Additional file 5: Figure S2 Maximum likelihood phylogram of Gq-opsins.  The phylogenetic tree is based on 96 aligned amino acid sequences with scallop Argopecten irradians Go-opsin as the outgroup. Support values (>50%) of nodes were generated by 1000 bootstrap replicates in RAxML. A black bar indicates the monophyletic Gq-opsin clade.

[image: Macintosh HD:Users:jeanneserb:figtree images:Gqopsin trees:attempt2.png]

image1.png
)

AngambiaeUV5
T castaneumUV5
‘ApmeliferaUVs

% B anynanalV

100 —— brmelanogastuva
Drmelanogastuva
——— D.pulexUVsa
51 53 An.gambiasUVB
% Ij“ E BanynanaUVB

% ApmeliferaUVB

Dr.melanogastuvs
D.pulexUVsb
™ 100 — PlpaykuliUVs.

L Haadansoniuvs

" —
N S e 1
G

. [ e e
o
100y paykulit
e
100 51 Ap mellferaB.
e
=
o e
100 Ne.oerste
g S N
. e
o
e
s
pow o
s
,4 ]
s
10 Topacton
T
- s
2 ouepmr
% 500 Giligrina.
H n e s
. e
L e
52 DacreriolA
% Mu.musculus
- e
B
e
o s
e
e EE—
.
o Com
L — P
L—— Ciintestinalis
2 [
8 Da rerioGt Rho2
o7 Da.rerioGt SWS
o L cawwams
a [

Da.ferioGtPAR

05




