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PAUP* commands
If you want this... then this is the command in PAUP*

Exhaustive enumeration alltrees

Stepwise addition hsearch swap=none start=stepwise 
addseq=random

Star decomposition stardecomp

Neighbor-joining nj

NNI heuristic search hsearch swap=nni

SPR heuristic search hsearch swap=spr

TBR heuristic search hsearch swap=tbr reconlimit=infinity

Semistrict consensus tree contree all / strict=no semistrict

Majority-rule consensus tree contree all / nostrict majrule percent=50

Maximum agreement subtree agree all


