda 100.csv

l

confidence regions.py

\ CONF_REGIONS/
AB.csv

) ERM.csv
analysis.py MEL1.cCsv
MFL2.csv
PDA.csv

RAW OUTPUT.csv

aggregate.py

FINAL RESULTS.cCsv ranks.py




