25
2.0
1.5

Density

1.0
0.5
0.0

with duplications
without duplications

Protostomia (p=0.0)
12.5
10.0
7.5
5.0
25

0.0

Deuterostomia (p=0.0)

Nematostella vectensis (p=0.0)  Monosiga brevicollis  (p=0.0)

2.5
2.0
1.5
1.0
0.5

0.0
Amoebozoa (p=0.0)

1.5
1.0
0.5

0.0
Alveolata-Stramenopiles (p=0.8)

2.0
1.5
1.0
0.5

0.0

Normalised Difference from Expected Branch Length

0

Excavates (p=0.0)

Archaea (p=0.0)

1

Trichoplax adhaerens  (p=0.0)

3

2.5
2.0
1.5
1.0
0.5
0.0

Fungi (p=0.0)

Viridiplantae (p=0.0)

Eubacteria (p=0.0)

0 1

Supplemental Fig. S2. Distributions of the differences between observed gene tree
branch lengths and expected branch lengths, with duplications in pink and without
duplications in light blue for each major lineage. The p-values for the Mann—Whitney U
test are shown in parentheses. The sample sizes (n) are also indicated in each plot.



