=
e 75 o o ©
" o o e}
U o o o &
5 2000 0O o o
= 50 o 0 o0AD OO o oo
A -G
b ®0 WO 0 COED L0 o
= o JOn O 09 0EO
7] O OEOEDd O OO O QO
S 15 oo M X0 O O G 1Ky N
% 0 SO0 CRXXHD 0 X O O '
= XKD 00 O an O o
S O COMITIAMLD 0 00 o o
o COIXTID QO anQ IO 9]
o] 10 L et 1199 490006 420000 00,
— COCIIIXIXING O o]
] OO 0 o
o COTOXOD COXrT
= 5 *XOI0D © O
= o 60 0
=
0 ] T 1 L] L] L] ] 1

0 10 20 30 40 50 60 70 80 90

Number of segregating sites (S)

Additional file 2. Frequency distribution of the relationship between number of
segregating sites (S) and number of different alleles (Ay) in the 500 simulated
datasets from which 35 (solid circles) were arbitrarily selected for further analysis
using PHASE. Figure shows that none of the 35 datasets are atypical (i.e., outliers),
and so the results presented in the main text are free from bias relating to the dataset
selection procedure.



