
Supplemental information 

 

Supplemental Figure legends 

 

Supplemental Figure 1. Profiles of aberrations in glioma, melanoma and lung cancer  

(A) Chromosomal copy number changes of NSCLC cell lines are plotted against those of 

primary gliomas. Two separate figures are given for deletions (left panel, NSCLC cell lines in 

blue, gliomas in purple) and amplifications (right panel, NSCLC cell lines in red, gliomas in 

purple). (B) Chromosomal copy number changes of NSCLC cell lines are plotted against 

those of primary melanomas (NSCLC cell lines in red respectively blue as above, melanoma 

short term cultures in purple). (C) Genomic similarity was analyzed by computing correlations 

of  GISTIC q-values for each SNP between NSCLC cell lines and the indicated cancer entity 

primary lung cancer, ovarian cancer, glioma, melanoma cell culture samples, normal tissues 

and a randomly split subset of NSCLC cell lines.  

 

Supplemental Figure 2. Analysis of the interactions of mutations and copy number 

lesions  

Hierarchical clustering of significant lesions defined by GISTIC and oncogene mutations 

using the reciprocal co-occurence ratio as distance measure and average linkage of clusters. 

The distance of the clusters is reflected in the length of the branches. Note that mutations in 

EGFR and KRAS occur in a mutually exclusive fashion, while EGFR mutation and 

amplification are found in the same cluster. Amplifications are depicted in red and deletions 

in blue. Relevant genes within GISTIC peaks are annotated.  

 

Supplemental Figure 3. Phenotypic properties of primary tumors are conserved in 

erlotinib-sensitive lung cancer cells. 

(A) Hierarchical clustering of primary lung adenocarcinomas was performed using genes 

identified as being differentially expressed in erlotinib-sensitive versus erlotinib-resistant 

NSCLC cell lines. Red bars represent EGFR-mutant tumors. (B) The EGFR mutation 

signature published by Choi et al. was used to perform hierarchical clustering of primary lung 

adenocarcinomas. Red bars represent EGFR-mutant tumors. 

 

Supplemental Figure 4. Characterization of compounds used in the screen 

Displayed are the chemical structures, the development phase and the main known targets 

for all compounds used in the screening experiments. Also, the maximum concentrations 

used in the high-throughput (10 µM for 17-AAG, erlotinib, vandetanib, lapatinib, sunitinib, 



rapamycin and PD168393, 30 µM for purvalanol, SU-11274, dasatinib, 60 µM for VX-680, 90 

µM for UO126) are depicted. 

 

Supplemental Figure 5. Mutated EGFR as a target for vandetanib activity 

(A) Left panel: Vandetanib represented as pink ballandsticks is modeled into the ATP binding 

site of EGFR based on its crystallographically determined binding mode with the RET kinase. 

Right panel: The T790M mutation at the gatekeeper position of the ATP pocket, associated 

with secondary EGFR-inhibitor resistance in patients. (B) Ba/F3 cells expressing mutant (del 

Ex19 or Ex19/T790M) EGFR were treated for 12h with the indicated concentrations of either 

vandetanib or erlotinib and whole-cell lysates were immunoblotted for phospho-EGFR and 

EGFR. (C) Dose-dependent growth inhibition after 96h treatment with either dasatinib or 

erlotinib was assessed measuring cellular ATP content. 

 

Supplemental Figure 6. Lesion-based prediction for activity of UO126 

Distribution of copy number gain at 1q21.3 (black columns) across the UO126-sensitivity 

profile (GI50 values) in the NSCLC cell line collection and the hypothemycin-sensitivity profile 

in the NCI-60 cell line panel. Incidence of amplification of 1q21.3 and sensitivity towards 

UO126 and hypothemycin is represented by a contingency table for both datasets.  

 

Supplemental Figure 7. Analysis of activity of 17-AAG 

(A) Displayed is the induction of apoptosis after treatment with 17-AAG as measured by 

FACS analysis, utilizing Annexin-V/PI staining as a surrogate marker for apoptosis. DMSO 

(0.1%) was used as control. The fraction of cells either positive for Annexin-V or PI are 

defined as apoptotic. (B) Validation of 17-AAG as an inhibitor of chaperonage of mutated 

EGFR by HSP90. Immunohistochemical detection of total EGFR protein after 

immunoprecipitation of HSP90 of EGFR mutated PC9 cell lines before and after treatment 

with 1µM of erlotinib is depicted. (C) Validation of the antibody for total protein of KRAS using 

lentiviral shRNA transfection. Immunohistochemical detection of total KRAS protein as well 

as actin as loading control of parental A549 cells, A549 cell lines transduced with an empty 

vector (A549cont) and shRNA targeting KRAS (A549KRASkd)  

 

Supplemental Figure 8. Inhibition of HSP90 leads to tumor regression in transgenic 

lox-stop-loxKRASG12D mice 

Displayed are the MRI scans of lox-stop-loxKRASG12D before and after treatment with either 17-

DMAG or placebo. The areas of lung tumors were manually segmented, measured on each 

MR slice and total tumor volume reduction was calculated for each mouse treated with 17-

DMAG or placebo. 



 

Supplemental Figure 9. TESP prediction model for activity of erlotinib and dasatinib 

(A) Cell lines according to their sensitivity to erlotinib (GI50<1µM; yellow bars) are displayed. 

Cell lines enriched for sensitivity to erlotinib are found among those with highest copy 

numbers for EGFR. The contingency table for EGFR amplification and erlotinib sensitivity 

including the p-value determined using fisher’s exact test are displayed in the right panel. (B) 

Left panel: Distribution of TESP gene positive cells (black columns and asterisks) across the 

dasatinib-sensitivity profile (GI50-values) in the NSCLC cell line collection. Incidence of TESP 

gene positive cells and sensitivity (GI50<0.1=sensitive; GI50>0.1=resistant) towards dasatinib 

are represented by a fisher’s exact test. Right panel: Distribution of GI50-values for cells with 

amplification of 2 TESP genes (TESP+ [2 genes]) and cells without amplification in these 

genes. (C) Left panel: In H322M cells levels of phosphorylated-SRC (p-SRC) and the 

corresponding SRC-protein levels were detected by immunoblottiong after treatment with 

dasatinib. Right panel: Viability of H322M cells was measured after treatment with dasatinib 

at the indicated concentrations. 

 

Supplemental Figure 10. Validation of EphA3 as a relevant target for dasatinib activity. 

(A) H28 cells harboring amplified EphA3 were either left untreated, transduced with an empty 

vector control (H28 control) or with shRNA targeting EphA3 (H28 EphA3). After puromycin 

selection, levels of EphA3 in H28 cells transduced with the indicated vectors were analyzed 

by immunoblotting (top). Bottom: Viability was quantified by cell counting. Error bars 

represent standard deviation between different experiments. 

 

Supplemental Table 1. The NSCLC cell line collection 

Overview over the NSCLC cell line collection used in the study including providers and 

morphopathological details. 

 

Supplemental Table 2. Significant lesions in lung cancer 

Summary of regions with significant copy number alterations as defined by GISTIC in the cell 

line panel and a primary lung cancer panel. 

 

Supplemental Table 3. All significant copy number lesions as defined by GISTIC 

across all cell lines 

All cell lines are annotated for presence (“1”) or absence (“0”) of a given lesion for different 

copy number thresholds as defined by GISTIC.  

 

Supplemental Table 4. Analysis of homozygous deletions and LOH 



Regions targeted by homozygous deletions (HD) and by loss of heterozygosity (LOH) 

inferred from SNP array data are displayed in this table. 

 

Supplemental Table 5. Raw sensitivity data for screened compounds and mutational 

status 

Overview over the half maximal inhibitory concentrations (GI50 values; [µM]) derived form 

high-throughput cell line based screening and analysis of the respective preimage under the 

kill curve for each cell line and each compound. Additionally, all cell lines are annotated for 

presence (“1”) or absence (“0”) of mutations in EGFR, KRAS, NRAS, BRAF, PIK3CA and 

EML4/ALK. 

 

Supplemental Table 6. Expression signature of EGFR-mutated cell lines 

The probestes of the Affymetrix U133A platform, the genes, the accession number, the fold 

change, the difference of means as well as the p-values are displayed for the genes 

identifying an EGFR-mutation signature in cell lines. 

 

Supplemental Table 7. Multi-lesion predictors of sensitivity 

Multi-lesion predictors of sensitivity tested with the KNN method, Fisher’s exact test and t-

test are displayed. Only significant predictors are displayed for two different copy number 

thresholds for all compounds analyzed in the cell line based screening. 

 

Supplemental Table 8. TESP prediction of activity of dasatinib 

The GI50-values of dasatinib across all cell lines are displayed. All cell lines are annotated for 

presence (“1”) or absence (“0”) of copy number> 3 of genes identified as predictors of 

dasatinib activity (EPHA3, ABL2, LCK, BLK, SRC, EPHA5, EPHA8, YES1, FRK). 

  

 

 

 























S
u

p
p

le
m

e
n

ta
l T

a
b

le
 1

: C
e
ll lin

e
 o

v
e
rv

ie
w

Sample Name

Provider

ATCC/DSMZ-Number

Organ Source

Histology

TNM Stage  

Metastatic Site of Derivation

Isolation Date

Growth (adh/ susp)

Morphology

Gender

Age

Smoker   (Y/N/ PY)

Ethnicity

Treatment (pre/ post)

A
4

2
7

A
T

C
C

H
T
B
-5

3
L
u
n
g

C
a
rc

in
o
m

a
, n

o
t s

p
e
c
ifi

e
d

A
d
h
e
re

n
t

E
p
ith

e
lia

l
M

5
2

C
a
u
c
a
s
ia

n

A
5

4
9

A
T

C
C

C
C
L
-1

8
5

L
u
n

g
C
a
rc

in
o
m

a
, n

o
t s

p
e
c
ifi

e
d

1
9
7
2

A
d
h
e
re

n
t

E
p
ith

e
lia

l
M

5
8

C
a
u
c
a
s
ia

n

C
a
lu

1
A

T
C

C
H

T
B
-5

4
L
u
n

g
E

p
id

e
rm

o
id

 c
a
rc

in
o
m

a
P

le
u
ra

l E
ffu

s
io

n
A

d
h
e
re

n
t

E
p
ith

e
lia

l
M

4
7

C
a
u
c
a
s
ia

n

C
a
lu

3
A

T
C

C
H

T
B
-5

5
L
u
n

g
A

d
e
n
o
c
a
rc

in
o
m

a
P

le
u
ra

l E
ffu

s
io

n
A

d
h
e
re

n
t

E
p
ith

e
lia

l
M

2
5

C
a
u
c
a
s
ia

n
R
e
c
e
iv

e
d
 p

rio
r th

e
ra

p
y
 w

ith
 c

y
to

x
a
n
, b

le
o
m

y
c
in

 a
n
d
 a

d
ria

m
y
c
in

C
a
lu

6
A

T
C

C
H

T
B
-5

6
P

ro
b
a
b
l y

 lu
n

g
A

n
a
p
la

s
tic

 c
a
rc

in
o
m

a
1
9
7
6

A
d
h
e
re

n
t

E
p
ith

e
lia

l
F

6
1

C
a
u
c
a
s
ia

n

C
o
lo

6
9

9
D

S
M

Z
A

C
C

 1
9
6

L
u
n

g
A

d
e
n
o
c
a
rc

in
o
m

a
P

le
u
ra

l F
lu

id
1
9
8
6

A
d
h
e
re

n
t

E
p
ith

e
lo

id
 c

e
lls

 g
ro

w
in

g
 a

s
 m

o
n
o
la

y
e
rs

F
5
7

D
V

9
0

D
S

M
Z

A
C

C
 3

0
7

L
u
n

g
A

d
e
n
o
c
a
rc

in
o

m
 IV

P
le

u
ra

l E
ffu

s
io

n
1
9
9
0

A
d
h
e
re

n
t

C
e
lls

 g
ro

w
in

g
 in

 m
o
n
o
la

y
e
rs

M
5
0

E
K
V

X
c
o
m

p
o
n
e
n
t o

f N
C

I6
0

L
u
n

g
A

d
e
n
o
c
a
rc

in
o
m

a
M

H
1

2
9

9
A

T
C

C
C
R
L
-5

8
0

3
L
u
n

g
C

a
rc

in
o
m

a
, n

o
t s

p
e
c
ifie

d
L
y
m

p
h
 N

o
d
e

A
d
h
e
re

n
t

E
p
ith

e
lia

l
M

4
3

C
a
u
c
a
s
ia

n
R

e
c
e
iv

e
d

 p
rio

r ra
d
ia

tio
n

 th
e
ra

p
y

H
1

3
5

5
A

T
C

C
C
R
L
-5

8
6

5
A

d
e
n
o
c
a
rc

in
o

m
 IV

P
le

u
ra

l E
ffu

s
io

n
M

a
r.  1

9
8
6

S
u
s
p
e
n
s
io

n
M

5
3

C
a
u
c
a
s
ia

n
R

e
c
e
iv

e
d
 p

rio
r ra

d
ia

tio
n
 th

e
ra

p
y

H
1

3
9

5
A

T
C

C
C
R
L
-5

8
6

8
L
u
n

g
A

d
e
n
o
c
a
rc

in
o

m
 II

A
p
r.  1

9
8
6

A
d
h
e
re

n
t

F
5
5

Y
,  1

5
C

a
u
c
a
s
ia

n

H
1

4
3

7
A

T
C

C
C
R
L
-5

8
7

2
L
u
n

g
A

d
e
n
o
c
a
rc

in
o

m
 I

P
le

u
ra

l E
ffu

s
io

n
J
u
n
.  1

9
8
6

A
d
h
e
re

n
t

M
6
0

Y
,  7

0
C

a
u
c
a
s
ia

n

H
1

5
6

3
A

T
C

C
C
R
L
-5

8
7

5
L
u
n

g
A

d
e
n
o
c
a
rc

in
o
m

a
D

e
z
.  1

9
8
6

A
d
h
e
re

n
t

M
N

H
1

5
6

8
A

T
C

C
C
R
L
-5

8
7

6
L
u
n

g
A

d
e
n
o
c
a
rc

in
o
m

a
L
y
m

p
h
 N

o
d
e

D
e
z
.  1

9
8
6

F
4
8

Y
, 6

0
C

a
u
c
a
s
ia

n

H
1

5
7

L
u
n

g
S

q
u
a
m

o
u
s
 c

e
ll c

a
rc

in
o
m

a
M

H
1

6
4

8
A

T
C

C
C
R
L
-5

8
8

2
L
u
n

g
A

d
e
n
o
c
a
rc

in
o

m
 IIIA

L
y
m

p
h
 N

o
d
e

M
a
y, 1

9
8
7

A
d
h
e
re

n
t

M
3
9

Y
, 4

0
B

la
c
k

H
1

6
5

0
A

T
C

C
C
R
L
-5

8
8

3
L
u
n

g
A

d
e
n
o
c
a
rc

in
o

m
 IIIB

P
le

u
ra

l E
ffu

s
io

n
M

a
y, 1

9
8
7

A
d
h
e
re

n
t

E
p
ith

e
lia

l
M

2
7

Y
, 1

0
C

a
u
c
a
s
ia

n
, w

h
ite

H
1

6
6

6
A

T
C

C
C
R
L
-5

8
8

5
L
u
n

g
A

d
e
n
o
c
a
rc

in
o

m
 III?

P
le

u
ra

l E
ffu

s
io

n
J
u
n
.  1

9
8
7

L
o
o
s
e
l y

 a
d
h
e
re

E
p
ith

e
lia

l (m
a
n
y
 ro

u
n
d
e
d
 c

e
lls

) 
F

5
0

N
c
a
u
c
a
s
ia

n
R

e
c
e
iv

e
d
 p

rio
r ra

d
ia

tio
n
 th

e
ra

p
y

H
1

7
3

4
A

T
C

C
C
R
L
-5

8
9

1
L
u
n

g
A

d
e
n
o
c
a
rc

in
o
m

a
S

e
p
.  1

9
8
7

A
d
h
e
re

n
t

E
p
ith

e
lia

l
F

5
6

N

H
1

7
5

5
A

T
C

C
C
R
L
-5

8
9

2
L
u
n

g
A

d
e
n
o
c
a
rc

in
o

m
 IV

L
iv

e
r

O
c
t.  1

9
8
7

F
6
5

Y
, 6

0
C

a
u
c
a
s
ia

n

H
1

7
7

0
A

T
C

C
C
R
L
-5

8
9

3
L
u
n

g
N

e
u
ro

e
n
d
o
c
rin

e
 IV

L
y
m

p
h
 N

o
d
e

N
o
v.  1

9
8
7

S
u
s
p
e
n
s
io

n
, m

u
ltic

e
ll a

g
g
re

g
a
te

s
M

5
7

N
C

a
u
c
a
s
ia

n
,  w

h
ite

H
1

7
8

1
A

T
C

C
C
R
L
-5

8
9

4
L
u
n

g
A

d
e
n
o
c
a
rc

in
o

m
 IIIB

P
le

u
ra

l E
ffu

s
io

n
N

o
v.  1

9
8
7

A
d
h
e
re

n
t

F
6
6

Y
, 6

0
C

a
u
c
a
s
ia

n
R

e
c
e
iv

e
d
 p

rio
r ra

d
ia

tio
n
 th

e
ra

p
y
 a

n
d
 c

h
e
m

o
th

e
ra

p
y

H
1

7
9

2
A

T
C

C
C
R
L
-5

8
9

5
L
u
n

g
A

d
e
n
o
c
a
rc

in
o

m
 IV

P
le

u
ra

l E
ffu

s
io

n
D

e
z
.  1

9
8
7

A
d
h
e
re

n
t

M
5
0

Y
, 3

0
C

a
u
c
a
s
ia

n

H
1

8
1

9
A

T
C

C
C
R
L
-5

8
9

7
L
u
n

g
A

d
e
n
o
c
a
rc

in
o
m

a
L
y
m

p
h
 N

o
d
e

J
a
n
.  1

9
8
8

S
u
s
p
e
n
s
io

n
F

5
5

Y
, 8

0
C

a
u
c
a
s
ia

n
R

e
c
e
iv

e
d
 p

rio
r ra

d
ia

tio
n
 th

e
ra

p
y
 a

n
d
 c

h
e
m

o
th

e
ra

p
y

H
1

8
3

8
A

T
C

C
C
R
L
-5

8
9

9
L
u
n

g
A

d
e
n
o
c
a
rc

in
o
m

a
F

e
b
.  1

9
8
8

A
d
h
e
re

n
t

E
p
ith

e
lia

l
F

N

H
1

9
1

5
A

T
C

C
C
R
L
-5

9
0

4
L
u
n

g
P

o
o
rly

 d
iffe

re
n
ti

 IV
B

ra
in

A
p
r.  1

9
8
8

A
d
h
e
re

n
t

F
6
1

N
C

a
u
c
a
s
ia

n

H
1

9
4

4
A

T
C

C
C
R
L
-5

9
0

7
L
u
n

g
A

d
e
n
o
c
a
rc

in
o

m
 IIIB

S
o
ft T

is
s
u
e

J
u
n
.  1

9
8
8

F
6
2

Y
, 4

0
C

a
u
c
a
s
ia

n
R

e
c
e
iv

e
d
 p

rio
r ra

d
ia

tio
n
 th

e
ra

p
y

H
1

9
7

5
A

T
C

C
C
R
L
-5

9
0

8
L
u
n

g
A

d
e
n
o
c
a
rc

in
o
m

a
J
u
l.  1

9
8
8

A
d
h
e
re

n
t

F
N

H
1

9
9

3
A

T
C

C
C
R
L
-5

9
0

9
L
u
n

g
A

d
e
n
o
c
a
rc

in
o

m
 IIIA

L
y
m

p
h
 N

o
d
e

A
u
g
.  1

9
8
8

F
4
7

Y
, 3

0
C

a
u
c
a
s
ia

n

H
2

0
0

9
A

T
C

C
C
R
L
-5

9
1

1
L
u
n

g
A

d
e
n
o
c
a
rc

in
o

m
 IV

L
y
m

p
h
 N

o
d
e

A
u
g
.  1

9
8
8

F
6
8

Y
, 3

0
C

a
u
c
a
s
ia

n
R

e
c
e
iv

e
d
 p

rio
r ra

d
ia

tio
n
 th

e
ra

p
y
 a

n
d
 c

h
e
m

o
th

e
ra

p
y

H
2

0
3

0
A

T
C

C
C
R
L
-5

9
1

4
L
u
n

g
A

d
e
n
o
c
a
rc

in
o
m

a
L
y
m

p
h
 N

o
d
e

S
e

p
.  1

9
8
8

A
d
h
e
re

n
t

E
p
ith

e
lia

l
M

N

H
2

0
5

2
A

T
C

C
C
R
L
-5

9
1

5
M

e
s
o
th

e
lio

m
a

 IV
P

le
u
ra

l E
ffu

s
io

n
S

e
p
.  1

9
8
8

A
d
h
e
re

n
t

M
6
5

Y
,  4

0
C

a
u
c
a
s
ia

n

H
2

0
7

7

H
2

0
8

7
A

T
C

C
C
R
L
-5

9
2

2
L
u
n

g
A

d
e
n
o
c
a
rc

in
o

m
 I

L
y
m

p
h
 N

o
d
e

N
o
v.  1

9
8
8

S
u
s
p
e
n
s
io

n
, w

it
E

p
ith

e
lia

l
M

6
9

Y
,  6

0
C

a
u
c
a
s
ia

n

H
2

1
1

0
A

T
C

C
C
R
L
-5

9
2

4
L
u
n

g
N

o
n
-s

m
a
ll c

e
ll lu

n
g
 c

a
n
c
e
r, n

o
t s

p
e
c
ifie

d
P

le
u
ra

l E
ffu

s
io

n
D

e
z
.  1

9
8
8

N

H
2

1
2

2
A

T
C

C
C
R
L
-5

9
8

5
L
u
n

g
A

d
e
n
o
c
a
rc

in
o

m
 IV

P
le

u
ra

l E
ffu

s
io

Ja
n
.  1

9
8
9

A
d
h
e
re

n
t

E
p
ith

e
lia

l a
n
d
 ro

u
n
d
e
d

F
4
6

Y
, 3

0
C

a
u
c
a
s
ia

n
, w

h
ite

H
2

1
2

6
A

T
C

C
C
C
L
-2

5
6

L
u
n

g
A

d
e
n
o
c
a
rc

in
o
m

a
P

le
u
ra

l E
ffu

s
io

n
A

d
h
e
re

n
t

E
p
ith

e
lia

l
M

6
5

C
a
u
c
a
s
ia

n

H
2

1
7

2
A

T
C

C
C
R
L
-5

9
3

0
L
u
n

g
N

o
n
-s

m
a
ll c

e
ll lu

n
g
 c

a
n
c
e
r, n

o
t s

p
e
c
ifie

d
M

a
y, 1

9
8
9

A
d
h
e
re

n
t

F
N

H
2

2
2

8
A

T
C

C
C
R
L
-5

9
3

5
L
u
n

g
A

d
e
n
o
c
a
rc

in
o
m

a
A

u
g
.  1

9
8
9

A
d
h
e
re

n
t

F
N

H
2

3
A

T
C

C
C
R
L
-5

8
0

0
L
u
n

g
A

d
e
n
o
c
a
rc

in
o
m

a
A

d
h
e
re

n
t

E
p
ith

e
lia

l
M

5
1

B
la

c
k

H
2

3
4

7
A

T
C

C
C
R
L
-5

9
4

2
L
u
n

g
A

d
e
n
o
c
a
rc

in
o

m
 I

M
a
y, 1

9
9
0

A
d
h
e
re

n
t

E
p
ith

e
lia

l
F

5
4

N
C

a
u
c
a
s
ia

n

H
2

4
4

4
A

T
C

C
C
R
L
-5

9
4

5
L
u
n

g
N

o
n
-s

m
a
ll c

e
ll lu

n
g
 c

a
n
c
e
r, n

o
t s

p
e
c
ifie

d
N

o
v.  1

9
9
0

A
d
h
e
re

n
t

E
p
ith

e
lia

l
M

H
2

8
A

T
C

C
C
R
L
-5

8
2

0
M

e
s
o
th

e
lio

m
a

 IV
P

le
u
ra

l E
ffu

s
io

n
S

e
p
.  1

9
7
6

A
d
h
e
re

n
t

M
4
8

Y
,  2

9
C

a
u
c
a
s
ia

n

H
2

8
8

2
L
u
n

g
S

q
u
a
m

o
u
s
 c

e
ll 

 IV
6
1

H
2

8
8

7
L
u
n

g
A

d
e
n
o
c
a
rc

in
o

m
 IV

3
1

H
3

1
2

2
L
u
n

g
A

d
e
n
o
c
a
rc

in
o

m
 IV

5
4

H
3

2
2

L
u
n

g
A

d
e
n
o
c
a
rc

in
o
m

a

H
3

2
2

M
c
o
m

p
o
n
e
n
t o

f N
C

I6
0

L
u
n

g
A

d
e
n
o
c
a
rc

in
o
m

a

H
3

2
5

5
L
u
n

g
A

d
e
n
o
c
a
rc

in
o

m
 IIIB

4
7

H
3

5
8

A
T

C
C

C
R
L
-5

8
0

7
L
u
n

g
B

ro
n
c
h
io

a
lv

e
o
la

r c
a
rc

in
o
m

a
1
9
8
1

A
d
h
e
re

n
t

E
p
ith

e
lia

l
M

H
4

4
1

A
T

C
C

H
T
B
-1

7
4

L
u
n

g
P

a
p
illa

ry
 A

d
e
n
o
c
a
rc

in
o
m

a
1
9
8
2

A
d
h
e
re

n
t

E
p
ith

e
lia

l
M

H
4

6
0

A
T

C
C

H
T
B
-1

7
7

L
u
n

g
L
a
rg

e
 c

e
ll lu

n
g
 c

a
n
c
e
r

P
le

u
ra

l E
ffu

s
io

n
 

1
9
8
2

A
d
h
e
re

n
t

E
p
ith

e
lia

l
M

H
5

2
0

A
T

C
C

H
T
B
-1

8
2

L
u
n

g
S

q
u
a
m

o
u
s
 c

e
ll c

a
rc

in
o
m

a
1
9
8
2

A
d
h
e
re

n
t

E
p
ith

e
lia

l
M

H
5

2
2

A
T

C
C

C
R
L
-5

8
1

0
L
u
n

g
A

d
e
n
o
c
a
rc

in
o

m
 II

A
d
h
e
re

n
t, s

in
g
le

E
p
ith

e
lia

l
M

6
0

C
a
u
c
a
s
ia

n
P

re
th

e
ra

p
y
 s

a
m

p
le

H
5

9
6

A
T

C
C

H
T
B
-1

7
8

L
u
n

g
A

d
e
n
o
s
q
u
a
m

o
u
s
 c

a
rc

in
o
m

a
1
9
8
3

A
d
h
e
re

n
t

E
p
ith

e
lia

l
M

7
3

C
a
u
c
a
s
ia

n
P

re
th

e
ra

p
y
 s

a
m

p
le

H
6

4
7

A
T

C
C

C
R
L
-5

8
3

4
L
u
n

g
A

d
e
n
o
s
q
u
a
m

o
u

 IIIA
P

le
u
ra

l E
ffu

s
io

n
O

c
t. 1

9
8
3

A
d
h
e
re

n
t

M
5
6

N
C

a
u
c
a
s
ia

n
R

e
c
e
iv

e
d
 p

rio
r ra

d
ia

tio
n
 th

e
ra

p
y

H
6

6
1

A
T

C
C

H
T
B
-1

8
3

L
u
n

g
L
a
rg

e
 c

e
ll lu

n
g
 c

a
n
c
e
r

L
y
m

p
h
 N

o
d
e

1
9
8
2

A
d
h
e
re

n
t

E
p
ith

e
lia

l
M

4
3

C
a
u
c
a
s
ia

n
P

re
th

e
ra

p
y
 s

a
m

p
le

H
8

2
0

A
T

C
C

H
T
B
-1

8
1

L
u
n

g
P

a
p
illa

ry
 A

d
e
n
o
c
a
rc

in
o
m

a
L
y
m

p
h
 N

o
d
e

1
9
8
4

S
u
s
p
e
n
s
io

n
, m

u
E

p
ith

e
lia

l
M

5
3

C
a
u
c
a
s
ia

n
P

re
th

e
ra

p
y
 s

a
m

p
le

H
C
C
1

1
7

1
L
u
n

g
A
d
e
n
o
c
a
rc

in
o
m
 I

M
5
8

H
C
C
1

1
9

5
L
u
n

g
A

d
e
n
o
s
q
u
a
m

o
u

 I
M

4
7

H
C
C
1

3
5

9
L
u
n

g
S

p
in

d
le

-g
ia

n
t c

e
 IIIA

F
5
5

H
C
C
1

5
D

S
M

Z
A

C
C
 4

9
6

L
u
n

g
S

q
u
a
m

o
u
s
 c

e
ll c

a
rc

in
o
m

a
A

d
h
e
re

n
t

E
p
ith

e
lia

l
M

4
7

H
C
C
1

8
3

3
L
u
n

g
A
d
e
n
o
c
a
rc

in
o
m
 I

F
6
9

H
C
C
1

9
3

L
u
n

g
A
d
e
n
o
c
a
rc

in
o
m

a

H
C
C
2

2
7

9
L
u
n

g
A

d
e
n
o
s
q
u
a
m

o
u

 IIIA
F

5
2

H
C
C
2

4
2

9
F

Y

H
C
C
2

4
5

0
L
u
n

g
A
d
e
n
o
c
a
rc

in
o
m
 I

M
5
2

H
C
C
2

9
3

5
A

T
C

C
C
R
L
-2

8
6

9
L
u
n

g
A
d
e
n
o
c
a
rc

in
o
m

a
P

le
u
ra

l E
ffu

s
io

n
 
M

a
y
, 1

9
9
9

A
d
h
e
re

n
t

E
p
ith

e
lia

l
M

3
9

N
C

a
u
c
a
s
ia

n

H
C
C
3

6
4

H
C
C
3

6
6

D
S

M
Z

A
C
C
 4

9
2

L
u
n

g
A

d
e
n
o
s
q
u
a
m

o
u
s
 c

a
rc

in
o
m

a
A

d
h
e
re

n
t

E
p
ith

e
lia

l
F

8
0

H
C
C
4

0
0

6
A

T
C

C
C
R
L
-2

8
7

1
L
u
n

g
A
d
e
n
o
c
a
rc

in
o
m

a
P

le
u
ra

l E
ffu

s
io

n
 
A
p
r.  2

0
0
4

A
d
h
e
re

n
t

E
p
ith

e
lia

l
h
 is

o
la

te
d

 fro
m

 a
 tu

m
o
r th

a
t a

ro
s
e

 in
 a

 m
a
le

 p
a
tie

n
t, a

 Y
 c

h
ro

m
o

>
5
0

C
a
u
c
a
s
ia

n

H
C
C
4

4
D

S
M

Z
A

C
C
 5

3
4

L
u
n

g
A

d
e
n
o
c
a
rc

in
o
m

a
A

d
h
e
re

n
t

E
p
ith

e
lia

l
F

5
4

H
C
C
4

6
1

L
u
n

g
A

d
e
n
o
c
a
rc

in
o

m
 IIIA

M
 

6
9

H
C
C
5

1
5

H
C
C
7

8
D

S
M

Z
A

C
C
 5

6
3

L
u
n

g
A

d
e
n
o
c
a
rc

in
o
m

a
P

le
u
ra

l E
ffu

s
io

n
 

A
d
h
e
re

n
t

E
p
ith

e
lia

l
M

6
5

H
C
C
8

2
7

A
T

C
C

C
R
L
-2

8
6

8
L
u
n

g
A
d
e
n
o
c
a
rc

in
o
m

a
M

a
r.  1

9
9
4

A
d
h
e
re

n
t

E
p
ith

e
lia

l
F

3
9

C
a
u
c
a
s
ia

n

H
C
C
9

5
L
u
n

g
S

q
u
a
m

o
u
s
 c

e
ll 

 IV
P

le
u
ra

l E
ffu

s
io

n
 

M
6
5

H
O

P
6

2
c
o
m

p
o
n
e
n
t o

f N
C

I6
0

L
u
n

g
A
d
e
n
o
c
a
rc

in
o
m

a
F

6
0

H
O

P
9

2
c
o
m

p
o
n
e
n
t o

f N
C

I6
0

L
u
n
g

L
a
rg

e
 c

e
ll lu

n
g
 c

a
n
c
e
r

M
6
2

L
C
L
C
1

0
3

H
D

S
M

Z
A

C
C

 3
8
4

L
u
n
g

L
a
rg

e
 c

e
ll lu

n
g
 c

a
n
c
e
r

P
le

u
ra

l E
ffu

s
io

n
 

A
d
h
e
re

n
t

P
le

o
m

o
r p

h
ic

, g
ig

a
n
tic

M
6
1

C
a
u
c
a
s
ia

n
R

e
c
e
iv

e
d

 p
rio

r ra
d
ia

tio
n

 th
e
ra

p
y
 a

n
d

 c
h
e
m

o
th

e
ra

p
y

L
C
L
C
9

7
T
M

1
D

S
M

Z
A

C
C

 3
8
8

L
u
n
g

L
a
rg

e
 c

e
ll lu

n
g
 c

a
n
c
e
r

A
d
h
e
re

n
t,  d

e
n
s
e
E

p
ith

e
lia

l
M

4
4

C
a
u
c
a
s
ia

n
P

re
th

e
ra

p
y
 s

a
m

p
le

L
o
u
N

H
9

1
D

S
M

Z
A

C
C

 3
9
3

L
u
n
g

S
q
u
a
m

o
u
s
 c

e
ll c

a
rc

in
o
m

a
A

d
h
e
re

n
t

E
p
ith

e
lia

l
F

6
4

P
re

th
e
ra

p
y
 s

a
m

p
le

P
C
9

L
u
n
g

A
d
e
n
o
c
a
rc

in
o
m

a

S
K
L
U

1
A

T
C

C
H

T
B
-5

7
L
u
n
g

A
d
e
n
o
c
a
rc

in
o
m

a
A

d
h
e
re

n
t

E
p
ith

e
lia

l
F

6
0

C
a
u
c
a
s
ia

n



Supplemental Table 2: regions of significant copy number alteration
Regions of amplifications
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2 based on hg17 human genome assembly

3 regions of significant copy number gain and loss in primary lung adenocarcinomas (Weir et al., 2007)

1 The GISTIC algorithm was run using two different copy number thresholds to assign genomic segments across the SNP data based on the GLAD (Gain and Loss Analysis of DNA) segmentation algorithm (Hupé et al, 2004). Copy number thresholds were set for copy number 4 (GLAD ts4) and copy number 2.14 (GLAD ts2.14). Analyses in this study were performed based on results derived from GISTIC using copy number ts2.14.  
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Supplemental Table 4: Regions targeted by homozygous deletions and by LOH
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2q22.1-22.2 141,736,502-141,981,932 7 LRP1B 0.24 1.09

3p14.2 60,497,972-60,531,766 5 FHIT 0.2 1.17

6q22.1 116,395,976-116,485,756 1  FRK 0.6 1.18

6q22.31 124,304,070-124,859,632 1 TCBA1 0.59 0.99

6q25.3 753,660-1,822,957 1 FOXF2, FOXC1 0.28 1.18

9p21.3 21,555,232-23,372,509 29 CDKN2A, B/MTAP 0.36 1

9p21.3 22,007,836-22,078,260 1 MTAP 0.35 0.72

9p23-p24.3 8,852,626-9,455,327 3 PTPRD 0.83 1.2

12p13.32 3,560,815-3,941,530 1 PARP11 0.31 1.1

13q12.11 18,450,473-19,585,127 2 TUBA2, TPTE2 0.23 1.22

13q12.11 20,468,202-20,533,722 1 LATS2 0.18 1.08

16q23.1 77,146,480-77,118,617 2 WWOX 0.45 1.34

19p13.2 11,020,096-11,088,326 1 SMARCA4 0.63 1.07

21q11.2 14,404,476-20,812,000 3 SAMSN1 0.24 1.14

L
o
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e
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ro
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y
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y

1p13.2 112,799,001-114,907,999 36 ST7L

3p21.31 41,524,901-43,273,999 44

4q31.21 99,042,901-100,717,999 30 TSPAN5

5q23.2 122,397,001-123,313,999 37

6q21 105,555,001-106,650,999 40

8p21.3 17,440,601-18,487,599 49 PDGFRL, MTUS1, FGL1

9p22.3 13,716,301-15,107,499 62

11p15.1 1-4,079,699 30 CDKN1C, LRDD, SIRT3; NLRP6 

3 12p13.2 11,738,201-12,194,199 43 BCL2L14

13q13.3 23,906,601-27,615,399 51 CDK8, RNF6

15q15.1 38,817,001-39,299,099 41

3 17p13.3 1,967,741-3,996,889 69 TP53

18q21.32 54,111,701-55,096,399 46 BCL2L12

19p13.3 3,713,121-6,214,499 60 MATK, DAPK3, PIAS4, UHRF1

20p11.23 17,969,501-18,745,999 39

21q21.2 24,377,801-25,990,799 36

3 22q12.1 25,299,301-25,721,399 42 SEZ6L

1 based on hg17 human genome assembly

3 copy neutral events

2 selected genes in region encode putative tumor suppressor proteins and proteins 

involved in cell growth, cell cycle regulation and induction of apoptosis 
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Supplemental Table 7: Lesion based prediction of compound activity

Compound Youden Index Lesion type Cytoband Lesion t-test Fisher’s exact Direction Compound Youden Index Lesion type Cytoband Lesion t-test Fisher’s exact Direction

erlotinib 0.974359 mutation 7p11.2 EGFR 4.52E-08 6.89E-08 p erlotinib 1 mutation 7p11.2 EGFR 4.52E-08 6.89E-08 p

mutation 7p11.2 EGFR+T790M 1.70E-06 5.17E-07 p mutation 7p11.2 EGFR+T790M 1.70E-06 5.17E-07 p

upperT=0.7μ amplification 7p11.2 EGFR 8.96E-06 0.00014256 p amplification 7p11.2 EGFR 8.96E-06 0.00014256 p

lowerT=0.7μM mutation 12p12.1 KRAS a mutation 12p12.1 KRAS a

deletion 3p14.2 FHIT a amplification 7p22.3 0.00321389 0.00460013 p

amplification 1q21.3 RAB13, ARNT a deletion 3p14.2 FHIT a

amplification 12p11.23 ARNTL2, 

KRAS

a amplification 1q21.3 RAB13, ARNT a

deletion 4q22.1 a deletion 13q12.11 TUBA2 a

amplification 20q11.21 a amplification 20q13.33 a

amplification 14q13.3 MBIP, TITIF1 a amplification 12p11.23 ITPR2, 

ARNTL2, 

KRAS

a

sunitinib 0.203636 deletion 10p14 a sunitinib 0.334545 deletion 13q12.11 p

deletion 13q21.1 0.0180266 p amplification 19q13.11 0.0335117 a

upperT=10μM deletion 20p12.2 p deletion 3p26.1 ITPR1 a

lowerT=3.3μM amplification 3q26.2 CLDN11, 

PIK3CA

p deletion 8p12 a

deletion 2q22.1 LRP1B a amplification 8p12 p

amplification 19q13.2 MAP4K1 a deletion 3p14.2 FHIT a

deletion 15q12 a mutation 10q23.31 PTEN a

amplification 12q14.1 CDK4 a mutation 3q26.32 PIK3CA a

amplification 11q13.3 CCND1 a mutation 1p13.1 NRAS a

amplification 8q24.21 MYC a deletion 8p12 a

vandetanib 0.974359 mutation 7p11.2 EGFR 6.09E-05 7.23E-07 p vandetanib 0.787179 mutation 7p11.2 EGFR 6.09E-05 7.23E-07 p

mutation 7p11.2 EGFR+T790M 0.000418231 4.34E-06 p mutation 7p11.2 EGFR+T790M 0.000418231 4.34E-06 p

upperT=0.84 amplification 7p11.2 EGFR 0.00518778 0.00104776 p amplification 7p11.2 EGFR 0.00730998 0.000834252 p

lowerT=0.84 mutation 12p12.1 KRAS a mutation 12p12.1 KRAS a

deletion 9p23 PTPRD a amplification 7p22.3 0.0200671 p

deletion 3p14.2 FHIT a deletion chr8_del a

amplification 3q26.2 CLDN11, 

PIK3CA

0.0327002 p deletion 3p14.2 FHIT a

amplification 1q21.3 RAB13, ARNT a

17-AAG 0.42437 mutation 12p12.1 KRAS 0.0135978 0.0287691 p 17-AAG 0.44958 deletion 18q12.1 0.00529295 0.00865397 a

amplification 5p15.2 TRIO p deletion 3p14.2 FHIT 0.00539532 0.0194321 p

upperT=0.83 mutation 3q26.32 PIK3CA a mutation 12p12.1 KRAS 0.0135978 0.0287691 p

lowerT=0.72 amplification 11q13.3 CCND1 p deletion 11q14.1 chr11_del p

amplification 3q26.2 CLDN11, 

PIK3CA

p mutation 3q26.32 PIK3CA a

deletion 9p21.3 CDKN2A/B p amplification 12q14.3 p

deletion 19p13.3 0.0420049 a amplification 11q14.1 p

deletion 17p12 0.0420049 a deletion 9p21.3 CDKN2A/B 0.0286013 p

deletion 15q12 0.0420049 a amplification 11q14.1 0.0268745 a

deletion 11p12 NGL1 0.0420049 a mutation 7p11.2 EGFR+T790M p

purvalanol 0.492754 deletion 9p21.3 CDKN2A/B 0.0332754 p purvalanol 0.393375 deletion 3p14.2 FHIT 0.0102441 a

deletion 3p14.2 FHIT 0.0492327 a amplification 7q31.2 MET a

upperT=11.83 amplification 1q21.3 RAB13, ARNT p deletion 6q16.1 EPHA7 p

lowerT=5.3 deletion 9p24.3 p

amplification 1q21.3 RAB13, ARNT p

amplification 1p22.1 p

mutation 10q23.31 PTEN a

rapamaycin 0.285714 mutation 3q26.32 PIK3CA 1.61E-06 0.0657895 a rapamaycin 0.219048 mutation 3q26.32 PIK3CA 1.61E-06 0.0657895 a

deletion 21q21.1 1.04E-06 0.0332215 a deletion 21q21.1 1.04E-06 0.0332215 a

upperT=8.49 deletion 4q22.1 3.72E-06 0.0332215 a deletion 4q22.1 3.72E-06 0.0332215 a

lowerT=0.01 mutation 10q23.31 PTEN 0.00107306 p mutation 10q23.31 PTEN 0.00107306 p

amplification 1q21.3 RAB13, ARNT 9.75E-07 0.0278646 p amplification 1q21.3 RAB13, ARNT 9.75E-07 0.0278646 p

deletion 19p13.3 3.84E-06 a deletion 6p25.3 2.98E-06 0.0451206 a

deletion 18q22.3 6.49E-05 a deletion 18q12.1 6.49E-05 a

deletion 18q12.1 0.000257182 a amplification 12q12 CNTN1 0.000471136 p

amplification 8q24.21 MYC 0.00317931 a deletion 18q12.1 0.000742139 a

amplification 12q14.1 CDK4 0.000980313 a amplification 8q24.21 MYC 0.00317931 a

VX-680 0.417582 amplification 20q11.21 0.0226121 a VX-680 0.421245 amplification 5p15.2 TRIO 0.00744394 p

amplification 15q26.3 0.0261502 a amplification 11q14.1 a

upperT=4.86 deletion 6q22.31 0.0360065 a

lowerT=4.86 deletion 21q21.1 0.0356005 a

UO126 0.381622 amplification 1q21.3 RAB13, ARNT 0.0191877 p UO126 0.423784 deletion 11q14.1 0.0352359 p

deletion 13q21.1 0.0218991 p deletion 3p26.1 ITPR1 0.0102514 a

upperT=40.01 deletion 18q22.3 0.0311253 p amplification 7q31.2 MET 0.0162325 a

lowerT=22.54 deletion 9p23 PTPRD 0.031966 p deletion 12q13.11 0.0348585 a

mutation 7q34 BRAF p deletion 3p14.2 FHIT 0.0379589 a

deletion 6q22.31 p mutation 7q34 BRAF p

mutation 3q26.32 PIK3CA a mutation 3q26.32 PIK3CA a

deletion 15q12 a

deletion 11p12 a

dasatinib 0.166667 deletion 2q22.1 LRP1B a dasatinib *

mutation 7p11.2 EGFR+T790M 0.0328515 p

upperT=0.1 deletion 21q21.1 a

lowerT=0.1 deletion 15q12 a

deletion 20p12.2 a

amplification 15q26.3 0.0985626 p

mutation 7p11.2 EGFR 0.00561042 p

deletion 19p13.3 p

amplification 12p11.23 ARNTL2, 

KRAS

p

amplification 22q11.21 PIK4CA,CRKL p

PD168393 0.398291 mutation 7p11.2 EGFR 6.51E-06 0.00103251 p PD168393 0.423077 amplification 19q13.2 MAP4K1 0.0286521 0.0046938 a

amplification 14q13.3 MBIP, TITIF1 0.00900168 0.00563559 p mutation 7p11.2 EGFR 6.51E-06 0.00103251 p

upperT=0.51 mutation 7p11.2 EGFR+T790M 3.60E-05 0.00577753 p amplification 14q13.3 MBIP, TITIF1 0.00900168 0.00563559 p

lowerT=0.51 amplification 19q13.2 MAP4K1 0.0250067 a mutation 7p11.2 EGFR+T790M 3.60E-05 0.00577753 p

deletion 8p23.3 0.0104193 0.0285181 p deletion 8p12 0.0104193 0.0285181 p

mutation 12p12.1 KRAS 0.0282767 0.0454732 a deletion 12q13.11 0.010959 p

amplification 7p11.2 EGFR 0.00166923 p amplification 20p11.22 0.0321529 p

deletion 20p12.2 0.0453824 a deletion 3q13.31 a

mutation 1p13.1 NRAS a mutation 12p12.1 KRAS 0.0282767 0.0454732 a

amplification 5p15.2 TRIO p deletion 20p11.22 a

*= no significant predictors for dasatinib activity where found when choosing copy number threshold of 4.0

upperT=upper threshold for definition of "resistant" cell; lowerT=lower threshold for definition of "sensitive" cells

copy number threshold 2.14 copy number threshold 4.0
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Supplement Table 8: copy number changes in the TESP+ genes for the prediction of dasatinib activity

Sample dasatinib GI50 EPHA3 ABL2 LCK BLK SRC EPHA5 EPHA8 YES1 FRK

H1734 0.013 1.55046 2.394 1.67 1.7762 1.4796 1.76432 1.403 1.60833 3.254

H1755 0.0167 1.06523 2.276 2.771 1.6127 2.6352 1.43011 2.582 2.67733 1.2435

H28 0.0265 3.14 1.985 2.778 1.9167 2.105 1.18126 1.5195 1.11833 3.10033

H1648 0.0593 1.88146 1.668 1.885 1.1497 3.435 2.13732 1.1265 1.99367 4.82817

H322M 0.0819 1.83746 3.296 2.6015 1.0232 3.9134 1.791 1.514 1.809 1.06733

H2052 0.0897 1.48069 1.041 1.251 2.4233 2.6004 2.21495 1.5955 1.325 1.6545

LouNH91 0.113 1.42592 1.904 2.274 1.8715 3.2314 1.51542 2.231 1.482 1.542

H2030 0.1183 1.83092 2.257 1.895 1.8648 2.357 1.69489 1.734 1.91233 2.29033

H2110 0.1211 2.541 1.741 1.853 1.7958 1.5778 2.13242 1.608 2.10367 2.3165

HCC2279 0.139 1.47008 1.244 2.2265 1.0576 2.4146 1.48653 2.0235 1.55667 2.184

HCC827 0.1456 2.26831 2.168 1.309 1.7525 2.1826 2.33668 1.841 1.78067 2.82683

H1666 0.175 1.38446 2.217 2.228 1.6313 2.2674 1.54295 1.2255 2.87267 2.0595

H3255 0.1832 1.338 1.922 2.1185 1.0988 2.2002 1.57258 1.545 1.96567 1.633

H322 0.2588 1.48223 2.267 2.372 1.1265 3.1886 1.53653 1.242 1.669 1.81867

HCC44 0.2838 2.17031 1.763 2.292 1.2191 1.2966 1.46674 1.5325 2.272 2.455

HCC2935 0.4198 0.813538 2.173 1.714 1.1773 2.8516 0.986737 1.3665 2.13733 1.25833

PC9 0.4603 1.89377 2.153 3.7735 1.3344 2.477 1.29026 1.865 2.16833 2.8075

HCC366 0.482 2.55669 3.079 2.39 1.6979 1.687 3.08805 1.6775 2.54333 1.94683

Calu3 0.5754 2.041 1.877 2.368 1.8689 3.0934 1.52426 1.7635 2.606 2.13533

H2009 0.7465 1.86431 3.266 2.038 1.1929 2.2748 2.06837 1.603 1.96767 2.397

HCC4006 0.8376 1.38331 1.775 2.3 1.294 1.484 1.67484 1.937 1.256 1.97867

HCC515 0.8376 3.24531 1.232 1.593 0.9131 2.0236 2.12832 1.6765 2.16033 1.55417

H1563 0.8975 2.26523 2.266 1.717 1.3741 2.0812 1.94695 1.154 1.54367 1.90117

H1568 0.8975 3.05969 1.89 1.7035 1.637 2.7422 1.55463 1.78 1.53967 2.43367

H1838 1.432 1.666 2.005 1.1355 1.6211 2.107 1.27621 1.4305 1.85767 1.309

HCC2450 1.524 2.099 2.259 2.6345 1.4926 2.3588 1.72947 1.513 1.696 1.6135

HCC95 1.671 0.717 3.142 1.9745 1.7284 2.5238 0.850947 1.448 2.761 0.941

LCLC97TM1 1.875 1.65262 2.346 1.7945 1.7741 1.9412 1.73321 2.903 1.596 1.3755

HCC364 2.009 1.75469 2.364 2.835 2.1855 3.0546 1.97895 2.3965 1.284 1.19583

H2444 2.056 2.71962 1.864 1.6655 1.591 2.9898 1.495 1.492 1.10633 2.13433

HCC461 2.104 1.80415 2.048 2.6655 1.9642 2.7212 2.51632 2.355 1.873 1.88067

SKLU1 2.153 1.12285 1.703 3.8915 2.067 3.202 1.39116 2.574 1.64167 0.897333

H441 2.53 1.80338 1.69 1.97 1.7996 1.8908 1.97626 2.092 1.027 1.59383

H358 2.71 2.097 2.447 2.6465 1.4468 2.2018 2.69447 2.1765 2.485 1.5615

HCC1195 2.774 1.72738 3.333 2.321 1.0536 1.915 1.83368 1.706 1.77867 1.36083

H1915 3.184 1.75654 2.103 2.2005 2.1562 2.2118 1.37942 1.9095 2.68167 1.778

Calu1 3.335 1.49362 1.765 2.101 1.5059 2.2352 2.06163 2.125 2.19533 2.1635

HCC193 3.435 1.96362 1.411 2.944 1.4068 2.1958 2.30905 2.303 2.33 2.6165

H2882 3.656 2.93185 2.92 2.0415 1.2999 2.2694 1.49174 1.7105 1.50833 1.65833

EKVX 3.741 1.53577 1.522 1.9165 1.7461 1.9396 2.18711 1.4295 1.56533 2.0215

HOP92 4.102 1.73669 2.584 2.264 1.1813 2.3524 1.26263 2.4315 1.81033 1.56767

H2347 4.71 2.64254 2.33 2.125 1.524 2.095 2.39874 1.376 1.47467 1.453

H1781 4.82 1.88208 2.393 2.653 1.0146 2.5176 1.70468 2.243 1.91333 2.60917

HCC1171 4.82 1.90115 2.188 2.2305 1.0237 2.2148 2.73958 2.0375 1.703 1.88483

H1944 5.93 1.94254 2.235 2.058 1.9506 1.6864 2.04811 0.8005 1.76267 1.9455

Colo699 6.209 2.53908 2.181 2.9105 2.279 2.133 1.39316 2.3075 2.31167 2.06067

H23 6.209 1.19815 2.388 1.5455 1.7384 2.7492 1.46995 1.393 1.67533 1.614

H596 6.354 1.49146 1.489 1.868 1.5427 2.841 1.75926 1.8015 2.078 1.41417

H661 6.354 1.833 1.499 2.39 1.8253 2.8116 1.899 2.0785 2.72467 3.36183

H820 6.354 2.41923 2.049 2.0885 0.8234 1.9668 2.44326 1.8835 1.40433 2.09133

A427 6.502 2.97992 2.277 2.4515 2.0029 2.2384 1.86763 1.8075 2.56867 2.19

DV90 6.808 1.63546 1.498 1.679 3.0426 1.7986 1.54321 2.173 2.01833 1.76383

H1650 6.967 1.69362 1.469 1.915 1.2327 2.9794 1.86563 1.7885 1.644 1.3205

HCC15 7.639 1.30823 2.621 2.587 1.5077 1.1714 1.54332 1.8315 1.061 3.0205

HCC1833 7.869 2.08831 1.534 2.6095 2.3219 2.1874 1.53426 2.273 2.649 1.654

H2126 7.999 2.11692 1.229 2.1955 1.4358 2.4888 2.39932 2.0735 1.90733 1.88417

H2228 8.185 0.965846 1.147 1.8585 1.3296 1.474 1.81053 1.436 1.51567 1.5685

H1355 9.184 1.438 2.272 2.854 2.7148 1.7832 2.26916 0.9545 1.94167 1.6825

H3122 9.398 2.02131 2.264 1.537 1.3675 1.9782 1.75426 1.68 1.51267 2.60083

H2077 10.07 1.64577 1.786 2.49 1.6879 2.6058 1.57274 2.455 1.28633 3.7135

H522 10.07 1.79738 2.247 2.959 1.1672 1.5404 1.84079 2.5415 2.68167 2.07483

H1975 10.3 2.37715 1.696 1.978 1.6774 2.506 1.98121 1.7345 1.57067 1.21733

H157 10.54 1.78954 2.377 2.714 1.9475 2.2588 2.19853 1.981 2.36333 2.41833

H1792 10.54 1.08908 1.802 2.1155 1.8516 3.4894 1.77742 1.7665 2.26733 2.53533

H2887 11.3 2.80246 1.45 1.6605 1.668 2.3732 1.891 1.0945 0.979667 1.61933

HCC1359 11.3 1.854 1.877 1.785 1.5366 2.4568 2.03211 1.7735 2.796 2.42383

H520 11.56 2.73038 2.028 2.287 1.4806 2.7442 1.56963 1.3345 1.64767 1.83083

H2122 11.83 2.32385 1.501 1.827 1.7326 2.1618 1.69258 1.77 1.82033 1.72367

H2087 12.11 2.23654 1.855 2.2085 1.4374 1.7936 1.49116 1.382 1.37167 1.6995

H1819 12.39 1.746 1.401 2.367 1.1878 1.4704 0.893737 2.43 1.80367 1.91367

H647 12.39 1.62223 1.731 2.074 2.7383 1.7312 1.60463 2.394 1.52 2.2445

HOP62 12.76 2.45554 1.499 2.213 1.4382 1.5804 1.98132 2.1595 3.426 2.54667

H1299 13.58 1.94046 1.699 2.491 1.8898 2.802 1.63421 1.9955 1.69667 2.4045

HCC78 13.9 1.49169 2.044 1.6295 1.7825 1.7042 2.11411 2.0195 1.609 1.9265

LCLC103H 13.9 1.47438 1.631 2.6125 1.6557 2.1012 1.33358 2.0565 1.973 1.69367

HCC2429 14.56 1.84977 2.318 2.4105 1.88 1.778 2.10105 1.627 1.96933 2.156

H2172 16.71 1.90092 2.163 1.7835 1.5601 2.7798 1.64179 1.6995 2.38133 1.379

H1437 18.32 1.31662 2.142 2.003 1.6311 1.8752 1.341 1.531 1.82833 1.707

A549 22.03 2.23931 1.626 1.894 2.4279 2.0812 1.77905 1.384 1.696 2.22283

H1770 22.03 1.51331 2.825 2.58 2.4497 1.761 1.56705 2.8835 1.39633 1.83817

H1993 22.03 1.92385 1.981 2.5885 1.043 2.3736 2.31132 1.8575 1.42333 1.744

Calu6 22.54 2.00123 1.557 2.0865 1.6014 2.092 1.56542 1.477 2.296 1.74267

H460 24.16 1.96892 2.39 1.9335 1.7264 1.9374 1.94584 1.331 1.816 1.93167

H1395 31.12 1.39015 2.052 2.137 1.7241 2.4942 1.36989 1.7375 2.15967 0.832
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