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MAGE-A3     1 MPLEQRSQHCKPEEGLEARGEALGLVGAQAPATEEQEAASSSSTLVEVTLGEVPAAESPD 
MAGE-A6     1 MPLEQRSQHCKPEEGLEARGEALGLVGAQAPATEEQEAASSSSTLVEVTLGEVPAAESPD 
consensus   1 ************************************************************ 
 
 
MAGE-A3    61 PPQSPQGASSLPTTMNYPLWSQSYEDSSNQEEEGPSTFPDLESEFQAALSRKVAELVHFL 
MAGE-A6    61 PPQSPQGASSLPTTMNYPLWSQSYEDSSNQEEEGPSTFPDLESEFQAALSRKVAKLVHFL 
consensus  61 ****************************************************** ***** 
 
 
MAGE-A3   121 LLKYRAREPVTKAEMLGSVVGNWQYFFPVIFSKASSSLQLVFGIELMEVDPIGHLYIFAT 
MAGE-A6   121 LLKYRAREPVTKAEMLGSVVGNWQYFFPVIFSKASDSLQLVFGIELMEVDPIGHVYIFAT 
consensus 121 *********************************** ******************.***** 
 
 
MAGE-A3   181 CLGLSYDGLLGDNQIMPKAGLLIIVLAIIAREGDCAPEEKIWEELSVLEVFEGREDSILG 
MAGE-A6   181 CLGLSYDGLLGDNQIMPKTGFLIIILAIIAKEGDCAPEEKIWEELSVLEVFEGREDSIFG 
consensus 181 ****************** * ***.*****.*************************** * 
 
 
MAGE-A3   241 DPKKLLTQHFVQENYLEYRQVPGSDPACYEFLWGPRALVETSYVKVLHHMVKISGGPHIS 
MAGE-A6   241 DPKKLLTQYFVQENYLEYRQVPGSDPACYEFLWGPRALIETSYVKVLHHMVKISGGPRIS 
consensus 241 ******** *****************************.******************.** 
 
 
MAGE-A3   301 YPPLHEWVLREGEE 
MAGE-A6   301 YPLLHEWALREGEE 
consensus 301 ** **** ****** 

 

A

WH-A WH-B

MAGE Homology Domain
(Binds TRIM28)

MAGE-A6 1 314

WH-A WH-BMAGE-A3 1 314

96% identical
98% similar

WH-A WH-B

MAGE-A3 MHD
MAGE-A6 MHD

RMSD = 0.03

-1 1 2 3 4 5
-1

1

2

3

4

Colorectal Adenocarcinomas (n=61)

MAGE-B2 Expression (logRPKM)M
A

G
E

-A
3 

E
xp

re
ss

io
n 

(lo
gR

P
K

M
)

r = 0.551
p > 0.05

-1 1 2 3 4 5
-1

1

2

3

4

M
A

G
E

-A
11

 E
xp

re
ss

io
n 

(lo
gR

P
K

M
)

MAGE-A3 Expression (logRPKM)

Colorectal Adenocarcinomas (n=84)

r = 0.550
p > 0.05

CVS END   GI IMMUR REPRODMS STR

A
or

ta
H

ea
rt

Lu
ng

R
et

in
a

Le
ns

B
ra

in
 s

te
m

C
er

eb
el

lu
m

C
er

eb
ru

m
C

or
pu

s 
st

ria
tu

m
O

lfa
ct

or
y 

bu
lb

S
pi

na
l c

or
d

H
ip

po
ca

m
pu

s
H

yp
ot

ha
la

m
us

P
itu

ita
ry

Th
yr

oi
d

A
dr

en
al

To
ng

ue
E

so
ph

ag
us

S
to

m
ac

h
D

uo
de

nu
m

Je
ju

nu
m

Ile
um

D
uo

de
nu

m
 m

us
c.

Je
ju

nu
m

 m
us

c.
Ile

um
 m

us
c.

P
ro

xi
m

al
 c

ol
on

D
is

ta
l c

ol
on

G
al

l b
la

dd
er

P
an

cr
ea

s
S

al
iv

ar
y 

gl
an

d
S

pl
ee

n
Th

ym
us

B
on

e 
m

ar
ro

w
K

id
ne

y
B

la
dd

er
Li

ve
r

B
AT

sc
 W

AT
e 

W
AT

O
va

ry
U

te
ru

s
M

am
m

ar
y 

gl
an

d
E

pi
di

dy
m

is
P

re
pu

ci
al

 g
la

nd
P

ro
st

at
e

S
em

in
al

 v
es

ic
le

Te
st

is
Va

s 
de

fe
re

ns
B

on
e

S
ke

le
ta

l m
us

cl
e

S
ki

n

CNS

C57BL/6: MAGE-A3

0.000

0.001

0.002

0.003

0.004

CVS END   GI IMMUR REPRODMS STR

A
or

ta
H

ea
rt

Lu
ng

R
et

in
a

Le
ns

B
ra

in
 s

te
m

C
er

eb
el

lu
m

C
er

eb
ru

m
C

or
pu

s 
st

ria
tu

m
O

lfa
ct

or
y 

bu
lb

S
pi

na
l c

or
d

H
ip

po
ca

m
pu

s
H

yp
ot

ha
la

m
us

P
itu

ita
ry

Th
yr

oi
d

A
dr

en
al

To
ng

ue
E

so
ph

ag
us

S
to

m
ac

h
D

uo
de

nu
m

Je
ju

nu
m

Ile
um

D
uo

de
nu

m
 m

us
c.

Je
ju

nu
m

 m
us

c.
Ile

um
 m

us
c.

P
ro

xi
m

al
 c

ol
on

D
is

ta
l c

ol
on

G
al

l b
la

dd
er

P
an

cr
ea

s
S

al
iv

ar
y 

gl
an

d
S

pl
ee

n
Th

ym
us

B
on

e 
m

ar
ro

w
K

id
ne

y
B

la
dd

er
Li

ve
r

B
AT

sc
 W

AT
e 

W
AT

O
va

ry
U

te
ru

s
M

am
m

ar
y 

gl
an

d
E

pi
di

dy
m

is
P

re
pu

ci
al

 g
la

nd
P

ro
st

at
e

S
em

in
al

 v
es

ic
le

Te
st

is
Va

s 
de

fe
re

ns
B

on
e

S
ke

le
ta

l m
us

cl
e

S
ki

n

CNS

R
el

at
iv

e 
m

R
N

A 
le

ve
l

C

0.000

0.005

0.010

0.015

0.020
C57BL/6: MAGE-A6

D

E F

R
el

at
iv

e 
m

R
N

A 
le

ve
l

* *



Figure S2
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