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We wish to report two corrections to our study [1], neither

of which alters the interpretation of the data or the conclu-

sions drawn. First, we have discovered that the data file

from a microarray hybridization (prostate RNA versus

normal genomic DNA) used to derive the plot in Figure 4a

became corrupted during data processing. The corrected

plot (Figure 4a) displays a stronger correlation between

directly and indirectly estimated transcript levels, indicat-

ing even better performance of our method of estimating

transcript abundance. The corrected data file has been

deposited to the Stanford Microarray Database (SMD) and

Gene Expression Omnibus (GEO) repositories. Second, we

have identified a ‘frame-shift’ in the Additional data file 2

(Sheet 5) data set; the corrected data file has been deposited

to the supplemental site.

Additional data files
Additional data file 2  contains a corrected list of the variably

expressed genes.
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Figure 4
Estimating relative transcript abundance. (a) Comparison of transcript levels estimated either directly by hybridization of prostate sample mRNA versus
normal female genomic DNA, or indirectly by multiplying the ratio of prostate sample mRNA versus common reference mRNA by the ratio of common
reference mRNA versus normal female genomic DNA.  The correlation value (R) is indicated. (b) Prostate-specific gene expression cluster, extracted
from the hierarchical cluster shown in Figure 1a, displayed as mean-centered relative gene expression (ratio-fold change scale indicated). (c) The same
gene expression feature as in (b), now displayed as transcript abundance (relative to the average transcript level for all expressed genes), calculated
indirectly using the common reference mRNA versus normal female genomic DNA hybridization data.

E
so

ph
ag

us
 0

02
2

E
so

ph
ag

us
 0

40
6

E
so

ph
ag

us
 0

33
1

P
la

ce
nt

a 
28

76
V

ag
in

a 
03

04
C

er
vi

x 
22

09
C

er
vi

x 
23

85
Lu

ng
 1

35
6

Lu
ng

 0
22

1
Lu

ng
 1

35
1

Lu
ng

 0
33

0
O

va
ry

 0
40

8
F

al
lo

pi
an

 tu
be

 0
65

B
F

al
lo

pi
an

 tu
be

 0
65

A
F

al
lo

pi
an

 tu
be

 2
18

4
F

al
lo

pi
an

 tu
be

 2
38

6
O

va
ry

 0
46

6
O

va
ry

 0
31

4
O

va
ry

 0
53

8
O

va
ry

 1
08

0
C

er
vi

x,
 e

nd
o 

ce
rv

ic
al

 c
an

al
 1

20
0

U
te

rin
e 

co
rp

us
, m

yo
m

et
riu

n 
12

05
U

te
ru

s,
 e

nd
om

yo
m

et
riu

m
 0

00
2

U
te

ru
s,

 e
nd

om
yo

m
et

riu
m

 0
12

6
U

te
ru

s,
 e

nd
om

yo
m

et
riu

m
 0

15
8

U
te

ru
s,

 e
nd

om
yo

m
et

riu
m

 0
02

B
S

m
al

l b
ow

el
, d

uo
de

nu
m

 0
82

5
B

la
dd

er
 1

67
8

B
la

dd
er

 1
00

4
S

em
in

al
 v

es
ic

le
 0

23
3

S
em

in
al

 v
es

ic
le

 0
23

4
S

em
in

al
 v

es
ic

le
 0

23
5

P
ro

st
at

e 
12

77
P

ro
st

at
e 

08
45

P
ro

st
at

e 
08

05
P

ro
st

at
e 

07
82

P
ro

st
at

e 
10

45
B

re
as

t, 
la

ct
at

in
g 

01
62

S
al

iv
ar

y 
gl

an
d,

 p
ar

ot
id

 0
50

6
S

al
iv

ar
y 

gl
an

d,
 p

ar
ot

id
 0

49
3

S
al

iv
ar

y 
gl

an
d,

 p
ar

ot
id

 0
39

6
S

al
iv

ar
y 

gl
an

d,
 p

ar
ot

id
 1

76
2

E
pi

di
dy

m
us

 2
12

5
P

ar
at

hy
ro

id
 2

99
5

P
ar

at
hy

ro
id

 1
74

8
P

ar
at

hy
ro

id
 0

49
9

T
hy

ro
id

 0
83

8
T

hy
ro

id
 1

19
3

T
hy

ro
id

 3
07

7
T

hy
ro

id
 0

18
2

T
hy

ro
id

 0
02

9
T

es
te

s 
18

53
T

es
te

s 
10

68
T

es
te

s 
05

53
B

ra
in

, t
em

po
ra

l c
or

te
x 

22
72

B
ra

in
, o

cc
ip

ita
l c

or
te

x 
22

71
B

ra
in

, f
ro

nt
al

 c
or

te
x 

22
71

B
ra

in
, f

ro
nt

al
 c

or
te

x 
22

72
B

ra
in

, o
cc

ip
ita

l c
or

te
x 

22
73

B
ra

in
, o

cc
ip

ita
l c

or
te

x 
22

72
B

ra
in

, t
em

po
ra

l c
or

te
x 

22
73

B
ra

in
, f

ro
nt

al
 c

or
te

x 
22

73
A

dr
en

al
 0

43
3

A
dr

en
al

 1
11

1
A

dr
en

al
 1

35
4

T
hy

ro
id

 0
55

5
A

dr
en

al
 0

55
8

H
ea

rt
 0

55
9

P
er

ic
ar

di
um

 0
46

5
M

us
cl

e,
 a

bd
om

in
al

 0
03

1
D

ia
ph

ra
gm

 0
36

6
M

us
cl

e,
 r

ig
ht

 c
al

f 0
31

5
H

ea
rt

 0
98

0
H

ea
rt

 0
47

7
H

ea
rt

 2
86

9
H

ea
rt

 0
84

1
H

ea
rt

 0
02

4
G

al
lb

la
dd

er
 2

13
1

S
to

m
ac

h,
 fu

nd
us

 0
87

8
C

ol
on

, a
sc

en
di

ng
 0

22
2

S
to

m
ac

h,
 b

od
y 

04
68

S
to

m
ac

h,
 b

od
y 

03
28

S
to

m
ac

h,
 p

yl
or

us
 2

17
3

S
m

al
l b

ow
el

, i
le

um
 0

35
9

S
m

al
l b

ow
el

, d
uo

de
nu

m
 2

17
4

C
ol

on
, s

ig
m

oi
d 

03
61

C
ol

on
 2

07
5

K
id

ne
y 

02
65

K
id

ne
y 

16
51

K
id

ne
y 

15
94

K
id

ne
y 

02
26

K
id

ne
y 

00
88

Li
ve

r 
05

60
Li

ve
r 

12
74

Li
ve

r 
12

67
Li

ve
r 

00
32

Li
ve

r 
05

86
P

an
cr

ea
s 

26
50

P
an

cr
ea

s 
04

32
T

hy
m

us
 0

51
2

T
on

si
l 1

39
8

Ly
m

ph
 n

od
e 

13
37

Ly
m

ph
 n

od
e 

05
99

Ly
m

ph
 n

od
e,

 a
xi

lla
ry

 0
93

6
Ly

m
ph

 n
od

e,
 a

xi
lla

ry
 1

18
7

T
on

si
l 1

42
8

T
on

si
l 3

01
1

T
on

si
l 2

85
2

T
hy

m
us

 0
03

5
B

uf
fy

co
at

 3
64

3
B

uf
fy

co
at

 3
64

2
S

pl
ee

n 
04

05
S

pl
ee

n 
00

89
S

pl
ee

n 
01

25
Ly

m
ph

 n
od

e 
20

96

(a)

(b)

2 4 >80.50.2
5

< 0
.12

5

1

(c)

TTRAP
ABCC4
NKX3-1
AA229499
PAK1IP1 
TRIP8 
AA425692
AMD1
AI078552
AMD1
AA229573
RDH11
RDH11
STEAP2
KIAA1411
AA772497
FLJ13409
PRIM2A
MSH2
ACLY

TTRAP
ABCC4
NKX3-1
AA229499
PAK1IP1 
TRIP8 
AA425692
AMD1
AI078552
AMD1
AA229573
RDH11
RDH11
STEAP2
KIAA1411
AA772497
FLJ13409
PRIM2A
MSH2
ACLY

-20

-15

-10

-5

0

5

10

15

-15 -10 -5 0 5 10 15

Prostate mRNA vs Genomic DNA

C
al

cu
la

te
d 

P
ro

st
at

e 
m

R
N

A
 v

s 
G

en
om

ic
 D

N
A R = 0.93


	Additional data files
	References

