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_ Genbank T-test Fold change
#H S| Probe Set ID Gene Name Gene Symbol .
Accession # p-value (abs)
001| 1552486_s_at lactamase, beta LACTB NM_171846 | 0.005162234 | 1.522293
002 | 1553105_s_at desmoglein 2 DSG2 NM_001943 | 0.019467462 | 2.3323212
integrin, beta 1 (fibronectin receptor, beta polypeptide,
003 | 1553530_a_at ITGB1 NM_033669 | 0.01684671 | 1.7791877
antigen CD29 includes MDF2, MSK12)
integrin, beta 1 (fibronectin receptor, beta polypeptide,
004 | 1553678_a_at ITGB1 NM_133376 | 0.012459265 | 1.7374601
antigen CD29 includes MDF2, MSK12)
005| 1554067_at hypothetical protein FLJ32549 FLJ32549 BC036246 | 0.002290308 | 1.5143739
006 | 1554761_a_at hypothetical protein FLJ20397 FLJ20397 BC010850 | 0.001210456 | 1.6267678
007 | 1555326_a_at ADAM metallopeptidase domain 9 (meltrin gamma) ADAM9 AF495383 | 0.012324799 | 2.1980886
008 | 1555564_a_at | factor (complement) IF BC020718 | 0.007528743 | 2.5875902
009 | 1555705_a_at chemokine-like factor superfamily 3 CKLFSF3 AY166714 | 0.004961676 | 1.8687251
010| 1557987_at PI-3-kinase-related kinase SMG-1 - like locus LOC641298 BC042832 | 0.010989661 | 1.7944587
metastasis associated lung adenocarcinoma transcript 1
011 | 1558678_s_at . MALAT1 BE708432 | 0.00670648 | 1.6990829
(non-coding RNA)
012| 160020_at matrix metallopeptidase 14 (membrane-inserted) MMP14 748481 0.005463324 | 1.5193439
protein kinase, cAMP-dependent, regulatory,
013 | 200604_s_at . B o PRKAR1A M18468 | 0.017312625 | 1.5803499
type |, alpha (tissue specific extinguisher 1)
014 | 200615_s_at adaptor-related protein complex 2, beta 1 subunit AP2B1 AL567295 | 0.007407852 | 1.6839108
015| 200864_s_at RAB11A, member RAS oncogene family RAB11A NM_004663 | 0.000163535 | 1.5653288
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034| 202267_at laminin, gamma 2 LAMC2 NM_005562 | 0.004330024 | 2.8191426
035| 202543_s_at glia maturation factor, beta GMFB BC005359 | 0.008048828 | 1.5254242
036 | 202604_x_at ADAM metallopeptidase domain 10 ADAM10 NM_001110 | 0.002003783 | 1.767903
037 | 202627_s_at Selpiin peplidass, INAIBMEY, elads E {nexin, SERPINE1 AL574210 | 0.00091248 | 3.0523725
plasminogen activator inhibitor type 1), member 1
038 | 202628_s_at SeIpin pepfidass Infilbitor; clad, E {riexin, SERPINE1 NM_000602 | 0.00504642 | 2.6835847
plasminogen activator inhibitor type 1), member 1
039 | 202817_s_at synovial sarcoma translocation, chromosome 18 SS18 NM_005637 | 0.005462693 | 1.5148987
040| 202859_x_at interleukin 8 L8 NM_000584 | 0.014948112 | 2.1844351
041| 202936_s_at SRY jsex datermining reglari v)-boxd SOX9 NM_000346 | 0.019816045 | 2.2876046
(campomelic dysplasia, autosomal sex-reversal)
042 | 202949_s_at four and a half LIM domains 2 FHL2 NM_001450 | 0.006776552 | 2.2249734
043 | 202998_s_at lysyl oxidase-like 2 LOXL2 NM_002318 | 0.006687925 | 2.0231075
044| 203066_at B cell RAG associated protein GALNAC4S-6ST | NM_014863 | 0.00419499 | 1.5032523
045| 203072_at myosin |E MYO1E NM_004998 | 0.000449373 | 1.5877136
046 | 203293_s_at lectin, mannose-binding, 1 LMANA1 NM_005570 | 0.002661762 | 1.9762497
047 | 203294_s_at lectin, mannose-binding, 1 LMANA1 u09716 | 0.000473367 | 1.9764429
048 | 203414_at monocyte to macrophage differentiation-associated MMD NM_012329 | 0.001585437 | 1.6128623
049 | 203553_s_at mitogen-activated protein kinase kinase kinase kinase 5 MAP4KS NM_006575 | 0.010453912 | 1.5251595
050| 203924 _at glutathione S-transferase A1 GSTA1 NM_000846 | 0.004046575 | 4.2017674
051 | 203988_s_at fucosyltransferase 8 (alpha (1,6) fucosyltransferase) FUT8 NM_004480 | 0.01139016 | 1.6090198
052 | 204426_at transmembrane emp24 domain trafficking protein 2 TMED2 NM_006815 | 0.015985437 | 1.6165011
053| 204470_at chemokine (C-X-C motif) ligand 1 CcXcu NM_001511 | 0.001788037 | 3.218731
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KDEL (Lys-Asp-Glu-Leu) endoplasmic reticulum

016| 200922 _at . . KDELRA1 NM_006801 | 0.004791257 | 1.638207
protein retention receptor 1
tyrosine 3-monooxygenase/tryptophan 5-monooxygenase
017| 201020_at o . . YWHAH NM_003405 | 0.009279575 | 1.5148095
activation protein, eta polypeptide
guanine nucleotide binding protein (G protein),
018| 201179_s_at GNAI3 J03005 0.014834337 | 1.5069977
alpha inhibiting activity polypeptide 3
019 | 201309_x_at chromosome 5 open reading frame 13 C5orf13 U36189 0.011555359 | 2.1326842
020| 201363_s_at influenza virus NS1A binding protein IVNS1ABP AB020657 | 0.00119686 | 1.5838884
021| 201505_at laminin, beta 1 LAMB1 NM_002291 | 0.000568398 | 1.8073287
022| 201506_at transforming growth factor, beta-induced, 68kDa TGFBI NM_000358 | 0.008768089 | 1.9059453
023 | 201548_s_at Jumoniji, AT rich interactive domain 1B (RBP2-like) JARID1B W02593 | 0.010550437 | 1.5276276
024 | 201559_s_at chloride intracellular channel 4 CLIC4 AF109196 | 0.002245945 | 2.1570368
fascin homolog 1, actin-bundling protein
025| 201564_s_at FSCN1 NM_003088 | 0.007795681 | 2.1724482
(Strongylocentrotus purpuratus)
026| 201578_at podocalyxin-like PODXL NM_005397 | 0.00303411 | 1.8943018
027 | 201617_x_at caldesmon 1 CALD1 NM_004342 | 0.01926877 | 1.8294148
028 | 201646_at scavenger receptor class B, member 2 SCARB2 AAB85297 | 0.006063032 | 1.6768507
029 | 201647_s_at scavenger receptor class B, member 2 SCARB2 NM_005506 | 0.015885489 | 1.6841809
030 | 201695_s_at nucleoside phosphorylase NP NM_000270 | 0.018524641 | 1.6833633
UDP-N-acetyl-alpha-D-galactosamine:polypeptide
031| 201722_s_at . GALNT1 AV692127 | 0.009770202 | 1.5369248
N-acetylgalactosaminyltransferase 1 (GalNAc-T1)
032| 201918_at Solute carrier family 25, member 36 SLC25A36 Al927944 | 0.00259865 | 1.6228764
033 | 201942_s_at carboxypeptidase D CPD D85390 | 0.017363481 | 1.7431495
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{melanoma growth stimulating activity, alpha)

054 | 204702_s_at nuclear factor (erythroid-derived 2)-like 3 NFE2L3 NM_004289 | 0.015985157 | 1.7023398
055| 204790_at SMAD, mothers against DPP homolog 7 (Drosophila) SMAD7 NM_005904 | 0.013379821 | 1.7179344
056 | 204944 _at protein tyrosine phosphatase, receptor type, G PTPRG NM_002841 | 0.004963213 | 1.769544
057 | 204989_s_at integrin, beta 4 ITGB4 BF305661 | 0.012746719 | 2.1320713
058 | 205120_s_at |sarcoglycan, beta (43kDa dystrophin-associated glycoprotein) SGCB U29586 0.013908542 | 1.7317705
059 | 205180_s_at ADAM metallopeptidase domain 8 ADAMS8 NM_001109 | 0.000473816 | 2.054043
060 | 205479_s_at plasminogen activator, urokinase PLAU NM_002658 | 0.003415823 | 2.4370956
061| 206025_s_at tumor necrosis factor, alpha-induced protein 6 TNFAIP6 AW188198 | 0.013965369 | 2.1515768
062 | 206113_s_at RABSA, member RAS oncogene family RABSA NM_004162 | 0.010821017 | 1.571063
063 | 206116_s_at tropomyosin 1 (alpha) TPMA1 NM_000366 | 0.000283653 | 2.0841253
064 | 206245_s_at influenza virus NS1A binding protein IVNS1ABP NM_006469 | 0.003607815 | 1.5105128
065| 206323_x_at oligophrenin 1 OPHN1 NM_002547 | 0.018292218 | 1.5056778
066 | 208510_s_at peroxisome proliferative activated receptor, gamma PPARG NM_015869 | 0.002361554 | 1.882336
067 | 208613_s_at filamin B, beta (actin binding protein 278) FLNB AV712733 | 0.001033398 | 1.7958127
068 | 208637_x_at actinin, alpha 1 ACTN1 BC003576 | 0.000448714 | 1.631627
069 | 208653_s_at CD164 antigen, sialomucin CD164 AF263279 | 0.017487219 | 1.5380286
070| 208853_s_at calnexin CANX L18887 0.011792572 | 1.5100785
071| 209131_s_at synaptosomal-associated protein, 23kDa SNAP23 U55936 0.001730693 | 1.8878508
072| 209209_s_at Pleckstrin homology domain containing, family G PLEKHC1 AW469573 | 0.009551367 | 1.9820172
(with FERM domain) member 1
073 | 209314_s_at HBS1-like (S. cerevisiae) HBS1L AK024258 | 0.00507411 | 1.6641864
074| 209316_s_at HBS1-like (S. cerevisiae) HBS1L BC001465 | 0.006051209 | 1.6464524
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075| 209409_at growth factor receptor-bound protein 10 GRB10 D86962 0.01098607 | 1.7481923
076 | 209410_s_at growth factor receptor-bound protein 10 GRB10 AF000017 | 0.013879589 | 1.701537
077| 209537_at exostoses (multiple)-like 2 EXTL2 AF000416 | 0.003979554 | 1.5687809
078 | 210845_s_at plasminogen activator, urokinase receptor PLAUR u08839 0.007479298 | 1.7924315
079 | 210892_s_at general transcription factor I1,i GTF2I BC004472 | 0.003141172 | 1.619537
080 | 210933_s_at fascin hamelog 1, actin-bundling protein FSCN1 BC004908 | 0.00342191 1.906748
(Strongylocentrotus purpuratus)

081| 210987_x_at tropomyosin 1 (alpha) TPM1 M19267 | 0.004614187 | 1.6935222
082| 211299_s_at flotillin 2 FLOT2 BCO003683 | 0.015057402 | 1.5387125
083 | 211506_s_at interleukin 8 L8 AF043337 | 0.005428782 | 2.867063
084 | 211559_s_at cyclin G2 CCNG2 L49506 0.010491861 | 1.8367761
085| 211599_x_at met proto-oncogene (hepatocyte growth factor receptor) MET U19348 0.019789577 | 1.9247686
086 | 211651_s_at laminin, beta 1 LAMB1 M20206 | 0.000418344 | 1.997547
087 | 211668_s_at plasminogen activator, urokinase PLAU K03226 0.00240352 | 2.8568754
088 | 211864_s_at fer-1-like 3, myoferlin (C. elegans) FER1L3 AF207990 | 0.011889962 | 1.7860718
089 | 211924_s_at plasminogen activator, urokinase receptor PLAUR AY029180 | 0.011789334 | 1.8189595
090| 211981_at collagen, type IV, alpha 1 COL4A1 NM_001845 | 0.007531395 | 1.8490748
091| 212012_at peroxidasin homolog (Drosophila) PXDN BF342851 | 0.016265145 | 1.8463359
092| 212660_at PHD finger protein 15 PHF15 Al735639 | 0.007391165 | 1.5595657
093 | 212720_at poly(A) polymerase alpha PAPOLA Al670847 | 0.016607396 | 1.5904158
094 | 212907_at Solute carrier family 30 (zinc transporter), member 1 SLC30A1 Al972416 | 0.002460855 1.63999

095| 213288_at O-acyltransferase (membrane bound) domain containing 2 OACT2 Al761250 | 0.010427832 | 1.6232696
096 | 213457_at malignant fibrous histiocytoma amplified sequence 1 MFHAS1 BF739959 | 0.003050241 | 1.8505166
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097 | 213624_at sphingomyelin phosphodiesterase, acid-like 3A SMPDL3A AAB73600 | 0.005912889 | 1.8562527
098 | 213742_at splicing factor, arginine/serine-rich 11 SFRS11 AW?241752 | 0.006011819 | 1.9170463
099 | 214121_x_at PDZ and LIM domain 7 (enigma) PDLIM7 AA086229 | 5.50514E-05 | 1.5048952
100 | 214196_s_at tripeptidyl peptidase | TPP1 AAB02532 | 0.015398935 | 1.5939685
101 | 214544 s _at synaptosomal-associated protein, 23kDa SNAP23 NM_003825 | 0.003539713 | 1.8040004
102 | 214581_x_at tumor necrosis factor receptor superfamily, member 21 TNFRSF21 BES568134 | 0.002274355 | 2.2189345
103 | 214701_s_at fibronectin 1 FN1 AJ276395 | 0.001182322 | 2.071262
104 | 214866 _at plasminogen activator, urokinase receptor PLAUR X74039 0.003173471 | 1.7340106
105| 214895 _s_at ADAM metallopeptidase domain 10 ADAM10 AU135154 | 0.004170008 | 1.9890832
106 | 215501_s_at dual specificity phosphatase 10 DUSP10 AK022513 | 0.018290011 | 1.5388945
107 | 216035_x_at transcription factor 7-like 2 (T-cell specific, HMG-box) TCF7L2 AV721430 | 0.000657631 | 1.7091621
108 | 216511_s_at transcription factor 7-like 2 (T-cell specific, HMG-box) TCF7L2 AJ270770 | 0.004103699 | 1.5264177
109 | 216915_s_at protein tyrosine phosphatase, non-receptor type 12 PTPN12 569182 0.005493577 | 1.6935816
110 | 216971_s_at plectin 1, intermediate filament binding protein 500kDa PLECA1 Z54367 0.01826363 | 1.7186335
111 | 217188_s_at chromosome 14 open reading frame 1 C14orf1 AC007182 | 0.011925477 | 1.6185476
112| 217448_s_at GDIIMESEIE 13 PRSIt redirt fEame 52 Cldort92 AL117508 | 0.007782524 | 1.5433311
similar to Epidermal Langerhans cell protein LCP1 LOC285412
113 | 217492_s_at priosphvatase ard tensin homolog PTEN AF023139 | 0.007220107 | 1.5624946
(mutated in multiple advanced cancers 1)
114 | 218000_s_at pleckstrin homology-like domain, family A, member 1 PHLDA1 NM_007350 | 0.016502094 | 1.6960312
115 | 218077_s_at zinc finger, DHHC-type containing 3 ZDHHC3 BE542551 | 0.01684034 | 1.5417765
116 | 218078_s_at zinc finger, DHHC-type containing 3 ZDHHC3 NM_016598 | 0.010970607 | 1.5836283
117 | 218435_at DnaJ (Hsp40) homolog, subfamily C, member 15 DNAJC15 NM_013238 | 0.019865552 | 1.7292447




10-1443214

118 218644_at pleckstrin 2 PLEK2 NM_016445 | 0.000675608 | 2.7071812
119 | 218748 _s_at SEC10-like 1 (S. cerevisiae) SEC10L1 NM_006544 | 0.012352341 | 1.7368068
120 | 218815_s_at transmembrane protein 51 TMEMS1 NM_018022 | 0.000753902 | 1.6477742
121 218826_at solute carrier family 35, member F2 SLC35F2 NM_017515 | 0.009280122 | 1.6340361
122| 218854 _at satiamoLis eslisatsinana SART2 NM_013352 | 0.014419112 | 1.6285655
antigen recognized by T cells 2
123 | 218856_at tumor necrosis factor receptor superfa , member 21 TNFRSF21 NM_016629 | 0.01292243 1.617686
124| 218885 s _at UDP-N-acstyl-alpha-D-galactosamine: polypeptide GALNT12 | NM_024642 | 0.014052196 | 1.6402073
N-acetylgalactosaminyltransferase 12 (GalNAc-T12)
125| 219410_at transmembrane protein 45A TMEM45A NM_018004 | 0.018847797 | 2.0938365
126| 219603_s_at zinc finger protein 226 ZNF226 NM_015919 | 0.005593323 | 1.5408667
127 | 220199_s_at chromosome 1 open reading frame 80 C1orf80 NM_022831 0.016323 1.5315142
128 | 220617_s_at zinc finger protein 532 ZNF532 NM_018181 | 0.001976648 | 1.5441327
129 | 221268 s at sphingosine-1-phosphate phosphatase 1 SGPP1 NM_030791 | 0.008873873 | 1.9432548
130| 221881_s_at chloride intracellular channel 4 CLIC4 Al638420 | 0.004401053 | 1.7742935
131 | 222399 s at SM-11044 binding protein SMBP BG104571 | 0.00011337 | 1.5270268
132| 222449 at ransmembrane, prostate TMEPAI AL035541 | 0.005303006 | 2.2757804
androgen induced RNA
133 | 222528 s at solute carrier family 25,member 37 SLC25A37 BG251467 | 0.014745607 | 1.738053
134 | 222540_s_at hepatitis B virus x associated protein HBXAP BG286920 | 0.005694628 | 1.5068418
135| 222692 s _at fibronectin type 11l domain containing 3B FNDC3B BF444916 | 0.001075083 | 1.5835624
136 | 222693 at fibronectin type |l domain containing 3B FNDC3B BF444916 | 0.000622161 | 1.7766397
137 | 222773 s _at UDP-N-acetyl-alpha-D-galactosamine: polypeptide GALNT12 AA554045 | 0.003090952 | 1.8790901

_10_
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N-acetylgalactosaminyltransferase 12 (GalNAc-T12)

138 | 223577 _x_at PRO1073 protein PRO1073 AAB27878 | 0.003659447 | 1.6790042
139 | 223940_x_at metastasis associated lung adenocarcinoma MALAT1 AF132202 | 0.016841894 | 1.9524238
transcript 1 (non-coding RNA)
140 | 224558 s_at metastasis associated lung adenocarcinoma MALATA1 Al446756 | 0.012874936 | 1.6367766
transcript 1 (non-coding RNA)

141 | 224674 _at tweety homolog 3 (Drosophila) TTYH3 Al934753 | 0.002428954 | 1.6452742
142 | 224733 _at chemokine-like factor superfamily 3 CKLFSF3 AL574900 | 0.013543638 | 1.5199631
143 | 224802 _at Nedd4 family interacting protein 2 NDFIP2 AA019338 | 0.013437813 | 1.5261155
144 | 225021_at zinc finger protein 532 ZNF532 AA861416 | 0.002285053 | 1.6213596
145| 225140_at Kruppel-like factor 3 (basic) KLF3 BF438116 | 0.016804362 | 1.5368354
146 | 225168 at FERM domain containing 4A FRMD4A T78406 0.006987929 | 1.5712297
147 | 225424 at glycerol-3-phosphate acyltransferase, mitochondrial GPAM AB046780 | 0.000390623 | 1.7006425
148 | 225503 _at dehydrogenase/reductase (SDR family) X-linked DHRSX AL547782 | 0.005000754 | 1.770981

149 | 225567_at Hypothetical LOC388114 LOC388114 BE207755 | 0.003047524 | 1.6990312
150 | 225609_at glutathione reductase GSR Al888037 | 0.004693668 | 1.8490914
151 225842 at Pleckstrin homology-like domain, family A, member 1 PHLDA1 AK026181 | 0.014052763 | 1.8735564
152 | 226084_at microtubule-associated protein 1B MAP1B AA554833 | 0.016480966 | 1.9064581
163 | 226352 at Junction-mediating and regulatory protein JMY BF447037 | 0.001219355 | 1.5196482
154 | 226726 _at O-acyltransferase (membrane bound) domain containing 2 OACT2 W63676 0.005363467 | 1.8277074
155 | 226780_s_at hypothetical protein HSPC268 HSPC268 BF540829 | 0.001859941 | 1.5185972
156 | 227257 _s_at chromosome 10 open reading frame 46 C100rf46 AW973842 | 0.000646104 | 1.6094143
157 | 227628 at similar to RIKEN cDNA 2310016C16 LOC493869 AL571557 | 0.006222301 | 2.0978951

_11_
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158 | 227808_at DnaJ (Hsp40) homolog, subfamily C, member 15 DNAJC15 Al091398 | 0.01153802 | 1.7936606
159 | 230206_at Dedicator of cytokinesis 5 DOCKS5 Al692645 | 0.005127667 | 1.6694399
160 | 231735_s_at PRO1073 protein PRO1073 NM_014086 | 0.004784999 1.72546

161| 231823 _s_at KIAA1295 KIAA1285 BG054798 | 0.002478401 | 1.5713933
162 | 235587_at hypothetical protein LOC202781 LOC202781 BG400596 | 0.018314553 | 1.5202585
163 | 235879_at Muscleblind-like (Drosophila) MBNLA1 AlB97540 | 0.002645486 | 2.0540323
164 | 238558_at Muscleblind-like (Drosophila) MBNLA1 Al445833 | 0.004576562 | 1.805269
165| 238563_at Abl-interactor 1 ABI1 AV762916 | 0.012934915 | 1.6069295
166 | 238701_x_at FLJ45803 protein FLJ45803 BE176566 | 0.01719282 | 1.5133282
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=

_ Genbank T-test Fold change
#H S| Probe Set ID Gene Name Gene Symbol .
Accession # p-value (abs)
001| 1552486_s_at lactamase, beta LACTB NM_171846 | 0.005162234 | 1.522293
002 | 1553105_s_at desmoglein 2 DSG2 NM_001943 | 0.019467462 | 2.3323212
integrin, beta 1 (fibronectin receptor, beta polypeptide,
003 | 1553530_a_at ITGB1 NM_033669 | 0.01684671 | 1.7791877
antigen CD29 includes MDF2, MSK12)
integrin, beta 1 (fibronectin receptor, beta polypeptide,
004 | 1553678_a_at ITGB1 NM_133376 | 0.012459265 | 1.7374601
antigen CD29 includes MDF2, MSK12)
005| 1554067_at hypothetical protein FLJ32549 FLJ32549 BC036246 | 0.002290308 | 1.5143739
006 | 1554761_a_at hypothetical protein FLJ20397 FLJ20397 BC010850 | 0.001210456 | 1.6267678
007 | 1555326_a_at ADAM metallopeptidase domain 9 (meltrin gamma) ADAM9 AF495383 | 0.012324799 | 2.1980886
008 | 1555564_a_at | factor (complement) IF BC020718 | 0.007528743 | 2.5875902
009 | 1555705_a_at chemokine-like factor superfamily 3 CKLFSF3 AY166714 | 0.004961676 | 1.8687251
010| 1557987_at PI-3-kinase-related kinase SMG-1 - like locus LOC641298 BC042832 | 0.010989661 | 1.7944587
metastasis associated lung adenocarcinoma transcript 1
011 | 1558678_s_at . MALAT1 BE708432 | 0.00670648 | 1.6990829
(non-coding RNA)
012| 160020_at matrix metallopeptidase 14 (membrane-inserted) MMP14 748481 0.005463324 | 1.5193439
protein kinase, cAMP-dependent, regulatory,
013 | 200604_s_at ] B o PRKAR1A M18468 | 0.017312625 | 1.5803499
type |, alpha (tissue specific extinguisher 1)
014 | 200615_s_at adaptor-related protein complex 2, beta 1 subunit AP2B1 AL567295 | 0.007407852 | 1.6839108
015| 200864_s_at RAB11A, member RAS oncogene family RAB11A NM_004663 | 0.000163535 | 1.5653288
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034| 202267_at laminin, gamma 2 LAMC2 NM_005562 | 0.004330024 | 2.8191426
035| 202543_s_at glia maturation factor, beta GMFB BC005359 | 0.008048828 | 1.5254242
036 | 202604_x_at ADAM metallopeptidase domain 10 ADAM10 NM_001110 | 0.002003783 | 1.767903
037 | 202627_s_at Selpiin peplidass, INAIBMEY, elads E {nexin, SERPINE1 AL574210 | 0.00091248 | 3.0523725
plasminogen activator inhibitor type 1), member 1
038 | 202628_s_at SeIpin pepfidass Infilbitor; clad, E {riexin, SERPINE1 NM_000602 | 0.00504642 | 2.6835847
plasminogen activator inhibitor type 1), member 1
039 | 202817_s_at synovial sarcoma translocation, chromosome 18 SS18 NM_005637 | 0.005462693 | 1.5148987
040| 202859_x_at interleukin 8 L8 NM_000584 | 0.014948112 | 2.1844351
041| 202936_s_at SRY jsex datermining reglari v)-boxd SOX9 NM_000346 | 0.019816045 | 2.2876046
(campomelic dysplasia, autosomal sex-reversal)
042 | 202949_s_at four and a half LIM domains 2 FHL2 NM_001450 | 0.006776552 | 2.2249734
043 | 202998_s_at lysyl oxidase-like 2 LOXL2 NM_002318 | 0.006687925 | 2.0231075
044| 203066_at B cell RAG associated protein GALNAC4S-6ST | NM_014863 | 0.00419499 | 1.5032523
045| 203072_at myosin |E MYO1E NM_004998 | 0.000449373 | 1.5877136
046 | 203293_s_at lectin, mannose-binding, 1 LMANA1 NM_005570 | 0.002661762 | 1.9762497
047 | 203294_s_at lectin, mannose-binding, 1 LMANA1 u09716 | 0.000473367 | 1.9764429
048 | 203414_at monocyte to macrophage differentiation-associated MMD NM_012329 | 0.001585437 | 1.6128623
049 | 203553_s_at mitogen-activated protein kinase kinase kinase kinase 5 MAP4KS NM_006575 | 0.010453912 | 1.5251595
050| 203924 _at glutathione S-transferase A1 GSTA1 NM_000846 | 0.004046575 | 4.2017674
051 | 203988_s_at fucosyltransferase 8 (alpha (1,6) fucosyltransferase) FUT8 NM_004480 | 0.01139016 | 1.6090198
052 | 204426_at transmembrane emp24 domain trafficking protein 2 TMED2 NM_006815 | 0.015985437 | 1.6165011
053| 204470_at chemokine (C-X-C motif) ligand 1 CcXcu NM_001511 | 0.001788037 | 3.218731
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KDEL (Lys-Asp-Glu-Leu) endoplasmic reticulum

016| 200922 _at . . KDELRA1 NM_006801 | 0.004791257 | 1.638207
protein retention receptor 1
tyrosine 3-monooxygenase/tryptophan 5-monooxygenase
017| 201020_at o . . YWHAH NM_003405 | 0.009279575 | 1.5148095
activation protein, eta polypeptide
guanine nucleotide binding protein (G protein),
018| 201179_s_at GNAI3 J03005 0.014834337 | 1.5069977
alpha inhibiting activity polypeptide 3
019 | 201309_x_at chromosome 5 open reading frame 13 C5orf13 U36189 0.011555359 | 2.1326842
020| 201363_s_at influenza virus NS1A binding protein IVNS1ABP AB020657 | 0.00119686 | 1.5838884
021| 201505_at laminin, beta 1 LAMB1 NM_002291 | 0.000568398 | 1.8073287
022| 201506_at transforming growth factor, beta-induced, 68kDa TGFBI NM_000358 | 0.008768089 | 1.9059453
023 | 201548_s_at Jumoniji, AT rich interactive domain 1B (RBP2-like) JARID1B W02593 | 0.010550437 | 1.5276276
024 | 201559_s_at chloride intracellular channel 4 CLIC4 AF109196 | 0.002245945 | 2.1570368
fascin homolog 1, actin-bundling protein
025| 201564_s_at FSCN1 NM_003088 | 0.007795681 | 2.1724482
(Strongylocentrotus purpuratus)
026| 201578_at podocalyxin-like PODXL NM_005397 | 0.00303411 | 1.8943018
027 | 201617_x_at caldesmon 1 CALD1 NM_004342 | 0.01926877 | 1.8294148
028 | 201646_at scavenger receptor class B, member 2 SCARB2 AAB85297 | 0.006063032 | 1.6768507
029 | 201647_s_at scavenger receptor class B, member 2 SCARB2 NM_005506 | 0.015885489 | 1.6841809
030 | 201695_s_at nucleoside phosphorylase NP NM_000270 | 0.018524641 | 1.6833633
UDP-N-acetyl-alpha-D-galactosamine:polypeptide
031| 201722_s_at . GALNT1 AV692127 | 0.009770202 | 1.5369248
N-acetylgalactosaminyltransferase 1 (GalNAc-T1)
032| 201918_at Solute carrier family 25, member 36 SLC25A36 Al927944 | 0.00259865 | 1.6228764
033 | 201942_s_at carboxypeptidase D CPD D85390 | 0.017363481 | 1.7431495
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{melanoma growth stimulating activity, alpha)

054 | 204702_s_at nuclear factor (erythroid-derived 2)-like 3 NFE2L3 NM_004289 | 0.015985157 | 1.7023398
055| 204790_at SMAD, mothers against DPP homolog 7 (Drosophila) SMAD7 NM_005904 | 0.013379821 | 1.7179344
056 | 204944 _at protein tyrosine phosphatase, receptor type, G PTPRG NM_002841 | 0.004963213 | 1.769544
057 | 204989_s_at integrin, beta 4 ITGB4 BF305661 | 0.012746719 | 2.1320713
058 | 205120_s_at |sarcoglycan, beta (43kDa dystrophin-associated glycoprotein) SGCB U29586 0.013908542 | 1.7317705
059 | 205180_s_at ADAM metallopeptidase domain 8 ADAMS8 NM_001109 | 0.000473816 | 2.054043
060 | 205479_s_at plasminogen activator, urokinase PLAU NM_002658 | 0.003415823 | 2.4370956
061| 206025_s_at tumor necrosis factor, alpha-induced protein 6 TNFAIP6 AW188198 | 0.013965369 | 2.1515768
062 | 206113_s_at RABSA, member RAS oncogene family RABSA NM_004162 | 0.010821017 | 1.571063
063 | 206116_s_at tropomyosin 1 (alpha) TPMA1 NM_000366 | 0.000283653 | 2.0841253
064 | 206245_s_at influenza virus NS1A binding protein IVNS1ABP NM_006469 | 0.003607815 | 1.5105128
065| 206323_x_at oligophrenin 1 OPHN1 NM_002547 | 0.018292218 | 1.5056778
066 | 208510_s_at peroxisome proliferative activated receptor, gamma PPARG NM_015869 | 0.002361554 | 1.882336
067 | 208613_s_at filamin B, beta (actin binding protein 278) FLNB AV712733 | 0.001033398 | 1.7958127
068 | 208637_x_at actinin, alpha 1 ACTN1 BC003576 | 0.000448714 | 1.631627
069 | 208653_s_at CD164 antigen, sialomucin CD164 AF263279 | 0.017487219 | 1.5380286
070| 208853_s_at calnexin CANX L18887 0.011792572 | 1.5100785
071| 209131_s_at synaptosomal-associated protein, 23kDa SNAP23 U55936 0.001730693 | 1.8878508
072| 209209_s_at Pleckstrin homology domain containing, family G PLEKHC1 AW469573 | 0.009551367 | 1.9820172
(with FERM domain) member 1
073 | 209314_s_at HBS1-like (S. cerevisiae) HBS1L AK024258 | 0.00507411 | 1.6641864
074| 209316_s_at HBS1-like (S. cerevisiae) HBS1L BC001465 | 0.006051209 | 1.6464524
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075| 209409_at growth factor receptor-bound protein 10 GRB10 D86962 0.01098607 | 1.7481923
076 | 209410_s_at growth factor receptor-bound protein 10 GRB10 AF000017 | 0.013879589 | 1.701537
077| 209537_at exostoses (multiple)-like 2 EXTL2 AF000416 | 0.003979554 | 1.5687809
078 | 210845_s_at plasminogen activator, urokinase receptor PLAUR u08839 0.007479298 | 1.7924315
079 | 210892_s_at general transcription factor I1,i GTF2I BC004472 | 0.003141172 | 1.619537
080 | 210933_s_at fascin hamelog 1, actin-bundling protein FSCN1 BC004908 | 0.00342191 1.906748
(Strongylocentrotus purpuratus)

081| 210987_x_at tropomyosin 1 (alpha) TPM1 M19267 | 0.004614187 | 1.6935222
082| 211299_s_at flotillin 2 FLOT2 BCO003683 | 0.015057402 | 1.5387125
083 | 211506_s_at interleukin 8 L8 AF043337 | 0.005428782 | 2.867063
084 | 211559_s_at cyclin G2 CCNG2 L49506 0.010491861 | 1.8367761
085| 211599_x_at met proto-oncogene (hepatocyte growth factor receptor) MET U19348 0.019789577 | 1.9247686
086 | 211651_s_at laminin, beta 1 LAMB1 M20206 | 0.000418344 | 1.997547
087 | 211668_s_at plasminogen activator, urokinase PLAU K03226 0.00240352 | 2.8568754
088 | 211864_s_at fer-1-like 3, myoferlin (C. elegans) FER1L3 AF207990 | 0.011889962 | 1.7860718
089 | 211924_s_at plasminogen activator, urokinase receptor PLAUR AY029180 | 0.011789334 | 1.8189595
090| 211981_at collagen, type IV, alpha 1 COL4A1 NM_001845 | 0.007531395 | 1.8490748
091| 212012_at peroxidasin homolog (Drosophila) PXDN BF342851 | 0.016265145 | 1.8463359
092| 212660_at PHD finger protein 15 PHF15 Al735639 | 0.007391165 | 1.5595657
093 | 212720_at poly(A) polymerase alpha PAPOLA Al670847 | 0.016607396 | 1.5904158
094 | 212907_at Solute carrier family 30 (zinc transporter), member 1 SLC30A1 Al972416 | 0.002460855 1.63999

095| 213288_at O-acyltransferase (membrane bound) domain containing 2 OACT2 Al761250 | 0.010427832 | 1.6232696
096 | 213457_at malignant fibrous histiocytoma amplified sequence 1 MFHAS1 BF739959 | 0.003050241 | 1.8505166
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097 | 213624_at sphingomyelin phosphodiesterase, acid-like 3A SMPDL3A AAB73600 | 0.005912889 | 1.8562527
098 | 213742_at splicing factor, arginine/serine-rich 11 SFRS11 AW?241752 | 0.006011819 | 1.9170463
099 | 214121_x_at PDZ and LIM domain 7 (enigma) PDLIM7 AA086229 | 5.50514E-05 | 1.5048952
100 | 214196_s_at tripeptidyl peptidase | TPP1 AAB02532 | 0.015398935 | 1.5939685
101 | 214544 s _at synaptosomal-associated protein, 23kDa SNAP23 NM_003825 | 0.003539713 | 1.8040004
102 | 214581_x_at tumor necrosis factor receptor superfamily, member 21 TNFRSF21 BES568134 | 0.002274355 | 2.2189345
103 | 214701_s_at fibronectin 1 FN1 AJ276395 | 0.001182322 | 2.071262
104 | 214866 _at plasminogen activator, urokinase receptor PLAUR X74039 0.003173471 | 1.7340106
105| 214895 _s_at ADAM metallopeptidase domain 10 ADAM10 AU135154 | 0.004170008 | 1.9890832
106 | 215501_s_at dual specificity phosphatase 10 DUSP10 AK022513 | 0.018290011 | 1.5388945
107 | 216035_x_at transcription factor 7-like 2 (T-cell specific, HMG-box) TCF7L2 AV721430 | 0.000657631 | 1.7091621
108 | 216511_s_at transcription factor 7-like 2 (T-cell specific, HMG-box) TCF7L2 AJ270770 | 0.004103699 | 1.5264177
109 | 216915_s_at protein tyrosine phosphatase, non-receptor type 12 PTPN12 569182 0.005493577 | 1.6935816
110 | 216971_s_at plectin 1, intermediate filament binding protein 500kDa PLECA1 Z54367 0.01826363 | 1.7186335
111 | 217188_s_at chromosome 14 open reading frame 1 C14orf1 AC007182 | 0.011925477 | 1.6185476
112| 217448_s_at GDIIMESEIE 13 PRSIt redirt fEame 52 Cldort92 AL117508 | 0.007782524 | 1.5433311
similar to Epidermal Langerhans cell protein LCP1 LOC285412
113 | 217492_s_at priosphvatase ard tensin homolog PTEN AF023139 | 0.007220107 | 1.5624946
(mutated in multiple advanced cancers 1)
114 | 218000_s_at pleckstrin homology-like domain, family A, member 1 PHLDA1 NM_007350 | 0.016502094 | 1.6960312
115 | 218077_s_at zinc finger, DHHC-type containing 3 ZDHHC3 BE542551 | 0.01684034 | 1.5417765
116 | 218078_s_at zinc finger, DHHC-type containing 3 ZDHHC3 NM_016598 | 0.010970607 | 1.5836283
117 | 218435_at DnaJ (Hsp40) homolog, subfamily C, member 15 DNAJC15 NM_013238 | 0.019865552 | 1.7292447
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118 218644_at pleckstrin 2 PLEK2 NM_016445 | 0.000675608 | 2.7071812
119 | 218748 _s_at SEC10-like 1 (S. cerevisiae) SEC10L1 NM_006544 | 0.012352341 | 1.7368068
120 | 218815_s_at transmembrane protein 51 TMEMS1 NM_018022 | 0.000753902 | 1.6477742
121 218826_at solute carrier family 35, member F2 SLC35F2 NM_017515 | 0.009280122 | 1.6340361
122| 218854 _at satiamoLis eslisatsinana SART2 NM_013352 | 0.014419112 | 1.6285655
antigen recognized by T cells 2
123 | 218856_at tumor necrosis factor receptor superfa , member 21 TNFRSF21 NM_016629 | 0.01292243 1.617686
124| 218885 s _at UDP-N-acstyl-alpha-D-galactosamine: polypeptide GALNT12 | NM_024642 | 0.014052196 | 1.6402073
N-acetylgalactosaminyltransferase 12 (GalNAc-T12)
125| 219410_at transmembrane protein 45A TMEM45A NM_018004 | 0.018847797 | 2.0938365
126| 219603_s_at zinc finger protein 226 ZNF226 NM_015919 | 0.005593323 | 1.5408667
127 | 220199_s_at chromosome 1 open reading frame 80 C1orf80 NM_022831 0.016323 1.5315142
128 | 220617_s_at zinc finger protein 532 ZNF532 NM_018181 | 0.001976648 | 1.5441327
129 | 221268 s at sphingosine-1-phosphate phosphatase 1 SGPP1 NM_030791 | 0.008873873 | 1.9432548
130| 221881_s_at chloride intracellular channel 4 CLIC4 Al638420 | 0.004401053 | 1.7742935
131 | 222399 s at SM-11044 binding protein SMBP BG104571 | 0.00011337 | 1.5270268
132| 222449 at ransmembrane, prostate TMEPAI AL035541 | 0.005303006 | 2.2757804
androgen induced RNA
133 | 222528 s at solute carrier family 25,member 37 SLC25A37 BG251467 | 0.014745607 | 1.738053
134 | 222540_s_at hepatitis B virus x associated protein HBXAP BG286920 | 0.005694628 | 1.5068418
135| 222692 s _at fibronectin type 11l domain containing 3B FNDC3B BF444916 | 0.001075083 | 1.5835624
136 | 222693 at fibronectin type |l domain containing 3B FNDC3B BF444916 | 0.000622161 | 1.7766397
137 | 222773 s _at UDP-N-acetyl-alpha-D-galactosamine: polypeptide GALNT12 AA554045 | 0.003090952 | 1.8790901

_19_



10-1443214

N-acetylgalactosaminyltransferase 12 (GalNAc-T12)

138 | 223577 _x_at PRO1073 protein PRO1073 AAB27878 | 0.003659447 | 1.6790042
139 | 223940_x_at metastasis associated lung adenocarcinoma MALAT1 AF132202 | 0.016841894 | 1.9524238
transcript 1 (non-coding RNA)
140 | 224558 s_at metastasis associated lung adenocarcinoma MALATA1 Al446756 | 0.012874936 | 1.6367766
transcript 1 (non-coding RNA)

141 | 224674 _at tweety homolog 3 (Drosophila) TTYH3 Al934753 | 0.002428954 | 1.6452742
142 | 224733 _at chemokine-like factor superfamily 3 CKLFSF3 AL574900 | 0.013543638 | 1.5199631
143 | 224802 _at Nedd4 family interacting protein 2 NDFIP2 AA019338 | 0.013437813 | 1.5261155
144 | 225021_at zinc finger protein 532 ZNF532 AA861416 | 0.002285053 | 1.6213596
145| 225140_at Kruppel-like factor 3 (basic) KLF3 BF438116 | 0.016804362 | 1.5368354
146 | 225168 at FERM domain containing 4A FRMD4A T78406 0.006987929 | 1.5712297
147 | 225424 at glycerol-3-phosphate acyltransferase, mitochondrial GPAM AB046780 | 0.000390623 | 1.7006425
148 | 225503 _at dehydrogenase/reductase (SDR family) X-linked DHRSX AL547782 | 0.005000754 | 1.770981

149 | 225567_at Hypothetical LOC388114 LOC388114 BE207755 | 0.003047524 | 1.6990312
150 | 225609_at glutathione reductase GSR Al888037 | 0.004693668 | 1.8490914
151 225842 at Pleckstrin homology-like domain, family A, member 1 PHLDA1 AK026181 | 0.014052763 | 1.8735564
152 | 226084_at microtubule-associated protein 1B MAP1B AA554833 | 0.016480966 | 1.9064581
163 | 226352 at Junction-mediating and regulatory protein JMY BF447037 | 0.001219355 | 1.5196482
154 | 226726 _at O-acyltransferase (membrane bound) domain containing 2 OACT2 W63676 0.005363467 | 1.8277074
155 | 226780_s_at hypothetical protein HSPC268 HSPC268 BF540829 | 0.001859941 | 1.5185972
156 | 227257 _s_at chromosome 10 open reading frame 46 C100rf46 AW973842 | 0.000646104 | 1.6094143
157 | 227628 at similar to RIKEN cDNA 2310016C16 LOC493869 AL571557 | 0.006222301 | 2.0978951
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158 | 227808_at DnaJ (Hsp40) homolog, subfamily C, member 15 DNAJC15 Al091398 | 0.01153802 | 1.7936606
159 | 230206_at Dedicator of cytokinesis 5 DOCKS5 Al692645 | 0.005127667 | 1.6694399
160 | 231735_s_at PRO1073 protein PRO1073 NM_014086 | 0.004784999 1.72546

161| 231823 _s_at KIAA1295 KIAA1285 BG054798 | 0.002478401 | 1.5713933
162 | 235587_at hypothetical protein LOC202781 LOC202781 BG400596 | 0.018314553 | 1.5202585
163 | 235879_at Muscleblind-like (Drosophila) MBNLA1 AlB97540 | 0.002645486 | 2.0540323
164 | 238558_at Muscleblind-like (Drosophila) MBNLA1 Al445833 | 0.004576562 | 1.805269
165| 238563_at Abl-interactor 1 ABI1 AV762916 | 0.012934915 | 1.6069295
166 | 238701_x_at FLJ45803 protein FLJ45803 BE176566 | 0.01719282 | 1.5133282
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=

_ Genbank T-test Fold change
#H S| Probe Set ID Gene Name Gene Symbol .
Accession # p-value (abs)
001| 1552486_s_at lactamase, beta LACTB NM_171846 | 0.005162234 | 1.522293
002 | 1553105_s_at desmoglein 2 DSG2 NM_001943 | 0.019467462 | 2.3323212
integrin, beta 1 (fibronectin receptor, beta polypeptide,
003 | 1553530_a_at ITGB1 NM_033669 | 0.01684671 | 1.7791877
antigen CD29 includes MDF2, MSK12)
integrin, beta 1 (fibronectin receptor, beta polypeptide,
004 | 1553678_a_at ITGB1 NM_133376 | 0.012459265 | 1.7374601
antigen CD29 includes MDF2, MSK12)
005| 1554067_at hypothetical protein FLJ32549 FLJ32549 BC036246 | 0.002290308 | 1.5143739
006 | 1554761_a_at hypothetical protein FLJ20397 FLJ20397 BC010850 | 0.001210456 | 1.6267678
007 | 1555326_a_at ADAM metallopeptidase domain 9 (meltrin gamma) ADAM9 AF495383 | 0.012324799 | 2.1980886
008 | 1555564_a_at | factor (complement) IF BC020718 | 0.007528743 | 2.5875902
009 | 1555705_a_at chemokine-like factor superfamily 3 CKLFSF3 AY166714 | 0.004961676 | 1.8687251
010| 1557987_at PI-3-kinase-related kinase SMG-1 - like locus LOC641298 BC042832 | 0.010989661 | 1.7944587
metastasis associated lung adenocarcinoma transcript 1
011 | 1558678_s_at . MALAT1 BE708432 | 0.00670648 | 1.6990829
(non-coding RNA)
012| 160020_at matrix metallopeptidase 14 (membrane-inserted) MMP14 748481 0.005463324 | 1.5193439
protein kinase, cAMP-dependent, regulatory,
013 | 200604_s_at . B o PRKAR1A M18468 | 0.017312625 | 1.5803499
type |, alpha (tissue specific extinguisher 1)
014 | 200615_s_at adaptor-related protein complex 2, beta 1 subunit AP2B1 AL567295 | 0.007407852 | 1.6839108
015| 200864_s_at RAB11A, member RAS oncogene family RAB11A NM_004663 | 0.000163535 | 1.5653288
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034| 202267_at laminin, gamma 2 LAMC2 NM_005562 | 0.004330024 | 2.8191426
035| 202543_s_at glia maturation factor, beta GMFB BC005359 | 0.008048828 | 1.5254242
036 | 202604_x_at ADAM metallopeptidase domain 10 ADAM10 NM_001110 | 0.002003783 | 1.767903
037 | 202627_s_at Selpiin peplidass, INAIBMEY, elads E {nexin, SERPINE1 AL574210 | 0.00091248 | 3.0523725
plasminogen activator inhibitor type 1), member 1
038 | 202628_s_at SeIpin pepfidass Infilbitor; clad, E {riexin, SERPINE1 NM_000602 | 0.00504642 | 2.6835847
plasminogen activator inhibitor type 1), member 1
039 | 202817_s_at synovial sarcoma translocation, chromosome 18 SS18 NM_005637 | 0.005462693 | 1.5148987
040| 202859_x_at interleukin 8 L8 NM_000584 | 0.014948112 | 2.1844351
041| 202936_s_at SRY jsex datermining reglari v)-boxd SOX9 NM_000346 | 0.019816045 | 2.2876046
(campomelic dysplasia, autosomal sex-reversal)
042 | 202949_s_at four and a half LIM domains 2 FHL2 NM_001450 | 0.006776552 | 2.2249734
043 | 202998_s_at lysyl oxidase-like 2 LOXL2 NM_002318 | 0.006687925 | 2.0231075
044| 203066_at B cell RAG associated protein GALNAC4S-6ST | NM_014863 | 0.00419499 | 1.5032523
045| 203072_at myosin |E MYO1E NM_004998 | 0.000449373 | 1.5877136
046 | 203293_s_at lectin, mannose-binding, 1 LMANA1 NM_005570 | 0.002661762 | 1.9762497
047 | 203294_s_at lectin, mannose-binding, 1 LMANA1 u09716 | 0.000473367 | 1.9764429
048 | 203414_at monocyte to macrophage differentiation-associated MMD NM_012329 | 0.001585437 | 1.6128623
049 | 203553_s_at mitogen-activated protein kinase kinase kinase kinase 5 MAP4KS NM_006575 | 0.010453912 | 1.5251595
050| 203924 _at glutathione S-transferase A1 GSTA1 NM_000846 | 0.004046575 | 4.2017674
051 | 203988_s_at fucosyltransferase 8 (alpha (1,6) fucosyltransferase) FUT8 NM_004480 | 0.01139016 | 1.6090198
052 | 204426_at transmembrane emp24 domain trafficking protein 2 TMED2 NM_006815 | 0.015985437 | 1.6165011
053| 204470_at chemokine (C-X-C motif) ligand 1 CcXcu NM_001511 | 0.001788037 | 3.218731
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KDEL (Lys-Asp-Glu-Leu) endoplasmic reticulum

016| 200922 _at . . KDELRA1 NM_006801 | 0.004791257 | 1.638207
protein retention receptor 1
tyrosine 3-monooxygenase/tryptophan 5-monooxygenase
017| 201020_at o . . YWHAH NM_003405 | 0.009279575 | 1.5148095
activation protein, eta polypeptide
guanine nucleotide binding protein (G protein),
018| 201179_s_at GNAI3 J03005 0.014834337 | 1.5069977
alpha inhibiting activity polypeptide 3
019 | 201309_x_at chromosome 5 open reading frame 13 C5orf13 U36189 0.011555359 | 2.1326842
020| 201363_s_at influenza virus NS1A binding protein IVNS1ABP AB020657 | 0.00119686 | 1.5838884
021| 201505_at laminin, beta 1 LAMB1 NM_002291 | 0.000568398 | 1.8073287
022| 201506_at transforming growth factor, beta-induced, 68kDa TGFBI NM_000358 | 0.008768089 | 1.9059453
023 | 201548_s_at Jumoniji, AT rich interactive domain 1B (RBP2-like) JARID1B W02593 | 0.010550437 | 1.5276276
024 | 201559_s_at chloride intracellular channel 4 CLIC4 AF109196 | 0.002245945 | 2.1570368
fascin homolog 1, actin-bundling protein
025| 201564_s_at FSCN1 NM_003088 | 0.007795681 | 2.1724482
(Strongylocentrotus purpuratus)
026| 201578_at podocalyxin-like PODXL NM_005397 | 0.00303411 | 1.8943018
027 | 201617_x_at caldesmon 1 CALD1 NM_004342 | 0.01926877 | 1.8294148
028 | 201646_at scavenger receptor class B, member 2 SCARB2 AAB85297 | 0.006063032 | 1.6768507
029 | 201647_s_at scavenger receptor class B, member 2 SCARB2 NM_005506 | 0.015885489 | 1.6841809
030 | 201695_s_at nucleoside phosphorylase NP NM_000270 | 0.018524641 | 1.6833633
UDP-N-acetyl-alpha-D-galactosamine:polypeptide
031| 201722_s_at . GALNT1 AV692127 | 0.009770202 | 1.5369248
N-acetylgalactosaminyltransferase 1 (GalNAc-T1)
032| 201918_at Solute carrier family 25, member 36 SLC25A36 Al927944 | 0.00259865 | 1.6228764
033 | 201942_s_at carboxypeptidase D CPD D85390 | 0.017363481 | 1.7431495
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{melanoma growth stimulating activity, alpha)

054 | 204702_s_at nuclear factor (erythroid-derived 2)-like 3 NFE2L3 NM_004289 | 0.015985157 | 1.7023398
055| 204790_at SMAD, mothers against DPP homolog 7 (Drosophila) SMAD7 NM_005904 | 0.013379821 | 1.7179344
056 | 204944 _at protein tyrosine phosphatase, receptor type, G PTPRG NM_002841 | 0.004963213 | 1.769544
057 | 204989_s_at integrin, beta 4 ITGB4 BF305661 | 0.012746719 | 2.1320713
058 | 205120_s_at |sarcoglycan, beta (43kDa dystrophin-associated glycoprotein) SGCB U29586 0.013908542 | 1.7317705
059 | 205180_s_at ADAM metallopeptidase domain 8 ADAMS8 NM_001109 | 0.000473816 | 2.054043
060 | 205479_s_at plasminogen activator, urokinase PLAU NM_002658 | 0.003415823 | 2.4370956
061| 206025_s_at tumor necrosis factor, alpha-induced protein 6 TNFAIP6 AW188198 | 0.013965369 | 2.1515768
062 | 206113_s_at RABSA, member RAS oncogene family RABSA NM_004162 | 0.010821017 | 1.571063
063 | 206116_s_at tropomyosin 1 (alpha) TPMA1 NM_000366 | 0.000283653 | 2.0841253
064 | 206245_s_at influenza virus NS1A binding protein IVNS1ABP NM_006469 | 0.003607815 | 1.5105128
065| 206323_x_at oligophrenin 1 OPHN1 NM_002547 | 0.018292218 | 1.5056778
066 | 208510_s_at peroxisome proliferative activated receptor, gamma PPARG NM_015869 | 0.002361554 | 1.882336
067 | 208613_s_at filamin B, beta (actin binding protein 278) FLNB AV712733 | 0.001033398 | 1.7958127
068 | 208637_x_at actinin, alpha 1 ACTN1 BC003576 | 0.000448714 | 1.631627
069 | 208653_s_at CD164 antigen, sialomucin CD164 AF263279 | 0.017487219 | 1.5380286
070| 208853_s_at calnexin CANX L18887 0.011792572 | 1.5100785
071| 209131_s_at synaptosomal-associated protein, 23kDa SNAP23 U55936 0.001730693 | 1.8878508
072| 209209_s_at Pleckstrin homology domain containing, family G PLEKHC1 AW469573 | 0.009551367 | 1.9820172
(with FERM domain) member 1
073 | 209314_s_at HBS1-like (S. cerevisiae) HBS1L AK024258 | 0.00507411 | 1.6641864
074| 209316_s_at HBS1-like (S. cerevisiae) HBS1L BC001465 | 0.006051209 | 1.6464524
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075| 209409_at growth factor receptor-bound protein 10 GRB10 D86962 0.01098607 | 1.7481923
076 | 209410_s_at growth factor receptor-bound protein 10 GRB10 AF000017 | 0.013879589 | 1.701537
077| 209537_at exostoses (multiple)-like 2 EXTL2 AF000416 | 0.003979554 | 1.5687809
078 | 210845_s_at plasminogen activator, urokinase receptor PLAUR u08839 0.007479298 | 1.7924315
079 | 210892_s_at general transcription factor I1,i GTF2I BC004472 | 0.003141172 | 1.619537
080 | 210933_s_at fascin hamelog 1, actin-bundling protein FSCN1 BC004908 | 0.00342191 1.906748
(Strongylocentrotus purpuratus)

081| 210987_x_at tropomyosin 1 (alpha) TPM1 M19267 | 0.004614187 | 1.6935222
082| 211299_s_at flotillin 2 FLOT2 BCO003683 | 0.015057402 | 1.5387125
083 | 211506_s_at interleukin 8 L8 AF043337 | 0.005428782 | 2.867063
084 | 211559_s_at cyclin G2 CCNG2 L49506 0.010491861 | 1.8367761
085| 211599_x_at met proto-oncogene (hepatocyte growth factor receptor) MET U19348 0.019789577 | 1.9247686
086 | 211651_s_at laminin, beta 1 LAMB1 M20206 | 0.000418344 | 1.997547
087 | 211668_s_at plasminogen activator, urokinase PLAU K03226 0.00240352 | 2.8568754
088 | 211864_s_at fer-1-like 3, myoferlin (C. elegans) FER1L3 AF207990 | 0.011889962 | 1.7860718
089 | 211924_s_at plasminogen activator, urokinase receptor PLAUR AY029180 | 0.011789334 | 1.8189595
090| 211981_at collagen, type IV, alpha 1 COL4A1 NM_001845 | 0.007531395 | 1.8490748
091| 212012_at peroxidasin homolog (Drosophila) PXDN BF342851 | 0.016265145 | 1.8463359
092| 212660_at PHD finger protein 15 PHF15 Al735639 | 0.007391165 | 1.5595657
093 | 212720_at poly(A) polymerase alpha PAPOLA Al670847 | 0.016607396 | 1.5904158
094 | 212907_at Solute carrier family 30 (zinc transporter), member 1 SLC30A1 Al972416 | 0.002460855 1.63999

095| 213288_at O-acyltransferase (membrane bound) domain containing 2 OACT2 Al761250 | 0.010427832 | 1.6232696
096 | 213457_at malignant fibrous histiocytoma amplified sequence 1 MFHAS1 BF739959 | 0.003050241 | 1.8505166
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097 | 213624_at sphingomyelin phosphodiesterase, acid-like 3A SMPDL3A AAB73600 | 0.005912889 | 1.8562527
098 | 213742_at splicing factor, arginine/serine-rich 11 SFRS11 AW?241752 | 0.006011819 | 1.9170463
099 | 214121_x_at PDZ and LIM domain 7 (enigma) PDLIM7 AA086229 | 5.50514E-05 | 1.5048952
100 | 214196_s_at tripeptidyl peptidase | TPP1 AAB02532 | 0.015398935 | 1.5939685
101 | 214544 s _at synaptosomal-associated protein, 23kDa SNAP23 NM_003825 | 0.003539713 | 1.8040004
102 | 214581_x_at tumor necrosis factor receptor superfamily, member 21 TNFRSF21 BES568134 | 0.002274355 | 2.2189345
103 | 214701_s_at fibronectin 1 FN1 AJ276395 | 0.001182322 | 2.071262
104 | 214866 _at plasminogen activator, urokinase receptor PLAUR X74039 0.003173471 | 1.7340106
105| 214895 _s_at ADAM metallopeptidase domain 10 ADAM10 AU135154 | 0.004170008 | 1.9890832
106 | 215501_s_at dual specificity phosphatase 10 DUSP10 AK022513 | 0.018290011 | 1.5388945
107 | 216035_x_at transcription factor 7-like 2 (T-cell specific, HMG-box) TCF7L2 AV721430 | 0.000657631 | 1.7091621
108 | 216511_s_at transcription factor 7-like 2 (T-cell specific, HMG-box) TCF7L2 AJ270770 | 0.004103699 | 1.5264177
109 | 216915_s_at protein tyrosine phosphatase, non-receptor type 12 PTPN12 569182 0.005493577 | 1.6935816
110 | 216971_s_at plectin 1, intermediate filament binding protein 500kDa PLECA1 Z54367 0.01826363 | 1.7186335
111 | 217188_s_at chromosome 14 open reading frame 1 C14orf1 AC007182 | 0.011925477 | 1.6185476
112| 217448_s_at GDIIMESEIE 13 PRSIt redirt fEame 52 Cldort92 AL117508 | 0.007782524 | 1.5433311
similar to Epidermal Langerhans cell protein LCP1 LOC285412
113 | 217492_s_at priosphvatase ard tensin homolog PTEN AF023139 | 0.007220107 | 1.5624946
(mutated in multiple advanced cancers 1)
114 | 218000_s_at pleckstrin homology-like domain, family A, member 1 PHLDA1 NM_007350 | 0.016502094 | 1.6960312
115 | 218077_s_at zinc finger, DHHC-type containing 3 ZDHHC3 BE542551 | 0.01684034 | 1.5417765
116 | 218078_s_at zinc finger, DHHC-type containing 3 ZDHHC3 NM_016598 | 0.010970607 | 1.5836283
117 | 218435_at DnaJ (Hsp40) homolog, subfamily C, member 15 DNAJC15 NM_013238 | 0.019865552 | 1.7292447
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118 218644_at pleckstrin 2 PLEK2 NM_016445 | 0.000675608 | 2.7071812
119 | 218748 _s_at SEC10-like 1 (S. cerevisiae) SEC10L1 NM_006544 | 0.012352341 | 1.7368068
120 | 218815_s_at transmembrane protein 51 TMEMS1 NM_018022 | 0.000753902 | 1.6477742
121 218826_at solute carrier family 35, member F2 SLC35F2 NM_017515 | 0.009280122 | 1.6340361
122| 218854 _at satiamoLis eslisatsinana SART2 NM_013352 | 0.014419112 | 1.6285655
antigen recognized by T cells 2
123 | 218856_at tumor necrosis factor receptor superfa , member 21 TNFRSF21 NM_016629 | 0.01292243 1.617686
124| 218885 s _at UDP-N-acstyl-alpha-D-galactosamine: polypeptide GALNT12 | NM_024642 | 0.014052196 | 1.6402073
N-acetylgalactosaminyltransferase 12 (GalNAc-T12)
125| 219410_at transmembrane protein 45A TMEM45A NM_018004 | 0.018847797 | 2.0938365
126| 219603_s_at zinc finger protein 226 ZNF226 NM_015919 | 0.005593323 | 1.5408667
127 | 220199_s_at chromosome 1 open reading frame 80 C1orf80 NM_022831 0.016323 1.5315142
128 | 220617_s_at zinc finger protein 532 ZNF532 NM_018181 | 0.001976648 | 1.5441327
129 | 221268 s at sphingosine-1-phosphate phosphatase 1 SGPP1 NM_030791 | 0.008873873 | 1.9432548
130| 221881_s_at chloride intracellular channel 4 CLIC4 Al638420 | 0.004401053 | 1.7742935
131 | 222399 s at SM-11044 binding protein SMBP BG104571 | 0.00011337 | 1.5270268
132| 222449 at ransmembrane, prostate TMEPAI AL035541 | 0.005303006 | 2.2757804
androgen induced RNA
133 | 222528 s at solute carrier family 25,member 37 SLC25A37 BG251467 | 0.014745607 | 1.738053
134 | 222540_s_at hepatitis B virus x associated protein HBXAP BG286920 | 0.005694628 | 1.5068418
135| 222692 s _at fibronectin type 11l domain containing 3B FNDC3B BF444916 | 0.001075083 | 1.5835624
136 | 222693 at fibronectin type |l domain containing 3B FNDC3B BF444916 | 0.000622161 | 1.7766397
137 | 222773 s _at UDP-N-acetyl-alpha-D-galactosamine: polypeptide GALNT12 AA554045 | 0.003090952 | 1.8790901
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N-acetylgalactosaminyltransferase 12 (GalNAc-T12)

138 | 223577 _x_at PRO1073 protein PRO1073 AAB27878 | 0.003659447 | 1.6790042
139 | 223940_x_at metastasis associated lung adenocarcinoma MALAT1 AF132202 | 0.016841894 | 1.9524238
transcript 1 (non-coding RNA)
140 | 224558 s_at metastasis associated lung adenocarcinoma MALATA1 Al446756 | 0.012874936 | 1.6367766
transcript 1 (non-coding RNA)

141 | 224674 _at tweety homolog 3 (Drosophila) TTYH3 Al934753 | 0.002428954 | 1.6452742
142 | 224733 _at chemokine-like factor superfamily 3 CKLFSF3 AL574900 | 0.013543638 | 1.5199631
143 | 224802 _at Nedd4 family interacting protein 2 NDFIP2 AA019338 | 0.013437813 | 1.5261155
144 | 225021_at zinc finger protein 532 ZNF532 AA861416 | 0.002285053 | 1.6213596
145| 225140_at Kruppel-like factor 3 (basic) KLF3 BF438116 | 0.016804362 | 1.5368354
146 | 225168 at FERM domain containing 4A FRMD4A T78406 0.006987929 | 1.5712297
147 | 225424 at glycerol-3-phosphate acyltransferase, mitochondrial GPAM AB046780 | 0.000390623 | 1.7006425
148 | 225503 _at dehydrogenase/reductase (SDR family) X-linked DHRSX AL547782 | 0.005000754 | 1.770981

149 | 225567_at Hypothetical LOC388114 LOC388114 BE207755 | 0.003047524 | 1.6990312
150 | 225609_at glutathione reductase GSR Al888037 | 0.004693668 | 1.8490914
151 225842 at Pleckstrin homology-like domain, family A, member 1 PHLDA1 AK026181 | 0.014052763 | 1.8735564
152 | 226084_at microtubule-associated protein 1B MAP1B AA554833 | 0.016480966 | 1.9064581
163 | 226352 at Junction-mediating and regulatory protein JMY BF447037 | 0.001219355 | 1.5196482
154 | 226726 _at O-acyltransferase (membrane bound) domain containing 2 OACT2 W63676 0.005363467 | 1.8277074
155 | 226780_s_at hypothetical protein HSPC268 HSPC268 BF540829 | 0.001859941 | 1.5185972
156 | 227257 _s_at chromosome 10 open reading frame 46 C100rf46 AW973842 | 0.000646104 | 1.6094143
157 | 227628 at similar to RIKEN cDNA 2310016C16 LOC493869 AL571557 | 0.006222301 | 2.0978951
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158 | 227808_at DnaJ (Hsp40) homolog, subfamily C, member 15 DNAJC15 Al091398 | 0.01153802 | 1.7936606
159 | 230206_at Dedicator of cytokinesis 5 DOCKS5 Al692645 | 0.005127667 | 1.6694399
160 | 231735_s_at PRO1073 protein PRO1073 NM_014086 | 0.004784999 1.72546

161| 231823 _s_at KIAA1295 KIAA1285 BG054798 | 0.002478401 | 1.5713933
162 | 235587_at hypothetical protein LOC202781 LOC202781 BG400596 | 0.018314553 | 1.5202585
163 | 235879_at Muscleblind-like (Drosophila) MBNLA1 AlB97540 | 0.002645486 | 2.0540323
164 | 238558_at Muscleblind-like (Drosophila) MBNLA1 Al445833 | 0.004576562 | 1.805269
165| 238563_at Abl-interactor 1 ABI1 AV762916 | 0.012934915 | 1.6069295
166 | 238701_x_at FLJ45803 protein FLJ45803 BE176566 | 0.01719282 | 1.5133282
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=

_ Genbank T-test Fold change
#H S| Probe Set ID Gene Name Gene Symbol .
Accession # p-value (abs)
001| 1552486_s_at lactamase, beta LACTB NM_171846 | 0.005162234 | 1.522293
002 | 1553105_s_at desmoglein 2 DSG2 NM_001943 | 0.019467462 | 2.3323212
integrin, beta 1 (fibronectin receptor, beta polypeptide,
003 | 1553530_a_at ITGB1 NM_033669 | 0.01684671 | 1.7791877
antigen CD29 includes MDF2, MSK12)
integrin, beta 1 (fibronectin receptor, beta polypeptide,
004 | 1553678_a_at ITGB1 NM_133376 | 0.012459265 | 1.7374601
antigen CD29 includes MDF2, MSK12)
005| 1554067_at hypothetical protein FLJ32549 FLJ32549 BC036246 | 0.002290308 | 1.5143739
006 | 1554761_a_at hypothetical protein FLJ20397 FLJ20397 BC010850 | 0.001210456 | 1.6267678
007 | 1555326_a_at ADAM metallopeptidase domain 9 (meltrin gamma) ADAM9 AF495383 | 0.012324799 | 2.1980886
008 | 1555564_a_at | factor (complement) IF BC020718 | 0.007528743 | 2.5875902
009 | 1555705_a_at chemokine-like factor superfamily 3 CKLFSF3 AY166714 | 0.004961676 | 1.8687251
010| 1557987_at PI-3-kinase-related kinase SMG-1 - like locus LOC641298 BC042832 | 0.010989661 | 1.7944587
metastasis associated lung adenocarcinoma transcript 1
011 | 1558678_s_at . MALAT1 BE708432 | 0.00670648 | 1.6990829
(non-coding RNA)
012| 160020_at matrix metallopeptidase 14 (membrane-inserted) MMP14 748481 0.005463324 | 1.5193439
protein kinase, cAMP-dependent, regulatory,
013 | 200604_s_at . B o PRKAR1A M18468 | 0.017312625 | 1.5803499
type |, alpha (tissue specific extinguisher 1)
014 | 200615_s_at adaptor-related protein complex 2, beta 1 subunit AP2B1 AL567295 | 0.007407852 | 1.6839108
015| 200864_s_at RAB11A, member RAS oncogene family RAB11A NM_004663 | 0.000163535 | 1.5653288
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034| 202267_at laminin, gamma 2 LAMC2 NM_005562 | 0.004330024 | 2.8191426
035| 202543_s_at glia maturation factor, beta GMFB BC005359 | 0.008048828 | 1.5254242
036 | 202604_x_at ADAM metallopeptidase domain 10 ADAM10 NM_001110 | 0.002003783 | 1.767903
037 | 202627_s_at Selpiin peplidass, INAIBMEY, elads E {nexin, SERPINE1 AL574210 | 0.00091248 | 3.0523725
plasminogen activator inhibitor type 1), member 1
038 | 202628_s_at SeIpin pepfidass Infilbitor; clad, E {riexin, SERPINE1 NM_000602 | 0.00504642 | 2.6835847
plasminogen activator inhibitor type 1), member 1
039 | 202817_s_at synovial sarcoma translocation, chromosome 18 SS18 NM_005637 | 0.005462693 | 1.5148987
040| 202859_x_at interleukin 8 L8 NM_000584 | 0.014948112 | 2.1844351
041| 202936_s_at SRY jsex datermining reglari v)-boxd SOX9 NM_000346 | 0.019816045 | 2.2876046
(campomelic dysplasia, autosomal sex-reversal)
042 | 202949_s_at four and a half LIM domains 2 FHL2 NM_001450 | 0.006776552 | 2.2249734
043 | 202998_s_at lysyl oxidase-like 2 LOXL2 NM_002318 | 0.006687925 | 2.0231075
044| 203066_at B cell RAG associated protein GALNAC4S-6ST | NM_014863 | 0.00419499 | 1.5032523
045| 203072_at myosin |E MYO1E NM_004998 | 0.000449373 | 1.5877136
046 | 203293_s_at lectin, mannose-binding, 1 LMANA1 NM_005570 | 0.002661762 | 1.9762497
047 | 203294_s_at lectin, mannose-binding, 1 LMANA1 u09716 | 0.000473367 | 1.9764429
048 | 203414_at monocyte to macrophage differentiation-associated MMD NM_012329 | 0.001585437 | 1.6128623
049 | 203553_s_at mitogen-activated protein kinase kinase kinase kinase 5 MAP4KS NM_006575 | 0.010453912 | 1.5251595
050| 203924 _at glutathione S-transferase A1 GSTA1 NM_000846 | 0.004046575 | 4.2017674
051 | 203988_s_at fucosyltransferase 8 (alpha (1,6) fucosyltransferase) FUT8 NM_004480 | 0.01139016 | 1.6090198
052 | 204426_at transmembrane emp24 domain trafficking protein 2 TMED2 NM_006815 | 0.015985437 | 1.6165011
053| 204470_at chemokine (C-X-C motif) ligand 1 CcXcu NM_001511 | 0.001788037 | 3.218731
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KDEL (Lys-Asp-Glu-Leu) endoplasmic reticulum

016| 200922 _at . . KDELRA1 NM_006801 | 0.004791257 | 1.638207
protein retention receptor 1
tyrosine 3-monooxygenase/tryptophan 5-monooxygenase
017| 201020_at o . . YWHAH NM_003405 | 0.009279575 | 1.5148095
activation protein, eta polypeptide
guanine nucleotide binding protein (G protein),
018| 201179_s_at GNAI3 J03005 0.014834337 | 1.5069977
alpha inhibiting activity polypeptide 3
019 | 201309_x_at chromosome 5 open reading frame 13 C5orf13 U36189 0.011555359 | 2.1326842
020| 201363_s_at influenza virus NS1A binding protein IVNS1ABP AB020657 | 0.00119686 | 1.5838884
021| 201505_at laminin, beta 1 LAMB1 NM_002291 | 0.000568398 | 1.8073287
022| 201506_at transforming growth factor, beta-induced, 68kDa TGFBI NM_000358 | 0.008768089 | 1.9059453
023 | 201548_s_at Jumoniji, AT rich interactive domain 1B (RBP2-like) JARID1B W02593 | 0.010550437 | 1.5276276
024 | 201559_s_at chloride intracellular channel 4 CLIC4 AF109196 | 0.002245945 | 2.1570368
fascin homolog 1, actin-bundling protein
025| 201564_s_at FSCN1 NM_003088 | 0.007795681 | 2.1724482
(Strongylocentrotus purpuratus)
026| 201578_at podocalyxin-like PODXL NM_005397 | 0.00303411 | 1.8943018
027 | 201617_x_at caldesmon 1 CALD1 NM_004342 | 0.01926877 | 1.8294148
028 | 201646_at scavenger receptor class B, member 2 SCARB2 AAB85297 | 0.006063032 | 1.6768507
029 | 201647_s_at scavenger receptor class B, member 2 SCARB2 NM_005506 | 0.015885489 | 1.6841809
030 | 201695_s_at nucleoside phosphorylase NP NM_000270 | 0.018524641 | 1.6833633
UDP-N-acetyl-alpha-D-galactosamine:polypeptide
031| 201722_s_at . GALNT1 AV692127 | 0.009770202 | 1.5369248
N-acetylgalactosaminyltransferase 1 (GalNAc-T1)
032| 201918_at Solute carrier family 25, member 36 SLC25A36 Al927944 | 0.00259865 | 1.6228764
033 | 201942_s_at carboxypeptidase D CPD D85390 | 0.017363481 | 1.7431495
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{melanoma growth stimulating activity, alpha)

054 | 204702_s_at nuclear factor (erythroid-derived 2)-like 3 NFE2L3 NM_004289 | 0.015985157 | 1.7023398
055| 204790_at SMAD, mothers against DPP homolog 7 (Drosophila) SMAD7 NM_005904 | 0.013379821 | 1.7179344
056 | 204944 _at protein tyrosine phosphatase, receptor type, G PTPRG NM_002841 | 0.004963213 | 1.769544
057 | 204989_s_at integrin, beta 4 ITGB4 BF305661 | 0.012746719 | 2.1320713
058 | 205120_s_at |sarcoglycan, beta (43kDa dystrophin-associated glycoprotein) SGCB U29586 0.013908542 | 1.7317705
059 | 205180_s_at ADAM metallopeptidase domain 8 ADAMS8 NM_001109 | 0.000473816 | 2.054043
060 | 205479_s_at plasminogen activator, urokinase PLAU NM_002658 | 0.003415823 | 2.4370956
061| 206025_s_at tumor necrosis factor, alpha-induced protein 6 TNFAIP6 AW188198 | 0.013965369 | 2.1515768
062 | 206113_s_at RABSA, member RAS oncogene family RABSA NM_004162 | 0.010821017 | 1.571063
063 | 206116_s_at tropomyosin 1 (alpha) TPMA1 NM_000366 | 0.000283653 | 2.0841253
064 | 206245_s_at influenza virus NS1A binding protein IVNS1ABP NM_006469 | 0.003607815 | 1.5105128
065| 206323_x_at oligophrenin 1 OPHN1 NM_002547 | 0.018292218 | 1.5056778
066 | 208510_s_at peroxisome proliferative activated receptor, gamma PPARG NM_015869 | 0.002361554 | 1.882336
067 | 208613_s_at filamin B, beta (actin binding protein 278) FLNB AV712733 | 0.001033398 | 1.7958127
068 | 208637_x_at actinin, alpha 1 ACTN1 BC003576 | 0.000448714 | 1.631627
069 | 208653_s_at CD164 antigen, sialomucin CD164 AF263279 | 0.017487219 | 1.5380286
070| 208853_s_at calnexin CANX L18887 0.011792572 | 1.5100785
071| 209131_s_at synaptosomal-associated protein, 23kDa SNAP23 U55936 0.001730693 | 1.8878508
072| 209209_s_at Pleckstrin homology domain containing, family G PLEKHC1 AW469573 | 0.009551367 | 1.9820172
(with FERM domain) member 1
073 | 209314_s_at HBS1-like (S. cerevisiae) HBS1L AK024258 | 0.00507411 | 1.6641864
074| 209316_s_at HBS1-like (S. cerevisiae) HBS1L BC001465 | 0.006051209 | 1.6464524
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075| 209409_at growth factor receptor-bound protein 10 GRB10 D86962 0.01098607 | 1.7481923
076 | 209410_s_at growth factor receptor-bound protein 10 GRB10 AF000017 | 0.013879589 | 1.701537
077| 209537_at exostoses (multiple)-like 2 EXTL2 AF000416 | 0.003979554 | 1.5687809
078 | 210845_s_at plasminogen activator, urokinase receptor PLAUR u08839 0.007479298 | 1.7924315
079 | 210892_s_at general transcription factor I1,i GTF2I BC004472 | 0.003141172 | 1.619537
080 | 210933_s_at fascin hamelog 1, actin-bundling protein FSCN1 BC004908 | 0.00342191 1.906748
(Strongylocentrotus purpuratus)

081| 210987_x_at tropomyosin 1 (alpha) TPM1 M19267 | 0.004614187 | 1.6935222
082| 211299_s_at flotillin 2 FLOT2 BCO003683 | 0.015057402 | 1.5387125
083 | 211506_s_at interleukin 8 L8 AF043337 | 0.005428782 | 2.867063
084 | 211559_s_at cyclin G2 CCNG2 L49506 0.010491861 | 1.8367761
085| 211599_x_at met proto-oncogene (hepatocyte growth factor receptor) MET U19348 0.019789577 | 1.9247686
086 | 211651_s_at laminin, beta 1 LAMB1 M20206 | 0.000418344 | 1.997547
087 | 211668_s_at plasminogen activator, urokinase PLAU K03226 0.00240352 | 2.8568754
088 | 211864_s_at fer-1-like 3, myoferlin (C. elegans) FER1L3 AF207990 | 0.011889962 | 1.7860718
089 | 211924_s_at plasminogen activator, urokinase receptor PLAUR AY029180 | 0.011789334 | 1.8189595
090| 211981_at collagen, type IV, alpha 1 COL4A1 NM_001845 | 0.007531395 | 1.8490748
091| 212012_at peroxidasin homolog (Drosophila) PXDN BF342851 | 0.016265145 | 1.8463359
092| 212660_at PHD finger protein 15 PHF15 Al735639 | 0.007391165 | 1.5595657
093 | 212720_at poly(A) polymerase alpha PAPOLA Al670847 | 0.016607396 | 1.5904158
094 | 212907_at Solute carrier family 30 (zinc transporter), member 1 SLC30A1 Al972416 | 0.002460855 1.63999

095| 213288_at O-acyltransferase (membrane bound) domain containing 2 OACT2 Al761250 | 0.010427832 | 1.6232696
096 | 213457_at malignant fibrous histiocytoma amplified sequence 1 MFHAS1 BF739959 | 0.003050241 | 1.8505166
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097 | 213624_at sphingomyelin phosphodiesterase, acid-like 3A SMPDL3A AAB73600 | 0.005912889 | 1.8562527
098 | 213742_at splicing factor, arginine/serine-rich 11 SFRS11 AW?241752 | 0.006011819 | 1.9170463
099 | 214121_x_at PDZ and LIM domain 7 (enigma) PDLIM7 AA086229 | 5.50514E-05 | 1.5048952
100 | 214196_s_at tripeptidyl peptidase | TPP1 AAB02532 | 0.015398935 | 1.5939685
101 | 214544 s _at synaptosomal-associated protein, 23kDa SNAP23 NM_003825 | 0.003539713 | 1.8040004
102 | 214581_x_at tumor necrosis factor receptor superfamily, member 21 TNFRSF21 BES568134 | 0.002274355 | 2.2189345
103 | 214701_s_at fibronectin 1 FN1 AJ276395 | 0.001182322 | 2.071262
104 | 214866 _at plasminogen activator, urokinase receptor PLAUR X74039 0.003173471 | 1.7340106
105| 214895 _s_at ADAM metallopeptidase domain 10 ADAM10 AU135154 | 0.004170008 | 1.9890832
106 | 215501_s_at dual specificity phosphatase 10 DUSP10 AK022513 | 0.018290011 | 1.5388945
107 | 216035_x_at transcription factor 7-like 2 (T-cell specific, HMG-box) TCF7L2 AV721430 | 0.000657631 | 1.7091621
108 | 216511_s_at transcription factor 7-like 2 (T-cell specific, HMG-box) TCF7L2 AJ270770 | 0.004103699 | 1.5264177
109 | 216915_s_at protein tyrosine phosphatase, non-receptor type 12 PTPN12 569182 0.005493577 | 1.6935816
110 | 216971_s_at plectin 1, intermediate filament binding protein 500kDa PLECA1 Z54367 0.01826363 | 1.7186335
111 | 217188_s_at chromosome 14 open reading frame 1 C14orf1 AC007182 | 0.011925477 | 1.6185476
112| 217448_s_at GDIIMESEIE 13 PRSIt redirt fEame 52 Cldort92 AL117508 | 0.007782524 | 1.5433311
similar to Epidermal Langerhans cell protein LCP1 LOC285412
113 | 217492_s_at priosphvatase ard tensin homolog PTEN AF023139 | 0.007220107 | 1.5624946
(mutated in multiple advanced cancers 1)
114 | 218000_s_at pleckstrin homology-like domain, family A, member 1 PHLDA1 NM_007350 | 0.016502094 | 1.6960312
115 | 218077_s_at zinc finger, DHHC-type containing 3 ZDHHC3 BE542551 | 0.01684034 | 1.5417765
116 | 218078_s_at zinc finger, DHHC-type containing 3 ZDHHC3 NM_016598 | 0.010970607 | 1.5836283
117 | 218435_at DnaJ (Hsp40) homolog, subfamily C, member 15 DNAJC15 NM_013238 | 0.019865552 | 1.7292447
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118 218644_at pleckstrin 2 PLEK2 NM_016445 | 0.000675608 | 2.7071812
119 | 218748 _s_at SEC10-like 1 (S. cerevisiae) SEC10L1 NM_006544 | 0.012352341 | 1.7368068
120 | 218815_s_at transmembrane protein 51 TMEMS1 NM_018022 | 0.000753902 | 1.6477742
121 218826_at solute carrier family 35, member F2 SLC35F2 NM_017515 | 0.009280122 | 1.6340361
122| 218854 _at satiamoLis eslisatsinana SART2 NM_013352 | 0.014419112 | 1.6285655
antigen recognized by T cells 2
123 | 218856_at tumor necrosis factor receptor superfa , member 21 TNFRSF21 NM_016629 | 0.01292243 1.617686
124| 218885 s _at UDP-N-acstyl-alpha-D-galactosamine: polypeptide GALNT12 | NM_024642 | 0.014052196 | 1.6402073
N-acetylgalactosaminyltransferase 12 (GalNAc-T12)
125| 219410_at transmembrane protein 45A TMEM45A NM_018004 | 0.018847797 | 2.0938365
126| 219603_s_at zinc finger protein 226 ZNF226 NM_015919 | 0.005593323 | 1.5408667
127 | 220199_s_at chromosome 1 open reading frame 80 C1orf80 NM_022831 0.016323 1.5315142
128 | 220617_s_at zinc finger protein 532 ZNF532 NM_018181 | 0.001976648 | 1.5441327
129 | 221268 s at sphingosine-1-phosphate phosphatase 1 SGPP1 NM_030791 | 0.008873873 | 1.9432548
130| 221881_s_at chloride intracellular channel 4 CLIC4 Al638420 | 0.004401053 | 1.7742935
131 | 222399 s at SM-11044 binding protein SMBP BG104571 | 0.00011337 | 1.5270268
132| 222449 at ransmembrane, prostate TMEPAI AL035541 | 0.005303006 | 2.2757804
androgen induced RNA
133 | 222528 s at solute carrier family 25,member 37 SLC25A37 BG251467 | 0.014745607 | 1.738053
134 | 222540_s_at hepatitis B virus x associated protein HBXAP BG286920 | 0.005694628 | 1.5068418
135| 222692 s _at fibronectin type 11l domain containing 3B FNDC3B BF444916 | 0.001075083 | 1.5835624
136 | 222693 at fibronectin type |l domain containing 3B FNDC3B BF444916 | 0.000622161 | 1.7766397
137 | 222773 s _at UDP-N-acetyl-alpha-D-galactosamine: polypeptide GALNT12 AA554045 | 0.003090952 | 1.8790901
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N-acetylgalactosaminyltransferase 12 (GalNAc-T12)

138 | 223577 _x_at PRO1073 protein PRO1073 AAB27878 | 0.003659447 | 1.6790042
139 | 223940_x_at metastasis associated lung adenocarcinoma MALAT1 AF132202 | 0.016841894 | 1.9524238
transcript 1 (non-coding RNA)
140 | 224558 s_at metastasis associated lung adenocarcinoma MALATA1 Al446756 | 0.012874936 | 1.6367766
transcript 1 (non-coding RNA)

141 | 224674 _at tweety homolog 3 (Drosophila) TTYH3 Al934753 | 0.002428954 | 1.6452742
142 | 224733 _at chemokine-like factor superfamily 3 CKLFSF3 AL574900 | 0.013543638 | 1.5199631
143 | 224802 _at Nedd4 family interacting protein 2 NDFIP2 AA019338 | 0.013437813 | 1.5261155
144 | 225021_at zinc finger protein 532 ZNF532 AA861416 | 0.002285053 | 1.6213596
145| 225140_at Kruppel-like factor 3 (basic) KLF3 BF438116 | 0.016804362 | 1.5368354
146 | 225168 at FERM domain containing 4A FRMD4A T78406 0.006987929 | 1.5712297
147 | 225424 at glycerol-3-phosphate acyltransferase, mitochondrial GPAM AB046780 | 0.000390623 | 1.7006425
148 | 225503 _at dehydrogenase/reductase (SDR family) X-linked DHRSX AL547782 | 0.005000754 | 1.770981

149 | 225567_at Hypothetical LOC388114 LOC388114 BE207755 | 0.003047524 | 1.6990312
150 | 225609_at glutathione reductase GSR Al888037 | 0.004693668 | 1.8490914
151 225842 at Pleckstrin homology-like domain, family A, member 1 PHLDA1 AK026181 | 0.014052763 | 1.8735564
152 | 226084_at microtubule-associated protein 1B MAP1B AA554833 | 0.016480966 | 1.9064581
163 | 226352 at Junction-mediating and regulatory protein JMY BF447037 | 0.001219355 | 1.5196482
154 | 226726 _at O-acyltransferase (membrane bound) domain containing 2 OACT2 W63676 0.005363467 | 1.8277074
155 | 226780_s_at hypothetical protein HSPC268 HSPC268 BF540829 | 0.001859941 | 1.5185972
156 | 227257 _s_at chromosome 10 open reading frame 46 C100rf46 AW973842 | 0.000646104 | 1.6094143
157 | 227628 at similar to RIKEN cDNA 2310016C16 LOC493869 AL571557 | 0.006222301 | 2.0978951
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227808_at DnaJ (Hsp40) homolog, subfamily C, member 15 DNAJC15 Al091398 | 0.01153802 | 1.7936606 o#a - o

230206_at Dedicator of cytokinesis 5 DOCKS5 Al692645 | 0.005127667 | 1.6694399

231735_s_at PRO1073 protein PRO1073 NM_014086 | 0.004784999 1.72546

=

231823_s_at KIAA1295 KIAA1285 BG054798 | 0.002478401 | 1.5713933 e ,W‘_

235587_at hypothetical protein LOC202781 LOC202781 BG400596 | 0.018314553 | 1.5202585 = O ﬂ‘._

235879_at Muscleblind-like (Drosophila) MBNLA1 AlB97540 | 0.002645486 | 2.0540323 o

238558_at Muscleblind-like (Drosophila) MBNLA1 Al445833 | 0.004576562 | 1.805269

238563_at Abl-interactor 1 ABI1 AV762916 | 0.012934915 | 1.6069295

2
=

238701_x_at FLJ45803 protein FLJ45803 BE176566 | 0.01719282 | 1.5133282
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cell carcinoma) % 20% thAl=E<¢}F (large cell carcinoma). TMN ®7] T8 (staging system)o] #H<te] g
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Aap Fte FoF 7], 7 2L =2HA W (local involvement)ol whal 479 T Zhelxg] (T1-T4)E F&
Hok, g9z A" 32 (spread)S ¥ W 7]#X]/4 (bronchio/pulmonary) WE AY (N1, 7] 42 FUd3
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& Practice of Oncology, 56th. ed. In: Devita DV, Hellman S, Rosenberg SA, eds. Philadelphia, PA:
Lippincott Williams & Wilkins, 2001).
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=

_ Genbank T-test Fold change
#HE| Probe SetID Gene Name Gene Symbol .
Accession # p-value (abs)
001| 1552486_s_at lactamase, beta LACTB NM_171846 | 0.005162234 | 1.522293
002 | 1553105_s_at desmoglein 2 DSG2 NM_001943 | 0.019467462 | 2.3323212
integrin, beta 1 (fibronectin receptor, beta polypeptide,
003 | 1553530_a_at ITGB1 NM_033669 | 0.01684671 | 1.7791877
antigen CD29 includes MDF2, MSK12)
integrin, beta 1 (fibronectin receptor, beta polypeptide,
004 | 1553678_a_at ITGB1 NM_133376 | 0.012459265 | 1.7374601
antigen CD29 includes MDF2, MSK12)
005| 1554067_at hypothetical protein FLJ32549 FLJ32549 BC036246 | 0.002290308 | 1.5143739
006 | 1554761_a_at hypothetical protein FLJ20397 FLJ20397 BC010850 | 0.001210456 | 1.6267678
007 | 1555326_a_at ADAM metallopeptidase domain 9 (meltrin gamma) ADAM9 AF495383 | 0.012324799 | 2.1980886
008 | 1555564_a_at | factor (complement) IF BC020718 | 0.007528743 | 2.5875902
009 | 1555705_a_at chemokine-like factor superfamily 3 CKLFSF3 AY166714 | 0.004961676 | 1.8687251
010| 1557987_at PI-3-kinase-related kinase SMG-1 - like locus LOC641298 BC042832 | 0.010989661 | 1.7944587
metastasis associated lung adenocarcinoma transcript 1
011 | 1558678_s_at . MALAT1 BE708432 | 0.00670648 | 1.6990829
(non-coding RNA)
012| 160020_at matrix metallopeptidase 14 (membrane-inserted) MMP14 748481 0.005463324 | 1.5193439
protein kinase, cAMP-dependent, regulatory,
013 | 200604_s_at ] B o PRKAR1A M18468 | 0.017312625 | 1.5803499
type |, alpha (tissue specific extinguisher 1)
014 | 200615_s_at adaptor-related protein complex 2, beta 1 subunit AP2B1 AL567295 | 0.007407852 | 1.6839108
015| 200864_s_at RAB11A, member RAS oncogene family RAB11A NM_004663 | 0.000163535 | 1.5653288

[0053]
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034| 202267_at laminin, gamma 2 LAMC2 NM_005562 | 0.004330024 | 2.8191426
035| 202543_s_at glia maturation factor, beta GMFB BC005359 | 0.008048828 | 1.5254242
036 | 202604_x_at ADAM metallopeptidase domain 10 ADAM10 NM_001110 | 0.002003783 | 1.767903
037 | 202627_s_at sefpin peplidase Inibitor, clade £ (nexin. SERPINE1 AL574210 | 0.00091248 | 3.0523725
plasminogen activator inhibitor type 1), member 1
038 | 202628_s_at serpin peplidase Inhibitor, clade E (nexin, SERPINE1 NM_000602 | 0.00504642 | 2.6835847
plasminogen activator inhibitor type 1), member 1
039 | 202817_s_at synovial sarcoma translocation, chromosome 18 SS18 NM_005637 | 0.005462693 | 1.5148987
040 | 202859_x_at interleukin 8 IL8 NM_000584 | 0.014948112 | 2.1844351
041| 202936_s_at SRY (sex determining region ¥)-box 9 SOX9 NM_000346 | 0.019816045 | 2.2876046
(campomelic dysplasia, autosomal sex-reversal)
042 | 202949_s_at four and a half LIM domains 2 FHL2 NM_001450 | 0.006776552 | 2.2249734
043 | 202998_s_at lysyl oxidase-like 2 LOXL2 NM_002318 | 0.006687925 | 2.0231075
044| 203066_at B cell RAG associated protein GALNAC4S-6ST | NM_014863 | 0.00419499 | 1.5032523
045| 203072_at myosin |E MYO1E NM_004998 | 0.000449373 | 1.5877136
046 | 203293_s_at lectin, mannose-binding, 1 LMANA1 NM_005570 | 0.002661762 | 1.9762497
047 | 203294_s_at lectin, mannose-binding, 1 LMAN1 u09716 | 0.000473367 | 1.9764429
048 | 203414_at monocyte to macrophage differentiation-associated MMD NM_012329 | 0.001585437 | 1.6128623
049 | 203553_s_at mitogen-activated protein kinase kinase kinase kinase 5 MAP4KS NM_006575 | 0.010453912 | 1.5251595
050| 203924 _at glutathione S-transferase A1 GSTA1 NM_000846 | 0.004046575 | 4.2017674
051 | 203988_s_at fucosyltransferase 8 (alpha (1,6) fucosyltransferase) FUT8 NM_004480 | 0.01139016 | 1.6090198
052 | 204426_at transmembrane emp24 domain trafficking protein 2 TMED2 NM_006815 | 0.015985437 | 1.6165011
053| 204470_at chemokine (C-X-C motif) ligand 1 CcXcu NM_001511 | 0.001788037 | 3.218731

[0054]
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KDEL (Lys-Asp-Glu-Leu) endoplasmic reticulum

016| 200922 _at . . KDELR1 NM_006801 | 0.004791257 | 1.638207
protein retention receptor 1
tyrosine 3-monooxygenase/tryptophan 5-monooxygenase
017| 201020_at o . . YWHAH NM_003405 | 0.009279575 | 1.5148095
activation protein, eta polypeptide
guanine nucleotide binding protein (G protein),
018| 201179_s_at GNAI3 J03005 0.014834337 | 1.5069977
alpha inhibiting activity polypeptide 3
019 | 201309_x_at chromosome 5 open reading frame 13 C5orf13 U36189 0.011555359 | 2.1326842
020| 201363_s_at influenza virus NS1A binding protein IVNS1ABP AB020657 | 0.00119686 | 1.5838884
021| 201505_at laminin, beta 1 LAMB1 NM_002291 | 0.000568398 | 1.8073287
022| 201506_at transforming growth factor, beta-induced, 68kDa TGFBI NM_000358 | 0.008768089 | 1.9059453
023 | 201548_s_at Jumoniji, AT rich interactive domain 1B (RBP2-like) JARID1B W02593 | 0.010550437 | 1.5276276
024 | 201559_s_at chloride intracellular channel 4 CLIC4 AF109196 | 0.002245945 | 2.1570368
fascin homolog 1, actin-bundling protein
025| 201564_s_at FSCN1 NM_003088 | 0.007795681 | 2.1724482
(Strongylocentrotus purpuratus)
026| 201578_at podocalyxin-like PODXL NM_005397 | 0.00303411 | 1.8943018
027| 201617_x_at caldesmon 1 CALD1 NM_004342 | 0.01926877 | 1.8294148
028 | 201646_at scavenger receptor class B, member 2 SCARB2 AAB85297 | 0.006063032 | 1.6768507
029 | 201647_s_at scavenger receptor class B, member 2 SCARB2 NM_005506 | 0.015885489 | 1.6841809
030 | 201695_s_at nucleoside phosphorylase NP NM_000270 | 0.018524641 | 1.6833633
UDP-N-acetyl-alpha-D-galactosamine:polypeptide
031| 201722_s_at . GALNT1 AV692127 | 0.009770202 | 1.5369248
N-acetylgalactosaminyltransferase 1 (GalNAc-T1)
032| 201918_at Solute carrier family 25, member 36 SLC25A36 Al927944 | 0.00259865 | 1.6228764
033 | 201942_s_at carboxypeptidase D CPD D85390 | 0.017363481 | 1.7431495
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{melanoma growth stimulating activity, alpha)

054 | 204702_s_at nuclear factor (erythroid-derived 2)-like 3 NFE2L3 NM_004289 | 0.015985157 | 1.7023398
055| 204790_at SMAD, mothers against DPP homolog 7 (Drosophila) SMAD7 NM_005904 | 0.013379821 | 1.7179344
056 | 204944_at protein tyrosine phosphatase, receptor type, G PTPRG NM_002841 | 0.004963213 | 1.769544
057 | 204989_s_at integrin, beta 4 ITGB4 BF305661 | 0.012746719 | 2.1320713
058 | 205120_s_at |sarcoglycan, beta (43kDa dystrophin-associated glycoprotein) SGCB U29586 0.013908542 | 1.7317705
059 | 205180_s_at ADAM metallopeptidase domain 8 ADAMS8 NM_001109 | 0.000473816 | 2.054043
060 | 205479_s_at plasminogen activator, urokinase PLAU NM_002658 | 0.003415823 | 2.4370956
061| 206025_s_at tumor necrosis factor, alpha-induced protein 6 TNFAIP6 AW188198 | 0.013965369 | 2.1515768
062| 206113_s_at RABSA, member RAS oncogene family RABSA NM_004162 | 0.010821017 | 1.571063
063 | 206116_s_at tropomyosin 1 (alpha) TPMA1 NM_000366 | 0.000283653 | 2.0841253
064 | 206245_s_at influenza virus NS1A binding protein IVNS1ABP NM_006469 | 0.003607815 | 1.5105128
065| 206323_x_at oligophrenin 1 OPHN1 NM_002547 | 0.018292218 | 1.5056778
066 | 208510_s_at peroxisome proliferative activated receptor, gamma PPARG NM_015869 | 0.002361554 | 1.882336
067 | 208613_s_at filamin B, beta (actin binding protein 278) FLNB AV712733 | 0.001033398 | 1.7958127
068 | 208637_x_at actinin, alpha 1 ACTN1 BC003576 | 0.000448714 | 1.631627
069 | 208653_s_at CD164 antigen, sialomucin CD164 AF263279 | 0.017487219 | 1.5380286
070| 208853_s_at calnexin CANX L18887 0.011792572 | 1.5100785
071| 209131_s_at synaptosomal-associated protein, 23kDa SNAP23 U55936 0.001730693 | 1.8878508
072| 209209_s_at Pleckstrin homology domain containing, family G PLEKHC1 AW469573 | 0.009551367 | 1.9820172
(with FERM domain) member 1
073 | 209314_s_at HBS1-like (S. cerevisiae) HBS1L AK024258 | 0.00507411 | 1.6641864
074| 209316_s_at HBS1-like (S. cerevisiae) HBS1L BC001465 | 0.006051209 | 1.6464524

[0055]
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075| 209409_at growth factor receptor-bound protein 10 GRB10 D86962 0.01098607 | 1.7481923
076 | 209410_s_at growth factor receptor-bound protein 10 GRB10 AF000017 | 0.013879589 | 1.701537
077| 209537_at exostoses (multiple)-like 2 EXTL2 AF000416 | 0.003979554 | 1.5687809
078 | 210845_s_at plasminogen activator, urokinase receptor PLAUR u08839 0.007479298 | 1.7924315
079 | 210892_s_at general transcription factor I1,i GTF2I BC004472 | 0.003141172 | 1.619537
080 | 210933_s_at fascin homolog 1, actin-bundling protein FSCN1 BC004908 | 0.00342191 1.906748
(Strongylocentrotus purpuratus)

081| 210987_x_at tropomyosin 1 (alpha) TPM1 M19267 | 0.004614187 | 1.6935222
082| 211299_s_at flotillin 2 FLOT2 BCO003683 | 0.015057402 | 1.5387125
083 | 211506_s_at interleukin 8 L8 AF043337 | 0.005428782 | 2.867063
084 | 211559_s_at cyclin G2 CCNG2 L49506 0.010491861 | 1.8367761
085| 211599_x_at met proto-oncogene (hepatocyte growth factor receptor) MET U19348 0.019789577 | 1.9247686
086 | 211651_s_at laminin, beta 1 LAMB1 M20206 | 0.000418344 | 1.997547
087 | 211668_s_at plasminogen activator, urokinase PLAU K03226 0.00240352 | 2.8568754
088 | 211864_s_at fer-1-like 3, myoferlin (C. elegans) FER1L3 AF207990 | 0.011889962 | 1.7860718
089 | 211924_s_at plasminogen activator, urokinase receptor PLAUR AY029180 | 0.011789334 | 1.8189595
090 | 211981_at collagen, type IV, alpha 1 COL4A1 NM_001845 | 0.007531395 | 1.8490748
091| 212012_at peroxidasin homolog (Drosophila) PXDN BF342851 | 0.016265145 | 1.8463359
092 | 212660_at PHD finger protein 15 PHF15 Al735639 | 0.007391165 | 1.5595657
093 | 212720_at poly(A) polymerase alpha PAPOLA Al670847 | 0.016607396 | 1.5904158
094 | 212907_at Solute carrier family 30 (zinc transporter), member 1 SLC30A1 Al972416 | 0.002460855 1.63999

095| 213288_at O-acyltransferase (membrane bound) domain containing 2 OACT2 Al761250 | 0.010427832 | 1.6232696
096 | 213457_at malignant fibrous histiocytoma amplified sequence 1 MFHAS1 BF739959 | 0.003050241 | 1.8505166

[0056]
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097 | 213624_at sphingomyelin phosphodiesterase, acid-like 3A SMPDL3A AAB73600 | 0.005912889 | 1.8562527
098 | 213742_at splicing factor, arginine/serine-rich 11 SFRS11 AW?241752 | 0.006011819 | 1.9170463
099 | 214121_x_at PDZ and LIM domain 7 (enigma) PDLIM7 AA086229 | 5.50514E-05 | 1.5048952
100 | 214196_s_at tripeptidyl peptidase | TPP1 AAB02532 | 0.015398935 | 1.5939685
101 | 214544 s _at synaptosomal-associated protein, 23kDa SNAP23 NM_003825 | 0.003539713 | 1.8040004
102 | 214581_x_at tumor necrosis factor receptor superfamily, member 21 TNFRSF21 BES568134 | 0.002274355 | 2.2189345
103 | 214701_s_at fibronectin 1 FN1 AJ276395 | 0.001182322 | 2.071262
104 | 214866 _at plasminogen activator, urokinase receptor PLAUR X74039 0.003173471 | 1.7340106
105| 214895 _s_at ADAM metallopeptidase domain 10 ADAM10 AU135154 | 0.004170008 | 1.9890832
106 | 215501_s_at dual specificity phosphatase 10 DUSP10 AK022513 | 0.018290011 | 1.5388945
107 | 216035_x_at transcription factor 7-like 2 (T-cell specific, HMG-box) TCF7L2 AV721430 | 0.000657631 | 1.7091621
108 | 216511_s_at transcription factor 7-like 2 (T-cell specific, HMG-box) TCF7L2 AJ270770 | 0.004103699 | 1.5264177
109 | 216915_s_at protein tyrosine phosphatase, non-receptor type 12 PTPN12 569182 0.005493577 | 1.6935816
110 | 216971_s_at plectin 1, intermediate filament binding protein 500kDa PLECA1 Z54367 0.01826363 | 1.7186335
111 | 217188_s_at chromosome 14 open reading frame 1 C14orf1 AC007182 | 0.011925477 | 1.6185476
112| 217448_s_at chromosome 14 open reading frame 52 Cdort92 AL117508 | 0.007782524 | 1.5433311
similar to Epidermal Langerhans cell protein LCP1 LOC285412
113 | 217492_s_at phosphatase and tensin homolog PTEN AF023139 | 0.007220107 | 1.5624946
(mutated in multiple advanced cancers 1)
114 | 218000_s_at pleckstrin homology-like domain, family A, member 1 PHLDA1 NM_007350 | 0.016502094 | 1.6960312
115 | 218077_s_at zinc finger, DHHC-type containing 3 ZDHHC3 BE542551 | 0.01684034 | 1.5417765
116 | 218078_s_at zinc finger, DHHC-type containing 3 ZDHHC3 NM_016598 | 0.010970607 | 1.5836283
117 | 218435_at DnaJ (Hsp40) homolog, subfamily C, member 15 DNAJC15 NM_013238 | 0.019865552 | 1.7292447

[0057]
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118 218644_at pleckstrin 2 PLEK2 NM_016445 | 0.000675608 | 2.7071812
119 | 218748_s_at SEC10-like 1 (S. cerevisiae) SEC10L1 NM_006544 | 0.012352341 | 1.7368068
120 | 218815_s_at transmembrane protein 51 TMEMS1 NM_018022 | 0.000753902 | 1.6477742
121 218826_at solute carrier family 35, member F2 SLC35F2 NM_017515 | 0.009280122 | 1.6340361
122| 218854 _at squamous cell carcinoma SART2 NM_013352 | 0.014419112 | 1.6285655
antigen recognized by T cells 2
123 | 218856_at tumor necrosis factor receptor superfa , member 21 TNFRSF21 NM_016629 | 0.01292243 1.617686
124| 218885 s at UDP-N-acstyl-alpha-D-galactosamine: polypeptide GALNT12 | NM_024642 | 0.014052196 | 1.6402073
N-acetylgalactosaminyltransferase 12 (GalNAc-T12)
125| 219410_at transmembrane protein 45A TMEM45A NM_018004 | 0.018847797 | 2.0938365
126| 219603_s_at zinc finger protein 226 ZNF226 NM_015919 | 0.005593323 | 1.5408667
127 | 220199_s_at chromosome 1 open reading frame 80 C1orf80 NM_022831 0.016323 1.5315142
128 | 220617_s_at zinc finger protein 532 ZNF532 NM_018181 | 0.001976648 | 1.5441327
129 | 221268 s at sphingosine-1-phosphate phosphatase 1 SGPP1 NM_030791 | 0.008873873 | 1.9432548
130| 221881_s_at chloride intracellular channel 4 CLIC4 Al638420 | 0.004401053 | 1.7742935
131| 222399_s at SM-11044 binding protein SMBP BG104571 | 0.00011337 | 1.5270268
132 | 222449 _at fransmembrane, prostate TMEPAI ALO35541 | 0.005303006 | 2.2757804
androgen induced RNA
133 | 222628 s _at solute carrier family 25, member 37 SLC25A37 BG251467 | 0.014745607 | 1.738053
134 | 222540_s_at hepatitis B virus x associated protein HBXAP BG286920 | 0.005694628 | 1.5068418
135| 222692 s _at fibronectin type 11l domain containing 3B FNDC3B BF444916 | 0.001075083 | 1.5835624
136 | 222693 at fibronectin type 11l domain containing 3B FNDC3B BF444916 | 0.000622161 | 1.7766397
137 | 222773 s _at UDP-N-acetyl-alpha-D-galactosamine: polypeptide GALNT12 AA554045 | 0.003090952 | 1.8790901

[0058]
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N-acetylgalactosaminyltransferase 12 (GalNAc-T12)

138 | 223577 _x_at PRO1073 protein PRO1073 AAB27878 | 0.003659447 | 1.6790042
139 | 223940_x_at metastasis associated lung adenocarcinoma MALAT1 AF132202 | 0.016841894 | 1.9524238
transcript 1 (non-coding RNA)
140 | 224558 s_at metastasis associated lung adenocarcinoma MALATA1 Al446756 | 0.012874936 | 1.6367766
transcript 1 (non-coding RNA)

141 | 224674 _at tweety homolog 3 (Drosophila) TTYH3 Al934753 | 0.002428954 | 1.6452742
142 | 224733 at chemokine-like factor superfamily 3 CKLFSF3 AL574900 | 0.013543638 | 1.5199631
143 | 224802 _at Nedd4 family interacting protein 2 NDFIP2 AA019338 | 0.013437813 | 1.5261155
144 | 225021_at zinc finger protein 532 ZNF532 AAB61416 | 0.002285053 | 1.6213596
145| 225140_at Kruppel-like factor 3 (basic) KLF3 BF438116 | 0.016804362 | 1.5368354
146 | 225168 at FERM domain containing 4A FRMD4A T78406 0.006987929 | 1.5712297
147 | 225424 at glycerol-3-phosphate acyltransferase, mitochondrial GPAM AB046780 | 0.000390623 | 1.7006425
148 | 225503 _at dehydrogenase/reductase (SDR family) X-linked DHRSX AL547782 | 0.005000754 | 1.770981

149 | 225567_at Hypothetical LOC388114 LOC388114 BE207755 | 0.003047524 | 1.6990312
150 | 225609_at glutathione reductase GSR Al888037 | 0.004693668 | 1.8490914
151 225842 at Pleckstrin homology-like domain, family A, member 1 PHLDA1 AK026181 | 0.014052763 | 1.8735564
152 | 226084_at microtubule-associated protein 1B MAP1B AA554833 | 0.016480966 | 1.9064581
163 | 226352 at Junction-mediating and regulatory protein JMY BF447037 | 0.001219355 | 1.5196482
154 | 226726 _at O-acyltransferase (membrane bound) domain containing 2 OACT2 W63676 0.005363467 | 1.8277074
155| 226780_s_at hypothetical protein HSPC268 HSPC268 BF540829 | 0.001859941 | 1.5185972
156 | 227257 _s_at chromosome 10 open reading frame 46 C100rf46 AWO73842 | 0.000646104 | 1.6094143
157 | 227628 at similar to RIKEN cDNA 2310016C16 LOC493869 AL571557 | 0.006222301 | 2.0978951
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158 | 227808_at DnaJ (Hsp40) homolog, subfamily C, member 15 DNAJC15 Al091398 | 0.01153802 | 1.7936606
159 | 230206_at Dedicator of cytokinesis 5 DOCKS5 Al692645 | 0.005127667 | 1.6694399
160 | 231735_s_at PRO1073 protein PRO1073 NM_014086 | 0.004784999 1.72546

161| 231823 _s_at KIAA1295 KIAA1285 BG054798 | 0.002478401 | 1.5713933
162 | 235587_at hypothetical protein LOC202781 LOC202781 BG400596 | 0.018314553 | 1.5202585
163 | 235879_at Muscleblind-like (Drosophila) MBNLA1 AlB97540 | 0.002645486 | 2.0540323
164 | 238558_at Muscleblind-like (Drosophila) MBNLA1 Al445833 | 0.004576562 | 1.805269
165| 238563_at Abl-interactor 1 ABI1 AV762916 | 0.012934915 | 1.6069295
166 | 238701_x_at FLJ45803 protein FLJ45803 BE176566 | 0.01719282 | 1.5133282

[0060]
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kH
N

_ Genbank | T-test Fold change

% S| Probe Set ID Gene Name Gene Symbol .
IAccession #| p-value (abs)
001(1553105_s_at desmoglein 2 DSG2 NM_001943 0.01 5.339528
002(1553589_a_at| PDZK1 interacting protein 1 PDZK1IP1  [NM_005764 0.02 3.608417
003(1553768_a_at| discoidin, CUB and LCCL domain containing 1 DCBLD1 NM_173674| 0.01 1.9046342
004 1553928_at ELMO domain containing 2 ELMOD2  |NM_153702 0.02 1.7168769
005[1554327_a_at| calcium activated nucleotidase 1 CANT1 AF328554 | 0.02 1.6306834
006(1558685_a_at| hypothetical protein BC009467 LOC158960 |BC009467 | 0.03 1.6841992
007(1559399_s_at zinc finger, CCHC domain containing 10 ZCCHC10 BC015986 | 0.02 1.5219704
008(1568678_s_at FGFR1 oncogene partner FGFR10P BC037785| 0.01 2.4856193
009| 160020_at matrix metallopeptidase 14 (membrane-inserted) MMP14 748481 0.03 1.8354192
010{200730_s_at protein tyrosine phosphatase type IVA, member 1 PTP4A1 BF576710| 0.03 26575127
011]200733_s_at protein tyrosine phosphatase type IVA, member 1 PTP4A1 U48296 0.02 1.5593889
012(200864_s_at RAB11A, member RAS oncogene family RAB11A NM_004663 0.02 1.6270655
sighal sequence receptor, alpha
013[200890_s_at SSR1 AW006345| 0.01 1.8127153
(translocon-associated protein alpha)
014|200931_s_at vinculin VCL NM_014000 0.01 1.7892009
015 201011_at ribophorin | RPN1 NM_002950, 0.01 1.6075972
glutathione peroxidase 4
016| 201106_at GPX4 NM_002085 0.02 1.6833277
(phospholipid hydroperoxidase)

017|201143_s_at eukaryotic translation initiation factor 2, EIF281 BC002513| 0.02 2.298374

[0063]
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subunit 1 alpha, 35kDa

018| 201207_at tumor necrosis factor, alpha-induced protein 1 (endothelial) TNFAIP1 NM_021137] 0.01 1.6828994
solute carrier family 2
019(201250_s_at SLC2A1 NM_006516 0.02 4.009399
(facilitated glucose transporter), member 1
020]201392_s_at ike growth factor 2 receptor IGF2R BG031974| 0.02 1.6488191
021]|201393_s_at ike growth factor 2 receptor IGF2R NM_000876, 0.02 1.5784883
BUB3 budding uninhibited by
022(201456_s_at o BUB3 AU160695 | 0.01 1.7238452
benzimidazoles 3 homolog (yeast)
BUB3 budding uninhibited by
023(201458_s_at BUB3 NM_004725 0.01 1.5530633
benzimidazoles 3 homolog (yeast)
024| 201525_at apolipoprotein D APOD NM_001647| 0.03 4.186704
fascin homolog 1, actin-bundling protein
025(201564_s_at FSCN1 NM_003088 0.01 3.2328043
(Strongylocentrotus purpuratus)
026|201631_s_at immediate early response 3 IER3 NM_003897| 0.01 3.0016828
027| 201656_at integrin, alpha 6 ITGAB NM_000210 0.01 2.3616688
028| 201700_at cyclin D3 CCND3 NM_001760, 0.02 1.6460308
029(202047_s_at chromobox homolog 6 CBX6 Al458128 | 0.01 1.9611783
030(202048_s_at chromobox homolog 6 CBX6 NM_014292 0.02 1.6010046
myxovirus (influenza virus) resistance 1,
031| 202086_at MX1 NM_002462 0.02 2.4754105
interferon-inducible protein p78 (mouse)
032| 202130_at RIO kinase 3 (yeast) RIOK3 AA725102| 0.01 1.6167943
033(202131_s_at RIO kinase 3 (yeast) RIOK3 NM_003831] 0.02 1.7833867
034|202233_s_at ubiquinol-cytochrome ¢ reductase hinge protein UQCRH NM_006004, 0.03 1.6353662
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035| 202267_at laminin, gamma 2 LAMC2 NM_005562] 0.01 3.9229517
036| 202293_at stromal antigen 1 STAG1 AW168948| 0.01 1.7993419
037|202604_x_at ADAM metallopeptidase domain 10 ADAM10 NM_001110| 0.02 2.0231702
038| 202696_at oxidative-stress responsive 1 OXSR1 NM_005109 0.03 1.5418515
039]202816_s_at synovial sarcoma translocation, chromosome 18 SS818 AW?292882| 0.01 2.0899003
040| 202856 s_at solute carrier family 16 (monocarboxylic acid transporters), SLC16A3  INM_004207 0.01 > 8914852
member 3

041| 202869_at 2',5-oligoadenylate synthetase 1, 40/46kDa OAS1 NM_016816/ 0.02 3.431309
042|202887_s_at DNA-damage-inducible transcript 4 DDIT4 NM_019058 0.02 2.74081

043|202904_s_at LSM5 homolog, U6 small nuclear RNA associated (S. cerevisiae) LSM5 NM_012322 0.03 1.8907431
044| 202934_at hexokinase 2 HK2 Al761561 0.01 2.1517375
045| 203072_at myosin |E MYQO1E NM_004998 0.01 2.039332
046|203177_x_at transcription factor A, mitochondrial TFAM NM_003201| 0.02 1.8601428
047| 203256_at cadherin 3, type 1, P-cadherin (placental) CDH3 NM_001793 0.01 2.6757588
048| 203287_at ladinin 1 LADA1 NM_005558 0.03 1.9237865
049|203311_s_at ADP-ribosylation factor 6 ARF6 M57763 0.02 1.9452083
050(203313_s_at TGFB-induced factor (TALE family homeobox) TGIF NM_003244| 0.01 1.5528815
051]203344_s_at retinoblastoma binding protein 8 RBBP8 NM_002894 0.01 1.7286093
052|203395_s_at hairy and enhancer of split 1, (Drosophila) HES1 NM_005524 0.02 1.6101321
053| 203430_at heme binding protein 2 HEBP2 NM_014320 0.02 1.822933
054| 203476_at trophoblast glycoprotein TPBG NM_006670, 0.03 2.0313597
055| 203499 _at EPH receptor A2 EPHA2 NM_004431| 0.01 2.4758015
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056| 203501_at plasma glutamate carboxypeptidase PGCP NM_006102 0.02 1.742001
057| 203535_at S100 calcium binding protein A9 (calgranulin B) S100A9 NM_002965 0.02 5.647521
058|203554_x_at pituitary tumor-transforming 1 PTTGA NM_004219 0.02 2.1384234
059|203642_s_at COBL-like 1 COBLL1 NM_014900, 0.02 1.7199888
060| 203690_at tubulin, gamma complex associated protein 3 TUBGCP3 |NM_006322 0.01 1.6228286
061| 203906_at 1Q motif and Sec7 domain 1 IQSECA Al652645 | 0.01 1.7168043
062| 203964_at N-myc (and STAT) interactor NMI NM_004688 0.01 1.8720082
063|203988_s_at fucosyltransferase 8 (alpha (1,6) fucosyltransferase) FUT8 NM_004480, 0.01 2.0948534
064| 204136_at collagen, type VI, aipha 1 (epidermolysis bullosa, COL7A1  [NM_000094 0.01 2.2071517
dystrophic, dominant and recessive)
065| 204401 at potassium intermediate/small conductance KCNNG NM_002250 0.01 3.060382
calcium-activated channel, subfamily N, member 4
066| 204415 _at interferon, alpha-inducible protein (clone IFI-6-16) G1P3 NM_022873 0.02 4.0747566
067| 204470_at chemokine (C-X-C motf) ligand 1 CXCL1 NM_001511] 0.01 6.7313213
(melanoma growth stimulating activity, alpha)
068| 204580_at matrix metallopeptidase 12 (macrophage elastase) MMP12 NM_002426/ 0.02 7.360193
069| 204587_at solute carrier family 25 (mitochondrial carrier, brain), member 14 SLC25A14 |NM_003951 0.02 1.5086871
070| 204616_at ubiquitin carboxyl-terminal esterase L3 (ubiquitin thiolesterase) UCHL3 NM_006002 0.03 1.8766123
071| 204635_at ribosomal protein S6 kinase, 90kDa, polypeptide 5 RPSE6KAS  [NM_004755 0.01 1.853935
072| 204747_at interferon-induced protein with tetratricopeptide repeats 3 IFIT3 NM_001549 0.02 2.588765
073| 204809_at ClpX caseinolytic peptidase X homolog (E. coli) CLPX NM_006660, 0.02 1.5264844
074| 204857_at MAD1 mitotic arrest deficient-like 1 (yeast) MAD1LA1 NM_003550, 0.03 1.6594671
075|204875_s_at GDP-mannose 4,6-dehydratase GMDS NM_001500, 0.02 2.5758607
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076|204990_s_at integrin, beta 4 ITGB4 NM_000213] 0.01 3.176456
077| 205004_at NF-kappaB repressing factor NKRF NM_017544| 0.02 1.5878501
078| 205016_at transforming growth factor, alpha TGFA NM_003236| 0.01 2.1914852
079|205120_s_at sarcoglycan, beta (43kDa dystrophin-associated glycoprotein) SGCB U29586 0.01 2.5721073
080(205157_s_at keratin 17 KRT17 NM_000422 0.01 5.252511
081(205180_s_at ADAM metallopeptidase domain 8 ADAMS8 NM_001109| 0.01 2.1361954
082| 205202_at protein-L-isoaspartate (D-aspartate) O-methyltransferase PCMT1 NM_005389 0.01 1.5924072
083| 205339_at TAL1 (SCL) interrupting locus SIL NM_003035 0.02 2.043193
084| 205455 at macrophage stimulating 1 receptor (c-met-related tyrosine kinase) MST1R NM_002447| 0.02 2.835629
085|205479_s_at plasminogen activator, urokinase PLAU NM_002658 0.01 3.8200433
086| 205518_s_at cytidine monophosphate-N-acetylneuraminic acid CMAH NM_003570 0,01 2 596108
hydroxylase (CMP-N-acetylneuraminate monooxygenase)
087| 205945_at interleukin 6 receptor IL6R NM_000565 0.03 1.8261979
088|206055_s_at small nuclear ribonucleoprotein polypeptide A’ SNRPA1 NM_003090| 0.01 1.5232844
089|206323_x_at oligophrenin 1 OPHNA1 NM_002547] 0.01 2.3268037
090|206414_s_at development and differentiation enhancing factor 2 DDEF2 NM_003887| 0.01 2.089077
091(207079_s_at mediator of RNA polymerase [l ranscription, MED6 NM_005466 0.03 1.8905708
subunit 6 homolog (yeast)
092| 207850_at chemokine (C-X-C motif) ligand 3 CXCL3 NM_002090 0.02 4.294934
093|208091_s_at EGFR-coamplified and overexpressed protein ECOP NM_030796 0.02 2.2340379
094|208613_s_at filamin B, beta (actin binding protein 278) FLNB AV712733| 0.01 2.3647172
095| 208636_at Actinin, alpha 1 ACTN1 Al082078 | 0.01 1.8102713
096 208637_x_at actinin, alpha 1 ACTN1 BC003576| 0.01 2.062581
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097| 208819_at RABB8A, member RAS oncogene family RABSA BC002977 | 0.01 1.6729795
098|208840_s_at Ras-GTPase acivating protein G3BP2 AU149503 | 0.02 1.8072606
SH3 domain-binding protein 2
099|208875_s_at p21 (CDKN1A)-activated kinase 2 PAK2 BF796470 | 0.01 2.1095228
100|208876_s_at p21 (CDKN1A)-activated kinase 2 PAK2 Al076186 | 0.02 1.6706929
101/ 208878_s_at p21 (CDKN1A)-activated kinase 2 PAK2 AF092132 | 0.02 1.5662557
102| 209022_at stromal antigen 2 STAG2 AK026678 | 0.01 1.5019888
103|209025_s_at synaptotagmin binding, cytoplasmic RNA interacting protein SYNCRIP AF037448 | 0.01 1.748127
104|209314_s_at HBS1-like (S. cerevisiae) HBS1L AK024258 | 0.01 2.2400491
105|209417_s_at interferon-induced protein 35 IFI35 BC001356 | 0.02 1.9908478
106| 209476_at thioredoxin domain containing TXNDC AL080080 | 0.02 1.5641398
107| 209487_at RNA binding protein with multiple splicing RBPMS D84109 0.02 1.5929683
108| 209537_at exostoses (multiple)-like 2 EXTL2 AF000416 | 0.03 2.019564
109|209627_s_at oxysterol binding protein-like 3 OSBPL3 AY008372 | 0.03 1.9842228
110| 209791_at peptidyl arginine deiminase, type || PADI2 AL049569 | 0.02 1.5902214
111| 210092_at mago-nashi homolog, MAGOH AF067173 | 0.03 1.7290384
proliferation-associated (Drosophila)
112]210093_s_at mago-nashi homolog, proliferation-associated (Drosophila) MAGOH AF067173 | 0.01 1.5214177
113| 210104_at mediator of RNA polymerase |l ranscription, MED6 AF074723 | 0.01 1.7416326
subunit 6 homolog (yeast)
114| 210273_at BH-protocadherin (brain-heart) PCDH7 AB006757 | 0.03 1.5068512
115]210933_s_at fascin homolog 1, actin-bundling protein (Strongylocentrotus purpuratus) FSCN1 BC004908 | 0.01 2.660472
116| 211160_x_at n, alpha 1 ACTN1 M95178 0.01 1.6758434
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117|211668_s_at plasminogen activator, urokinase PLAU K03226 0.03 4.548989
118| 211737_x_at lelotrophin PTN BC005916 | 0.02 2.2613049
(heparin binding growth factor 8, neurite growth-promoting factor 1)
119]212203_x_at interferon induced transmembrane protein 3 (1-8U) IFITM3 BF338947 | 0.01 1.5134683
120|212221_x_at iduronate 2-sulfatase (Hunter syndrome) IDS AV703259 | 0.01 1.8884305
121|212236_x_at keratin 17 KRT17 719574 0.01 3.7909358
122| 212268_at serpin peptidase inhibitor, clade B (ovalbumin), member 1 SERPINB1  [NM_030666) 0.02 1.9949495
123| 212312_at BCL2-like 1 BCL2L1 AL117381 | 0.02 1.5705433
124| 212322_at sphingosine-1-phosphate lyase 1 SGPL1 BE999972 | 0.01 1.6549215
125| 212330_at transcription factor Dp-1 TFDP1 R60866 0.02 2.1620867
126| 212531_at lipocalin 2 (oncogene 24p3) LCN2 NM_005564| 0.02 6.2857018
127|212657_s_at interleukin 1 receptor antagonist IL1RN Ue5590 0.02 3.7755005
128| 212858_at progestin and adipoQ receptor family member IV PAQR4 AL520675 | 0.01 2.2580597
129] 212992_at chromosome 14 open reading frame 78 C140rf78 Al935123 0.01 5.9573503
130]213088_s_at DnaJ (Hsp40) homolog, subfamily C, member 9 DNAJC9 BE551340 | 0.02 1.784215
131| 213288_at O-acyltransferase (membrane bound) domain containing 2 OACT2 Al761250 0.02 2.1144574
132|214121_x_at PDZ and LIM domain 7 (enigma) PDLIM7 AA086229 | 0.01 1.7699668
133|214453_s_at interferon-induced protein 44 IF144 NM_006417| 0.03 2.8858101
134|214697_s_at ROD1 regulator of differentiation 1 (S. pombe) ROD1 AW190873| 0.01 2.048636
135/ 214974 _x_at chemokine (C-X-C motif) ligand 5 CXCLS AK026546 | 0.02 6.4936213
136]215223_s_at superoxide dismutase 2, mitochondrial SOD2 W46388 0.01 3.1782749
137|215230_x_at eukaryotic translation initiation factor 3, subunit 8, 110kDa EIF3S8 AAB79705| 0.02 1.6019442
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138/ 215411_s_at TRAF3 interacting protein 2 TRAF3IP2 AL008730| 0.03 1.72815
139| 216153_x_at reversion-inducing-oysteine-rich RECK AK022897 | 0.01 1.9417262
protein with kazal motifs

140|216841_s_at superoxide dismutase 2, mitochondrial SOD2 X15132 0.01 2.8182118
141|216905_s_at | suppression of tumorigenicity 14 (colon carcinoma, matriptase, epithin) ST14 U20428 0.02 1.8127093
142|216977_x_at small nuclear ribonucleoprotein polypeptide A' SNRPA1 AJ130972 | 0.01 1.5991035
143|217834_s_at synaptotagmin binding, cytoplasmic RNA interacting protein SYNCRIP  |[NM_006372/ 0.03 1.7178055
144|217867_x_at beta-site APP-cleaving enzyme 2 BACE2 NM_012105 0.01 2.5611665
145| 217901_at Desmoglein 2 DSG2 BF031829 | 0.01 3.4549432
146| 218012_at TSPY-like 2 TSPYL2 NM_022117| 0.01 1.6316599
147)|218288_s_at hypothetical protein MDS025 MDS025 NM_021825/ 0.01 1.7013886
148|218294_s_at nucleoporin 50kDa NUP50 AF267865 | 0.01 1.5833666
149| 218400_at 2'-5"-oligoadenylate synthetase 3, 100kDa OAS3 NM_006187] 0.01 3.0217175
150| 218451_at CUB domain containing protein 1 CDCP1 NM_022842 0.01 3.0102131
151| 218460_at hypothetical protein FLJ20397 FLJ20397 |NM_017802 0.02 1.6881874
152|218498_s_at ERO1-like (S. cerevisiae) ERO1L NM_014584| 0.01 2.5205412
153| 218573 _at melanoma antigen family H, 1 MAGEH1 NM_014061| 0.02 1.6212198
154|218585_s_at denticleless homolog (Drosophila) DTL NM_016448 0.03 2.4223747
155| 218644_at pleckstrin 2 PLEK2 NM_016445 0.01 4.898943
156| 218796_at chromosome 20 open reading frame 42 C20orf42 NM_017671 0.02 3.3694396
157| 218826_at solute carrier family 35, member F2 SLC35F2 NM_017515 0.03 2.0183008
158218943 _s_at DEAD (Asp-Glu-Ala-Asp) box polypeptide 58 DDX58 NM_014314 0.02 2.4575703
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159| 218950_at centaurin, delta 3 CENTD3 NM_022481] 0.02 1.5173771
160| 219146_at chromosome 17 open reading frame 42 C170orf42 NM_024683 0.02 1.5234692
161 219296_at zinc finger, DHHC-type containing 13 ZDHHC13  |INM_019028 0.03 1.5033884
162| 219303_at chromosome 13 open reading frame 7 C13orf7 NM_024546) 0.03 1.5534021
163| 219332_at MICAL-like 2 MICAL-L2 |[NM_024723 0.02 1.8410143
164| 219399_at lin-7 homolog C (C. elegans) LIN7C NM_018362 0.03 1.6852816
165| 219421_at osmosis responsive factor OSRF NM_012382 0.01 1.531867
166| 219439_at core 1 synthase, glycoprotein-N-acetylgalactosamine C1GALT1 NM_020156/ 0.02 22143774
3-beta-galactosyltransferase, 1
167| 219517_at elongation factor RNA polymerase ELL3 NM_025165 0.02 1.6594616
168|219549_s_at reticulon 3 RTN3 NM_006054, 0.02 1.6491096
169| 219603 _s_at zinc finger protein 226 ZNF226 NM_015919 0.01 1.8911394
170| 219630_at PDZK1 interacting protein 1 PDZK1IP1  [NM_005764 0.02 3.5720232
171] 219691_at sterile alpha motif domain containing 9 SAMD9 NM_017654 0.01 2.2009485
172|219787_s_at epithelial cell transforming sequence 2 oncogene ECT2 NM_018098 0.02 3.414679
173|219799_s_at dehydrogenase/reductase (SDR family) member 9 DHRS9 NM_005771| 0.02 1.7866958
174| 219959_at molybdenum cofactor sulfurase MOCOS NM_017947] 0.01 3.192601
175| 220232_at stearoyl-CoA desaturase 5 SCD5 NM_024906 0.01 3.2719014
176|220368_s_at KIAA2010 KIAA2010  |[NM_017936 0.02 1.6052217
177]220725_x_at Dynein, axonemal, heavy polypeptide 3 DNAH3 NM_025095 0.01 1.8525391
178|221477_s_at hypothetical protein MGC5618 MGC5618 BF575213| 0.01 2.2014346
179|221482_s_at cyclic AMP phosphoprotein, 19 kD ARPP-19 BC003418 | 0.02 1.711658
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180| 221732_at calcium activated nucleotidase 1 CANT1 AKO026161 | 0.02 1.6711121
181| 221752_at Slingshot homolog 1 (Drosophila) SSH1 AL041728 | 0.02 1.678051
182| 221922_at G-protein signalling modulator 2 (AGS3-like, C. elegans) GPSM2 AW195581| 0.01 2.2638144
183|222392_x_at PERP, TP53 apoptosis effector PERP AJ251830 | 0.02 1.8814404
184|222399_s_at SM-11044 binding protein SMBP BG104571| 0.02 1.6986449
185|222424 s _at nuclear casein kinase and cyclin-dependent kinase substrate 1 NUCKS1 BCO000805| 0.01 1.6469624
186|222446_s_at beta-site APP-cleaving enzyme 2 BACE2 AF178532| 0.01 1.9711965
187| 222492_at pyridoxal (pyridoxine, vitamin B6) kinase PDXK AW262867| 0.01 1.5873553
188|222502_s_at ubiquitin-fold modifier 1 UFM1 BC005193| 0.02 1.7238611
189| 222523 at SUMO1/sentrin/SMT3 specific peptidase 2 SENP2 BE622841| 0.03 1.7830018
190|222528_s_at solute carrier family 25, member 37 SLC25A37 BG251467 | 0.02 2.6761055
191| 222561_at LanC lantibiotic synthetase component C-like 2 (bacterial) LANCL2 AJ278245 | 0.03 2.2797666
192| 222587 s _at UDP-N-acetyl-alpha-D-galactosamine: polypeptide GALNT7 | BFe998s5| 0.03 1.7439753
N-acetylgalactosaminyltransferase 7(GalNAc-T7)
193] 222689_at phytoceramidase, alkaline PHCA N51263 0.01 1.7877864
194|222692_s_at fibronectin type Il domain containing 3B FNDC3B BF444916 | 0.01 1.9685304
195| 222693_at fibronectin type Ill domain containing 3B FNDC3B BF444916 | 0.02 2.1501522
196| 222793 at DEAD (Asp-Glu-Ala-Asp) box polypeptide 58 DDX58 AK023661 | 0.01 2.2502613
197]223219_s_at CCR4-NOT transcription complex, subunit 10 CNOT10 BC002931| 0.01 1.5173706
198| 223278_at gap junction protein, beta 2, 26kDa (connexin 26) GJB2 M86849 0.02 5.1083236
199]223374_s_at| UDP-Gal:betaGIcNAc beta 1,3-galactosyltransferase, polypeptide 3 B3GALT3 AF154848 | 0.02 2.124231
200| 223421_at cysteine/histidine-rich 1 CYHR1 BC005073| 0.01 1.7838429
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201| 223467_at RAS, dexamethasone-induced 1 RASDA1 AF069506 | 0.01 3.1274104
202|223626_x_at family with sequence similarity 14, member A FAM14A AF208232 | 0.01 1.5701514
203|223631_s_at chromosome 19 open reading frame 33 C190rf33 AF213678 | 0.02 3.90325

204|224159_x_at tripartite motif-containing 4 TRIM4 AF220023 | 0.01 2.2881489
205| 224493 _x_at chromosome 18 open reading frame 45 C18orf45 BC006280| 0.02 1.571958
206|224494_x_at dehydrogenase/reductase (SDR family) member 10 DHRS10 BC006283 | 0.02 1.9102337
207|224564_s_at reticulon 3 RTN3 BE544689 | 0.01 1.583082
208| 224595_at solute carrier family 44, member 1 SLC44A1 AK022549 | 0.01 1.601491

209| 224596_at solute carrier family 44, member 1 SLC44A1 Al634866 0.01 1.5728544
210| 224598_at mannosyl (alpha-1,3-}glycoprotein beta-1,4-N- MGAT4B | BF570193| 0.03 1.5635489

acetylglucosaminyltransferase, isoenzyme B

211| 224674 _at tweety homolog 3 (Drosophila) TTYH3 Al934753 | 0.02 2.123153
212| 224675_at mesoderm development candidate 2 MESDC2 AK026606 | 0.01 1.6605617
213| 224679_at mesoderm development candidate 2 MESDC2 BE963495| 0.01 1.65804

214| 224681_at guanine nucleotide binding protein (G protein) alpha 12 GNA12 BG028884 | 0.01 1.6103705
215| 224799_at Nedd4 family interacting protein 2 NDFIP2 AW290956| 0.02 1.9774225
216| 224802_at Nedd4 family interacting protein 2 NDFIP2 AA019338 | 0.02 1.6960912
217| 224827_at Dendritic cell-derived ubiquitin-like protein DC-UbP AK022894 | 0.01 1.5073498
218| 224902_at pyruvate dehydrogenase phosphatase regulatory subunit PDPR BE644918 | 0.02 1.6357323
219| 224950_at prostaglandin F2 receptor negative regulator PTGFRN BF476250 | 0.03 1.9777663
220( 225071_at chromosome 6 open reading frame 68 C6orf68 BG168247 | 0.03 1.6909997
221| 225272_at spermidine/spermine N1-acetyltransferase 2 SAT2 AA128261 0.01 1.6911607
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222| 225331_at chromosome 3 open reading frame 6 C3orf6 BF941088 | 0.02 2.126105
223| 225342_at adenylate kinase 3-like 1 AK3LA1 AK026966 | 0.01 7.1160383
224| 225366_at phosphoglucomutase 2 PGM2 Al652855 0.03 1.527827
225| 225375_at chromosome 17 open reading frame 32 C170rf32 AW975808| 0.02 1.8780395
226| 225380_at hypothetical protein BC007901 LOC91461 BF528878 | 0.02 2.6365216
227| 225383_at zinc finger protein 275 ZNF275 BF793625| 0.01 1.639558
228| 225547_at HBII-276 host gene HBII-276HG |BG169443 | 0.01 1.6269366
229| 225550_at AV700816 | 0.01 1.6167612
230| 225571_at leukemia inhibitory factor receptor LIFR AA701657 | 0.03 3.5799398
231| 225575_at leukemia inhibitory factor receptor LIFR Al680541 0.01 3.1433964
232| 225578_at similar to RIKEN cDNA™ 2410129H14 LOC440145 | AI885466 | 0.01 1.8692675
233| 225750_at ERO1-like (S. cerevisiae) ERO1L BE966748 | 0.02 2.0413787
234| 225842 _at Pleckstrin homology-like domain, family A, member 1 PHLDA1 AK026181 0.02 2.5619717
235| 225847_at arylacetamide deacetylase-like 1 AADACLA1 ABO37784 | 0.02 1.6796919
236| 226060_at RFT1 homolog (S. cerevisiae) RFT1 BF475369 | 0.02 1.5211235
237| 226112_at sarcoglycan, beta (43kDa dystrophin-associated glycoprotein) SGCB AlB78717 0.01 1.5416645
238| 226278_at hypothetical protein DKFZp313A2432 DKFZp313A2432 Al150224 | 0.02 1.6910942
239| 226335_at ribosomal protein S6 kinase, 90kDa, polypeptide 3 RPS6KA3 BG498334| 0.01 1.8176109
240| 226352_at Junction-mediating and regulatory protein JMY BF447037 | 0.01 2.4128768
241| 226488_at RCC1 domain containing 1 RCCD1 AW007826| 0.03 1.777583
242| 226568_at hypothetical protein LOC284611 LOC284611 Al478747 | 0.01 2.1426997
243| 226609_at discoidin, CUB and LCCL domain containing 1 DCBLD1 N22751 0.01 2.0089936
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244| 226702_at hypothetical protein LOC129607 LOC129607 | Al742057 | 0.01 2.5539525
245| 226722_at family with sequence similarity 20, member C FAM20C BE874872| 0.01 2.2937167
246| 226726_at O-acyltransferase (membrane bound) domain containing 2 OACT2 W63676 0.01 2.8518102
247| 226778_at Chromosome 8 open reading frame 42 C8orf42 Al632224 0.02 1.9250498
248|226780_s_at hypothetical protein HSPC268 HSPC268 BF540829 | 0.01 1.8384567
249| 226781_at hypothetical protein HSPC268 HSPC268 BF540829 | 0.01 1.7917764
250| 226784_at TWIST neighbor TWISTNB AA121481| 0.01 1.750498
251| 226832_at Hypothetical LOC389188 LOC389188 | BF978778 | 0.01 1.538109
252| 226863 at Full-length cDNA clone CS0DJ001YJ05 of T cells AIBG74565 0.01 31555974
(Jurkat cell line) Cot 10-normalized of Homo sapiens (human)
253| 226926_at dermokine ZD52F10 AA706316 | 0.02 3.190141
254| 227141_at chromosome 1 open reading frame 171 C1orf171 AW205739| 0.02 1.6063374
255| 227148_at pleckstrin homology domain containing, family H PLEKHH2 Al913749 | 0.03 2.1525955
(with MyTH4 domain) member 2
256| 227172_at hypothetical protein BC000282 LOC89894 BC000282| 0.02 1.9858925
257| 227249 _at Al857685 | 0.01 1.9229563
258| 227314_at Integrin, alpha 2 (CD49B, alpha 2 subunit of VLA-2 receptor) ITGA2 N95414 0.03 3.3500278
259| 227393_at transmembrane protein 16J TMEM16J AW084755| 0.01 1.6880668
260| 227466_at hypothetical protein LOC285550 LOC285550 | BF108695| 0.02 1.5282669
261| 227771_at leukemia inhibitory factor receptor LIFR AWS592684| 0.01 2.7902896
262| 227808_at DnaJ (Hsp40) homolog, subfamily C, member 15 DNAJC15 Al091398 | 0.03 1.8649827
263| 227998_at 8100 calcium binding protein A16 S100A16 AA045184 | 0.01 2.2575665
264|228152_s_at hypothetical protein FLJ31033 FLJ31033 AK023743 | 0.02 2.2769616
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CDNA FLJ32438 fis,
265| 228275_at AI200555 | 0.02 1.813842
clone SKMUS2001402
266| 228531_at sterile alpha motif domain containing 9 SAMD9 AA741307 | 0.02 2.303081
267| 228562_at Zinc finger and BTB domain containing 10 ZBTB10 N29918 0.01 2.046323
268|228600_x_at hypothetical protein MGC72075 MGC72075 |BE220330| 0.02 1.6221175
269| 228640_at BH-protocadherin (brain-heart) PCDH7 BE644809 | 0.03 3.3346767
270|228713_s_at dehydrogenase/reductase (SDR family) member 10 DHRS10 Al742586 0.02 1.9451209
271| 228854_at Transcribed locus Al492388 | 0.03 4.4617124
272| 228972 _at Al028602 | 0.02 1.6522069
273| 229573_at Transcribed locus Alg59456 | 0.02 1.5438964
274| 229582 _at chromosome 18 open reading frame 37 C180rf37 Al758919 0.01 1.6219943
275| 229997_at vang-like 1 (van gogh, Drosophila) VANGLA1 AA789332| 0.02 1.6355668
276| 230206_at Dedicator of cytokinesis 5 DOCK5 AlB92645 | 0.01 1.7685658
277|230329_s_at nudix (nucleoside diphosphate linked moiety X)-type motif 6 NUDT6 AlI580268 0.02 1.5125636
278| 230655_at Homo sapiens,clone IMAGE: 5418468, mRNA AW025928| 0.01 2.44095
279| 230972_at ankyrin repeat domain 9 ANKRD9 AW194999 | 0.01 1.875526
280| 231828 _at Homo sapiens, clone IMAGE:5218355, mRNA AL117474 | 0.02 21623232
281| 231832_at UDP-N-acetyl-alpha-D-galactosamine: polypeptide GALNT4 | AI890347 | 0.01 1.8446548
N-acetylgalactosaminyltransferase 4 (GalNAc-T4)
282|234675_x_at CDNA: FLJ23566 fis, clone LNG10880 AK027219 | 0.01 24514613
283| 2347255 _at sema domain, immunoglobulin domain (lg), transmembrane domain SEMAZB AK026133 | 0.01 1 9406958
(TM) and short cytoplasmic domain, (semaphorin) 4B
284| 235015_at Zinc finger, DHHC-type containing 9 ZDHHC9 AL529434 | 0.01 24835925
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285| 235019_at carboxypeptidase M CPM BE878495| 0.02 3.833762
286| 235096 at Leo1, Paf1/RNA polymerase || complex component, LEOA AA074729 | 0.01 1 5779704
homolog (S. cerevisiae)
287| 235648_at zinc finger protein 567 ZNF567 AAT742659 | 0.02 1.6336213
288| 235911_at hypothetical gene supported by BC034933; BC068085 LOC440995 | Algs5815 | 0.01 4.651685
289| 238063_at hypothetical protein FLJ32028 FLJ32028 AA806283 | 0.01 2.002421
290| 238523_at chromosome 16 open reading frame 44 C16orf44 BF941204 | 0.03 1.5099897
291|238701_x_at FLJ45803 protein FLJ45803 BE176566 | 0.01 2.3077648
292| 238778_at |membrane protein, palmitoylated 7 (MAGUK p55 subfamily member 7) MPP7 Al244661 0.02 3.0538154
293| 239896_at Similar to RAB guanine nucleotide exchange factor (GEF) 1 LOC402671 |AW190479| 0.02 1.6268736
294| 241994_at Xanthine dehydrogenase XDH BG260086 | 0.02 3.2672102
295| 241996_at AlB669591 0.01 1.7369617
296|244495_x_at chromosome 18 open reading frame 45 C18orf45 AL521157 0.01 1.8056976
297| 36553_at acetylserotonin O-methyltransferase-like ASMTL AAB69799 | 0.02 1.6164968
298| 36829_at period homolog 1 (Drosophila) PER1 AF022991 | 0.01 1.9640467
299| 55081_at MICAL-like 1 MICAL-L1 W46406 0.02 1.5616423
300| 60474_at chromosome 20 open reading frame 42 C200rf42 AA469071 | 0.01 3.1548133
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¥ 3.
2 S| Probe Set ID Gene Name Gene Symbol Genbankc | T-test fFold change
IAccession #p-value (abs)
001 117_at heat shock 70kDa protein 6 (HSP70B') HSPA6 X51757 0.03 | 1.7216957
002|1552486_s_at lactamase, beta LACTB INM_171846| 0.02 | 1.5217854
003[1553530_a_at| Integrin, beta 1 (flbronectin receptor, ITGB1 INM_033669| 0.01 |2.0436814
beta polypeptide, antigen CD29 includes MDF2, MSK12)
004[1553694_a_at phosphoinositide-3-kinase, class 2, alpha polypeptide PIK3C2A  [NM_002645| 0.03 | 1.6315013
005/1553715_s_at| hypothetical protein MGC15416 MGC15416 [NM_032371| 0.02 | 1.5123986
006(1554747_a_at| septin 2 02-Sep BC033559 | 0.01 | 1.560747
007|1555326_a_at ADAM metallopeptidase domain 9 (meltrin gamma) ADAM9 AF495383 | 0.03 | 2.140922
008|1556060_a_at KIAA1702 protein KIAA1702 AKO027074 | 0.01 | 1.5686767
009| 1557987_at Pl-3-kinase-related kinase SMG-1 - like locus LOC641298 |BC042832 | 0.01 |2.2149343
010/1558678_s_at| metastasis associated lung adenocarcinoma transcript 1 (non-coding RNA) MALAT1 BE708432 | 0.01 |2.2265985
011] 1560622_at TPA regulated locus TPARL AK000203 | 0.03 | 1.5656745
012|1564053_a_at| YTH domain family, member 3 YTHDF3 AK093081 | 0.02 | 1.8976958
013/1569106_s_at| hypothetical protein FLJ10707 FLJ10707 BI087313 | 0.02 | 1.5638199
014/ 200604_s_at protein kinase, GAMP-dependent, regulatory, type |, alpha PRKARTA M18468 | 0.02 |1.5480618
(tissue specific extinguisher 1)
015| 200864 _s_at RAB11A, member RAS oncogene family RAB11A  [NM_004663| 0.01 | 1.5156919
016|200927_s_at RAB14, member RAS oncogene family RAB14 AA919115 | 0.01 | 1.607915
017]201152_s_at muscleblind-like (Drosophila) MBNL1 N31913 | 0.01 | 1.5028459
018 201194_at selenoprotein W, 1 SEPW1 INM_003009| 0.01 | 1.8139104

[0073]

_69_



10-1443214

019| 201362_at influenza virus NS1A binding protein IVNS1ABP | AF205218 | 0.02 | 1.5876002
020(201363_s_at influenza virus NS1A binding protein IVNS1ABP | AB020657 | 0.01 | 1.6949687
021|201376_s_at heterogeneous nuclear ribonucleoprotein F HNRPF Al591354 | 0.01 | 1.5007194
022|201386_s_at DEAH (Asp-Glu-Ala-His) box polypeptide 15 DHX15 AF279891 | 0.01 | 1.7872009
023]201399_s_at translocation associated membrane protein 1 TRAM1 INM_014294| 0.01 | 1.6199075
024| 201505_at laminin, beta 1 LAMB1 INM_002291| 0.01 | 2.091507
025|201548_s_at Jumoniji, AT rich interactive domain 1B (RBP2-like) JARID1B W02593 | 0.02 | 1.5838325
026|201549_x_at Jumoniji, AT rich interactive domain 1B (RBP2-like) JARID1B  |NM_006618| 0.02 | 1.6096623
027|201559_s_at chloride intracellular channel 4 CLIC4 AF109196 | 0.02 | 2.2302318
028| 201578_at podocalyxin-like PODXL INM_005397| 0.01 | 2.138917
029(201617_x_at caldesmon 1 CALD1 INM_004342 0.02 | 2.0084002
030| 201619_at peroxiredoxin 3 PRDX3 INM_006793 0.01 | 1.5513384
031| 201646_at scavenger receptor class B, member 2 SCARB2 AA885297 | 0.02 | 1.6010221
032|201647_s_at scavenger receptor class B, member 2 SCARB2 INM_005506| 0.03 | 1.5906466
033]|201661_s_at acyl-CoA synthetase long-chain family member 3 ACSL3 INM_004457| 0.01 | 1.6001148
034|201678_s_at DC12 protein DC12 INM_020187| 0.03 | 1.5643462
035| 201787_at fibulin 1 FBLN1 INM_001996| 0.03 | 1.910708
036|201798_s_at fer-1-like 3, myoferlin (C. elegans) FER1L3 INM_013451| 0.02 | 1.6354269
037| 201918_at Solute carrier family 25, member 36 SLC25A36 Al927944 | 0.03 | 1.6411883
038|201942_s_at carboxypeptidase D CPD D85390 | 0.02 | 1.6134206
039| 202007_at nidogen 1 NID1 BF940043 | 0.03 | 1.784865
040|202143_s_at COP9 constitutive photomorphogenic homolog subunit 8 (Arabidopsis) COPS8 INM_006710 0.02 | 1.5126611
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041|202374_s_at RAB3 GTPase activating protein subunit 2 (non-catalytic) RAB3GAP2 |NM_012414| 0.02 | 1.5766535
protein phosphatase 3 (formerly 2B), catalytic subunit,
042(202429_s_at PPP3CA AL353950 | 0.01 | 1.7161785
alpha isoform (calcineurin A alpha)
043|202444_s_at SPFH domain family, member 1 SPFH1 INM_006459 0.01 | 1.8896967
protein phosphatase 3 (formerly 2B), catalytic subunit,
044|202457_s_at PPP3CA AA911231 | 0.01 | 1.552117
alpha isoform (calcineurin A alpha)
045 202536_at chromatin modifying protein 2B CHMP2B AK002165 | 0.01 | 1.5160311
046|202593_s_at membrane interacting protein of RGS16 MIR16 INM_016641| 0.02 | 1.5102472
serpin peptidase inhibitor, clade E
047|202627_s_at SERPINE1 | AL574210 | 0.02 | 3.9358664
(nexin, plasminogen activator inhibitor type 1), member 1
serpin peptidase inhibitor, clade E
048|202628_s_at SERPINE1 |NM_000602 0.02 | 3.6850758
(nexin, plasminogen activator inhibitor type 1), member 1
049|202770_s_at cyclin G2 CCNG2 INM_004354| 0.03 | 1.5435082
050|202923_s_at glutamate-cysteine ligase, catalytic subunit GCLC INM_001498| 0.02 | 2.9063768
051|202946_s_at BTB (POZ) domain containing 3 BTBD3 INM_014962 0.01 | 1.6240557
ADP-ribosylation factor guanine nucleotide-exchange factor 1
052|202955_s_at ARFGEF1 AF084520 | 0.02 | 1.5484247
(brefeldin A-inhibited)
053] 203066_at B cell RAG associated protein GALNAC4S-6STNM_014863 0.03 | 1.5839539
054|203085_s_at transforming growth factor, beta 1 (Camurati-Engelmann disease) TGFB1 BC000125 | 0.03 | 2.1608279
055|203293_s_at lectin, mannose-binding, 1 LMAN1 INM_005570| 0.02 | 1.9789635
056|203294_s_at lectin, mannose-binding, 1 LMAN1 u09716 | 0.02 | 2.082541
057| 203404 _at armadillo repeat containing, X-linked 2 ARMCX2  |NM_014782 0.02 |2.0663633
058|203748_x_at RNA binding motif, single stranded interacting protein 1 RBMS1 INM_016839| 0.01 | 1.6428717
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059| 204053 _x_at| phosphatase and tensin homolog (mutated in multiple advanced cancers 1) PTEN U96180 | 0.02 | 1.7072555
060|204066_s_at centaurin, gamma 2 CENTG2 |[NM_014914/ 0.03 | 1.6650882
061| 204605_at cell growth regulator with ring finger domain 1 CGRRF1 INM_006568| 0.02 | 1.5059351
062| 204790_at SMAD, mothers against DPP homolog 7 (Drosophila) SMAD7 INM_005904| 0.03 | 1.7849346
063|205180_s_at ADAM metallopeptidase domain 8 ADAMS8 NM_001109| 0.03 | 1.8976016
064|205436_s_at H2A histone family, member X H2AFX INM_002105| 0.01 | 1.542324
065| 205527 _s_at gem (nuclear organelle) associated protein 4 GEMIN4 INM_015487| 0.03 | 1.5615736
066| 206042_x_at | small nuclear ribonucleoprotein polypeptide N SNRPN upstream reading frame SNRPN INM_022804| 0.02 | 1.6762362
067|206113_s_at RABS5A, member RAS oncogene family RABSA INM_004162 0.02 | 1.7590842
068|206116_s_at tropomyosin 1 (alpha) TPM1 INM_000366| 0.01 | 2.168161
069|206245_s_at influenza virus NS1A binding protein IVNS1ABP  [NM_006469 0.01 | 1.5090567
070|207266_x_at RNA binding motif, single stranded interacting protein 1 RBMS1 INM_016837| 0.01 | 1.6106415
071]207431_s_at degenerative spermatocyte homolog 1, lipid desaturase (Drosophila) DEGS1 INM_003676| 0.01 | 1.542273
072|207821_s_at PTK2 protein tyrosine kinase 2 PTK2 INM_005607| 0.01 | 1.6032615
073|208097_s_at thioredoxin domain containing TXNDC INM_030755 0.02 |1.7288516
074| 208643_s_at X-ray repair complementing defective repair in Chinese hamster cells 5 YRCCS 104977 0.02 | 15489099
(double-strand-break rejoining; Ku autoantigen, 80kDa)
075| 208859_s_at alpha thalassemia/mental retardation syndrome X-linked ATRX AI650257 | 0.02 | 16250781
(RADS4 homolog, S. cerevisiae)
076|209131_s_at synaptosomal-associated protein, 23kDa SNAP23 U55936 | 0.01 | 1.8967965
077]|209209_s_at [pleckstrin homology domain containing, family C (with FERM domain) member 1| PLEKHC1 AW469573 | 0.02 | 2.2543647
078| 209409_at growth factor receptor-bound protein 10 GRB10 D86962 | 0.02 | 1.7913702
079209647 _s_at suppressor of cytokine signaling 5 SOCS5 AW664421| 0.01 | 1.5314134
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080| 209868_s_at RNA binding motif, single stranded interacting protein 1 RBMS1 D28482 | 0.01 | 1.757919
081| 210154_at malic enzyme 2, NAD(+)-dependent, mitochondrial ME2 M55905 | 0.03 | 1.658911

082|210337_s_at ATP citrate lyase ACLY U18197 | 0.03 | 1.6132175
083|210809_s_at periostin, osteoblast specific factor POSTN D13665 | 0.03 | 1.9660459
084|211202_s_at Jumoniji, AT rich interactive domain 1B (RBP2-like) JARID1B AF087481 | 0.03 | 1.6053953
085|211559_s_at cyclin G2 CCNG2 L49506 | 0.03 | 2.0475583
086 211651_s_at laminin, beta 1 LAMB1 M20206 | 0.01 | 2.44758

087|211864_s_at fer-1-like 3, myoferlin (C. elegans) FER1L3 AF207990 | 0.02 | 1.9618642
088| 211981_at collagen, type IV, alpha 1 COL4A1 INM_001845| 0.03 | 2.0343637
089|211985_s_at calmodulin 1 (phosphorylase kinase, delta) CALM1 Al653730 | 0.03 | 1.5034102
090| 211992 _at WNK lysine deficient protein kinase 1 WNK1 Al445745 | 0.02 | 1.5539628
091| 212298_at neuropilin 1 NRP1 BE620457 | 0.02 | 1.7827071
092 212660_at PHD finger protein 15 PHF15 Al735639 | 0.02 | 1.7572457
093| 212720_at poly(A) polymerase alpha PAPOLA Al670847 | 0.02 | 1.6408824
094| 212907_at Solute carrier family 30 (zinc transporter), member 1 SLC30A1 Al972416 | 0.01 | 1.739024
095| 213012_at neural precursor cell expressed, developmentally down-regulated 4 NEDD4 D42055 | 0.02 | 1.6585234
096|213061_s_at N-terminal asparagine amidase NTAN1 AAB43304 | 0.02 | 1.5069518
097|213901_x_at RNA binding motif protein 9 RBM9 AW149379| 0.02 | 1.5630468
098|214196_s_at tripeptidyl peptidase | TPP1 AAB02532 | 0.02 | 1.8428509
099| 214544 _s_at synaptosomal-associated protein, 23kDa SNAP23 INM_003825| 0.02 |1.8551272
100|214581_x_at tumor necrosis factor receptor superfamily, member 21 TNFRSF21 BES568134 | 0.01 | 1.9035177
101|214701_s_at fibronectin 1 FN1 AJ276395 | 0.01 | 2.180369
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124|222540_s_at hepatitis B virus x associated protein HBXAP BG286920 | 0.01 | 1.678279
125| 222693_at fibronectin type Ill domain containing 3B FNDC3B BF444916 | 0.02 | 1.5484349
126|223010_s_at OCIA domain containing 1 OCIAD1 AA454649 | 0.01 | 1.638761
127| 223110_at KIAA1429 KIAA1429 BCO003701 | 0.02 | 1.555597
128| 223276_at putative small membrane protein NID67 NID67 AF313413 | 0.02 | 1.8129323
129| 223577 _x_at PRO1073 protein PRO1073 AA827878 | 0.02 | 2.037919
130|223940_x_at| metastasis associated lung adenocarcinoma transcript 1 (non-coding RNA) MALATA AF132202 | 0.01 | 2.7140348
131|224567_x_at | metastasis associated lung adenocarcinoma transcript 1 (non-coding RNA) MALAT1 BG534952 | 0.02 | 2.436764
132| 224726_at mindbomb homolog 1 (Drosophila) MIB1 W80418 | 0.03 | 1.5452155
133| 224819_at transcription elongation factor A (S| TCEALS Al743979 | 0.01 | 1.5945034
134| 224859_at CD276 antigen CD276 AL360136 | 0.03 | 1.5041374
135| 225021_at zinc finger protein 532 ZNF532 AABB1416 | 0.02 | 1.6210703
136| 225032_at fibronectin type Il domain containing 3B FNDC3B Al141784 | 0.01 | 1.5388452
137| 225168 _at FERM domain containing 4A FRMD4A T78406 | 0.01 |1.8072422
138| 225239 _at Al355441 | 0.02 |2.2125103
139| 225285_at branched chain aminotransferase 1, cytosolic BCAT1 AK025615 | 0.02 | 2.027126
140| 225424_at glycerol-3-phosphate acyltransferase, mitochondrial GPAM AB046780 | 0.02 | 1.740033
141| 225567_at Hypothetical LOC388114 LOC388114 | BE207755| 0.01 | 1.888815
142| 225609_at glutathione reductase GSR Al888037 | 0.02 | 2.144665
143| 225974_at transmembrane protein 64 TMEM64 BF732480 | 0.02 | 1.5707608
144| 226280_at BCL2/adenovirus E1B 19kDa interacting protein 2 BNIP2 AA133277 | 0.02 | 1.6715192
145 226558 at Full-length cDNA clone CS0DI062YC15 of Placenta Cot 25-normalized of BE856637 | 0.02 | 16961281

Homo sapiens (human)
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gene name

146|226675_s_at| metastasis associated lung adenocarcinoma transcript 1 (non-coding RNA) MALAT1 W80468 | 0.01 | 2.2176015
147| 226850_at sulfatase modifying factor 1 SUMF1 AAB83501 | 0.02 | 1.582926
148| 227062_at trophoblast-derived noncoding RNA TncRNA AU155361 | 0.01 |3.1964853
149| 227072 _at rotatin RTTN BG167480 | 0.02 | 1.6342819
150| 227080_at zinc finger protein 697 ZNF697 AW003092| 0.01 | 2.047982
151|227257_s_at chromosome 10 open reading frame 46 C100rf46 AW973842| 0.02 | 1.8308182
152|227456_s_at chromosome 6 open reading frame 136 C6orf136 BF224092 | 0.02 | 1.5313978
153| 229586_at chromodomain helicase DNA binding protein 9 CHD9 AW300405| 0.01 | 1.6146306
154 220606_at Protein phosphatase 3 (formerly 2B), catalytic subunit, alpha isoform PPP3CA Al827550 | 0.02 | 15514666
(calcineurin A alpha)
155| 229982 _at hypothetical protein FLJ21924 FLJ21924 |AW195525| 0.03 | 1.5703845
156|231735_s_at PRO1073 protein PRO1073  [NM_014086| 0.02 | 2.0209107
157|231823_s_at KIAA1295 KIAA1295 BG054798 | 0.03 | 1.527874
158| 234989 at trophoblast-derived noncoding RNA TncRNA AV699657 | 0.02 |2.0119648
159| 235138_at Pumilio homolog 2 (Drosophila) PUM2 AA565051 | 0.01 | 1.7716993
160| 235879_at Muscleblind-like (Drosophila) MBNL1 Al697540 | 0.01 | 2.2558458
161| 236841_at CXYorf1-related protein FLJ25222 BE464132 | 0.01 | 1.7994804
162| 238549 at core-binding factor, runt domain, alpha subunit 2; translocated to, 2 CBFA2T2 Al420611 | 0.01 | 1.928193
163| 239742 _at Tubby like protein 4 TULP4 H15278 | 0.03 | 1.5802637
164| 242121_at AW973232| 0.03 | 1.7029374
165| 243768_at SUMO1/sentrin specific peptidase 6 SENP6 AA026388 | 0.01 | 2.2681193
166| 244804 _at Sequestosome 1 SQSTM1 AW293441| 0.01 | 1.5338039

1, 2 2 394,
LFEF AL, Genbank Accession #
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[0077]

[0078]
[0079]

[0080]

[0081]

[0082]

[0083]

[0084]

[0085]

[0086]

[0087]

[0088]

SS=S0ol 10-1443214

P A5 SR o fAARA A8 S slvh S E 1 2 % 39 Genbank S/PWE] st
WA AR EozRE AuE st oldel vhA faAE AWS B BA Bl vd AwstA e
BApe] BAGF HlEo] WE 15 o FOomA, AR BN 1 Wde] AR FEE Ao I

o5} R MW ANE Bate] nrh AASA AW 2, oF AAdi B WYe ¢ gown A4y
1o B U W7t os AAldel FHHE Ae ohn,

AXd 1 S ALt BAD WA S A8

B AR = FEe A7I7F 3em viRtola HE A Mol gl 17] HY 2F (5, NML 7D

rl

AZeta, A9 g 2HoZREH FA] & RNA% 223 e BE $F 22 RNA & o 7}
AlgtE AAs7] Yot dulEdde= 7}':“741 ik, ZF mA ddd FRES 90% o]Ato] FU% AER

AL 99 (necrotic region)S H3}7] 9, T I (tumor mass)e] 7FEAFE]|Z5-E Smmx bmm 719 F
oF Ao g}t wE 279 Wl (pieces)E A =80Tl A &35kt

A7) mlA e 9 ZAHS Iml Trizol A9F (Life Technologies, Rockville, MD) <ol Wi, H
(vortexing)oll sl HA] A& eF k. Trizol AlefF TR EF| uwlg} & RNAS R, 2%
% RNAS] A2 0.6l EFotv= 2 oEt]F HEnlo]l=g ¥3tele 1% °P7]'iz AL 2143 A7) S0
sto] BAISk9 T, & RNA9 %S Nanodrop #%7] (Nanodrop Technologies, Rockland, DE)E A}g&3dte] EA]s}
.

wEE A7) F RNAS] A Fol -7k Ae ERlstal, A7) RNAE FPOE stal E|al dTE 2o =2
3to] GHAL WS AlA |, cDNAS AU, o cDNAE 2 HIER AAF 93-S F3 cRNAS A stE F9
o8 ALgEE=H oW HleRloR bﬂﬁé-ﬂ UTPE whS-alo] #H71sto 2 FAE RNAE H|QE o R F A7} ¥
At oz, 47 F4E ve" RAE RNAE I =FA] oL v %A]ﬂ 50 WA 200 bp 712 A
gslgct. A7) 9H3E cRNA A8 10 wugS Affymetrix GeneChip array (217F 133 plus ver 2) Ao 93}
I 45T A 16217 B9 A3 wmeS AT, geoz, M, I @)@ (phycoerythrin: PE) o2
A 2EfEpdoR 2435ty v RS dAsgiEd, ol ANeE FHe7] fldte] HeEsty d-~E
Aeud A S Hrbstel dAETh. G vlolmRolgo] WS 532mm e Wow FAMSFIL 570nm
4o gFE& HAEs IF AxE SAHSNGY

BHe ArrayAssistTM (Stratagene, Inc., San Diego, USA) Z 2135 o]&3lo] EA3lt}, dHolH
Aele EAd AFEE A whola R el Sl W FF FE @S log2® A FHe & SAF Ade] GC T
Fe ayste] WA wlolmaEod o] Uty ¥F Am HAFS RHFTE s vlela Rl £F (multi-
microarray level)9] >=&3} WH<el GCRMA (log2 transformation) WHHE Z&3sle] st 18 vjuE,
unpaired t-test, HHFElo]A =100. B3 p-% No/FDR Aoz S, deoly AL Id 3
(A = oA, 2% H) > 5 2 fold change = 1.58 wEel= tlolE|whS #3}9 ). probeset_id
A (count) =, AeE (ADC), FHAELE (SQ), e AXE Fejot FaeA A3 v LMo A
7l BEY V€S HEIE T 42 2d Aot vy ZRE AE JFE 4G

B4 AT, F A9k 24, A%F (00 L ARAELE (00 teld F4 wEew Auw A i
7] ¥ 45t gk,
3 4.
EETES e A E
x2H 7 166 300 166
471

B9 A% ZAol olate] Qojx 7 fHAle] Wdel ww volHE Fuaart. oA FHH £4
o] e gAg doles ere] Antviel AR Feldy] Adte], et A FEL W BAE 5



[0089]

[0090]

[0091]

[0092]

[0093]

[0094]

[0095]

[0096]

[0097]

T
=
d

o, A7 AL AA Fe Ael BAE 74 fAxe] wd G, 1 Fol #x BAL Fshe] Pojnl
A A g e

12 91 24 A 5, A7) AG Axe AR 2 RS vlelaoldo] e ZrBeke] EAS)
w45 Fotol E4star, 19 el Figre] AL gl 3do] Afstoln ArtetA] @ fApolA o]
Fol oA a7t gl Aew ddE s v fFAAE ARd ddE dEhdlls Fold. & 34 = 60
Holm, o]F F 199e] s 24 AE F 1d Wl ALsglon, 419 3do] Austelm et &gk
o

¥ 2v H 24 HE F, AUYF(adenocarcinoma) Z HFE = HG AEe fHx #E HHE wlo]A=
ofglo] Aol zZmmBsote] A5t BAE Fote] wAsta, 1d el #H kol AEd dxape} 3ide] Atetol
AetA] ed2 FApell Ao B el oA Aolrh Sl Aom dAdE= v s AT das v
Bl Folth. MtE(adenocarcinoma) 2 7%= HYS 74 F 84 = 289elH, o5 T 8] HY
24 A F 1d el Agsislen, 158 3do] Aatstele AdatA] gkt

38 HoF %7 AHE3 & HPAY A ES(squamous cell carcinoma)®
HE nfolazojge] Aol xaHole] S48 B8 Tt EA4sta, 1d ol sl A
Satol A o] d FFoll oAl zbel7) dE A

1, 2 2 3o ekl uiel o], # 1, 2 2@ 39 Genbank 37FHZC aFsl= viA 42 FomRE A
d sl ol ate] whE ke Aasl shabel A utelx] @k Al glo]ld T-test p gho] B 0.05 WO ®
% 2 frofg xolE Blvh. wEbA, 3 1, 2 % 39 Genbank 7FHSO si@EtE A FHA o
g9 s ol miA fHxE HY HE FES L2 A uiste] F5o] #H o] ALz
=g 4= e vHA AR A" 4 o T3, % 1, 2 2 39] Genbank 37bH | dFE}

AAp o R RE Muld shu oo miA A= AEE $hxe] Wy itel] o AsbA ¢
o] whel Hafo] HlFo] B 1.5v] oo g, At St A 1 wFo] AASA TUEE SR

o o rfr

o9 A AA e W2 @A) AT ok o], AE, A FH, AXIH, 471 (pstage), TF A
& wAslon, O A= &) & 5, 6 % 7ol UER whe} ot

%5
i FAsHY #EAuH A3

AHE(EA) chi-square test ko]l $1&: p #4=0.552

ol (A 2-sample t-test ko]l $1S: p #=0.559

FAEAD chi-square test ko]l 91 p #4=0.813

AEZHE(EA) chi-square test ko]l $1S: p #4=0.682

o17] (pstage) (B4 Fisher's exact test ko]l $1&: p #=0.305

T4 A71(FAD 2-sample t-test kol A& p #=0.039

ol (54 - Aol gl

% 58, oo FHE AE Fyo| wet TESA &S 60Me F% 3hato] tiste] B3 Axto|tt. 604 F
A SkxpE 199 o) v AL Sat= 419olth. ¥ 5o vrERA vl Zo], AW of 3 9 2ok 7S A9
st v A EAo A Z7 (confounder) & 7FAE 7FeAdo]l e 4 ARELS AE njAL LA FA
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[0098]
[0099]

[0100]

[0101]
[0102]

[0103]

[0104]

[0105]

[0106]

[0107]

[0108]

[0109]

S==35| 10-1443214

o2 Fogt ztolE UEA ZSS & F vt &, A9 Adde AW AR gaiAt FAHeE
gt e Aol & Uil FAA HFolgtn & .
3 6.
i FAsHY #AuH 23
AHE(EA) Fisher's exact test z}o] ¢S p %k=1.000
ol (A 2-sample t-test ko]l $1S: p #4=0.618
FAEAD chi-square test ko] gl p #k=0.6570
AEFHE(EA) - S5 A (ADC)
o}7] (pstage) (BEA) Fisher's exact test ko]l $1S: p %4=0.085
% AN EAD 2-sample t-test #po] Y& p %k=0.051
Aol (5A4) - ol P&,
X 62, &9 THE AX ol wt FEIIGE A, ALTd sidete 239 T4 Aol uste] #
A Azfolrt, 239 F AL A= 8® o, HAY A= 159 olATE. F 69 YER e} Fo], AW o
FE AQsta U] EXoA & (confounder)E 7FAE 7FeAdol e A ARELS Sy vjad +
A FAXCE Fot AolE YEIA LS & F duk. F, BAE AIe A gF g A
o2 Fos Bd zolE YEdE FHAF EFolgta & 4 3l
X7
i FAsHY #EAuH 23
AHE(EA) - BT 93
ol (A 2-sample t-test ZFo]l $1S: p %4=0.328
6"4( ) chi-square test =z}o]l 18 p Zk=1.000
AEFHE(EA) - R b B A A 0))
7] (pstage) (B5A) Fisher's exact test zFo] ¢S p Zk=1.000
=9k I71(FA]) 2-sample t-test ZFo]l $S: p #4=0.417
Aol (54) - Aol Y&
X 72, 49 FTHE AXE Feo wgt FESINS A, AHAEGT Sidste 37H e FF FAo) st
o BA3 Aoty 374 F AW A= 119WelH, vAE ExlE 26Wolk. ® 7ol R uRep o],
AL oJRZ ALt ymx] EAoA & (confounder) S 7FAE 7FeAlo]l & I AHELS APy H
Ak T A FAAHCR Fodt AolE YERA S & F vk &, BAE Ze A wg #A

HHFAELGZE (SQC) el A A o Foll thajMnt SAH = Folgh Td Ao]S ek

AN 2 0 FAY Z2E o] &3 AY AR AP 4=

B AAAAE, AAd 1A doF A R uAE BA FHE v G4 B 22 Y,
EAY B4 29g AHgstel Age] AL AU AFT F ASAF HANS

BAe, F AGRA, AUE D APALGEA thatel ol zAztel doly F AL BAH mue 4%
A A
o

1| E dlo] ¥

ol
ol
N
do q
on [
v
ol
X
m
o
o
=
=
=
0Q
»
@
—t+
il
S
Dol
ofo
ol
ol
Rl
i
A
>
=
e
An)
Gl
o
N
v
ol J
N

ZT Adx2, AT D AFAELT et 47 ALeE Hd AES HAE AEo gt delHe 747t
ohe3t % 8, 9 % 103 2k
¥ 8
= HJ =3 H] A gk A ar A
d4d HNE 28 15 43
HAE AE 13 4 17
A 41 19 60
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[0110] %9
[0111] AAE H] )] gk Ak A
d4d HNE 9 6 15
H2E A 6 2 8
Al 16 8 23
[0112] ¥ 10.
[0113] HAN TGS H] 2] gk A ar A
d4d HNE 17 7 24
HAE AE 9 4 13
Al 26 11 37
[0114] Az, ASF: D AFGAELGFT sk, 7] H2E HNEE QA oS =49 (QDA prediction model)<

=
o
Abgete] A5 Aok ey & 11, 12, ¥ 183 vk % 11, 12, % 130 uEkd ups} o], o5 e
= 76.4%°]7¢o] At

[0115] ¥ 11, & Hgx=Ad ek QDA o5 =9 (QDA prediction model)S AFE-3+ o &3t Az}
[0116] o= 3t (predicted class) A
= H] A 2 Ak
A4 Zk(true class) H] 2 it 10 1 11
Ak 3 3 6
e % (overall accuracy) 76.4%
[0117] X 1104 AE=E F A U 1 g3 At dF5 g HEEoY. & 8= =(17-4)x100/17
=76.4%. ©|s} A Attt
[0118] F 12, AYE =0 gk QDA o5 == (QDA prediction model)& AHERE ol 53 A3}
[0119] o= 3t (predicted class) A
= H] 2] gk Ak
A4 Zk(true class) Gl 6 0 6
Ak 0 2 2
e % (overall accuracy) 100%
[0120] ¥ 13, AFAMELFE ZA g QDA <= =@ (QDA prediction model)S AF&3F o Z3 Ay}
[0121] =¥ o= 7t (predicted class) Al
H] A 2 Ak
A4 Zk(true class) H] 2 gt 9 2 11
Ak 0 2 2
e % (overall accuracy) 84.6%
[0122] Az, MgF 2 HIAANESFT digtd, 47 H=E HMEZ DA o5 29 (LDA prediction model)&
Abgslo] o3 A3t= &7 & 14, 15, 2 169 #Yh. 14, 15, 2 160 vERH ule} o] oS HE T

[0123] ¥ 14, F HgxAd ek LDA o5 2@ (LDA prediction model)S AF&-3F o &3t Az}
[0124] o % %k (predicted class) A
ne ] A | A
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[0125]

[0126]

[0127]

[0128]

[0129]

[0130]

[0131]

[0132]

[0133]

[0134]

[0135]

S=S36 10-1443214

121

fKl

S =X

prediction model)&

Agetel dZe 2

o5 =T 59.46%0]3°]

371 ¥ 17, 18,

2199 Zo. %

A4 Zh(true class) H] 2 it 10 1 11
Ak 3 3 6
A3 % (overall accuracy) 76.4%
. AerE zAd gk LDA 4= 22 (LDA prediction model) S A&3F o=
of|= zk (predicted class) 7
= H] 2] gk s
A4 Zk(true class) Gl 6 0 6
Z Hk 0 2 2
A3 (overall accuracy) 100%
AGAESE 24 g LDA o= 29 (LDA prediction model)S AF&3F o =3 A}
2 o= Zk (predicted class) A
H] 2] gk s
A4 Zk(true class) H] 2 it 9 1 10
Ak 0 3 3
A3t % (overall accuracy) 92.3%
Aotz W AP M FEAF| tdte], AV HAE HNEES 7d WEYA o= 249 (Neural network

319l yERA uE

=3 A

v =

Z HdxAd 3t 7d YMEYA o= =2 (Neural network prediction model)S AF&3F o
o|= 7t (predicted class) A
= H] 2] gk Ak
A4 Zk(true class) H] A 2 40 1 41
A 18 1 19
e % (overall accuracy) 68.33%

o

CAGE 2 9 FE MEDDL o

29 (Neural network prediction model)S AM&3F

o= Zt (predicted class) Al
=i ] A gk A gk
224 Z(true class) H) A 2 14 1 15
Ak 1 7 8
A 8t= (overall accuracy) 91.3%

| -

&3

pud

C AGAESE 2Ho Y3 7d HEYA o5 29 (Neural network prediction model)<=
%
5 o= 7k (predicted class) A
H] A 2 Ak
A4 Zk(true class) H) A 2 20 6 26
2k 9 2 1
e %= (overall accuracy) 59.46%
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[0136]

[0137]

[0138]

[0139]

[0140]

[0141]

[0142]

[0143]

[0144]

[0145]

[0146]

[0147]

[0148]

AYEA, BYT o APALYTA A3, 9]

HaE HES

S=S5 10-1443214

gAd Eg o5 29 (Decision tree

prediction model)& AFg3lo] &S Axe= 3sl7] & 20, 21, ¥ 227 Zrd, ® 20, 21, ¥ 22¢] YEpd wf
9} o], dF AT 61.67%0] 0],
X 20. & HAxFHo 3t tAld E] o= 29 (Decision tree prediction model)S AFE3F o =3 A}
9% % (predicted class) A
= H] A 2 Ak
A4 Zh(true class) H] 2 it 35 6 41
Ak 17 2 19
e % (overall accuracy) 61.67%
I 21 AYE Z2Fo i3 gAld E] o= 24 (Decision tree prediction model)S AFE3F o =3 A}
9% %k (predicted class) A
= H] A 2 Ak
A4 Zk(true class) ] 2 it 15 0 15
Z Hk 8 0 8
8% (overall accuracy) 65.22%
X 22, HHAEGE ZF0 i3 gAld Ed o= 29 (Decision tree prediction model)& AF-&3F oS3k
23}
2 H o|= zk (predicted class) Al
H] A 2 Ak
A4 Zk(true class) H] 2 it 25 1 26
ks 2 9 11
A3 (overall accuracy) 91.89%

Hotza, AekE W WA EgE

thate],

/\01-

vector machme prediction model)S AF&38te] oS53 A=
g3t Gwol ol AT

250 VheRdl vhsl o],

2

|\

o ke

]_«s

AES HIE ¥E wa o= 2d (Support
7] X% 23, 24,

9 259} Aoy, ¥ 23, 24, ¥

23 & HgxzAo| Uzt AxXE ¥E WAl oF 29 (Support vector machine prediction model)& A}-&3F
st Az}
o|= zk (predicted class) Al
= H] A 2 Ak
A4 Zk(true class) H] A 2 37 4 41
ik 17 2 19
A 8t= (overall accuracy) 65%

24, WAF 2ol thak AMEZE WE WA o= 29 (Support vector machine prediction model)S AF&
o =gt A
o|= zk (predicted class) Al
= H] A 2 Ak
224 Z(true class) H) A 2 15 0 15
A 1 7 8
e %= (overall accuracy) 95.65%
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[0149]

[0150]

[0151]

[0152]

[0153]

[0154]

[0155]

[0156]

[0157]

[0158]

[0159]

[0160]

[0161]

S==35| 10-1443214

5 o= 7t (predicted class) Al
] A gk Ak
224 Z(true class) H) A 2 24 2 26
2k 1 10 1
A 8t= (overall accuracy) 91.89%

dorz, ferE 2 APALLE tiste], A7) HAE AES toln wo|= % = (Naive Bayes
prediction model) & AF&3He] olZ@ Asb s E 26, 27, % 283 o E 26, 27, % 289 el w}
o} o], o3 skt 58.33%0] 4ol Lt

¥ 26. & HYFFH th3l Ho]H wo]Z «= X9 (Naive Bayes prediction model)S AFE3F o =3l A}
o= 7k (predicted class) Al
= H] )] gk s
A4 Zk(true class) ] 2 it 26 15 41
Z Hk 10 9 19
e % (overall accuracy) 58.33%
¥ 27. AoE Ao 3k olH Ho]= o= Rl (Naive Bayes prediction model)S A3 o =3 Ay}
o= 7k (predicted class) Al
= H] 2] gk s
A4 Zk(true class) H] 2 it 15 0 15
ks 1 7 8
A% (gverall accuracy) 95.65%
¥ 28. AFGMELE Ao 3k yolB Wo]= o= Rd (Naive Bayes prediction model)S A3 o =3+
23}
2 H o= 7k (predicted class) Al
H] 2] gk s
A4 Zk(true class) H] 2 2 24 2 26
Ak 1 10 11
A3t % (overall accuracy) 91.89%
2 Al A8 o F RAELS EBAY HEofilAs B4R AEH e REER A gols)
A deste] A& = e Aot
gy o] g
2 Age] e X855 w2 dY Azt #Hd AL fFES odSche W gtd, #Hd AA FES T
2 H A HG AL AES w2 HAYgER 5T F ).
2 gl #He AEE w2 3x g AW AP uis BaAE FAgdste Wl ostH, #Hd AlA
TEE T2 HY B HY AL HES =2 AL 53 AHAE 2 e HIANE LT F 9
=
2 wge] #He X85 w2 A #d A APl dis BuAe osiH, HY AA FES T2 HY
bl Hok At S =2 AR JF53 495 ¥
2 e Hg ARE P2 9y 2o Hd AL A¥ES Ay 4 2A4E, J1E Y ulo|m R o] g o]
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