Average Error

o
)

Average Error

Average Error

[

o
9

o
o

°
IS

o

3.5

2.5

15

0.5

3.5

2.5

15

0.5
0

e8]

PAM

PAM

SDDA SLDA
Feature gene selection method

Two-class lung cancer dataset

SDDA SLDA
Feature gene selection method

Prostate dataset

SCRDA

SCRDA

PAM

SDDA SLDA
Feature gene selection method

SRBCT dataset

SCRDA

OLDA

B PAM

O SDDA
OSLDA
B SCRDA

OLDA

B PAM

O SDDA
O SLDA
B SCRDA

OLDA

B PAM

O SDDA
OSLDA
B SCRDA

Average Error

Average Error

Average Error

2.5

15

0.5

2.5

15

0.5

1.4
1.2

0.8
0.6
0.4
0.2

PAM

PAM

PAM

SDDA SLDA SCRDA

Feature gene selection method

Colon dataset

SDDA SLDA
Feature gene selection method

Multi-class lung cancer dataset

SDDA SLDA
Feature gene selection method

Brain dataset

SCRDA

SCRDA

OLDA

B PAM

0 SDDA
O SLDA
B SCRDA

OLDA

B PAM

O SDDA
O SLDA
B SCRDA

OLDA

B PAM

O SDDA
O SLDA
B SCRDA



