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Here we report results of the simulations when dominant markers were gener-
ated an analysed using SNAPP, with and without the correction for dominance.



4 taxa 8 taxa
tree Easy Hard Easy Hard
f-prior c i c i ¢ i ¢ i
t-prior ¢ i ¢ i|c i ¢ ifc i1 ¢ 1i|c i ¢ i
01 1 1 13 2 2 21 1 1 1|6 3 6 3*
201 1 1 113 3 3 3|1 1 1 1|15 6 16 6
001 1 1 13 3 3 3|1 1 1 1|3 34 37 34
4001 1 1 13 3 3 3|1 1 1 113 7 14 10
5001 1 1 1|3 3 3 3|1 1 1 1|7 5 7 7
6ooff1 1 1 12 1 2 2|1 1 1 1|3 3 3 3
001 1 1 113 3 3 3|1 1 1 1}9 8 9 8
gooy|1 1 1 11 1 1 1})1 1 1 1|8 6 8 6
9001 1 1 1|1 1 1 141 1 1 1|6 7 6 T*
w01 11 1|13 3 3 3)1 1 1 1|8 7 8 6
o000(1 1 1 11 1 1 1|1 1 1 1|6 4 6 5
000001 11 1|1 1 1 1)1 1 1 12 3 2 2
0000001 1 1 11 1 1 1)1 1 1 1]1 1 1 1

Table S1: The size of the credibility sets in the first simulation when dominant
markers were simulated but SNAPP was used without the dominant marker
correction. Here, ‘tree’ indicates which of the trees in Fig. 7?7 was used to
generate data. ‘¢’ and ‘i’ indicate whether ‘correct’ or ‘incorrect’ priors were
used on the # values and on the speciation rate. Numbers 100 to 1000000
indicate the number of polymorphic sites generated. Values in the table are the
numbers of trees in the credibility set. The seven instances where the true tree
was not contained within this set are marked by an asterix (*).



4 taxa 8 taxa
tree Easy Hard Easy Hard
f-prior c i c i ¢ i c i
t-prior ¢ i ¢ i|c i ¢ ifc i1 ¢ 1i|c i c i
o1 1 1 13 3 3 32 1 1 1|12 3 17 14
2001 1 1 141 1 2 11 1 1 13 3 3 2
o012 11 13 3 3 3|1 1 1 1|5 3 &5 3
4001 1 1 13 2 3 3|1 1 1 1|7 3 T 7
5001 1 1 1|3 3 3 3|1 1 1 1|3 3 3% 2*
601 1 1 13 3 3 3|1 1 1 1|6 3 5 5
0001 1 1 113 3 3 3|1 1 1 14 2 4 6
goof1 1 1 11 1 1 1|1 1 1 1|7 3 7T 6
9001 1 1 1(3 2 3 3|1 1 1 1|7 1 7 6*
w001 1 1 1|13 2 3 2)1 1 1 1/6 2 6 4
000(1 1 1 1}{1 1 1 141 1 1 1|7 1 7 7
000001 11 1)1 1 1 1)1 1 1 12 1 2 2
0000001 1 1 11 1 1 1)1 1 1 1]1 1 2 1

Table S2: The size of the credibility sets in the first simulation when dominant
markers were simulated and SNAPP was used with the dominant marker cor-
rection. Here, ‘tree’ indicates which of the trees in Fig. 7?7 was used to generate
data. ‘c’ and ‘1’ indicate whether ‘correct’ or ‘incorrect’ priors were used on
the 6 values and on the speciation rate. Numbers 100 to 1000000 indicate the
number of polymorphic sites generated. Values in the table are the numbers
of trees in the credibility set. The seven instances where the true tree was not
contained within this set are marked by an asterix (*). Note the similarity with
the results in Table S1.



