Figure S6

Maximum likelihood phylogeny with approximate
likelihood ratio statistic (LRS) for each node calculated using

PHYML software. LRS=2In(L1/L2), where L1 is the likelihood of
the maximum likelihood phylogeny and L2 is the likelihood of
the most likely phylogeny lacking the labeled node.

128.233

33.66

17.204

SalSalERb
OncMKERb

64.454

9.9

HomSapCP1
|- HomSapCP2

— PetMarCP2

40.895

131.503

OryLatERb

MicUndERg
SpaAurERb
ParOliERb

OreNilERb
KryMarERb

CarAurERb1

IctPunERb
CarAurERb2
DanRErERb1
CanBarERa
1o HalTenERb
ConMyrERb
AngJapERb
XenTroER
MusMusERb
CalJacERb
HomSapERb
| SusScrERb
5.02 GalGalERb
EubMacERb
SqgaAcaERb
MyxER
PetMarER
30.814 71.06 IctPunERa
DanRerERa
OncMykERa
2p.g88 HalTriERa
HalTenERa
1l§2 e AcaSchERa
1 MicSalERa
4 OryLatERa
FunHetERa
8 HapBurERa
OreAurERa
3115 ParOliERa
| 1p8ge ZoaVivERa
TetNigERa
AndJapERa
XenLaeERa
GalGalERa
CneUniERa
EubMacERa
5.629 6 MesAurERa
9 MusMusERa
OviAriERa
HomSapERa
BfER
7.477 f PlatyER
CapcapER
12.588 OctVulER
0.5 MarisaER
NucellaER
96.639 ThaisER
ApICalER
CrassotreatER
68.03 [ SquAcaAr
LeuErAR
RanCatAR
184.725 XenLaeAR
TaeGutAR
HomSapAR
AngJapARa
15. OreNilARa
HapBurARb
GamAffAR
AngJapARb
1p5 OncMykARb2
OncMykARa2
CarAurAR
ohs DanRerAR
- 1 OryLatAR
8 GamAffARa
HapBurAr
GasAcuARb
3 DicLabAR
PagMajAR
HalTriAR
PetMarCR
75.766 MyxGIuSR
Tf E PetMarPR
MyxGIuCR
'B.5 LeuEriMR
HapBurMR
13 OncMykMR
OviAriMR
4819 CanFamMR
2 HomSapMR
MusMusMR
155.368 GalGalMR
XenLaeMR
OncMykGR2
71.198 7. HapBur1GR
PimProGR
DanRerGR
SpaAurGR
HapBur2aGR
OncMykGR
XenLaeGR
CavPorGR
RatNorGR
rars [ 35.88) TupGIliGR
SusSusGR
HomSapGR
GalGalGR
LeuEriGR
LeuEriPR
8.6p6 GalGalPR
0 AlMisPR
MusMusPR
HomSapPR
CneUniPR
XenLaePR
RanDybPR
BfSR
HomSapERR1
XenLaeERR
DanRerER2a
MusMusERR2
HomSapERR2
53.849 DanRerERRb

DanRerERRg
HomSapERR3

I— BraFloERR

245.133 HomSapSF1

°-9I” l: MusMusSF1
RanrugSF1

LocMigRXR1
DanRerRXRbeta

HomSapRXRb

PetMarRXR2
DanRerRXRgamma
HomSapRXRa
XenLaeRXRgamma
HomSapRXRg
BraFloRXR

I- GalGalSF1




