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Figure S1. Mammal phylogenetic tree of mammalian species assembled for this study.
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[bookmark: 3as4poj]Figure S2. Global dN and dS values according to mutation type (A,B) and inheritance (C,D).
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Figure S3. (A) Correlation between protein sequence length and global dN/dS estimates; (B) Comparison of protein length between positively selected and not selected genes; (C) Comparison of protein length among mutation-type categories. Statistical p-values are shown for multiple and pairwise comparisons. Mean of sequence length is indicated below each category in (B,C).
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[bookmark: _GoBack]Figure S4. Proportion of positively selected sites across COSMIC categories: (A) mutation type; (B) genetic dominance; (C) tissue type; and (D) cancer role. The number of genes in each category is indicated within each square. Significance levels for chi-square tests are indicated below each plot: non-significant (ns) and significant p-value < 0.05 (*). Abbreviated categories: Som + Ger: Genes bearing both somatic and germline mutations; TSG: tumor suppressor genes.
Genes 2017, 8, x; doi: FOR PEER REVIEW 	www.mdpi.com/journal/genes

image3.png
R2 = 0.0026
05 p=0.145

. ° .
n 5 .
g oo
T 04- ° °
— .. L]
-g e % .
o .
2 (1) . . ) a a
.
o o o, %o * ¢ .
L g
0.2- - . —
° L]
L]
L]
L]
L]
0.0-
0 1000 2000 3000 4000 5000
Sequence length (aa)
5000{T-est, p = 0.25 * Anova, p = 0.024
. 0.0086 .
6000 0.15
4000 . L
. 0.045
g : )
£ 3000 =
g 5 4000 .
s § .
g 3
g 2000 g N
3 8
2000
1000 ..-- ..
0 y o LR

Yes Germline Somatic Som:Ger

No
842.9] Positve Selecton 974,32 721.53 836.85 1071.39




image4.png
PSSs / Sequence length

PSS/ sequence length

M2a

M8

Anova, p = 0.17
ns

0.061 Anova, p = 0h351
1 1
* ns
1 1
I S ns
0.04 - .
[ ]
°
0.02- $ . .
ﬁ :
— —= ==
0.00 -
Germline SomaticSom + Ger Germline Somatic Som + Ger
M2a M8
0.05 - T-test, p = 0.57 T-test, p = 0.1
[ ] [ ) [ ] [ )
0.04 - .
0.03 1 *
[ ]
[ ]
0.02 1 ° ® .
[ )
0.01 -
0.00 A
Epith Leu/Lym Epith Leu/Lym

PSSs / sequence length

PSS / Sequence length

M2a M8
0.06 T-test, p = 0.51 T-test, p = 0.51
[ ] [ )
0.04 1 o
[
[ )
0.021 S . . s
° [ )
[ ]
0.00 1
Dom'inant Recéssive Dom'inant Recéssive
M2a M8
Anova, p = 0.5 Anova, p = 0.73
0.06 1 ns ns
1 1
ns ns
ns ns
[ ] [ ]
0.04 1 o
[ ]
[ ]
0.02{ ¢ . s '
° L] ° °
0.00 1

fusion onco'gene TSG

fusion onco'gene TSG





image1.png
MONOTREMES

Ornithorhynchus anatinus S
MARSUPALIA |

Monodelphis domestica
AFROTHERIA

Loxodonta africana
CINGU I;ATA

Dasypus novemcinctus

LAGOMORPHA

Oryctolagus cuniculus
Cavia porcellus

Fukomys damarensis

ki

Ictidomys tridecemlineatus
DENTIA Dipodomys ordii

Nannospalax galili

Mesocricetus auratus
Rattus norvegicus

Mus musculus
— SCANDENTIA

Tupaia belangeri

Otolemur garnettii

[~ Saimiri boliviensis
e Callithrix jacchus
Pan troglodytes

PRIMATES

Homo sapiens

Pongo abelii

\ » W 4
u m > (A y %A & 474 v

Rhinopithecus roxellana

Papio anubis

Macaca mulatta

Erinaceus europaeus
Tursiops truncatus

Bos taurus

LAURASIATHERIA Sus scrofa

Equus caballus
— Pteropus vampyrus
— L Myotis lucifugus

— Felis catus
Ailuropoda melanoleuca

T
s
= ety
1 NE
3

)
Z)n

e

e

2 .

b

Rk

]




image2.png
— 15 ——
H i .
]
. ] M
] ]
3
H . g 10
ﬁ 5
Somatic Som + Germ Germinal Somatic Som + Germ Germinal
D
T-test,p=0.013 T-test,p=0.31
H .
. : 12 H :
H
. .
]
H 1]
' 88
L}
4
Dominant Recessive Dominant Recessive




image5.png




image6.png
genes

O
<o<
(S JE)
OO




