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Figure S1: Generation and characterization of R26-lsl-MYC mice 
A) Schematic of Rosa26 targeting strategy adapted from Srinivas using vectors described by same
[36].  B) Southern blot of EcoRV-digested ES cell genomic DNA probed with external probe E.  WT
band = 11Kb; recombined band = 3.8Kb.  Arrows indicate clones with the correctly targeted locus.
C) PCR of genomic DNA from heterozygous and homozygous R26-lsl-MYC mice.
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Figure S2: In vitro validation of KM tumour progression signature 
A) Confirmation of depletion of the indicated genes with individual siRNAs, performed by Q-PCR.
Mean ± SEM of biological triplicates shown.  B) Loss of viability (y-axis) upon depletion of most
targeted genes does not alone account for suppression of cell migration (x-axis).  Mean values for 4
siRNAs targeting each gene shown.

Figure S2

SOX9_
1 

SOX9_
2 

SOX9_
3 

SOX9_
4 

EREG_1
 

EREG_2
 

EREG_3
 

EREG_4
 

GAPDH_1
 

GAPDH_2
 

GAPDH_3
 

GAPDH_4
 

SLC
2A

1_
1 

SLC
2A

1_
2 

SLC
2A

1_
4 

FA
BP5_

1 

FA
BP5_

2 

FA
BP5_

3 

FA
BP5_

4 

SLC
38

A1_
1 

SLC
38

A1_
2 

SLC
38

A1_
3 

SLC
38

A1_
4 

PORCN_1
 

PORCN_2
 

PORCN_3
 

PORCN_4
 

0

20

40

60

80

100

m
R

N
A 

ex
pr

es
si

on
(%

 o
f c

on
tro

l)
A

siRNA

B
50

30

10

-10
30 907050

H2009
Lo

ss
 o

f V
ia

bi
lity

 (%
 o

f c
on

tro
l)

distance migrated (% wound closure)

KIF23

LAMC2

SOX9

CD38

ARNTL2

PORCN

DLK1

0

60

35 8575

40

20

55

A549

Lo
ss

 o
f V

ia
bi

lity
 (%

 o
f c

on
tro

l)

distance migrated (% wound closure)

KIF23
SLC2A1

LAMC2
SOX9

LGALS3BP
MYRF

GAPDH

PGK1

IGFBP5

TSPAN8

ECM1

VCAM1

PORCN

DLK1


