100

94

Additional file 19

97

100

100 human ENSP00000344411

100 l—:)g ENSCAFP00000028447

= opossum ENSMODP00000007849
chicken ENSGALP00000002498
zebra finch XP_012425859.1
Chinese softshell turtle XP_006127185.1
American alligator XP_006277857.1
Chinese alligator XP_006018901.1
98 green anole ENSACAP00000013686
python XP_007438729.1
Japanese gecko XP_015276089.1

I th ENSLACF 021777
100 spotted gar ENSLOCP00000004765
96 ish ENSDARP00000016755
{ ENSGACP00000010049

100 ——— green anoleENSACAP00000020188
1

97

ground gecko Parpi0009621.p1

100

100

95

100 human ENSP00000331867
410‘3‘:'::9 ENSCAFP00000029003

1 ENSLACP00000021417

opossum ENSMODP00000007404
100 chicken XP_015152490.1
zebra finch ENSTGUP00000002674
American alligator XP_006262139.1
Chinese alligator XP_006025640.2
100 — green sea turtle XP_007060388.1

Chinese softshell turtle ENSPSIP00000004734

100 green anole ENSACAP00000011243
100 Madagascar ground gecko Parpi0009450.p1

Japanese gecko XP_015261739.1

ENSLACP00000019055
100 fish ENSDARP00000094989
ENSGACP

—— stickleback ENS!

100 fish ENSDARP00000069610
1 zebrafish ENSDARP000001277
100 L—————————— spotted gar ENSLOCP00000006253

97

spotted gar ENSLOCP00000006270

spotted gar ENSLOCP00000002934

100 human ENSPQC

opossum ENSMODP00000026115
100 — American alligator XP_014457146.1

Chinese alligator XP_006031552.1

green sea turtle XP_007067784.1

Chinese softshell turtle XP_006115160.1

green anole ENSACAP00000008510
python XP_007436306.1

ground gecko Parpi0019694.p1
Japanese gecko XP_015268046.1

100 — coelacanth ENSLACP00000021410

L coelacanth ENSLACP00000021415
1007 green anol AP00000017104

100

L Japanese gecko XP_015264610.1

100 human ENSP00000309493
100 dog ENSCAFP00000001300
opossum ENSMODP00000022215
100 chicken XP_426177.3
zebra finch XP_002190374.1

100

alligator XP_0( 1
Chinese alligator XP_006026226.1
green sea turtle XP_007056835.1
Chinese softshell turtle XP_006123144.1

99 green anole XP_008118621.1
Burmese python XP_007440125.1
garter snake XP_013910967.1
99 Japanese gecko XP_015264573.1
100L Madagascar ground gecko Parpi0019195.p1 Geckos
100 western clawed frog ENSXETP00000061723 Anole and snakes
] E:ﬁ;ﬁgzg%%%%o&;’;i; Trutles and crocodiles
—{‘ 00 SN _ Mammals and birds
ENSDARRO000CISIES Non-amniote vertebrates
western clawed frog ENSXETP00000059141 G P Rcs A 77777777777777777777
western clawed frog ENSXETP00000059901
coelacanth ENSLACP00000007115 Taste receptor genes
ENSLACP00000010207
ENSDARPOOC Elusive genes/
100 [~ st ENSGACP00000016241 elusive gene candidates
I L stickleback ENSGACP00000016248
spotted gar ENSLOCP00000020760 Other paralogs
[ ENSLACP00000008257

0.2 substitutions/site



Figure S16. Taste receptor gene tree

Phylogenetic tree of taste receptor genes, belonging to the GPCR superfamily, using
560 alignment sites of the amino acid sequences of the ortholog group

AmnPhylome 0000004. The tree was inferred with IQ-TREE assuming the JTT+F+RS5
model. Values at the nodes represent ultrafast bootstrap approximation values with high
reliability (>90). Branches of the geckos, anole/snakes, turtles/crocodiles, and avian
lineages are in green, red, blue, and brown, respectively. Subtrees with pink
backgrounds represent known taste receptor genes in mammals, and those with yellow
backgrounds represent the genes that retain reptile orthologs but not mammals and
avians ones. The subtree with a yellow background that included the orthologs of non-

amniote vertebrates was defined as the elusive genes.



