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Supplementary Figure S2: distribution plots, both univariate and paired, for the phenotypes of
Simulation 0 (S1-S9).

A75
D25

A50
D50

A25
D75

A0
D100

A33
D33
AA34

A33
D33
AD34

A33
D33
DD34

A33
D33
AA11.3
AD11.3
DD11.3




