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Supplemental Figure 1

Expression of inflammation genes in 3T3-L1 preadipocytes treated with inflammatory stimuli.
3T3-L1 cells were seeded on six-well plates and grown to confluence. The following inflamma-
tory stimuli or respective vehicles (Veh) were added for a period of 16 hours, after which cells
were harvested for RMA extraction: 1 pg/ml LP5 in DMEM (stock solution 1 mg/ml in sterile
H;O); 1 ug/ml PMA in DMEM (stock selution 1 mg/ml in DMSO), 10 ng/ml TMNF-ot, 20 ng/mi
MCP-1, and 20 ng/ml| MIP-1¢ in DMEM (stock solution 5 pg/ml in PBS),
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Supplemental Table 1
ProbeSer A

= ob/WT  dbWT  AWT  wh/WT  MFLF

103024_ax QusFIn ADAME prgusiar 13833 437 15.54 nu 0,08
95339 _r_m PI4960 MMPI2 168 14.09 903 0.67 833
A D at Lalr ] Dhtrapantin procuner (bane slalopratein 1) ELET "y 415 2.H 1.8
FEG51_ar AFDBIIT Coaype lecain 3448 4887 39 Frarg 097
102353 _ar PI83S Integrin B2 precursor 1857 786 a 775 a9
104388 _ae PE1670 Macrophuge inflammatoey protesn- 17 [MIP-17) ALAES i 352 78 .81
G506 e Calectined 16,46 718 483 7158 492
1003:25_at Q61450 Mast cell surface ghycoprotein GP49A precurior 1536 1256 5.4 9.1 137
SRSEL ar o708 Carhepiin 5 precursor 1292 203 119 17 187
4000 _at Q61451 Lewkocyte surface antigen CDS3 Va7 513 228 2.5 175
VOTETE_at P1855 B ool diffrentistian antigen Lyb-2 (C072) 122 9.5 .47 26.79 .43
3016, 5 ar PG Macrosialin precursor [COBS amigen| 36 787 164 am 29
100397 _at Q54885 TYRO prote ine i %P P (k4] 505 295 502 246
103IS07_ax Q61545 Cefl surface gh EMRY g 4/BD) 10,65 nz22 5.58 565 .57
103707 _ar ong0aT C3a amaphylaiin chemotacic recepror [C1a-R) 1025 ne LE 648 161
100772_g at 7159 SHI-containing leukocyte protein 65 231 799 454 537 174
8504 _at DA% EViZA peotein i vi site ¥ provein) 941 435 270 188 238
103005_s_at 537D D44 amiigen precursor (phagocyte gycoprotein 1) B8 513 189 275 230
Vi006_at A0S0 Cathepsin BAT ] 1,68 554 180
S9030_at MBST2 1L+ recepror o chain precursor [IL-TAu) Bas 1313 a4 T.57 306
24178 m 037387 B5-kDam cytonslic praten 832 g 16 15 1,38
F9993_m PaTa4s Amimopepticase M [CI13] (F161 membeane procen) LE] 415 15 228 230
0051 _at POTO9Y 5100 calcium-binding protem A9 78 438 208 7 200
PR Seruen amyloid A3 protein precuron 745 ERE 2 877 1440
Q61093 Cyrochrome (245 heavy chain (P22 phagesye beopachrome) 73 178 4 237 098
MD&05 Cathepain B precursor EAF) 49 3o 259 .81
AJ133533 Diendlrtic cell immunartcestor 595 &34 218 31 1.58
PISTIT Class I hustocomparibilicy antigen, M 51 cham precursor {H2-M B chain) 694 166 132 153 204
QU440 B2 Al sy o apanse prosein} 6.5 448 141 494 156
PROLYS Coagulation facror Vil pr ] 647 493 L] 572 140
27005 Calgranulin A {proinflammatory 5100 cytokine 6udh 15 424 27 190
AF211864 Lewkooyte sdheskan ghooprotein p1E0,55 o integrin suliung 642 394 ERES a1 1
QBOTES AN dependent transcripsion factor ATF-3 612 51 148 4 L& ]
Q61462 HMrutrophil epochrome B, 33-kDa polpeptide 6.09 324 R 78 2.05
jere Dendritic cell-derived b like receptor 1 (DIgR1) ExT) a1 436 0% PEL]
ASDSSET6 Wil actwatory receptos-like protein pO10 563 a0 108 307 170
AFI09650 Lyscrsomal thiol reductase precursor 5.56 an 1.99 s 2.86
AYOITA3E HCH A65 @B 2.92 16 L7
AFT9997I Schiafend 447 287 2,36 123 243
102641 _ar wi7a13 30kDa pransforming proten (transcription factor PULT | a2 452 5 7 136
#9452 11} comvertase precursor (IL-16C) 181 252 249 78 .09
P23611 IFN cansensis sequence bandsg proten 3431 266 204 .65 1,59
AF14EE7S Paired ig-bke recepaor B 1 34 154 bk} 13
QUEWS Toll-like receptor & precursar 298 088 348 2.50 33
AFDATZE0 Immunosuperfamily protein BI2 mRNA, complete oy 296 462 164 561 138
PIDG5E XA chemkine recepor type & ((SC-RA] 9 5 136 12.61 e
P26151 High-afFinity I 1FE reeeptor | precursor 267 269 275 568 1,56
QU1 Small inducible croking A% precursor (M) 157 202 218 218 386
P2E86T Stromehysin-1 precursor (MAP-3) 238 283 239 3.59 175
125274 Transmembeane ghcoproven (DM-GRASF] mRNA 207 213 ¥ 162 202
Lipid storage droplers
BASED_a1 n43883 Adipophilin (adpoie Elferrtiation eelated proten; ADRP) 666 434 T 335 L75
Chalesterol metabolism
102123_at QIZOMS Lyscsomal aciel ispase; cholesteryl ester hydrolase precursor 1018 EA] 131 651 283
SIS ar QHE5S TeDehyddrocholesteral reducrase i LY FRE] 34 X 1]
DA methylation
100479_at OBES0E DA (eptosme-5 - mathyltransferase 34 326 345 291 447 231
RN processing
PRINE__nt PSIS0E Apal mRNA editing protein (APOREC-1) 344 333 247 348 213
Signal tramsduction
160629_at QUCQES Regulator of G proten signaling V0 (RGS10) 4.5 467 191 275 219
92715 . AKDIBNT6 Ubiquain 1557 1975 7.76 1612 1330
G7909_ar #5az27 i in P18, PPI9) 18; Q18] 348 78 114 238 262
Cefl division and differentiation
S6128_m Qoa4gsg Senne/ Thrennine peotein kinase PCTAIRE-3 385 429 11 187 11
Erythroid differentiarion
102198_ag ©H909 d ~ hannel pritein 4 5 318 253 185 290
100607 _a AFDRE1Z4 Schwannoma-assodiabed proten 6.7% &n .99 L) 15
The biosynthesis of polyasines.
98136 at PT35S Spermine sy (Spermidi prap 27 335 32 8 17
Biosymtheiis of de nana AMP
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Ceramide metabolivm
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Connecehve tise formation
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Inbvibitiom af ftoit growth
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Cyroplasmic and/ar nuclear architecture
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Microftament assembly and cell moriiny
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Lysasomal szorage
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Acidificanion of incracellular seganelies
95744 _at PEOSTS Vacuolar ATP synthase catalytic subunic A, ubiqustous isoform iz 200 2.00 228 158
Cyvtwing proteass inhibitor
100581 _ar Q62426 Cysearin B (szefin 8] 427 133 263 284 265
Movel/ Function unknomm
101708, _ar (el Myersin IF 436 208 218 108
103017 _ar BLO03212 Similar to transmernbrane 7 superfamily member 1 607 203 A06 143
103070_ax ¥10349 mERral 432 1.61 426 237
103490 _az AF130987 Whaord 0% .75 £.08 14
VEDSAT_ae MIIE6R TPA reguilated kocus. 153 14 243 PAL
161819 at QB8 Lsosomal-aviociated multiansmembrane progein 364 282 LR 1.58
FE6TI s ar ARDT1 545 Homolag 1o brain acd soluble prosem 1, putatee 161 169 And 0
605,81 ABDGITI Kadnay-expressed gene 2 produst 204 1,57 24 2.06
S9467_at BCOPIEIT Similar o RAS p21 protein activator 313 118 38 (A7)
FIOT_at 152603 MPS1 praten [fragment | 1428 466 ERH 159
161968_ar ANITO0IS [ el gene) 60,93 5.04 30 1E9
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