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Abstract: Functional annotation of unknown proteins is a major goal in proteomics. A key annotation is the
prediction of a protein’s subcellular localization. We used the method of Increment of Diversity with Quad-
ratic Discriminant analysis (IDQD) to predict subcellular localization of proteins which are recognized by the
four plant categories and three non-plant and obtained accuracy 87.4(+0.5)% and 91.2(+0.2)%, respectively
in 5-fold cross-validation test. Our result is better than comparable existing methods.
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Table 2. The parameter of F value, 1D value selection
2. FESH. 1D SEMER

FESH (1,50) (1,50) (1,30) (1,50)
ID % (2,40) (2,20) (2,20) (2,80)

Table 3. The parameter of F value, 1D value selection
& 3. FESH. 1D SHMEN

FEZH (1,50) (1,40) (1,40 (1,40)
ID 2% (2,90) (2,30) (2,70 (2,130)

Table 4. The parameter of F value, 1D value selection
4. FESH. 1D SEMER

FESH(EL) (2,40)
F HBHRIREAE) (2,40)
ID &3 (1,40
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Table 5. Table 2 corresponding forecast result
#5 F2IMFNER

cTP mTP SP oT
CcTP  89/94/96/93
mTP 330/326/324/332
SP 240/239/233/237
oT 119/119/113/123

Table 6. Table 3 corresponding forecast result
6. R FMLER

cTP mTP SP ot
cTP  89/85/92/94
mTP 339/333/332/329
SP 238/243/240/242
or 126/130/128/128

Table 7. Table 4 corresponding forecast result
R7. R AHTMLEER

cTP mTP SP ot
cTP 57
mTP 323
SP 226
oT 92
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