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Lee_ Kim_ | Tablex_ | Tablex_ Distinct
Pubied | SAGE GIS MIH MIH mRENA | protein genes
| SWDB438 (1161) 138 104 51 75 3]s 115 25 790 (B80%)
| Fubhed (1084) 75 29 59 48 123 33 754 (B96%)
| SAGE (391) 10 33 38 74 26 185 147 3%
EERES 16 9 34 8 94 (47.2%)
| Lee MNIH(314) 20 36 14 144 145 9%)
| Him_MIH (224) 36 g 102 1455%)
[Tablex_mRiA(285)| 26 | 138 (35.8%)
[ Tablex_protein (104)] 34 {32.7%)
(B)
Frequency| Gene Count
1| 2243 (77 2%)
2l 450 ( 155%)
al 151 52%)
4 45 18%)
5 14 ( 05%)
6 2( 01%)
(C)
KEGG Pathway Analysis Gene Count
Cytokine-cytokine receptor interaction 102
MAPK signaling pathwiay 528
Focal adhesion 7o
Jak-STAT signaling pathiiay 51
Fegulation of actin cytoskelston 54
(D)
BioCarta Pathway Analysis Gene Count
MAFKInase Signaling Fathway 28
HIV-I Mef. negative effector of Fas and ThE 33
Mechanism of Gene Regulation by Peroxisome 9
Proliferators via PPARx
Keratinocyte Differentiation 26
Muclear Receptors in Lipid Metabolism and Toxicity 24
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