23 7 ~—Jremaining eukaryotes (259 species)
99{ Brachydanio rerio
Salmo salar

——  Gasterosteus aculeatus
100 . Takifugu rubripes
55 - Tetraodon nigroviridis
— - Oreochromis niloticus
Mus musculus
Rattus norvegicus
10 Canis lupus familiaris
Equus caballus
15 Bos taurus
Cavia porcellus
Monodelphis domestica
94 40 Macaca mulatta

88 Pan troglodytes
ﬁ( Homo sapiens

Pongo abelii
Anolis carolinensis Lepidosauria
% Xenopus tropicalis
Xenopus laevis

Ornithorhynchus anatinus
98 Monodelphis domestica
Bos taurus
Mus musculus
Pongo abelii
Macaca mulatta
Cavia porcellus
Pan troglodytes
185 0-4 Equus caballus
Homo sapiens
0.06 Sus scrofa domestica
Rattus norvegicus
Canis lupus familiaris

Macaca fascicularis
mLZL Anolis carolinensis Lepidosauria

99

1n6A1a1dounoy

88

99

97 12

eljewweln
qiueneA |diy

95 GD

Xenopus

73

97

eljlewwep
Vv lueneA |diy

Taeniopygia guttata Aves
Gallus gallus

Phylogeny of Arp1 in vertebrates

Phylogenetic tree from Bayesian inference of the Arp1sillustrating the Arp1 duplication event at the origin of the
vertebrates (GD), which may have been the result from the two whole genome duplications that happend at the origin
of the vertebrates.. The branch containing the remaining eukaryotes has been collapsed. The numbers on branches
indicate posterior probabiliy support values using the LG model. The complete tree including the posterior probabilities
for all branches is available in Additional File 1. For vertebrates, two different variants were found, based on the
duplication event at the origin of the vertebrates. Subsequently, most vertebrate branches have lost one of the versions.
Mammalian variant A grouped together with the variants of birds and Amphibia, while mammalian variant B grouped
together with the Arp1 of Actinopterygii. The lizard Anolis carolinensis also still encodes two Arp1 genes. The scale bar
represents amino acid substitutions per site.



