99

16

9

XP_009055699 Lottia gigantea
NP_001256291 Caenorhabditis elegans

36 99 XP_008195326.1 Tribolium castaneum
84 4’ﬁ’7— NP_001188702 Drosophila melanogaster
XM_006559785 Apis mellifera

XP_046441388 Daphnia pulex

XP_002108655 Trichoplax adhaerens
XP_032833426.1 Petromyzon marinus
XM_035816775 Branchiostoma floridae
XP_032818494.1 Petromyzon marinus
XP_032811665.1 Petromyzon marinus
XM_002128903 Ciona intestinalis

XP_067844468.1 Heptranchias perlo

95 ﬁ!j‘:XP_029432968.1 Rhinatrema bivittatum
77 XP_031748765 Xenopus tropicalis
95 MEE6497312.1 Ascaphus truei CDKL1
A‘_— NP_001333840 Homo sapiens CDKL4
NP_001028615 Mus musculus
XP_067831162.1 Heptranchias perlo
XP_067847748.1 Heptranchias perlo

73, NM_001003773 Danio rerio
4‘_1: XP_029586776.1 Salmo trutta
94 XP_035284411 Anguilla anguilla

99 NP_899117 Mus musculus

40

95

NP_004187 Homo sapiens
XP_421464 Gallus gallus
XP_013813851.1 Apteryx mantelli
XP_048708414.1 Caretta caretta
XP_012825009 Xenopus tropicalis
MEE6492328.1 Ascaphus truei
XP_029454217.1 Rhinatrema bivittatum
XP_032222952 Nematostella vectensis
XP_001743460 Monosiga brevicollis

AN

53

70

87

96

18

35

_92!_7XP_029610487.1 Salmo trutta
XP_035280754.1 Anguilla anguilla

XP_029454151.1 Rhinatrema bivittatum
100

XP_048703257.1 Caretta caretta

XP_067850651.1 Heptranchias perlo
XP_002938668 Xenopus tropicalis
MEE6461850.1 Ascaphus truei

NP_003939 Homo sapiens

XP_036021195 Mus musculus C D KL2

XP_046797036 Gallus gallus
XP_013811253.1 Apteryx mantelli CDKL3

XP_029555661.1 Salmo trutta

86 85 | MEE6479308.1 Ascaphus truei

L XP_029439868.1 Rhinatrema bivittatum

%6 84 XP_013801330.1 Apteryx mantelli
XP_048717789.1 Caretta caretta

100

NP_001160129 Mus musculus
100 NP_057592 Homo sapiens
XP_067852291.1 Heptranchias perlo

x|

58]

XP_009065353 Lottia gigantea
XM_026837117 Ciona intestinalis
XM_035813599 Branchiostoma floridae
XP_001627502 Nematostella vectensis

XP_032814970.1 Petromyzon marinus

100 7
|

XP_008197428.1 Tribolium castaneum I CDKL I
XM_026444985 Apis mellifera -

494‘: KAJ3215423.1 Dinochytrium kinnereticum CDKL F
KAJ3368749.1 Allomyces arbusculus I =

XP_001742556 Monosiga brevicollis

34

XP_001022552 Tetrahymena thermophila
AGC12987 Chlamydomonas reinhardtii

4l

98

58

XM_018817592 Ciona intestinalis
XP_032238987 Nematostella vectensis
XM_035825357 Branchiostoma floridae

XP_032832891.1 Petromyzon marinus
88; XP_013807183.1 Apteryx mantelli
XP_015128429.2 Gallus gallus

93 NP_001032420 Homo sapiens

NP_001019795 Mus musculus C D KL5
XP_048718284 Caretta caretta
XP_029459197.1 Rhinatrema bivittatum
XP_031752573 Xenopus tropicalis

63- MEE6468638.1 Ascaphus truei
XP_067848757.1 Heptranchias perlo
NM_001130771 Danio rerio
XP_029551169.1 Salmo trutta

55- XP_035265234 Anguilla anguilla

XP_009049402 Lottia gigantea
NP_001307847 Homo sapiens (outgroup)

0.50

Figure S1. Maximum likelihood phylogenetic tree of the kinase domain of CDKL proteins. Branch lengths are proportional to the
amount of genetic change measured as substitutions per site, the scale bar is shown below the tree. For each branch the bootstrap
statistical support is indicated as percentage. For each sequence, the accession number and species are indicated. On the right we

indicate the protein families defined on the basis of the phylogeny.
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