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Table 1 Forty-six genes identified with PCA-based unsuper-

vised FE between datasets 1 and 2.
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Fig. 3 Biplots obtained by PCA using 46 genes in Table 1. upper left: data set 3.

Black crosses:Acute, blue crosses:days 0 to 1, red crosses:disease, green crosses:

convalescent patients. Magenta characters are 46 genes. Solid and broken lines

are DF and DHF, respectively. Filled circles are center of mass. upper right:

data set 4. black, red, green, blue, cyan, magenta and gray crosses represents

disease progression (gray ones are convalescent). Solid and broken lines are DF

and DHF, respectively. Filled circles are center of mass. lower: dataset 5. the

same as dataset 4 excluding that it does not include DHF.
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Fig. 1 Principal component analysis (PCA) applied to dataset

1 (upper: PC2 and PC3 have 1.45% and 0.45% contri-

butions, respectively.) and 2 (lower: PC2 and PC3 have

3.29% and 2.90% contributions, respectively.). Biplots

using the second and the third PCs. Green and blue

open circles are not selected and selected genes, respec-

tively. Magenta circles are genes selected commonly in

both datasets 1 and 2. Black and red crosses are pa-

tients with and without symptom (fever), respectively.
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Fig. 2 Biplots obtained by PCA using 46 genes in Table 1.

Upper: data set 1, lower: data set 2. red crosses:

DHF, black crosses: DF, blue crosses:healthy controls,

green crosses: convalescent patients. Magenta circles:

selected 46 genes.
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