Online Supplemental Data

Table 1. IKK2/NF-kB-dependent up-regulated target genes.

HMEC- Lierapty +TNF-o.

[HMEC-1/KK2 -TNF-o.

HMEC-1/IxBo. +TNF-o.

[vs HMEC: Uexapty -TNF-o. | vs HMEC- Liexapty -TNF-c:fvs HMEC- Uexapty+TNF-o.
Probe D |Gene [Symbol [Acc.No SLR__sd | Fold | SR sa | Fold | Av.  sa | Fold
1405_i_at | chemokine (C-C motif) ligand 5 CCLs T[mziiz1 515 031 36 | 507 032 | 34 | 705 147 | 133
200629_at  [tryptophanyltRNA synthetase waks  ||nm_oodiaz | 129 o 2 132 008 2 1,52 014 3
200887_c_at|signal transducer and activator of transcription 1, 91kDa sTATi  ||Nm_o073151 | 137 016 3 165 014 3 135 0,18 4
201422_st [interferon, ganua-inducible protein 30 IFI30 NM_006332.1 | 174 051 3 162 047 3 1,63 028 3
201471 _s_at|sequestosome 1 5osTM1 1 [Nn_0039004( 151 244 | 28 [ 2% 17| 60 |-121 o014 | 23
201601 _x_at|interferon induced transmembrane protein 1 (9-27) iFITM1 1|NM_o036ar1 | 217 031 5 301 026 8 294 012 8
201641_at [bone marrow stromal cell antigen 2 BST2 NM_0043352 | 398 031 16 | 655 057 | 94 |55 080 | 46
201649_at  [ubiquitin-conjugating enzyme EZL 6 UBE2LS NM 0042231 | 1,55 0,23 3 163 022 3 209 011 4
202086_at (influenza virus) resi 1, interfe ducible protein p78 (mouse) Mx1 NM_002462.1 | 347 034 11 394 029 15 | 622 02 | 75
202267 st [taminin, ganma 2 LaMC2 NM_005s62.1 | 341 022 11 316 013 9 413 0,12 18
2022702t |guanylate binding protein 1, interferon-inducible, 67kDa GEP1 I |NM_002053.1 | 241 019 5 237 022 B 243 015 5
202307_s_at|transporter 1, ATP-binding cassette, sub-family B (MDR/TAP TAPL NM_0005932 | 204 029 4 204 02 4 229 017 5
202357_s_at|B-factos, properdin EF NM_001710.1 | 167 0,16 3 213 019 4 277 1,19 7
202411_at Ipha-inducible protein 27 1F127 NM_005532.1 | 272 042 7 417 | 037 18 | 4% 02 | 24
202430_s_at|phospholipid scramblase 1 PLSCRI | |nm_0211051 | 149 022 3 136 0,19 3 204 019 4
202638_c_at|intercellular adhesion molecule 1 (CD54), human shinovirus receptor icani  I|nmoooz011 | 233 023 7 242 017 5 449 045 | 22
202644_s_at|tumor necrosis factor, alpha-induced protein 3 TNFAIP3 | [NM 0062001 | 297 03 8 341 026 1m | a1 012 18
202688 _at  [tumor necrosis factor (ligand) superfandly, member 10 TNFSF10 1 |NM 038101 | 223 011 5 197 021 4 344 011 11
202833_s_at|serine (or cysteine) proteinase inhibitor, clade A (alpha-1 antiproteinase, antitrypsir), memiber | SERPINA1 |NM_000295.1 | 139 049 4 213 051 4 246 03 6
202869_at  [2,5-oligoadenylate synthetase 1, 40/46kDa 0AS1 I|uni_otester | 238 028 5 257 029 6 320 008 10
202902 s _at|cathepsin s CTsS 1 [NMTood0701 | 251 048 6 311 013 9 36 055 12
203148_s_attripartite motif-containing 14 TRIM14 NM_014788.1 | 1,53 0,09 3 183 009 4 166 013 3
203153_at | induced protein with i ide repeats 1 IFIT1 NM_001548.1 | 353 035 12 | 393 034 | 15 |4z 02 | 20
203236_s_at|lectin, galactoside-binding, soluble, 9 (galectin 9) LGALSO NM_009587.1 | 247 1,14 6 326 1,03 10 | 23 10 7
203596_s_ d protein with repeats 5 (RI5%) IFITS I|NM_012420.1 | 261 023 6 275 037 7 398 038 16
203828_c_at|natural killer cell transcript 4 NK4 NM_004221.1 | 596 021 62 | 544 035 | 43 | 782 o014 | 226
203868 _s_at|vascular cell adhesion molecule 1 VCAMI NM 0010781 | 37 01 13 | 261 o1 6 452 021 23
203882_at factor 3, gamma 48KDa ISGF3G NM_o060s4l | 121 042 2 169 039 3 L4l 03 S
203927_at  [nuclear factor of kappa light polypeptide gene enhancer in B-cells inhibitor, epsilon NFKEIE NM 0045361 | 1.4 o1 3 121 014 2 177 012 3
204105_s_at|neuronal cell adhesion molecule NRCAM  |NM_00s010.1 | 1,55 028 3 136 029 3 237 047 5
204224_s_at|GTP cyclohydrolase 1 (dopa-responsive dystonia) GCH1 NM_000161.1 | 1,57 017 3 176 0,12 3 207 012 4
204279_at  [proteasome (prosome, macropain) subunit, beta type, 9 (large multifunctional protease 2) PSMES NM_002800.1 | 162 01 3 188 007 4 202 011 4
204341 st [tripartite motif-containing 16 TRIM16 NM_006470.1 | 146 02 3 131 008 2 21,25 023 2
204439_at  [chromosome 1 open reading frame 29 C1o:f29 Nni_o06s20.1 | 451 033 | 23 | 627 03 | 77 | 736 o066 | 164
204502_st [SAM domain and HD domain 1 SAMHD!  |NM_0154741 | 126 024 2 216 031 4 137 017 3
204533_at  |chemokine (C-X-C motif) ligand 10 CXCLIO NM_001565.1 | 275 03 7 333 019 10 | 335 02 10
204614_at |serine (or cysteine) proteinase inhibitor, clade B (ovalbumin), member 2 SERPINE2  |NM_002575.1 | 226 031 5 383 021 14 | 214 02 4
204698 _at [interferon stimulated gene 20kDa 15620 1 [nmoo2z012 | 224 02 5 145 01 3 1,84 036 4
204747_at | induced protein with repeats 4 IFIT4 NM_001549.1 | 302 029 8 325 020 10 | 312 013 9
204202_st  [Ras-related associated with diabetes RRAD | |NM_ 0041651 | 172 054 3 271 048 7 2,57 036 6
204304_at  [Sjogren syndrome antigen A1 (52KDa, ribonucleoprotein autoantigen S5-A/Ro) ssAl NM_003141.1 | 1,04 0,11 2 118 0,09 2 13 006 2
204306_x_at|major histocompatibility complex, class I, F HLAF | |NM_0129501 | 131 035 2 152 031 2 472 0l 3
204972_at |2-5-oligoadenylate synthetase 2, 69/71kDa 0as2 Tlun_otes17.1 | 261 02 6 339 014 | 10 | -.a19 017 18
204994_at  [myxovirus (influenza virs) resistance 2 (mouse) X2 NM_002463.1 | 351 008 1| 44 01 22 | 425 o 19
205067_at |interleukin 1, beta ILIE 1|NM_000576.1 | 244 021 5 171 012 3 303 019 8
205266_at  [leukenda inhibitory factor (cholinergic differentiation factor) LIF NM_0023092 | 208 075 4 211 093 4 235 0326 5
205476_at |chemokine (C-C motif) ligand 20 ccLzo NM_004591.1 | 376 047 14 | 351 046 1m | 697 05 | 125
205483_s_at|interferon, alpha-inducible protein (clone IFI-15K) G1P2 NM 0051011 | 257 03 6 294 | 019 8 327 028 10
205599_at | TNF receptor-associated factor 1 TRAFI NM_005658.1 | 415 017 18 | 343 02 1m |33 07 40
205660_at [2-5-oligoadenylate synthetase-like 0ASL |[nm 0037331 | 174 026 3 2 035 4 6 014 3
205681 _at [BCLZ-related protein Al ECL2A1 NM_004049.1 | 225 0,19 5 132 014 2 249 019 6
205798 _at [interleukin 7 receptor IL7R NM_o02185.1 | 176 025 3 229 023 5 245 021 5
205875_s_at|three prime repair exonuclease 1 TREXI NM 0163811 | 2 1,49 4 277 174 7 228 074 5
205890_s_at|ubiquitin D UED Nni 0063981 | 643 024 | 89 | 497  11a | 31 | 885 107 [ 461
206026_s_at|tumor necrosis factor, alpha-induced protein 6 TNFAIPS |[NMT0071151 | 273 0,59 7 272 65 7 38 038 7
206336_at |chemokine (C-X-C motif) ligand 6 (granulocyte chemotactic protein 2) CcxCLS NM_002993.1 | 325 042 10 | 219 03 5 438 035 [ 20
206343_c_at|neuregulin 1 NRG1 NM_013959.1 | 202 042 4 127 029 2 18 044 3
207196_s_at| TNFAIP3 interacting protein 1 (Nef-associated factor 1) TNIPL NM_006058.1 | 1,88 0,14 4 172 01 3 247 011 6
207426_s_at|tumor necrosis factor (ligand)  member 4 (¢ i activated 1, 34KDsf TNFSF4 NM_003326.1 | 124 031 2 143 027 3 166 033 3
207517_at  [laminin, gamma 2 LaNC2 NM_01sg911 | 2 035 4 233 033 5 217 1,21 5
207571 _x_at|chromosome 1 open reading frame 38 Clof3z | |NM_opdsds1 | 156 017 3 147 023 3 1,52 013 3
207850_at [chemokine (C-X-C motif) ligand 3 (GRO3) CcxCL3 NM_002090.1 | 299 035 8 257 025 6 583 067 | 57
202012_x_at|SP110 nuclear body protein P10 1[N ooaso01 | 1,49 021 3 169 014 2 L6 0,15 3
208436_s_at|interferon regulatory factor 7 IRF7 NM_004030.1 | 224 027 5 234 013 5 309 021 9
208729_x_at|major histocompatibility complex, class I, B HLa-B | |D83043.1 129 055 2 16 051 3 221 0326 5
209278_s_attissue factor pathway inhibitor 2 TFPI2 1 [L27624.1 174 016 3 135 011 3 18 016 2
200417_s_at|interferon-induced protein 35 1F135 BCO01356.1 | 2,35 039 5 281 034 7 2,54 0328 6
209545_s_ threonine kinase 2 RIPK2 AF064324.1 145 021 3 113 018 2 1,25 012 2
209636_at [nuclear factor of kappa light polypeptide gene enhancer in B-cells 2 (pd9/p100) NFKE2 BCO02844.1 | 268 1,19 6 286 1,04 7 297 09 8
209774_x_at|chemokine (C-X-C motif) ligand 2 (Gro2) cxCL2 11577311 247 02 6 139 014 3 512 026 | 35
209785_s_at|phospholipase 42, group IVC (ceytosolic, calciumindependent) PLA2GIC  |AF0652141 132 016 2 118 017 2 223 014 5
209939_x_at|CASPS and FADD-like apoptosis regulator CFLAR | |aF005775.1 146 016 3 L1901 2 137 019 3
209946_at |vascular endothelial growth factor C VEGFC Uss111.1 19 021 4 164 024 3 L4201 3
209970_x_at|caspase 1, apoptosis-related cysteine protease (interleukin 1, bets, convertase) Caspl 1 [ms7507.10 113 012 2 L8 006 2 42 018 3
210163_at |chemokine (C-X-C motif) ligand 11 cxcLil | |aFozosial | 373 073 13 | 508 122 | 34 | 491 083 | 30
210229_s_at|colony factor 2 ( CsF2 M11734.1 289 098 7 278 101 7 466 105 | 25
210511_s_at|inhibin, beta A (activin 4, activin AB alpha polypeptide) INHBA 1134361 243 041 5 377 0326 14 | 285 031 7
210538_c_at|baculoviral IAP repeat-containing 3 EIRC3 U37546.1 395 049 15 | 445 o038 | 22 |69 14 | 127
2114295 at[Homo sapiens PRO2275 mRNA, complete cds PROZ275  |AF119873.1 172 027 3 187 031 4 202 014 )
211506_s_at|interleukin 8 C-terminal variant ILs I|aFoazzzry | 291 028 8 241 026 5 275 022 7
211799_x_at|major histocompatibility complex, class I, C HLa.c 1 |uszszan 163 039 3 198 049 4 221 017 5
213293 _s_attripartite motif- containing 22 TRIM22 44083478 196 018 4 233 018 5 31 o 9
213361_at [tudor repeat associator with PCTAIRE 2 PCTAIREZEP |4W129503 125 022 2 124 018 2 1,22 017 2
213797_at |vipesin cigs |A1337069 365 112 13 | sz2 077 | so | 304 161 8
214453_s_at|interferon-induced protein 44 IFlaa 1|NM_006417.1 | 323 016 9 381 015 14 | 307 007 8
214974_x_at|chemokine (C-X-C motif) ligand 5 cxcLs | |akoesasi | 313 013 9 382 018 14 | 588 037 | s9
215223 s_at|sup 2, SOD2 1 |was3ss 342 03x 11 271 025 7 435 023 [ 20
216598_s_at| chemokine (C-C motif) ligand 2 (MCP-1) ccL2 569738.1 361 023 12 | 297 019 8 565 024 | 50
217767 _at |complement component 3 c3 NM_000064.1 | 1,56 0,47 3 245 042 6 413 058 18
217933_s_atleucine aminopeptidase 3 LaP3 NM_015907.1 | 191 0,12 4 194 008 4 22 012 5
212400_at |2-5-oligoadenylate synthetase 3, 100kDa 0AS3 NM_006187.1 | 195 0,18 4 226 018 s 288 017 7
212043_s_at| DEAD/H (Asp-Glu-Als-Asp/His) box polypeptide RIG-I NM_014314.1 | 244 006 5 26 008 6 271 015 7
212986_s_at|hypothetical protein FLI20035 FLI20035  |NM_0176311 | 18 032 3 194 036 4 187 017 4
219181_at [tipase, endothelial LIPG NM_006033.1 | 338 0,18 10 | 252 006 6 371 024 13
219209_at  |melanoma differentiation associated protein.5 MDAS NM_022168.1 | 339 049 10 | 349 06l 1m | a1z 032 18
219211 at  [ubiquitin specific protease 13 usp1z NM_017414.1 | 253 033 6 236 028 7 401 06 16
219352_at |hypothetical protein FLI20637 FLIZ20637  |NM_0179121 | 266 027 6 362 035 12 | 41 036 17
219424_at  [Epstein-Barr virus induced gene 3 EEI3 v 0057551 | 576 034 | 54 | 563 045 | s0 | 579 021 55
219593_at  |solute carier family 15, member 3 SLc15a3  |NM_o16s821 | 208 158 4 286 15 7 228 052 5
219684_st |28KD interferon responsive protein IFRG28 NM_022147.1 | 211 065 4 273 o7 7 3 057 8
219691 st |FLI20073 protein FLI20073  |NM_0176541 | 145 048 3 191 043 4 1,53 029 3
219863_at [cyclinE binding protein 1 CEB1 NM_016323.1 | 149 026 3 203 011 4 174 035 3
220091 st [solute cassier family 2 (facilitated glucose transporter), member 6 SLC246 NM_0175852 | 204 0,49 4 179 05 3 214 033 4
220987_s_at|likely ortholog of rat SNFI/AMP-activated protein kinase SNARK NM_0309521 | 181 023 4 1,56 015 3 237 022 5
221371_at  [tumor necrosis factor (ligand) superfandly, member 18 TNFSF12  |NM_0050921 | 245 022 5 241 012 5 214 032 4
221816_s_at|PHD finger protein 11 PHF11 BF055474 134 028 3 134 021 3 156 0,18 3

(Comparison HMEC-/empty vector +TNF-o vs HMEC-1/ empty vector -TNF-o0 (Increase) and HMEC-1/IxkBot -TNF-o
vs HMEC-1/empty +TNF-o. (Decrease) and HMEC-1/IKK2 -TNF-o. vs HMEC-1/empty vector - TNF-o (Increase) ).

# SLR: signal log ratio (mean of three independent hybridization experiments).

1 Gene with multiple hits on the genechip.




Table 2. Genes up-regulated in TNF-o.-stimulated control HMEC-1/empty vector and down-regulated in
stimulated HMEC-1/TD IxkBo

HMEC-erapty +TNF-0.

HMEC-11xBo. +TNF-o.

vs HMEC-1ferapty -TNF-o, [vs HMEC-1iexapty+TNF-o,
Probe Set ID |Gene Title Gene Symbol|Acc No. FSLR sd Fold [*3LR sd Fold
201762_s_a |proteasome (prosome, macropain) activator subunit 2 (PAZS beta) PEMEZ NM_002818.1) 1,12 0,14 22 -L18 0,09 23
202023_at  [ephein-Al EFNAL NM_004428.1| 164 023 31 1,78 027 34
202376_at  |[serine (or cysteine) proteinase inhibitor, clade A (alpha-1 antiproteinase, antitrypsin), member 3|SERPINAS - |NM_001085.2) 2,09 0,56 43 -265 088 63
202531_at  |interferon regulatory factor 1 IRF1 NM_002198.1f 136 013 26 -163 021 31
202659 _at  |proteasome (prosome, macropain) subunit, beta type, 10 PEMEBIO NM_002801.1) 1,67 0,34 32 -1,7 0,17 32
203045_at  [ninjurin 1 NINJ1 NM_004148.1 1,19 041 23 1,39 033 26
203821 _at  |diphthetia toxin receptor (heparin-binding epidermal growth factor-like growth factor) DTR TN 01945 1,32 023 25 -1,22 0,1 23
204470_at  [chemokine (C-X-C motif) ligand 1 CXCL1 NM_0015101f 1,72 019 33 388 014 147
204580 _at  [matrix metalloproteinase 12 (macrophage elastase) MMP12 NM_002426.1) 165 0,15 3,1 -162 0,19 31
205180_s_at [ta disintegrin and metalloproteinase domain & ADAMSE NM_001109.1) 264 038 62 324 064 94
205207_at  [interleukin 6 (interferon, beta 2) L6 NM_000600.1 168 0,19 32 26 013 6,1
205576 _at | serine (or cysteine) proteinase inhibitor, clade D (heparin cofactor), member 1 SERFIND]  [NM_0001852 1,76 1,12 34 S48 026 28
205680_at  |matrix metalloproteinase 10 (stromelysin Z) MMP10 NM_002425.1f 327 011 96 -84 033 36
207030_s_at [cysteine and glycine-tich protein 2 CSRP2 NM_0013201 121 026 23 1,39 028 26
207442_at  [colony stimulating factor 3 (granulocyte) C3F3 NM_000759.1f 229 046 49 387 06 146
208394 _x_at |endothelial cell-specific molecule 1 ESML NM_007036.2) 1,22 0,17 23 -1,35 0 021 25
209099 _x_at [jagged 1 (Alagille syndrome) JAGL 1{U73936.1 1,22 013 24 -1,09 01 21
210118 _s_at [interleukin 1, alpha IL1A M15329.1 1,21 028 23 264 102 62
210218 _s_at [nuclear antigen Sp100 SP100 U36501.1 1,2 0,39 23 1,52 026 29
210260 _s_at |tumor necrosis factor, alpha-induced protein 8 TNFAIPS BCO05352.1 1,54 033 29 -139 0 024 26
210689_at  [claudin 14 CLDN14 AF314000.1 22 0,35 46 -161 021 31
211075 _s_at |CD47 antigen (Rh-related antigen, integrin-associated signal transducer) CD47 1{z25521.1 1,19 0,21 23 -1,58 0 0,19 30
211844 s_at [neuropilin 2 NRP2 AF022859.1 1,73 074 33 17505 34
218541 _s_at [chromosome & open reading frame 4 C8orfd NM_020130.1 1,64 0,29 3,1 -1,7 0,33 32
218627_at  [hypothetical protein FLT11259 FLI11259 NM_018370.1 1,23 008 23 -164 01 31
218334_s_at |heat shock 70kDa protein 5 (glucose-regulated protein, 78kDa) binding protein 1 HSPASEPL |NM_0178701f 1,6 0,36 30 2,36 035 5,1
219584 _at  |phospholipase A1 member & PLALA NI _015900.1) 2,33 0,76 50 377 076 136

(Comparison HMEC-/empty vector +TNF-a vs HMEC-1/ empty vector -TNF-a (Increase) and HMEC-1/IkBa +TNF-a vs

HMEC-1/empty vector + TNF-a (Decrease) less HMEC-1/IKK2 -TNF-a vs HMEC-1/empty vector - TNF-a (Increase) ).
# SLR: signal log ratio (mean of three independent hybridization experiments).
1 Gene with more than one hiton the genechip




Table 3. Genes up-regulated in TNF-o.-stimulated control HMEC-1/empty vector and in unstimulated
HMEC-1/CA IKK2.

HMEC- lexapty +TNF-o.

HMEC-1IKK2 -TNF-0.

vs HMEC- Uerapty -TNF-o. [vs HMEC-Lerapty -THF-o.
Probe et ID |Gene Title Gene Symbo]dec No.  |*SLR sd Fold |*SLR sd Fold
201502 _s_at [nuclear factor of kappa light polypeptide gene enhancer in B-cells inhibitor, alpha|[NFKEIA  |AI073167 | 205 039 41 161 032 31
210002_at  |GATA binding protein 6 GATAS D873ILL | 217 099 45 264 09 6.2

(Comparison HMEC-/empty vector +TNF-o0 vs HMEC-1/ empty vector -TNF-o (Increase) and HMEC-1/IKK2 -TNF-o. vs
HMEC-1/empty vector - TNF-o. (Increase) less HMEC-1/IxkBo. +TNF-o vs HMEC-1/empty +TNF-a (Decrease) ).
# SLR: signal log ratio (mean of three independent hybridization experiments).

Table 4. Genes up-regulated in unstimulated HMEC-1/CA IKK2 and down-regulated in TNF-¢-stimulated
HMEC-1/TD IxBa.

HMEC-1/1xBo. +TNF-c.vs [HMEC-1IKK2 -TNF-aws

HMEC-lerapty +TNF-0.  [HMEC-lerapty -TNF-o.
Probe Set 1D |Gene Title Gene Symbol |Acc No. *SLR sd Fold |*SLR sd Fold
202145_at lymphocyte antigen 6 complex, locus E LY6E NIV_002346.1 -2,14 0,46 44 2,48 0,51 56
203231 _s_at  |ubiquitin-activating enzyme El-like UBEIL NIV _003335.1 -1,14 03 22 1,59 016 30
204415 _at interferon, alpha-inducible protein (clone IFI-6-16) G1P3 NM_022873.1 1,75 061 34 33 0,94 98
206082_at HLA complex P5 HCP3 NIV _006674.1 237 1,09 52 183 072 36
206133 _at ZIAP associated factor-1 HIXIAPAF! |NM_017523.1 232 099 50 352 069 115
206503_x_at | promyelocytic leukemia PML 1 [Nn1_002675.1 130 018 25 229 151 49
208747_s_at  |complement component 1, s subcomponent C13 18767 .1 -187 0 0,44 37 462 0.4 246
200040_s_at  |proteasome (prosome, macropain) subunit, beta type, 8 (large nultifunctional protease 7) [PSMBS 17496.1 -179 041 35 1,29 017 24
200124 _at myeloid differentiation primary response gene (33) MYDS8 70451.1 -2 011 23 1,13 0,09 22
212067 _s_at  |complement component 1, r subcomponent CIR AL5T3058 22,13 1,19 44 2,7 0,57 65
213524_s_at  |putative lymphocyte GO/GL switch gene GOS2 NM_015714.1 -1,51 05 28 1,35 029 25
217436 _x_at  [CDNA clone MGC:71446 IMAGE: 5420082, complete cds 1130469 -1,53 001 29 1,35 032 25
217502_at interferon-induced protein with tetratricopeptide repeats 2 IFIT2 BE233744 -1,31 0,1 25 1,42 0,17 27
218182 _s_at [claudinl CLDN1 NI _021101.1 2,72 1,1 66 1,73 098 33
221432 _s_at  [solute carrier family 25, member 28 SLC25428  [NM_031212.1 -1,26 0,12 24 1,54 034 29
221903_s_at  |cylindromatosis (turban tumor syndrome) CYLD BEN46443 -1l 0,11 21 1,36 02 26
53720 _at hypothetical protein FLT11286 FLI11236 AlB62559 21,33 0,14 25 1,16 02 22

(Comparison HMEC-1/IxBa +TNF-o. vs HMEC-1/empty +TNF-o (Decrease) and HMEC-1/IKK2 -TNF-o. vs

HMEC-1/empty vector -TNF-o (Increase) less HMEC-/empty vector +TNF-o0 vs HMEC-1/ empty vector -TNF-o (Increase) ).
# SLR: signal log ratio (mean of three independent hybridization experiments).
1 Gene with multiple hits on the genechip.

Table 5. Genes up-regulated in TNF-o-stimulated control HMEC-1/empty vector.

HMEC-1/empty +TNF vs

HMEC-lexapty -TNF
Probe Set ID |Gene Title Gene Sywbol |[&cc Mo, [*SLR sd Fold
201626 _at insulin induced gene 1 INSIG] BG292233 1,35 0,45 2,5
202843_at  |Dnal (Hsp40) homolog, subfamily B, member 9 DNAIE? NM_012328] 1,22 0,23 2,3
208296 _x_at |humor neerosis factor, alpha-induced protein 8 TNFAIPE NM_014350] 1,29 0,27 24
210310_s_at |fbroblast growth factor 5 FGFS ABO18517.1| 1,46 0,47 28
214130 _s_at |phosphodiesterase 4D interacting protein (myomegalin) PDE4DIP AI321791 1,08 0,24 2,1
221085 _at tamor necrosis factor (ligand) superfanuly, menher 15 THNFSF1S NM_005118| 1,62 0,54 31

(Comparison HMEC-/empty vector +TNF-a vs HMEC-1/ empty vector -TNF-a (Increase) lessHMEC-1/IKK2 -TNF-o vs
HMEC-1/empty vector - TNF-o. (Increase) less HMEC-1/IxkBo +TNF-o. vs HMEC-1/empty +TNF-o (Decrease) ).
# SLR: signal log ratio (mean of three independent hybridization experiments).




Table 6. Genes constitutively up-regulated in unstimulated HMEC-1/CA IKK2 compared to unstimulated
control cells.

HMEC-1AKK2 -THF-o.

vs HIVIEC-1ferapty -TNF-o,
Probe Set 1D |Gene Title Gene Symbol |Ace No FELR sd Fold
200923 _at lectin, galactoside-binding, soluble, 3 binding protein LGALS3EP  [NM_005567.2 | 149 039 28
201295_s_at |WD repeat and 30CS box-containing 1 WiB1 EF111821 L6 032 22
203037_s_at |metastasis suppressor | MTH31 NI _014751.1 126 0329 24
203729 _at epithelial membrane protein 3 EMP3 NM_001425.1 1,57 023 30
203789_s_at [sema domain, immunoglobulin domain (Ig), short basic domain, secreted, (semaphorin) 3C SEMAZC 1 |NM_006379.1 157 035 30
204321 _at  |butyrophiling subfamily 3, member A3 BTH343  !|NM_0069942 | 1,37 028 26
204858 _s_at |endothelial cell growth factor 1 (platelet-derived) ECGF1 NM_0019532 | 1,57 031 30
205114_s_at |chemokine (C-C motif) ligand 3 CCL3 NM_002083.1 | 266 1,37 63
205205_at v-rel reticuloendotheliosis viral oncogene homolog B, nuclear factor of kappa light polypeptide gene enhancer in B-cdRELE NM_006509.1 162 037 31
205239 _at amphiregulin (schwannoma-detived growth factor) AREG NIM_001657.1 1,24 019 24
205659 _at histone deacetylase 9 HDACY NM_014707.1 1,75 0,63 34
206271 _at  |toll-like receptor 3 TLRZ NM 0032651 | 1,18 018 23
207485_x_at [butyrophilin, subfamily 3, member A1 ETN3AlL NM_007048.1 172 0461 33
207535_s_at |nuclear factor of kappa light polypeptide gene enhancer in B-cells 2 (pd9/p100) NFKB2 NM_002502.1 | 282 198 71
207536_s_at [tumor necrosis factor receptor superfamily, member 9 TNFRSF? NM_0015612 | 166 047 32
207626_s_at |solute catrier farily 7 (cationic amino acid transporter, y+ systen), member 2 SLCTAZ NM_003046.1 | 352 1,35 115
200006_s_at |NPDO14 protein NFPDO14 AF247168.1 151 038 28
209446 _s_at |hypothetical protein FLI10803 FLI10803 ECO01743.1 205 113 4,1
209619_at CD74 antigen (invariant polypeptide of major histocompatibility complex, class II antigen-associated) CD74 K01144.1 228 0% 49
210425 x_at |golgin-67 GOLGIN-67  |AF164622.1 L 019 22
210705 _s_at |tripartite motif-containing 5 TRIMS AF220028.1 L9 015 21
210794_s_at |maternally expressed3 MEG3 AF119863.1 133 013 25
211027 _s_at |inhibitor of kappa light polypeptide gene enhancer in B-cells, kinase beta IKEKE ECO06231.1 434 1461 286
213139_at snail homolog 2 (Drosophila) SNAIZ AI572079 1,47 03 28
213418 _at  |heat shock 70kDa protein & (HSP70B') HEPAG NM 0021551 | 224 037 47
213517 _at  |poly(eC) binding protein 2 PCEP2 AWI03422 1,28 037 24
213865 _at discoidin, CUE and LCCL domain containing 2 DCELDZ A373788 235 094 51
214753 _at phosphonoformate immuno-associated protein 5 PFAAPS AW084068 21 0,58 43
216913 _s_at |KIAAD690 KIAADE90 | AKD21460.1 194 095 38
217388 _s_at |kynureninase (L-kynurenine hydrolase) KYNU D55639.1 452 125 229
219716 _at apolipoprotein L, 6 APOLA NM_0306411 | 1,31 014 25
219759 _at leukocyte-derived arginine aminopeptidase LRAP NM_022350.1 1,54 056 29
220230_s_at |cytochrome b3 reductase b5R.2 CYBSRZ NM_016229.1 1,58 054 30
220518 _at  |target of Nesh-3H3 TARSH NM_0243011 | 207 048 42
221009 _s_at |angiopoietin-like 4 ANGPTL4 NM 0161091 | 142 024 27
221766_s_at |chromosome 6 open reading frame 37 Céotf37 AW246673 131 0327 25
221854 at plakophilin 1 (ectodermal dysplasia/skin fragility syndrome) PKFP1 AI378979 236 047 5,1

(Comparison HMEC-1/IKK2 -TNF-a vs HMEC-1/empty vector -TNF-a (Increase) less HMEC-/empty vector +TNF-o vs
HMEC-1/ empty vector -TNF-o. (Increase) less HMEC-1/IkBo. +TNF-o0 vs HMEC-1/empty +TNF-o (Decrease) ).

# SLR: signal log ratio (mean of three independent hybridization experiments).

1 Gene with more than one hiton the genechip



Table 7. Genes down-regulated in TNF-o stimulated HMEC-1/TD IxkBa cells compared to stimulated
control HMEC-1/empty vector cells.

HMEC-1/MxBo. +TNF-o. vs
HMEC-1erapty +TNF-c.

Probe SetID |Gene Title Gene Symbol &cc No. *SLR sd Fold
200814 _at proteasome (prosome, macropain) activator subunit 1 (PAZE alpha) PEMEL NI _006263.1) -1,09 017 21
201170_s_at |basic helix-loop-helix domain containing, class B, 2 BHLHEZ NM_003670.) -1,31 021 25
201329 _s_at |v-ets erythroblastosis virus E26 oncogene homolog 2 (avian) ET32 NM_005239.1f -1,26 0,18 24
201473_at  [junB proto-oncogene JUNE NI_002229.) -164 061 31
201489 _at peptidylprolyl isomerase F (cyclophilin F) PFIF BCOO5020.1 | -1,07 012 21
201939 _at polo-like kinase 2 (Drosophila) PLKZ NM_006622.1) -1,49 0,19 28
202074 _s_at |optineurin OFTHN NM_021930.1 -1,3% 0,24 26
202076_at  |baculoviral IAP repeat-containing 2 BIRCZ2 NM_001166.4 -1,13 0,15 22
202149 _at neural precursor cell expressed, developmentally down-regulated 9 NEDD? AL136139 -L47 0 033 28
202181 _at  |KIAAD247 KIAA0247 NM 0147341 -1,17 0,14 23
202330_s_at [uracil-DNA glycosylase NG NM_003362.1) -1,07 017 21
202555 _s_at |myosin, light polypeptide kinase MYLK NM_005965.1f -1,37 0,19 26
202672_s_at |activating transcription factor 3 ATF3 NM_001674.1f -1,49 0,1 28
202847 _at phosphoenolpyravate carboxykinase 2 (mitochondrial) PCKZ2 NM_004563.1) -126 0,26 24
203438 _at stanniocalcin 2 STC2 41435828 -1,29 0,33 24
203632_s_at |G protein-coupled receptor, family C, group 5, member B GFRCSB NM_016235.1) -1,68 0,1 32
203879 _at phosphoinositide-3-kinase, catalytic, delta polypeptide FIKZCD 264531 -1,11 0,14 22
203964 _at  |N-myc (and 3STAT) interactor NI NM_004638.1) -1,2 0,23 23
204702_s_at [maclear factor (erythroid-derived Z)-like 3 NFEZL3 NM_004289.3 -139 0,12 26
204715 _at  |pannexin ] PANXL NM_015368.1| -1,24 0,14 24
204823 _at neuron navigator 3 NAVE NIM_014903.1 -1,53 0,19 29
204933 _s_at |tumor necrosis factor receptor superfamily, member 11b (osteoprotegerin) THNFRSF11B NM_002546.1f -263 0,59 62
205047 _s_at |asparagine synthetase ABNS NM_001673.1) -1,53 0,41 29
205146 x_at [amyloid beta (A4) precursor protein-binding, family &, member 3 ({11-like 2) APBA3Z NI_004836.1) -226 087 48
205288 _at CDC14 cell division cycle 14 homolog A (3. cerevisiae) CDC144 NM_003672.1) -1,16 028 22
205398 _s_at |SMAD, mothers against DPP homolog 3 (Drosophila) SMADZ NM_005902.1f -1,15 013 22
205569 _at Iysosomal-associated membrane protein 3 LAMP3 NM_014398.1f -246 0,18 55
206290_s_at [regulator of G-protein signalling 7 RGET NI_002924.1) -1,35 0,43 25
207843 _x_at |cytochrome b-3 CYE5 U INM_0019140] -1,28 0,16 24
208829 _at | TAP binding protein (tapasin) TAPEP AF029750.1 | -1,86 0,21 36
209074 _s_at |TU3A protein TUZA ALDS0264.1 | -2,01 1,03 40
209239 _at maclear factor of kappa light polypeptide gene enhancer in B-cells 1 (p105) NFKE1 I55643.1 -1,24 0,12 24
209897 _s_at |slit homolog 2 (Drosophila) SLIT2 AF0555851 | -146 0,18 28
211126_s_at |cysteine and glycine-tich protein 2 CSRP2 J46006.1 -1,22 0.2 23
211529_x_at |HLA-G histocompatibility antigen, class I, G HLA-G 1 | 190684.1 -1,55 0,2 29
211981 _at collagen, type IV, alpha 1 COL4AL UINM_001845.1) -1,63 0,19 31
213294 _at  |hypothetical protein FLI38348 FLI38348 AVT55522 L6 0,12 22
214448 x_at [muclear factor of kappa light polypeptide gene enhancer in B-cells inhibitor, beta |NFKEIE NIM_002503.1) -163 074 3,1
214632_at  |neuropilin 2 NEFZ AAD95257 -1,21 022 23
215933 _s_at |hematopoietically expressed homeobox HHEX Z21533.1 -1,24 0,1 24
216020_at  |MENA; cDNA DKFZp386D0522 (from clone DEKFZp586D0522) ALD0I07L | -341 1,02 106
213284 _at  |DKFZP386MN0721 protein DKFZP586N0721 |NM_015400.1) -1,11 0,12 22
218543 _s_at |zinc finger CCCH type domain containing 1 ZC3HDCI1 NM_022750.1 -1,35 0,14 25
218810_at  |hypothetical protein FLI23231 FLI23231 NM_025079.1| -226 1,38 48
218995 _s_at |endothelin 1 EDN1 NM_001955.1) -1,49 0,21 28
219270_at  |hypothetical protein MGC4504 MGC4504 MM 0241110 -1,38 0,31 26
221059_s_at [carbohydrate (N-acetylglucosamine 6-O) sulfotransferase 6 CHETA NM_021615.1) -1,12 0,1 22
222062 _at interleukin 27 receptor, alpha IL27RA AIDR3115 22,1 0,36 43
36564 at IER domain containing 3 IERDC3 W27419 -1,38 0,34 26

(Comparison HMEC-1/IxBo. +TNF-o. vs HMEC-1/empty +TNF-o (Decrease) less HMEC-1/IKK2 -TNF-a vs
HMEC-1/empty vector -TNF-o (Increase) less HMEC-/empty vector +TNF-o vs HMEC-1/ empty vector -TNF-ou (Increase) ).

# SLR: signal log ratio (mean of three independent hybridization experiments).
1 Gene with more than one hit in the genechip.




Table 8. IKK/NF-xB-dependent down-regulated target genes.

HIMEC-lerapty +TNF-avs
HIVEC-Lerapty -TNF-o

HMEC-1IKK2 -THF-avs
HIVEC-Lerapty -TNF-o.

HMEC-1 IxBa +TNF-o, vs
HIMEC-1ferapty +TNF-0.

ProbeID  [Gene Symbol Ace. No. *SLR sd Fold [*3LR sd Fold [*SLR sd Fold
203407 _at  |periplakin FFL NM_002705.1) -287 083 7 -1,54 0 026 3 258 082 6
203799 _at  [type I transmembrane C-type lectin receptor DCL-1 DCL-1 NM_014880.1( -1,42 0,19 3 -4 0l 3 1,09 02 2
203917 _at  [coxsackie virus and adenovirs receptor CXADR NM_001338.1( -1,17 028 2 -174 0 028 3 2,1 0,21 4
204072 _s_at |hypothetical protein CGO03 13CDNATI TINn_023037.4[ -14 022 3 -1,29 018 2 L1 023 2
207761 _s_at [DKFZP38640522 protein DKFZP58640522 |D13889.1 219 014 5 -1L56 011 3 1,34 019 3
209687 _at  |chemokine (C-X-C motif) ligand 12 (stromal cell-detived factor 1)|CXCLIZ 119495.1 413 098 4 -3 014 2 226 109 5
212096 _s_at [ mitochondrial tumor suppressor gene 1 MTSG1 AL096842.1 -1,07 0,07 2 -1,34 01 3 1,25 0,05 2
212830_at  |EGF-like-domain, multiple 5 EGFLS Wa3034 7017 2 1,20 013 2 Ly 009 2
213436 _at  [cannabinoid receptor 1 (brain) CNR1 U73304 131 033 2 -85 036 3 1,24 021 2
219230 at |hypothetical protein FLI10970 FLJ10970 NM 018286.1) -172 0,25 3 140323 3 207 0325 4

(Comparison HMEC-/empty vector +TNF-o. vs HMEC-1/ empty vector -TNF-o. (Decrease) and HMEC-1/IxBo -TNF-o.

vs HMEC-1/empty +TNF-o (Increase) and HMEC-1/IKK2 -TNF-0o. vs HMEC-1/empty vector - TNF-o. (Decrease) ).

# SLR: signal log ratio (mean of three independent hybridization experiments).

1 Gene with more than one hit on the genechip.




Table 9. Genes down-regulated in TNF-o-stimulated control HMEC-1/empty vector and up-regulated in

stimulated HMEC-1/TD IxkBo

(Comparison HMEC-/empty vector +TNF-o vs HMEC-1/ empty vector -TNF-o. (Decrease) and HMEC-1/IkBo. +TNF-o. vs
HMEC-1/empty vector + TNF-o (Increase) less HMEC-1/IKK2 -TNF-o. vs HMEC-1/empty vector - TNF-o. (Decrease) ).

# SLR: signal log ratio (mean of three independent hybridization experiments).

1 Gene with more than one hit on the genechip.

Table 10. Genes down-regulated in TNF-o-stimulated control HMEC-1/empty vector and in unstimulated

HMEC-1/CA IKK2.

HIMEC-lerapty +TNF-0.  |HMEC-1/xBo. +TNF-o.

s HMEC- Lerapty -TNF-o. |vs HMEC- Lexapty +TNF-ou
Probe Set ID|Gene Title Gene Symbol [Acc. No *SLR sd Fold |*SLR sd Fold
202016_at  |mesoderm specific transcript homolog (mouse) MEST NI _002402.1) -135 0,13 25 1,27 01 24
202342_s_at |tripartite motif-containing 2 TRINM2 NM_015271.1] -1,37 0,5 26 1,28 031 24
203716_s_at |dipeptidylpeptidase 4 (CD26, adenosine deaminase complexing protein 2) DFP4 MB0536.1 -2,14 095 44 1,67 0,96 32
203303_at  |prenyleysteine oxidase 1 PCYOX1 N45309 -1,46 0,31 28 1,29 0,11 24
203837 _s_at [thrombomodulin THED HNn_oo0361 1| -1,32 022 25 164 018 31
204014 _at  |dual specificity phosphatase 4 DUSP4 I|NM_0013942| -2,14 0,48 44 1,96 0,26 39
205529 _s_at |core-binding factor, runt domain, alpha subunit 2; translocated to, 1; cyclin D-related |CEFAZTI NI_004349.1] -1,38 0,13 26 1,62 03 3,1
212992 at  |chromosome 14 open reading frame 78 C140tf78 AlD35123 -1,72 0,18 33 1,8 0,11 35

HMEC- lerapty +TNF-o.

vs HMEC- Lerapty -TNF-o,

HMEC-1IKK2 -TNF-o.
vs HMEC- lerapty -TNF-o,

Probe SetID |Gene Title Gene Symboll Ace. No. * SLR sd Fold |*SLR sd Fold
201904_s_at |CTD (catboxy-terminal domain, RNA polymerase II, polypeptide &) small phosphatase-like(CTDSPL  [BF031714 -,22 017 23 -127 0 014 24
204818_at  |hydroxysteroid (17-betd) dehydrogenase 2 HEDI7BZ  [NM_002153.1 -225 1,35 48 4903 28
205612_at  |multimerin | MMEN1  [NM_007351.1) -1,52 0,28 29 273 034 66
212224 _at aldehyde dehydrogenase 1 family, member A1 ALDHIAL |NM_000689.1 -1,84 03 36 -84 033 36
219436_s_at |endomucin EMCN NM_016242.1] -172 036 33 -1,54 029 29
221911 at  |hypothetical protein LOC221810 LOC221310 |BE381590 1404 26 278 132 69

(Comparison HMEC-/empty vector +TNF-oe vs HMEC-1/ empty vector -TNF-o (Decrease) and HMEC-1/IKK2 -TNF-o. vs
HMEC-1/empty vector - TNF-o. (Decrease) less HMEC-1/IkBo +TNF-o. vs HMEC-1/empty +TNF-o (Increase) ).
# SLR: signal log ratio (mean of three independent hybridization experiments).

Table 11. Genes down-regulated in unstimulated HMEC-1/CA IKK?2 and up-regulated in TNF-o-stimulated

HMEC-1/TD IxBo.

HMEC-1IKK2 -TNF-o. HMEC-11xBo. +TNF-o.

s HMEC-lierapty -TNF-o. |vs HMEC- lerapty +TNF-o.|
Probe Set ID |Gene Title Gene Symbol [Acc. No. SLE sd Fold |* LR sd Fold
204931 at  |transcription factor 21 TCF21 NL_003206.1| -2,86 0,56 73 1,57 0,2 30
217028_at  |chemokine (C-X-C motif) receptor 4 |CHCR4 A1224869 -2.3 0,26 49 1,31 0,07 25
218723 s_at |response gene to complement 32 RGC32 MM 0140591 -1,52 0,31 29 1,52 0,31 29
202202 s at |laminin, alpha 4 LANMAY NI 0022902 | -1,37 0,22 26 1,6 0,53 30

(Comparison HMEC-1/IxkBa. +TNF-o. vs HMEC-1/empty +TNF-o (Increase) and HMEC-1/IKK2 -TNF-o vs
HMEC-1/empty vector - TNF-o. (Decrease) less HMEC-/empty vector +TNF-a vs HMEC-1/ empty vector -TNF-o (Decrease) ).

# SLR: signal log ratio (mean of three independent hybridization experiments).




Table 12. Genes down-regulated in TNF-¢-stimulated control HMEC-1.

HIMEC-1ferapty +THF-o.

s HMEC-lierapty -TNF-c.
Probe Set ID |Gene Title Gene Symbol [Acc. No. *SLR si Fold
200965 _s_at |actin binding LIM protein 1 ABLIMI NM_006720.1 -1,16 0,28 22
201508_at  |insulin-like growth factor binding protein 4 IGFEP4 NI _001552.1) -1,33 048 25
203780_at  |epithelial V-like antigen 1 EVAl AF275945.1 -1L,11 0,3 22
204048 _s_at |phosphatase and actin regulator 2 PHACTRZ |AAS551142 -1,25 0,19 24
204159 _at  |cyclin-dependent kinase inhibitor 2C (p18, inhibits CDK4) CDEN2C NM_001262.1) -1,14 02 22
205399 _at  |doublecortin and Cal kinase-like 1 DCAMEKL! [NM_0047341) -204 036 4,1
207164 _s_at |zinc finger protein 238 ZNF238 NM_006352.1| -2.2 1,36 46
208937 _s_at |inhibitor of DNA binding 1, dominant negative helix-loop-helix protein |ID1 D13889.1 -1.47 0 0,48 28
212336_at  |erythrocyte membrane protein band 4.1-like 1 EPB41L1 AA912711 -1,32 036 25
214021 _x_at |integrin, beta 5 ITGES AI335208 -1,3 0,33 25
216361 _s_at [MYST histone acetyltransferase (tmonocytic leukemda) 3 MYET3 AJ251844.1 -1,7 0,6 32
217974 at  [transmembrane 7 superfamily member 3 TM7EF3 NM_016551.1] -1,34 042 25
219563 at  |chromosome 14 open reading frame 139 Cldorf139 ML 0246331 -1,22 0,22 23

( Comparison HMEC-/empty vector +TNF-o vs HMEC-1/ empty vector -TNF-a (Decrease) less HMEC-1/IKK2 -TNF-o vs
HMEC-1/empty vector - TNF-o (Decrease) less HMEC-1/IkBo +TNF-0o0 vs HMEC-1/empty +TNF-a (Increase)).

# SLR: signal log ratio (mean of three independent hybridization experiments).



Table 13. Genes constitutively down-regulated in unstimulated HMEC-1/CA IKK?2 compared to

unstimulated control HMEC-1/empty vector.

HMEC-1IKK2 -THNF-o.
vs HMEC- Lierapty -THNF-o.

Frobe Set ID |Gene Title Gene Symbol Acc. No. *SLR sd Fold
201261 _x_at [biglycan BGHN BCO02416.1 -L17 0,09 23
201694 _s_at |early growth response 1 EGR1 NM_001964.1) -1,88 0,29 37
201810_s_at [SH3-domain binding protein 5 (BTK-associated) SH3BPS AL562152 -6 0,12 22
201843 _s_at |EGF-containing fibulin-like extracellular matrix protein 1 EFEMP1 NM_0041052 | -1,38 0,19 26
202036 _s_at |secreted frizzled-related protein 1 SFRF1 AF017987.1 -1,33 028 25
202207_at  |ADP-ribosylation factor-like 7 ARLT BG435404 -1,24 0,14 24
202291 _s_at [matrix Gla protein MGP MW 0009001 | -1,56 0,19 29
203099 _s_at |chromodomain protein, ¥V-like CDYL AF081258.1 -1,78 0,56 34
203395 _s_at |haity and enhancer of split 1, (Drosophila) HES1 I NI _0055242 | -275 0325 6,7
203435 _s_at [membrane metallo-endopeptidase (neutral endopeptidase, enkephalinase, CALLA, CD10) |MME NM_007287.1 | -1,37 03 26
203680_at  |protein kinase, cAMP-dependent, regulatory, type II, beta PRKARZE NM_002736.1 | -1,.44 017 27
204466 _s_at |synuclein, alpha (non A4 component of amyloid precursor) SNCA BG260394 -1,18 011 23
204955_at  |sushi-repeat-containing protein, X-linked SRPE NM_006307.1| -24 0,13 53
205259 _at  |nuclear receptor subfamily 3, group C, member 2 NR3C2 NM_000901.1) -1,27 022 24
205547 _s_at [transgelin TAGLN NM_0031862| -205 037 4,1
205572_at  |angiopoietin 2 ANGPTZ NM_001147.1| -259 1,58 60
205594 at  [KIAAD924 protein KI& 40024 NM_014897.1| -1,22 027 23
2078028 _s_at |protein 3 (alpha) PROS1 NM_000313.1| -1,24 0,14 24
208891 _at | dual specificity phosphatase 6 DUSPé 1 |BCO03143.1 -1,33 0,19 25
209082_s_at |collagen, type XVIII, alpha 1 COL18A1L AF018081.1 -1,27 017 24
209189 _at  |w-fos FBI murine osteosarcoma viral oncogene homolog FOS BCO04450.1 415 061 178
209505_at  |nuclear receptor subfamily 2, group F, member 1 NERZF1 I |a1951185 -1,3 0,14 25
209894 _at  |leptin receptor LEPR. U50748.1 -1,58 017 30
212558 _at  |sprouty homolog 1, antagonist of FGF signaling (Drosophila) SPRY1 BF503662 -1.48 0 026 28
212605 _s_at |Clone 23872 mRNA sequence 1 |4K025759.1 -1,47 03 28
212609 _s_at |serologically defined colon cancer antigen 8 SDCCAGE 792711 -1,32 026 25
213156_at  |MENA, cDNA DKFZp526B211 (from clone DKFZp526B211) BG251521 -4 021 27
213905 _x_at [biglycan BGHN AA845258 -1,24 025 24
214156_at  |myosin VIIA and Rab interacting protein MYRIP ALD50090.1 -l64 035 3,1
215506 _s_at |ras homolog gene family, member I ARHI AK021882.1 207 079 42
212149 _s_at |zinc finger protein 395 ZNF395 NM_017606.1 | -1,36 0,34 26
219773 _at  |[NADPH oxidase 4 NOX4 NM_016931.1 | -1,64 03 3,1
219777 _at human immune associated nucleotide 2 hIAN2 NM_024711.1] -1,31 0,18 25
221031 _s_at |hypothetical protein DKFZpd34F0318 DEFZP434F0318 [NM 0308171 ) -123 021 23

(Comparison HMEC-1/IKK2 -TNF-o vs HMEC-1/empty vector -TNF-a (Decrease) less HMEC-/empty vector +TNF-o vs
HMEC-1/ empty vector -TNF-o (Decrease) less HMEC-1/IxkBa +TNF-o vs HMEC-1/empty +TNF-o (Increase) ).

# SLR: signal log ratio (mean of three independent hybridization experiments).

1 Gene with more than one hit on the genechip.




Table 14. Genes up-regulated in TNF-o; activated HMEC-1/TD IxBa cells compared to activated control cells.

HIMEC-1/1xBo. +TNF-o.
vs HVEC- Liexapty +TNF-o.

Probe Set ID [Gene Title Gene SymbolfAce. No. *SLR sd Fold
201015_s_at |junction plakoglobin JUP NM_021991.1] 1,64 0,69 31
201167 _x_at |Rho GDP dissociation inhibitor (GDI) alpha ARHGDIA 1D13989.1 2,19 056 46
201367 _s_at |zinc finger protein 36, C3H type-like 2 ZFP36L2 AI356398 2,37 1,26 52
201401 _s_at |adrenergic, beta, receptor kinase 1 ADRBK1 WB0TTE.1 3,06 0,42 83
201668 _x_at |myristoylated alanine-rich protein kinase C substrate MARCKS |AWI163148 1,93 1,11 38
201808 _s_at |endoglin (Osler-Rendu-Weber syndrome 1) ENG BE732652 2,28 0,95 49
202046 _s_at |glucocorticoid receptor DNA binding factor 1 GRLF1 NI_004491.11 1,5 0,54 28
202082_s_at |SEC14-like 1 (3. cerevisiae) SEC14L1 AVT43469 1,15 017 22
202118 _s_at |copine III CPNE3 AH8541758 1,41 0,26 27
202156 _s_at |CUG triplet repeat, RNA binding protein 2 CUGEP2 N36839 1,23 017 23
202289 _s_at |transforming, acidic coiled-coil containing protein 2 TACCZ 1 [NN_006997.1 1,34 0,17 25
202368 _s_at |translocation associated membrane protein 2 TRAM2Z AlI986461 1,2 0,2 23
202476 _s_at |tubulin, gamma complex associated protein 2 TUBGCPZ  |BF002130 1,14 0,19 22
202936 _s_at |SRY (sex determining region ¥)-box 9 (campomelic dysplasia, autosomal sex-reversal) SOX9 1 [NMI_000346.1) 1,34 0,35 25
203723_at  |inositol 1,4,5-trisphosphate 3-kinase B ITPKE NM_002221.1] 1,34 0,12 25
203890_s_at |death-associated protein kinase 3 DAPKS BF686324 1,54 0,59 29
203942_s_at |MAPmicrotubule affinity-regulating kinase 2 MARKZ NM_017490.1) 2,35 1,43 51
203980_at  |[fatty acid binding protein 4, adipocyte FAEP4 NM_001442.1| 2,68 1,37 64
204035_at  |secretogranin II (chromogranin C) BCG2 NI_003469.21 2,69 0,35 65
204476 _s_at |pyruvate carboxylase PC NM_022172.1] 1,39 0,39 26
204595_s_at |stanniocalcin 1 STCL !'| 1300520 1,81 0,53 35
205095 _s_at |ATPase, H+ transporting, Iysosomal VO subunit a isoform 1 ATPEVOAL  |NM_005177.1 2,34 0,49 51
205192_at  |mitogen-activated protein kinase kinase kinase 14 MAP3KI14  [NM_003954.1] 1,19 0,11 23
206665_s_at |BCLZ-like 1 BCLZL1 1 |NM_001191.1] 3,51 2,43 114
209160_at  |aldo-keto reductase family 1, member C3 (3-alpha hydroxysteroid dehydrogenase, type II) [AKRIC3 AB018580.1 1,45 0,25 27
210457 _x_at [high mobility group AT-hook 1 HIMGAL AF176039.1 1,82 0,59 35
211074 _at AF000381.1 1,54 0,54 29
211273 _s_at |T-box1 TEX1 AF012130.1 45 1,58 226
211600_at  |protein tyrosine phosphatase, receptor type, O FTFRO 1J20489.1 24 0,37 53
211742 _s_at |ecotropic viral integration site 2B EVIZE BC005926.1 1,37 0,38 26
212016_s_at |polypyrimidine tract binding protein 1 PTEF1 AHAETI988 1,88 023 37
212021 _s_at |antigen identified by monoclonal antibody Ki-67 MEKIE? 1| AU132185 1,19 0,15 23
212062_at | ATPase, ClassII, type 94 ATPYA ABD14511.1 1,39 021 26
212291 _at  |homeodomain interacting protein kinase 1 HIPK1 AI393355 1,41 0,49 27
212574 _x_at |chromosome 19 open reading frame 6 ClPorfi 1 [ACO04528 3 0,61 80
212875 _s_at |chromosome 21 open reading frame 25 C2101f25 APO01745 1,18 0,15 23
213248_at  |hypothetical protein LOC221362 LOC221362 | AL577024 1,48 0,12 28
214040 _s_at | gelsolin (amyloidosis, Finnish type) GEN EAT5337 2,89 1,27 T4
214216_s_at |KIAAD217 KIAADZIT | AWE28686 3,06 1,24 83
214251 _s_at |maclear mitotic apparatus protein 1 NUMAL AI337534 3,65 1,42 126
214336 _s_at |coatomer protein complex, subunit alpha COPA AI621079 2,08 0,71 42
215058_at  |hypothetical protein MGC24039 MGC24039 | AU144041 167 0,53 32
215660 _s_at |microtubule associated serine/threonine kinase 2 MAST2 AK025352.1 1,73 0,56 33
216971 _s_at |plectin 1, intermediate filament binding protein 500kDa FPLECI1 1 | 254367 4,58 0,24 239
216997 _x_at |transducin-like enhancer of split 4 (E(spl) homolog, Drosophils) TLE4 AL358975 1,77 0,6 34
218660 _at | dysferlin, limb girdle muscular dystrophy 2B (autosomal recessive) DYSF NI_003494.11 1,13 0,12 22
219970_at  |PDZ domain protein GIPC2 GIPC2 NM_017655.1 1,72 0,26 33
220092 _s_at |anthrax toxin receptor 1 ANTERL NM_018153.1 1,3 0,14 25
222234 _s_at |hypothetical protein MGC3101 MGC3101 AK022644.1 | 2,38 1,2 52
34478 at RAEB11E, member RAS oncogene family RAELLB 279780 2,6 1,51 6,1

(Comparison HMEC-1/IxBa -TNF-0. vs HMEC-1/empty +TNF-o. (Increase) less HMEC-1/IKK2 -TNF-o. vs
HMEC-1/empty vector - TNF-o (Decrease) less HMEC-/empty vector +TNF-o. vs HMEC-1/ empty vector -TNF-o. (Decrease) ).

# SLR: signal log ratio (mean of three independent hybridization experiments).
1 Gene with more than one hit on the genechip.




