
File 2: Comparison of the CTCL(I) genes selected by SVM-RCE and SVM-RFE and 
concomitant clustering of genes and samples. 
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SVM-RCE: 8 Genes (2 Clusters)
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SVM-RCE: 12 Genes (3 Clusters)
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SVM-RFE: 12 Genes

GZMK

GNLY

CD8B1

TNFRSF5

STAT4

SCYA4

SCYA18

CX3CR1

C1orf29

PLS3

EST 3265

DUSP1

 
 
b) 

C0
20

.6.
Th

2
C0

21
.3.

Th
2

C0
19

.6.
Th

2
C0

04
.1.

UT
C0

18
.6.

Th
2

C0
22

.3.
Th

2
C0

02
.2.

Th
2

C0
03

.2.
Th

2
C0

10
.2.

Th
2

C0
11

.2.
Th

2
C0

22
.1.

UT
C0

21
.1.

UT
S1

23
.1.

ST
.91

S1
27

.1.
ST

.64
S1

12
.5.

ST
.90

S1
10

.3.
LT

.99
S1

07
.2.

ST
.97

S1
13

.4.
LT

.75
S1

15
.1.

ST
.60

S1
09

.1.
LT

.86
S1

14
.3.

ST
.99

S1
16

.1.
LT

.90
S1

18
.3.

LT
.90

S1
19

.2.
LT

.90
S1

49
.1.

LT
.83

S1
50

.1.
LT

.71
S1

18
.2.

LT
.90

S1
11

.1.
LT

.75
S1

38
.1.

LT
.79

S1
36

.1.
LT

.67

SVM-RCE:15 Genes (4 Clusters)

TLE1

TPR

PLS3

IL11RA

TNFSF10

G1P2

RSAD2

WDR39

SLC9A3R1

N/A

SATB1

CD40

CCL4L1

ITGB4

IL1R1

   

SVM-RFE: 15 Genes

C
02

2.
1.

U
T

C
02

1.
1.

U
T

C
01

0.
2.

Th
2

C
00

4.
1.

U
T

C
00

2.
2.

Th
2

C
01

8.
6.

Th
2

C
00

3.
2.

Th
2

C
01

1.
2.

Th
2

C
01

9.
6.

Th
2

C
02

2.
3.

Th
2

C
02

0.
6.

Th
2

C
02

1.
3.

Th
2

S1
23

.1
.S

T.
91

S1
27

.1
.S

T.
64

S1
16

.1
.L

T.
90

S1
19

.2
.L

T.
90

S1
14

.3
.S

T.
99

S1
07

.2
.S

T.
97

S1
38

.1
.L

T.
79

S1
49

.1
.L

T.
83

S1
10

.3
.L

T.
99

S1
12

.5
.S

T.
90

S1
18

.2
.L

T.
90

S1
50

.1
.L

T.
71

S1
18

.3
.L

T.
90

S1
15

.1
.S

T.
60

S1
36

.1
.L

T.
67

S1
11

.1
.L

T.
75

S1
13

.4
.L

T.
75

S1
09

.1
.L

T.
86

SCYA4
SCYA2
SCYA18
TNFRSF5
CYP1B1
CD8B1
GNLY
GZMK
STAT4
PLS3
C1orf29
CX3CR1
EST 3265
DUSP1
N/A

 
 
c) 

C0
20

.6.
Th

2
C0

21
.3.

Th
2

C0
22

.3.
Th

2
C0

18
.6.

Th
2

C0
04

.1.
UT

C0
19

.6.
Th

2
C0

22
.1.

UT
C0

21
.1.

UT
C0

02
.2.

Th
2

C0
03

.2.
Th

2
C0

10
.2.

Th
2

C0
11

.2.
Th

2
S1

23
.1.

ST
.91

S1
19

.2.
LT

.90
S1

11
.1.

LT
.75

S1
49

.1.
LT

.83
S1

27
.1.

ST
.64

S1
12

.5.
ST

.90
S1

10
.3.

LT
.99

S1
38

.1.
LT

.79
S1

36
.1.

LT
.67

S1
14

.3.
ST

.99
S1

16
.1.

LT
.90

S1
18

.3.
LT

.90
S1

18
.2.

LT
.90

S1
50

.1.
LT

.71
S1

15
.1.

ST
.60

S1
07

.2.
ST

.97
S1

13
.4.

LT
.75

S1
09

.1.
LT

.86

SVM-RCE: 30 Genes (8 Clusters)
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d) 
 



 
Figure 3: Left panels show an overview of the data CTCL(I) by Hierarchical clustering 
of different numbers of significant clusters of genes detected by SVM-RCE while the 
right panel show the overview of the same data with same number of genes detected by 
SVM-RFE.   When 3 or 4 clusters are used for classification, a cluster of 4 up-regulated 
genes (IL-11RA, PLS3, TPR and TLE1) defines a sub-cluster of 9 or 10 patients seen in 
panels b and c (left).  Another sub-cluster of 2 patients, S107 and S113 are characterized 
by extremely elevated WDR39, TNSF10, G1P2, and RSAD2.  This sub-cluster structure 
is not seen when genes are selected by SVM-RFE, (right panels) which appears to select 
different genes which are more uniformly expressed across the patient samples.

 


