Fold-

Meanlog2 | Meanlog2 | 422FDR |Log2 Ratio| Change

Gene intensity for | intensity for |<0.2 1=YES| 21POST | 21POST
ProbesetiD_| symbol Gene Title POS 0=NO__| vs21PRE | vs21PRE | pvalue
MTIM  metallothionein 1M 482 536 1 053 145 000
FABPA fatty acid binding protein 4, adipocyte 754 7.87 1 03 126 ol
MS4AdA  membrane-spanning 4-domains, subfamily A, member 4A 5.06 5.26 1 02 115 010
CXCL6  chemokine (C-X-C motif) ligand 6 556 584 1 027 21 010
THBS1  thrombospondin 1 818 856 1 038 130 002
LINC00622 _long intergenic non-protein coding RNA 622 283 321 1 037 129 001
NRPL 402 468 1 027 120 om
CDCP1  CUB domain containing protein 1 389 422 1 03 126 002
THBS1  thrombospondin 1 9.38 9.66 1 028 121 002
THBS1  thrombospondin 1 857 883 1 02 120 003
THBS1  thrombospondin 1(THBS1) 481 5.12 1 031 124 004
SERPIND1 _ serpin peptidase inhibitor, clade D (heparin cofactor), member 1 308 325 1 017 112 009
€XCl2  chemokine (C-X-C motif) ligand 2 607 630 1 023 117 008
PTGR1  prostaglandin reductase 1 484 511 1 027 121 001
SLC7ALL  solute carrier family 7 (anionic amino acid transporter light chain, xc- system), member 11 9.29 951 1 02 116 003
MGST1  microsomal glutathione S-transferase 1 696 713 1 017 113 009
MEL  malic enzyme 1, NADP(+}-dependent, cytosolic 319 350 1 031 124 001
vean 4.09 433 1 024 118 002
DNER  delta/notch like EGF repeat containing. 298 3.8 1 019 114 004
ATPEB4  ATPase, class |, type 88, member & 547 578 1 031 124 000
LILRB4  leukocyte immunoglobulin-like receptor, subfamily B (with TM and ITIM domains), member 4 421 437 1 015 111 008
IL6ST  interleukin 6 signal transducer 524 5.42 1 018 113 004
PHACTR2  phosphatase and actin regulator 2 5.32 552 1 02 115 on
HNMT  histamine N-methyltransferase 598 620 1 02 116 009
D93 CDI3 molecule 7.11 731 1 019 114 008
SDC2  syndecan2 7.41 759 1 018 113 om
SDC2  syndecan 2 7.35 7.57 1 02 117 00
VCAN  versican 413 439 1 026 120 003
VCAN  versican .08 435 1 027 120 005
VCAN  versican 617 643 1 027 120 003
D2 syndecan2 481 501 1 02 115 002
TNFAIPS  tumor necrosis factor, alpha-induced protein 6 875 891 1 016 112 005
CSTA  cystatin A (stefin A) 852 867 1 016 111 005
MCTP1  multiple C2 domains, transmembrane 1 513 530 1 017 113 010
PLA2GT f 7.42 767 1 024 118 001
S100A8 5100 calcium binding protein A8 849 881 1 031 124 001
10049 5100 calcium binding protein A9 805 834 1 029 122 000
NRP1  neuropilin 1 551 581 1 031 14 002
MITE microphthalmia-associated transcription factor 592 616 1 020 118 001
CLECSA  Cotype lectin domain family 5, member A 6.66 695 1 029 12 00
SLC16A6  solute carrier family 16, member 6 676 697 1 021 116 003
CYPIBL  cytochrome P40, family 1, subfamily B, polypeptide 1 9.36 965 1 029 123 000
CYPIBL  cytochrome PASO, family 1, subfamily B, polypeptide 1 9.97 1024 1 02 120 002
CYPIBL  cytochrome PASO, farmily 1, subfamily B, polypeptide 1 911 9.38 1 02 120 001
TREM1  triggering receptor expressed on myeloid cells 1 631 652 1 02 115 001
EREG  epiregulin 1027 1042 1 015 11 007
EPBAIL3  erythrocyte membrane protein band 4.1-like 3 679 692 1 013 109 om
EPBA1L3  erythrocyte membrane protein band 4.1-like 3 7.70 7.94 1 025 119 001
TMEMIS8 _transmembrane protein 158 (gene/pseudogene) 697 7.16 1 019 114 006
ZNF697  zinc finger protein 697 7.20 7.42 1 02 117 001
LPL  lipoprotein lipase 652 679 1 017 113 007
TIRA  tollike receptor 4 523 544 1 021 116 004
FPR3  formyl peptide receptor 3 433 454 1 02 116 005
FPR3  formyl peptide receptor 3 459 489 1 03 123 o001
FCN1 ficolin (collagen/fibrinogen domain containing) 1 6.08 6.25 1 017 112 003
MEL  malic enzyme 1, NADP(+)-dependent, cytosolic 5.68 594 1 025 119 004
VCAN  versican 6.05 626 1 021 115 006
MAFB  v-maf avian 8 9.46 967 1 021 116 002
C5ARL  complement component 5a receptor 1 657 682 1 015 111 008
TGFBI  transforming growth factor, beta-induced, 68kDa 597 614 1 017 112 007
NLRC4 LR family, CARD domain containing 4 5.10 5.26 1 016 112 008
GAS7  growth arrest-specific 7 4.97 514 1 017 112 003
CXCL16  chemokine (C-X-C motif)ligand 16 7.94 8.08 1 014 110 004
ADAP2  ArfGAP with dual PH domains 2 490 5.06 1 016 112 004
HCK  HCK proto-oncogene, Src family tyrosine kinase 855 868 1 013 110 003
FTHL  ferritin, heavy polypeptide 1 972 9.88 1 016 112 000
LILRB2 like bfamily B (with TM and ITIM d ), member 2 634 6.49 1 014 110 005
LILRA3  leukocyte immunoglobulin-like receptor, subfamily A (without T domain), member 3 582 597 1 015 111 002
SLC11AL  solute carrier family 11 led di i ter), 511 5.26 1 015 111 001
i chemokine (C-C motif) receptor 1 865 882 1 017 113 00
102725029 // leukocyte immunoglobulin-like receptor, subfamily A (with TM domain), member 6 /// leukocyte immunoglobulin-lik  6.83 693 1 010 107 004
s leukocyte immunoglobulin-like receptor, subfamily B (with TV and ITIM domains), member 1 6.8 657 1 010 107 007
PILRA  paired immunoglobin-fike type 2 receptor alpha 684 696 1 011 108 003
TYROBP  TYRO protein tyrosine kinase binding protein 1003 1018 1 015 111 000
VRK2  vaccinia related kinase 2 820 834 1 014 110 000
FCERIG  Fe fragment of IgE, high affinity I, receptor for; gamma polypeptide 866 879 1 013 110 003
FCERIG  F fragment of IgE, high affinity |, receptor for; gamma polypeptide 850 859 1 009 107 om
Lacct o d 1 7.25 7.41 1 016 112 005
OMXL2  Dmxclike 2 8565 880 1 015 111 002
ADAM9  ADAM metallopeptidase domain 9 806 823 1 017 113 00
ARRDC4  arrestin domain containing 4 6.19 638 1 019 114 001
RNASEL  ribonuclease, RNase A family, 1 (pancreatic) 454 an2 1 018 114 001
MS4A7  membrane-spanning 4-domains, subfamily A, member 7 9.26 9.39 1 013 109 004
MS4A7  membrane-spanning 4-domains, subfamily A, member 7 863 876 1 013 109 003
MS4A7  membrane-spanning 4-domains, subfamily A, member 7 598 6.14 1 016 112 005
1102725029 // leukocyte immunoglobulin-like receptor, subfamily A (with T domain), member 6 /// leukocyte immunoglobulin-lik  6.45 662 1 017 112 001
102725029 // leukocyte immunoglobulin-like receptor, subfamily A (with TM domain), member 6 /// leukocyte immunoglobulin-lik  6.91 7.07 1 016 112 001
SLC30AL  solute carrier family 30 (zinc transporter), member 1 651 671 1 020 114 000
D109 CD109 molecule 618 634 1 016 112 001
AKRICL  aldo-keto reductase family 1, member C1 679 695 1 016 112 005
GPAT3  glycerol-3-phosphate acyltransferase 3 823 838 1 015 111 008
CPEBA4  cytoplasmic polyadenylation element binding protein 4 7.32 7.46 1 014 110 001
CARDS  caspase recruitment domain family, member 6 682 697 1 015 111 001
TXNRDI  thioredoxin reductase 1 9.93 1007 1 014 110 000
SLC7ALL  solute carrier family 7 (anionic amino acid transporter light chain, xc- system), member 11 761 7.79 1 018 113 001
adrenomedullin 7.47 7.66 1 018 114 000
D109 CD109 molecule 6.27 637 1 010 107 006
TNFRSF10D tumor necrosis factor receptor superfamily, member 10d, decoy with truncated death domain 579 593 1 014 110 008
TNS3 tensin3 698 7.07 1 019 114 003
SLC7AIL  solute carrier family 7 (anionic amino acid transporter light chain, xc- system), member 11 9.83 1002 1 020 115 001
RAPH1  Ras association (RalGDS/AF-6) and pleckstrin homology domains 1 6.06 623 1 016 112 004
IRAK3  interleukin 1 receptor associated kinase 3 484 4.99 1 015 111 009
SLCA4AL  solute carrier family 44 (choline transporter), member 1 7.73 7.88 1 015 111 001
ANTXR2  anthrax toxin receptor 2 697 711 1 014 110 001
DSE  dermatan sulfate epimerase 9.11 9.20 1 009 107 008
NAMPT  nicotinamide phosphoribosyltransferase 9.26 9.43 1 017 113 007
FNDC38  fibronectin type Iil domain containing 38 7.30 7.43 1 013 109 om
NRP2  neuropilin 2 583 601 1 018 113 005
ASPH  aspartate beta-hydroxylase 7.05 7.18 1 012 109 om
DUSP6  dual specificity phosphatase 6 876 892 1 017 112 004
DUSP6  dual specifiity phosphatase 6 9.45 9.59 1 014 110 007
4.8 472 1 024 118 005
HIPL  huntingtin interacting protein 1 431 450 1 02 115 005
SLCSA3  solute carrier family 5 (sodium/myo-inositol cotransporter), member 3 1005 1020 1 015 11 007
- - 32 336 1 014 110 003
VMO1  vitelline membrane outer layer 1 homolog (chicken) 438 453 1 014 111 003
VMO1  vitelline membrane outer layer 1 homolog (chicken) 6.15 6.28 1 013 109 010
CDCSL  cell division cycle 5-like 5.46 564 1 017 113 003
CASP2  caspase 2 343 354 1 011 108 om
ESCO1 establishment of sister chromatid cohesion N-acetyltransferase 1 711 7.25 1 014 110 008
- - 271 281 1 009 107 om
PPIL2  peptidylprolyl isomerase (cyclophilin)-like 2 261 274 1 012 109 002
- - 555 563 1 009 106 o1
ZNFS67  zinc finger protein 567 590 601 1 012 109 009
IL6ST  interleukin 6 signal transducer 7.06 7.26 1 02 115 001
680 694 1 014 110 009
EIF2C1  argonaute RISC catalytic component 1 5.27 541 1 014 110 009
RBMBA  RNA binding motif protein 8A 7.39 754 1 015 111 004
LSM148  LSM family member 148 383 398 1 015 111 002
SETD2  SET domain containing 2 620 635 1 015 111 005
WNKL  WNKysine deficient protein kinase 1 7.36 7.50 1 014 110 003
238 248 1 010 107 005
BODILL  biorientation of chromosomes in cell division 1-like 1 7.80 7.89 1 009 106 009
KIAALSST  KIAATSS1 1082 1090 1 009 106 002
41155 /// 2C3zinc finger CCCH-type d like /// zinc finger CCCH-typ 8114 692 7.06 1 014 110 003
UGCG  UDP-glucose ceramide glucosylransferase 7.46 7.58 1 012 109 003
SMC5  structural maintenance of chromosomes 5 692 7.08 1 016 112 002
KIR2DL4  killer Tk , two domain lasmic tail, 4 346 355 1 009 107 004
PRO0471  uncharacterized LOC28994 213 22 1 009 107 003
FGFR10P2 FGFR1 oncogene partner 2 7.56 765 1 009 106 005
SLAMF7  SLAM family member 7 1005 1015 1 011 108 003
POP1  pyruvate dehyrogenase phosphatase catalytic subunit 1 626 636 1 010 107 001
- - 3.40 353 1 014 110 006
CRLF2  cytokine receptor-like factor 2 7.30 7.48 1 018 113 000
AKRIC2  aldo-keto reductase family 1, member C2 618 631 1 014 110 002
BAG4  BCL2-associated athanogene 4 607 622 1 016 111 004
- - 693 7.10 1 018 113 005
220083 5 at NEATL  nuclear paraspeckle assembly transcript 1 (non-protein coding) 259 278 1 019 114 001
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Probeset ID

1560014_5_at

TIMMEA
LINC00328
_0C10537606¢
.0C10013482

PRKCQ-AST
RALGAPAL
PTPNG
NCKAPSL

KLF12
PP12708
NAPSB

TAPTL
SSH2
MGATAA

TBC1D3;
.0C10537296¢
D52

NAPSB
ZNF101
287820
STRBP
pcM1
SETDB2
CNRL
GANAB

1Q6AP2
POLK
GOSR1
.0C10028905¢
WHAMMP2
suz12
caND1
/NPIPBS /]
MBTD1
SMURF1
R21/// RABGH
2NF264
MGA
M3
METTLIA
MACROD1
caLe
HCG18
ceP13s
DDX52
PIAST
L17A/// ARLL
WDFY2

LRRC39

2C3H78
AP2AL

P

SIAHL

RSBNIL

RALGPS2
SNRPN
PPP3CA

METTLI6

ARHGEF7
DLEV2
casps

5 ///10€102
2724985 /// P,

Gene Title
TAF13 RN, 11, TATA b factor, 18kDa
midnolin
nuclear receptor coactivator 2

inner (yeast)

long intergenic non-protein coding RNA 328
uncharacterized LOC105376066
uncharacterized LOC100134822

RAS and EF-hand domain containing.

ATP binding cassette subfamily 8 member 4
leucyl/cystinyl aminopeptidase

pyruvate dehydrogenase kinase, isozyme 1
NIMA-related kinase 1

histone cluster 1, H3a

PRKCQ antisense RNA 1

Ral GTPase activating protein, alpha subunit 1 (catalytc)
protein , non-receptor type 4 (megakaryocy
NCK-associated protein 5-like

napsin B aspartic peptidase, pseudogene
glutamate receptor, ionotropic, kainate 2
SUB1 homolog, transcriptional regulator
transmembrane anterior posterior transformation 1

mannosy (alpha-L, beta-1, isozyme A
TBC1 domain family, member 32

uncharacterized LOC105372966

tumor protein D52

CD19 molecule

peroxisome proliferator-activated receptor gamma, coactivator 1 beta

bicaudal D homolog 1 (Drosophila)

SET domain, bifurcated 2

adenylate kinase 3

napsin B aspartic peptidase, pseudogene

zinc finger protein 101

zinc finger and BTB domain containing 20
spermatid perinuclear RNA binding protein
pericentriolar material 1

SET domain, bifurcated 2

cannabinoid receptor 1 (brain)
glucosidase, alpha; neutral AB

1Q motif containing GTPase activating protein 2

polymerase (DNA directed) kappa

golgi SNAP receptor complex member 1

uncharacterized LOC100289058

WAS protein homolog associated with actin, golgi membranes and microtubules pseudogene 2

5UZ12 polycomb repressive complex 2 subunit

cullin-associated and neddylation-dissociated 1

mbt domain containing 1
SMAD specific E3 ubiquitin protein ligase 1
Gp led receptor 21/// protein 1

zinc finger protein 264

MGA, MAX dimerization protein
tropomyosin 3
methyltransferase like 14
MACRO domain containing 1

HLA complex group 18 (non-protein coding)(HCG18)
centrosomal protein 135kDa

DEAD (Asp-Glu-Ala-Asp) box polypeptide 52

ADP-ribosylation factor lie GTPase 17A /// ADP-ribosylation factor lie GTPase 178
WD repeat and FYVE domain containing 2
leucine rich repeat containing 39

DEAH (Asp-Glu-Ala-His) box polypeptide 36

phenylalanyl-tRNA synthetase beta subunit

chromosome 8 open reading frame 44

RNA binding moltif protein 43

zinc finger CCCH-type containing 78
adaptor-related protein complex 2, alpha 1 subunit
tetratricopeptide repeat domain 3

lectin, galactoside-binding, soluble, 3

pecanex homolog (Drosophila)

leucine rich repeat containing 37, member A2 /// leucine rich repeat containing 37, member A3
FSHD region gene 1 family member J, pseudogene

siah €3 ubiquitin protein ligase 1
round spermatid basic protein 1-ike

ataxin 3

telomerase-associated protein 1

Ral GEF with PH domain and SH3 binding motif 2
small nuclear ribonucleoprotein polypeptide N

methyltransferase like 16

Rho guanine nucleotide exchange factor 7

deleted in lymphacytic leukemia 2 (non-protein coding)
caspase 8, apoptosis-related cysteine peptidase

BMS1 ribosome biogenesis factor pseudogene 5 /// uncharacterized LOC102724455

o /11

putative uncharacterized protein LOC641298 /// putative uncharacterized protein LOC641298 /// putative uncharac

Meanlog2 | Meanlog2 | 422FDR |Log2 Ratio| Change

intensity for | intensity for | <0.2 1=YES 21P0ST
1P PRE | 0=NO Vs21PRE
4565 478 1 012 109
367 392 1 025 119
657 687 1 031 124
450 an 1 02 116
1053 1027 1 026 119
578 561 1 017 113
258 245 1 012 108
592 579 1 013 109
5.48 521 1 0.27 121
328 R 1 018 113
478 466 1 012 108
5.60 5.46 1 014 110
1110 1092 1 017 113
345 330 1 015 111
315 304 1 011 108
526 5.12 1 014 110
513 5.00 1 013 109
343 333 1 o1 108
448 a2 1 0.24 118
367 349 1 017 113
485 476 1 010 107
310 298 1 012 109
478 466 1 012 109
31 294 1 017 113
323 315 1 0.08 106
255 248 1 007 105
219 212 1 0,07 105
5.68 556 1 012 108
220 214 1 0.07 105
242 231 1 011 108
250 27 1 011 108
22 212 1 009 107
327 317 1 0.10 107
242 231 1 011 108
213 202 1 011 108
564 554 1 011 108
256 240 1 017 112
301 201 1 010 107
6.22 6.12 1 0.09 107
7.45 7.33 1 012 108
367 355 1 012 108
275 258 1 017 113
384 373 1 011 108
403 388 1 015 111
7.25 7.4 1 011 108
240 231 1 009 107
636 626 1 0.10 107
204 281 1 013 109
269 257 1 012 109
531 515 1 016 112
652 637 1 014 110
418 4.00 1 018 113
4.06 383 1 023 118
4.07 388 1 019 114
295 281 1 0.15 11
679 669 1 011 108
475 458 1 017 112
326 304 1 022 117
312 301 1 0.12 108
257 240 1 017 113
281 262 1 0.20 115
413 399 1 014 110
513 493 1 021 115
618 605 1 013 109
332 314 1 018 114
268 262 1 006 104
552 539 1 012 109
237 22 1 016 112
658 645 1 013 110
402 382 1 020 115
457 434 1 0.23 117
357 341 1 015 111
210 194 1 016 11
319 307 1 012 109
218 208 1 0,09 107
29 288 1 009 106
3.8 301 1 018 113
285 269 1 016 111
293 280 1 013 109
5.40 5.22 1 018 114
652 6.29 1 0.23 117
5.97 569 1 028 121
278 254 1 0.24 118
29 269 1 026 120
286 259 1 0.27 120
299 286 1 013 109
352 338 1 014 110
6.8 632 1 016 11
313 298 1 016 11
252 239 1 013 110
275 255 1 021 115
295 284 1 011 108
311 295 1 016 112
391 378 1 013 109
32 296 1 0.2 120
345 321 1 024 118
5.19 502 1 017 113
420 402 1 022 116
245 232 1 014 110
293 277 1 016 112
332 308 1 0.25 119
436 418 1 019 114
354 350 1 014 110
277 263 1 014 110
340 3.2 1 016 112
243 226 1 017 113
4.29 4.08 1 021 116
269 254 1 015 11
484 451 1 0.23 118
378 361 1 017 112
889 857 1 032 125
605 570 1 035 127
580 553 1 0.27 120
315 286 1 029 122
517 492 1 0.25 119
468 434 1 034 127
453 419 1 034 127
374 342 1 032 125
414 378 1 036 129
454 4.26 1 027 121
339 312 1 028 121
534 500 1 030 123
393 362 1 031 124
432 398 1 034 127
431 4.04 1 0.27 121
201 267 1 023 117
278 255 1 023 117
261 227 1 033 126
354 334 1 020 115
439 414 1 025 119
398 376 1 021 116
434 4.07 1 027 121
589 554 1 036 128
443 412 1 031 124
37 351 1 0.27 120
455 439 1 016 112
344 317 1 0.27 120
384 367 1 017 113
475 453 1 023 117
350 318 1 032 125
275 252 1 023 117
412 384 1 029 122
268 253 1 0.15 11
7.09 691 1 018 113
377 354 1 023 117
443 4.25 1 018 113
552 531 1 021 116
439 419 1 020 115
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Meanlog2 | Meanlog2 | 422 FOR
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Gene intensity for | intensity for | <0.2 1=YES
Probesetid | symbol Gene Title 21p0sT | 21PRE | _0:=NO palue
1557409_at - - 520 503 1 005 1567408t SPGT
215462_at PLK3  polo-like kinase 3 573 550 1 001 215482 _at PLK3
215474_at nsmce2 360 332 1 0.01 213474 at NSMCE2
239008_at - 417 390 1 003 230008 _at -
- - 364 344 1 008 23323 at -
POLR2I3  polymerase (RNA) Il (DNA directed) polypeptide 13 433 413 1 0.09 214740 _at POLR2A
PRKD3  protein kinase D3 451 429 1 0.08 240540 at PRKD3
NOC2L  NOC2-like nucleolar associated transcriptional repressor 460 438 1 011 1860130t NOC2L
PPMIK  protein phosphatase, Mg2+/Mn2+ dependent, 1K 712 685 1 0.00 235081 _at PRMIK
5A8A /// GOL(golgin A8 family, member A /// golgin A8 family, member B 7.50 7.29 1 0.10 213660_at GOLGABA I GOLG/
- - 3.14 280 1 001 208154 at
3.44 3.19 1 0.08 1670248t GNB1
COAL  cytochrome ¢ oxidase assembly factor 1 homolog 684 646 1 0.01 232330 _at C0A1
SYTL3  synaptotagmin-like 3 491 472 1 010 1862086t SVTL3
- - 351 334 1 009 _at 3
MEF2A  myocyte enhancer factor 2A 347 EE?) 1 0.06 200176 _at MEF2A
513 4.90 1 001 294 at AGSNI
463 445 1 010 233400_at ceoce2
- 453 4.39 1 005 230183 at ZNF2800
- 4.16 3.98 1 0.04 230881 _at AFF1
- 5.71 5.55 1 003 233713 at SMYD2
ARHGDIB  Rho GDP dissociation inhibitor (GDI) beta 9.00 887 1 0.08 1666812_a_at  ARHGDIB
IGH  immunoglobulin heavy locus. 619 602 1 003 51185 at  IGH
ABHD18  abhydrolase domain containing 18 512 491 1 0.05 210080_at ABHD18
LOC388692 uncharacterized LOC388692 617 594 1 007 232340 at L0c388ae2
GABPB1-AS1 GABPBI antisense RNA 1(GABPB1-AS1) 547 523 1 0.06 1588083 _a_at
C150rf57  chromosome 15 open reading frame 57 4.6 390 1 0.06 1560814 a_at G307
764 73 1 001 MET R -
- - 6.49 631 1 005 207671 at
496 an 1 000 U4t Tmenla
= - 345 329 1 009 213626 at dockd
GSDMB  gasdermin B 3.09 288 1 0.02 215860 _at GSDMB
PIGL  phosphatidylinositol glycan anchor biosynthesis class L 341 327 1 0.09 1560381 3t PloL
LRPPRC _ leucine-rich pentatricopeptide repeat containing 637 620 1 009 TR0t LRPPRC
- - 5.65 554 1 011 243788 at Hexim2
FAM159A _ family with sequence similarity 159, member A 327 314 1 005 1666970t FAM1G0A
ZNF782  zinc finger protein 782 332 316 1 0.03 240403 xat  ZNFTE2
- 435 414 1 0.02 1864783 st LASSE
- 4.92 4.70 1 0.04 15680418t JWIDIC
OS2 COP-diacylglycerol synthase 2 457 440 1 008 MW 002
- - 5.06 4.86 1 0.06 243878 at Fnbpt
INF785  zinc finger protein 785 375 354 1 0.06 1864760 3t ZNF7BG
- - 5.29 5.13 1 008 230640 at gt2i (1 LOC1000838
058P owysterol binding protein 3:2 360 1 007 0Tt O3BP
TECR  trans-2,3-enoyl-CoA reductase 327 3.10 1 0.06 1509382t TECR
256 237 1 0.08 Rnf38
- - 274 254 1 0.04 mi1
508 487 1 008
2CCHC11  zinc finger, CCHC domain containing 11 364 338 1 003 Z0CHC11
SMCHD1 - 638 6.08 1 0.02 SMEHD!
ZNFa31  zinc finger protein 431 435 411 1 007 2NF43
G3L1/// STAG stromal antigen 3-like 1 m 3Hlike 3 576 554 1 0.08 STAG3LY /I STAG3I
- 684 654 1 003
562 5.30 1 003 luc2o
- - 492 468 1 0.10
2724985 /// P p d 1///py d c 412 392 1 0.09 LOC102724385 /il PI
- 620 599 1 008 hpt
6.03 577 1 0.06 tah?
TM2D1 M2 domain containing 1 329 307 1 0.06 201
LRCH3  leucine-rich repeats and calponin homology (CH) domain containing 3 6.58 6.29 1 0.04 LRCH3
ZNF207  zinc finger protein 207 699 676 1 0.04 2NF207
2ZNF451  zinc finger protein 451 6.56 6.33 1 0.05 INF41
ZNF207  zinc finger protein 207 816 791 1 0.04 2NF207
— — 5.29 5.03 1 0.09 MAP4KG
PCSK7  proprotein convertase subtilisin/kexin type 7 615 5.90 1 009 PCSKT
— — 4.09 381 1 0.06 STAUT
- - 482 443 1 001 -
INF224 zinc finger protein 224 540 516 1 008 24
- - 580 543 1 002 -
Dis3 log, exosome 35 486 461 1 0.02 DIs3
- 3.42 315 1 001 CABINT
420 4.00 1 0.06 C1Borfl
LRRFIPL  leucine rich repeat (in FLII) interacting protein 1 515 495 1 005 LRRFIP1
GPRESB G protein-coupled receptor 898 430 405 1 003 GPRESE
- - 398 365 1 001 s
MAP2KS  mitogen-activated protein kinase kinase 5 414 389 1 004 11AP2K5
CCND3  cyclin D3 557 526 1 002 ceho
- 484 458 1 001 GFI
- - 354 331 1 001
USPLL  ubiquitin specific peptidase lie 1 316 289 1 000 uspL1
- 288 262 1 002 ABIN
GABPB1-AS1 GABPBI antisense RNA 1(GABPBL-ASL) 345 324 1 001 -
CEP152  centrosomal protein 152kDa 344 316 1 001 CEP182
ATM  ATM serine/threonine kinase 712 691 1 0.05 ATH
ATM  ATM serine/threonine kinase 578 542 1 003 ATH
D47 CD47 molecule(CD47) 5.79 5.45 1 0.00 047
ZNF652  zinc finger protein 652 495 463 1 002 2NFeE2
AKIRINL  akirin 1 458 427 1 010 AKIRINT
- - 429 4.04 1 008 RABTA
UBR2 _|ublquitn protein liase E3 campanent n-recognin 2 426 387 1 001 UBR2
- -- 414 375 1 001 it
SNRK  SNF related kinase 487 453 1 0.05 SNRK
- - 482 436 1 0.00
€CDCOL  coiled-coil domain containing 91 5.04 4.61 1 0.01 ooocat
CIN8  ceroid-lipofuscinosis, neuronal 8 394 365 1 001 Lhe
547 518 1 007 thog /i RHOQF2
- - 469 438 1 006 2NiFt4
RNF125  ring finger protein 125, E3 ubiquitin protein ligase 605 575 1 007 RIFI25
- - 558 514 1 002
436 410 1 008
FBXL20  F-box and leucine-rich repeat protein 20 362 327 1 003 FBXLID
N4BP2L2  NEDDA binding protein 2-like 2 424 3.70 1 0.00 N4BP2L2
- 298 258 1 001 lpKY
SSR3 signal sequence receptor, gamma (translocon-associated protein gamma) 630 595 1 005 WA s SR
6.19 5.77 1 001 1666658_a_at  Mbnl1
ZNF254  zinc finger protein 254 483 432 1 0.00 1550940 a ot ZNF254
- - 377 334 1 0.00
NXPE3  neurexophilin and PC-esterase domain family, member 3 471 4.40 1 0.03 NXPE3
- 532 5.03 1 001 Mbnl1
NKTR  natural killer cell triggering receptor 4.68 422 1 0.00 NKTR
313 282 1 0.06 mym2
- 434 4.00 1 0.05 Pice
- 364 328 1 002
GFM1 G elongation factor, mitochondrial 1 3.09 281 1 0.01 GFMT
MPHOSPHE M-phase phosphoprotein 8 694 666 1 011 lPHOSPHB
RBM14  RNA binding motif protein 14 5.85 5.51 1 0.05 RBM14.
- - 5.30 5.02 1 0.10 WNK1 JirL0c100132
INPPSD/SHIPL nositol polyphosphate-5-phosphatase D 500 556 1 001 NPP5D
- 477 242 1 010 w5
630 594 1 008 Oyt
FTX transcript, XIST regulator (non-protein coding) 622 579 1 007 FTX
IPIPA3 /// NPl nuclear protein ly B4-like /// L /1] nuclear pore  7.07 6.58 1 0.02 LOC101080275 A L(
ARIHL - 473 443 1 009 ARIH1
NFATC3  nuclear factor of activated T-cells, cytoplasmic, calcineurin-dependent 3 5.03 462 1 0.04 NFATC3
- - 539 486 1 003 R
711 667 1 010 235028 at
CCL2 chemokine (C-C motif) ligand 2 995 1014 [ 024
124 interleukin 24 661 685 o 015
Lacct P d 1 418 437 [ 015
D93 CD93 molecule 840 856 o 023
THBS1  thrombospondin 1 1014 1031 [ 013
TNFRSF2L  tumor necrosis factor receptor superfamily, member 21 473 491 o 014
MILRI  mast cellimmunoglobulin-like receptor 1 327 340 [ 018
PTGRL  prostaglandin reductase 1 457 467 o 023
TNFAIPG  tumor necrosis factor, alpha-induced protein 6 889 9.04 0 012
PLAUR  plasminogen activator, urokinase receptor 891 905 o 013
NLRP3 LR family, pyrin domain containing 3 7.8 7.29 [ 019
ATPI3A3  ATPase type 133 817 8.7 0 017
TWR2  tollfike receptor 2 963 971 [ 029
118 interleukin 1 beta 1278 1286 o 024
PHLDAL  pleckstrin homology-like domain, family A, member 1 9.42 952 [ 017
PHLDAL  pleckstrin homology-like domain, family A, member 1 813 827 o 012
ASPH  aspartate beta-hydroxylase 658 669 [ 019
G0S2  GO/GLswitch2 950 957 [ 025
SERPINAL  serpin peptidase i , clade A (alpha-1 antitrypsin), member 1 773 777 [ 043
ARD16 /// CAS caspase recruitment domain family, member 16 /// caspase 1 988 992 o 0.49
SLCBAL  solute carrier family 8 (sodium/calcium exchanger), member 1 39 404 [ 026
214681 at GK glycerol kinase 696 705 o 019




Probeset ID

1561973 _at

Gene
symbol

FNDC38  fibronectin type lll domain containing 38
NRIPL  nuclear receptor interacting protein 1
SHTN1  shootin 1

ITGA2  integrin, alpha 2 (CD49B, alpha 2 subunit of VLA-2 receptor)

Gene Title

SLCsA3

solute carrier family 5 (sodium/myo-inositol cotransporter), member 3
3/l , catalytic polypeptide-like 3A /// APOBEC3A and APOBEC38 deletion hybrid
MERTK  MER proto-oncogene, tyrosine kinase
LR ke tor, subfamily B with TM and ITIM d ), member 2

PILRA  paired immunoglobin-like type 2 receptor alpha
T3 cystatin C
ZNF804A  zinc finger protein 804A
TBC1024  TBCT domain family, member 24
PAFAH1B2 pl factor 1b, cataly 2(30kDa)
HECTDL  HECT domain containing €3 ubiauitin protein ligase 1
WARS  tryptophanyHRNA synthetase
tankyrase, TRF1-interacting ankyrin-related ADP-ribose polymerase 2
secretory carrier membrane protein 1
ROX  radixin
Ras association (RalGDS/AF-6) domain family member 3
CUTC  clathrin, heavy chain (Hc)
BEST1  bestrophin 1
protein tyrosine phosphatase type IVA, member 1
WASL  Wiskott-Aldrich syndrome-like
MON2 homolog, regulator of endosome-to-Golg tra
SYS1 Sys1 golgitrafficking protein

PPHLNL  periphilin 1
.0C10029132: uncharacterized LOC100291323

tetratricopeptide repeat domain 14
vasohibin 1
BCASA  breast carcinoma amplified sequence 4

CCR6  chemokine (C-C mottf] receptor &

POU2AF1  POU class 2 associating factor 1
INADL  InaD-like (Drosophila)
25369600 /// \uncharacterized LOC105369600 /// WNK lysine deficient protein kinase 1
FAMA9B  family with sequence similarity 49, member B
STKITA
CCLs chemokine (C-C motif)ligand 5
NEDDL 3 d lated 1
R212 /// POLF polymerase (RNA) Il (ONA directed) polypeptide 12 /// polymerase (RNA) Il (DNA directed) polypeptide 13
ARHGAPS  Rho GTPase activating protein 5
HELB  helicase (ONA)B

SCAMP1  secretory carrier membrane protein 1
BRWD3  bromodomain and WO repeat domain containing 3
SLC23A3  solute carrier family 23, member 3

CNOT6L  CCRA-NOT transcription complex subunit 6-like
CCDCI3  coiled-coil domain containing 13

ND6  NADH dehydrogenase, subunit 6 (complex )
ASHIL-AS1 ASHIL antisense RNA 1
OGDH  oxoglutarate (alpha-ketoglutarate) dehydrogenase (iipoamide)
TRIM73  tripartite motif containing 73
ITPKB  inositok-risphosphate 3-kinase B
HEAT repeat containing 3
OSCAR  osteoclast associated, immunoglobulin- ke receptor
GGAL  gol 3 ear containing, ARF 1
INF785  zinc finger protein 785
PRKD3  protein kinase D3
G52

P v synthase
SLC11A1  solute carrier family 11 (proton-coupled divalent metalion transporter), member 1
NAMPT  nicotinamide phosphoribosyltransferase

muscleblind like splicing regulator 1

CFLL cofiin 1 (non-muscle)

AP1S3  adaptor-related protein complex 1 sigma 3 subunit
MYL12A  myosin ight chain 12A
SRGAP2  SLIT-ROBO Rho GTPase activating protein 2

CANDI  cullin-associated and neddylation-dissociated 1
RBMX  RNA binding motif protein, X-linked
VASH1  vasohibin 1

SCML4  sexcomb on midleg-like 4 (Drosophila)
LOC153577 uncharacterized LOC153577

CDCA2-IT1  CDCA2 intronic transcript 1
YLPM1  YLP motif containing 1
83588 /// RPS uncharacterized LOC283588 /// ribosomal protein 6 kinase, 90kDa, polypeptide 5
STK38  serine/threonine kinase 38
TPR translocated promoter region, nuclear basket protein
APOLG  apolipoprotein L, 6

‘GEN Holliday junction 5'lap endonuclease
NPOL transportin 1
IRD2 /// GTF2 GTF2! repeat domain containing 2 /// GTF2 repeat domain containing 26
LINC00969 _long intergenic non-protein coding RNA 969
XKR6  X-linked Kx blood group related 6

GEN1

Cs0rf28  chromosome 5 open reading frame 28
HSP9OABL _heat shock protein 90kDa alpha (cytosolic), class B member 1

MATR3  matrin 3

SLCIA7  solute carrier family 9, subfamily A (NHE?, cation proton antiporter 7), member 7
MBNL1  muscleblind like splicing regulator 1
SR 3-ketodinydrosphingosine reductase

.0C10013154: uncharacterized LOC100131541

2105371215 // L0C642691 /// LOC105371215 /// L0C105379432
SPATA24  spermatogenesis associated 24
LATL d ipt 1 (non-protein coding)
DOCK4  dedicator of cytokinesis 4
TEXIO testis expressed 10

RPAIN  RPAinteracting protein
SMCHDI  structural maintenance of chromosomes flexible hinge domain containing 1

THEMIS  thymocyte selection associated
SEPT9  septing
.0C10012828¢uncharacterized LOC100128288.

TADAL  transcriptional adaptor 1

MTDH  metadherin
NSUN&  NOP2/Sun domain family, member 4

DDX42  DEAD (Asp-Glu-Ala-Asp) box helicase 42
Ms12 musashi RNA binding protein 2

INTS10

integrator complex subunit 10

CCDCB6  coiled-coil domain containing 66
PLEKHAS  pleckstrin homology domain containing, family A (phosphoinositide binding specific) member 8

SIAH3  siah £3 ubiquitin protein ligase family member 3
QURTDI  queuine tRNA-ribosyltransferase domain containing 1
LINC00996 _long intergenic non-protein coding RNA 996

ZNFS68  zinc finger protein 568

SLC25AS3  solute carrier family 25, member 53

SMARCC2 SWI/SNF related, matrix associated, actin dependent regulator of chromatin, subfamily ¢, member 2

Meanlog2 | Mean log2
intensity for | intensity for | <0.2 1=YES
POS PRE
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800 808
568 581
5.20 531
897 914
590 605
7.68 7.80
257 270
7.00 7.09
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730 738
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250 3.00
255 262
7.48 755
878 885
7.60 7.83
552 547
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699 7.12
233 240
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7.9 802
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434 447
4.49 4.40
395 388
341 333
226 219
309 306
4.20 4.05
410 402
496 485
5.8 514
4.20 399
4.49 433
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6.49 6.42
450 402
899 893
3.09 29
495 482
524 504
4.06 392
a7 449
1063 1061
570 570
810 7.80
4.05 a4
454 4.40
544 539
622 620
699 698
275 268
4.4 447
4.6 458
1035 1031
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4.00 38
654 639
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361 363
37 37
458 4.02
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341 343
836 844
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626 627
830 805
521 523
603 6.00
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488 482
345 331
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434 4.25
368 374
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620 616
an 407
402 427
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5.25 5.25
532 526
469 a7
421 418
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572 5.46
392 392
3.40 339
3.8 319
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530 528
451 420
319 3.00
435 426
6.00 577
1115 1119
7.6 685
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514 514
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739 713
378 366
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3.9 395
327 3.10
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408 4.09
642 639
330 32
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247 245
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644 6.29
453 4.8
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Probeset ID

GVINPL
558P1

DDX6

PTGIR
cTsipg
AK9
YTHDF3

KMT2A

RPUSD3

FNTB.
C3orf38
Caorf3s
TRIM13

TTesc
GPBPILL

FNIP2

EREG
MYSM1
ATPBAL

STKa.

PTPRC
SERACL

2NF709

202581_at
2026015 at  HTATSFL
202609_at €Ps8
202759_s_at

202760_s_at

202814 s at  HEXIM1
2028555 at  SLCI6A3
2028565 at  SLC16A3
202869_at

202876_5_at PBX2
202887_s_at oDIT4
202888 5_at ANPEP
203231_s_at ATXNI
203394 5_at HES1
203607_at INPPSF
203887_5_at THED
203888 _at THBD
203889_at scas
203958_5_at 287840
204011_at SPRY2
204014_at DUSPA
204015_5_at DusP4
204088 _at P2RXA
204103 _at cas
204165_at WASF1
204180_s_at 87843
204192_at 037
204270_at SKi
204470_at [SICEY
204475_at MMPL
204560_at FKBPS
204628_5_at mee3
204686 _at 1RS1
204748_at PTGS:
204794 _at DUSP2
204858_5_at TYMP
204863_5_at IL6ST
204866_at JADE3
204956 _at MTAP
204995_at CDKSRL
205010_at GNL3L
205114 5_at

205119_5_at FPRL
205174 5 at arct
205197_s_at ATP7A
205238_at TRMT28
205285_5_at FYB
205411_at STKa.
205476 _at ccL20
205495_5_at GNLY
2055965 at  SMURF2
2056845 at  DENNDAC
2058225 at  HMGCS1
205885_5_at mGAs
205934_at pLCLL
206157_at PTX3

a7
206241_at KPNAS

Gene Title
Janus kinase 2

GTPase, very large interferon inducible pseudogene 1
single-stranded DNA binding protein 1, mitochondrial

L0C441666  zinc finger protein 91 pseudogene

DEAD (Asp-Glu-Ala-Asp) box helicase 6
prostaglandin 12 (prostacyclin) receptor (IP)

cathepsin L pseudogene 8

adenylate kinase 9
YTH N(6)-methyladenosine RNA binding protein 3

_0C10537975: uncharacterized LOC105379752

Iysine (K)-specific methyltransferase 2A

.0C10028865¢ ankyrin repeat domain 20 family, member A2 pseudogene

RNA pseudouridylate synthase domain containing 3

farnesyltransferase, CAAX box, beta
chromosome 3 open reading frame 38(C3orf38)
chromosome 3 open reading frame 38(C30rf38)
tripartite motif containing 13

tetratricopeptide repeat domain 9C

GC-rich promoter binding protein 1-like 1
folliculin interacting protein 2

epiregulin
Myb-like, SWIRM and MPN domains 1

ATpase, aminophospholipid transporter (APLT), class | type 84, member 1
serine/threonine kinase 4

protein tyrosine phosphatase, receptor type, C

serine active site containing 1

ANKRD20A3 / ankyrin repeat domain 20 family, member A1 /// ankyrin repeat domain 20 family, member A12, pseudogene /// ant

zinc finger protein 709
EPTL ethanolaminephosphotransferase 1
SCAF11  SR-related CTD-associated factor 11
RAD21  RAD21 cohesin complex component
SPTBNI  spectrin, beta, non-erythrocytic 1
HSPD1  heat shock 60kDa protein 1 (chaperonin)
SCD  stearoyl-CoA desaturase (delta-9-desaturase)
RAB14  RAB14, member RAS oncogene family
COND2  cyclin D2
TXNIP  thioredoxin interacting protein
ANP32A  acidic nuclear phosphoprotein 32 family member A
J GTF2IPL/// g iption factor i /// g iption factor
SF3B1  splicing factor 3b, subunit 1, 155kDa
SMARCC1  SWI/SNF related, matrix associated, actin dependent regulator of chromatin, subfamily ¢, member 1
BCLAFL  BCL2-associated transcription factor 1
SON  SON DNA binding protein
MOBIA  MOB kinase activator 1A
EMP1 epithelial membrane protein 1
EMPL epithelial membrane protein 1
ENC1  ectodermal-neural cortex 1 (with BTB domain)
TIAL  TIAL cytotoxic granule-associated RNA binding protein
TIAL  TIAL cytotoxic granule-associated RNA binding protein
PPIF peptidylprolyl somerase F
IER3  immediate early response 3
FXR1 fragile X mental retardation, autosomal homolog 1
MARCKS  myristoylated alanine-rich protein kinase C substrate
EGRL  early growth response 1
RANBP2  RAN binding protein 2
CLCN3  chloride channel, voltage-sensitive 3
D14 CD14 molecule
TBLIX  transducin (beta)-like 1X-linked
ARIHI  ariadne RBR E3 ubiquitin protein ligase 1
CPNE3  copine Il
TMEDS  transmembrane p24 trafficking protein 5
TRIBL  tribbles pseudokinase 1
RGS2  regulator of G-protein signaling 2
UsP1  ubiquitin specific peptidase 1
PLSCR1  phospholipid scramblase 1

PA1A /// HSP£ heat shock 70kDa protein 1A /// heat shock 70kDa protein 18

HIV-1 Tat specific factor 1
epidermal growth factor receptor pathway substrate 8

2/// PALM2-2 Akinase (PRKA) anchor protein 2 /// PALM2-AKAP2 readthrough
2/// PALM2-# A kinase (PRKA) anchor protein 2 /// PALM2-AKAP2 readthrough

hexamethylene bis-acetamide inducible 1
solute carrier family 16 (monocarboxylate transporter), member 3
solute carrier family 16 (monocarboxylate transporter), member 3
2-5'-oligoadenylate synthetase 1

pre-B-cellleukemia homeobox 2

DNA damage inducible transcript 4

alanyl (membrane) aminopeptidase

ataxin 1

hes family bHLH transcription factor 1

inositol polyphosphate-S-phosphatase F

thrombomodulin

thrombomodulin

secretogranin V

zinc finger and BTB domain containing 40

sprouty RTK signaling antagonist 2

dual specificity phosphatase 4

dual specificity phosphatase 4

purinergic receptor P2X, ligand gated ion channel, 4

chemokine (C-C motif) ligand 4

WAS protein family, member 1

zinc finger and BTB domain containing 43

€37 molecule

SKI proto-oncogene

chemokine (C-X-C motif) ligand 1 (melanoma growth stimulating activity, alpha)
matrix metallopeptidase 1

FK506 binding protein 5

integrin beta 3

insulin receptor substrate 1

1/// general transcription factor I, pse

ficity phosphatase 2
thymidine phosphorylase
interleukin 6 signal transducer

jade family PHD finger 3
methylthioadenosine phosphorylase
cyclin-dependent kinase 5, regulatory subunit 1 (p35)

1/ CCL3LL/// tchemokine (C-C motif) ligand 3 /// chemokine (C-C motif)ligand 3-like 1/// chemokine (C-C motif) ligand 3-Tike 3

formyl peptide receptor 1
glutaminyl-peptide cyclotransferase

ATPase, Cu++ transporting, alpha polypeptide

tRNA methyltransferase 2 homolog 8

FYN binding protein

serine/threonine kinase 4

chemokine (C-C motif) ligand 20

granulysin

'SMAD specific €3 ubiuitin protein ligase 2
DENN/MADD dormain containing 4C
3-hydroxy-3-methylglutaryl-CoA synthase 1 (soluble)
integrin alpha 4

phospholipase C-like 1

pentraxin 3, long

ainc finger protein 747

Karyopherin alpha 5 (importin alpha 6)
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Probeset ID

215137_at

Gene
symbol
PRKY  protein kinase, Y-linked, pseudogene
I2RA  interleukin 2 receptor, alpha
XCLL chemokine (C motif ligand 1
MIS188P1  MIS18 binding protein 1

Gene Title

MYMs

zinc finger, MYM-type 5
SCAMP1 _ secretory carrier membrane protein 1
ZNF124  zincfinger protein 124

SLC16A6  solute carrier family 16, member 6
2FP69 zinc finger protein 8
KCNA3  potassium channel, voltage gated shaker related subfamily A, member 3
HAST  hyaluronan synthase 1
transforming growth factor beta receptor I
PTGES  prostaglandin E synthase
CCLL chemokine (C-C motif) ligand 1
21928143 /// uncharacterized LOC101928143 /// numb homolog (Drosophila)
D46 molecule, complement regulatory protein
CREM CAMP responsive element modulator
FCAR  Fc fragment of IgA receptor
cytochrome PAS0, family 2, subfamily R, polypeptide 1
ABCBA4  ATP binding cassette subfamily B member 4
©XCL3  chemokine (C-X-C motif) ligand 3
CXCLS  chemokine (C-X-C motif) ligand 5
TNFSF14  tumor necrosis factor (igand) superfamily, member 14
uty ining, Y-linked
a7 chemokine (C.C ) ligand 7
TRIO trio Rho guanine nucleotide exchange factor
105379650 // Killer cell immunoglobulin-like receptor, two domains, short cytoplasic tai, 1 /// killer cell immunoglobulin-like rece
tubulin, beta 1 class VI
EZR ezrin
TIC3  tetratricopeptide repeat domain 3
GOLGABA _ golgin A8 family, member A
ILF3 interleukin enhancer binding factor 3
IFI16  interferon, gamma-inducible protein 16
TRIO  trio Rho guanine nucleotide exchange factor
nuclear receptor coactivator 3
BICD2 bicaudal D homolog 2 (Drosophila)
TFPI2  tissue factor pathway inhibitor 2
AOCYS - adenylate cylase 3

PRUNE  prune exopolyphosphatase
ES1/// CESIP carbowylesterase 1/// carboxylesterase 1 pseudogene 1
HNRNPULL  heterogeneous nuclear ribonucleoprotein U-like 1
AKRIC2  aldo-keto reductase family 1, member C2
CBXs  chromobox homolog 5
NRID2  nuclear receptor subfamily 1, group D, member 2
€XCl2  chemokine (C-X-C motif) ligand 2
CASP6  caspase 6
pleckstrin homology-like domain, family A, member 2
SLC35A3  solute carrier family 35 (UDP-N-acetylglucosamine (UDP-GIcNAC) transporter), mermber A3
€D300a molecule
CREM  cAMP responsive element modulator
SMG1  SMG1 phosphatidylinositol 3-kinase-related kinase
ILIA  interleukin 1 alpha
potassium channel, inwardly rectifying subfamily J, member 15
CST7  cystatin F (leukocystatin)
SP100  SP100 nuclear antigen
RUFY3  RUN and FYVE domain containing 3
zinc finger, MYM-type 2
PTGES  prostaglandin E synthase
CCT8 chaperonin containing TCP1, subunit  (theta)
signal peptide peptidase lie 28

FPR2  formyl peptide receptor 2
formyl peptide receptor 2
SLC16A7  solute carrier family 16 (monocarboxylate transporter), member 7
H1/// GRIK1- BTB and CNC homology 1, basic leucine zipper transcription factor 1/// GRIK1 antisense RNA 2
CNOT&  CCRA-NOT transcription complex subunit 4
ST3GAL6  ST3 beta-galactoside alpha-2,3-sialyltransferase 6
CDK13  cyclin-dependent kinase 13
SP100  5P100 nuclear antigen
ATRX  alpha thalassemia/mental retardation syndrome X-linked
MAPAKS
D84 CD84 molecule
FCAR  Fe fragment of IgA receptor
EZHL  enhancer of zeste 1 polycomb repressive complex 2 subunit
SERPINAL _ serpin peptidase inhibitor, clade A (alpha-1 antiproteinase, antitrypsin), member 1
HSPA2 _|hestshock 70kDa potein 2
3DLL/// KIR3I killer 3
ZNFS51  zinc finger protein 551
3///10C653: like /// ke /1]
FYB  FYN binding protein
FCAR  Fe fragment of IgA receptor
GYPA glycophorin A (MNS blood group)
TRAF4  TNF receptor-associated factor 4
proline-rich coiled-coil 2C
2FP36L1  ZFP36 ring finger protein-lie 1
NUDT3  nudix hydrolase 3
Iysine (K)-specific methyltransferase 24
DHX9  DEAH (Asp-Glu-Ala-His) box helicase 9
DHX9  DEAH (Asp-Glu-Ala-His) box helicase 9
AK2  adenylate kinase 2
NUDT&  nudix hydrolase 4
PIK3RL  phosphoinositide-3-kinase, regulatory subunit 1 (alpha)
ANKRD12  ankyrin repeat domain 12
RBL2  retinoblastoma-like 2
0996724 /// like ///
SCAMP1 _ secretory carrier membrane protein 1
SECISBP2L  SECIS binding protein 2-ike
JCHAIN  joining chain of multimeric lgA and IgM
EHBP1  EH domain binding protein 1
poly(A) polymerase alpha
2681 zinc finger E-box binding homeobox 1
transcription factor 7-like 2 (T-cell specific, HMG-box)
TCAF1  TRPMS channel-associated factor 1
KANKL KN motif and ankyrin repeat domains 1
2R zinc finger RNA binding protein
ST3GAL6  ST3 beta-galactoside alpha-2,3-sialyltransferase 6
RUFY3  RUN and FYVE domain containing 3
CNRL  cannabinoid receptor 1 (brain)
malignant fibrous histiocytoma amplified sequence 1
HNRNPHI _ heterogeneous nuclear ribonucleoprotein 1 ()
ribonuclease, RNase A farmily, k6
PHACTRI  phosphatase and actin regulator 1
chromosome 6 open reading frame 62
CEP350  centrosomal protein 350kDa
212 /// 5U2125U212 polycomb repressive complex 2 subunit /// SUZ12 polycomb repressive complex 2 subunit pseudogene 1
ERAPL  endoplasmic reticulum aminopeptidase 1
ribosomal protein 1373
ATPGVOE1  ATPase, H+ transporting, lysosomal 9kDa, VO subunit e1
transketolase-like 1
NPFF neuropeptide FF-amide peptide precursor
nuclear mitotic apparatus protein 1
nuclear mitotic apparatus protein 1
SF3B1  splicing factor 3b, subunit 1, 155kDa
KRAS  Kirsten rat sarcoma viral oncogene homolog
ARFIPL  ADP-ribosylation factor interacting protein 1
BCL2-associated transcription factor 1
CAMP responsive element modulator
xm /// mz chemokine (C motif) ligand 1/// chemokine (C motif) ligand 2
purinergic receptor P2Y, G-protein coupled, 10
DIX domain containing 1
mitogen-activated protein kinase kinase kinase 1, E3 ubiquitin protein ligase
BICD1 bicaudal D homolog 1 (Drosophila)
tripartite motif containing 33
TMEM63A  transmembrane protein 63A
PWARS  Prader Will/Angelman region RNAS
USP33  ubiquitin specific peptidase 33
UBTF  upstream binding transcription factor, RNA polymerase |
HNRNPM  heterogeneous nuclear ribonucleoprotein M
CXCLS  chemokine (C-X-C motif) ligand 5
SNRNP200 _small nuclear ribonucleoprotein, US 200kDa subunit
100653061 /// glucuronidase, beta pseudogene 3 /// b
D163 CD163 molecule
FATS of activated T-cells 5, tonicity
€XCLS  chemokine (C-X-C motif) ligand 5

protein H

1, 1/// killer ik

8

protein SMA4 /// beta pseudogene ///

Meanlog2 | Mean log2
intensity for | intensity for | <0.2 1=YES
POS RE
528 5.19
6.42 638
733 7.36
713 7.3
439 430
696 698
535 538
4.60 455
569 578
346 3.40
6.00 594
305 306
578 576
514 517
5.26 534
699 711
758 755
1096 1099
6.32 644
431 426
502 495
107 1115
454 466
601 601
7.26 7.35
651 654
551 553
402 403
644 650
977 976
654 655
676 6565
776 777
1054 1050
554 553
7.40 7.43
6.25 6.21
828 831
563 552
592 587
376 37
700 7.09
620 6.10
651 662
5.27 530
7.79 783
1280 1285
583 579
682 688
374 373
765 765
1079 1084
460 451
1003 1011
391 395
8.48 850
823 8.27
598 595
6.48 636
349 353
3.09 309
526 524
32 332
496 504
479 491
424 414
674 684
368 363
690 7.01
523 5.08
402 4.9
575 582
839 835
606 604
537 540
655 657
457 454
858 863
449 449
438 401
546 531
433 4.27
6.08 6.12
671 692
331 331
5.22 5.7
683 686
663 6565
5.50 556
7.00 7.00
6.06 610
7.94 800
383 378
246 237
7.6 7.8
899 9.01
7.23 7.9
531 537
686 688
713 721
850 844
583 591
650 647
7.96 7.88
5.46 549
518 5.06
653 6.60
675 685
7.08 7.15
369 3n
433 413
679 683
5.22 5.15
643 6.40
802 7.99
777 783
6.66 672
751 7.50
451 an
5.68 573
597 6.06
5.16 529
397 3.9
659 645
466 459
983 9.88
721 7.21
591 594
894 891
9.99 1003
7.04 7.06
688 681
291 287
732 7.29
427 434
567 556
531 5.25
279 281
775 7.77
422 418
381 378
151 151
278 267
4.80 465
753 767
653 658
1076 1077
579 565
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Probeset ID
215188 _at
215191_at

228155_at

Gene
Symbol
STK24 serine/threonine kinase 24

Gene Title

TPR  translocated promoter region, nuclear basket protein

XRCC6  X-ray repair complementing defective repair in Chinese hamster cells 6
MINOS1P1 membrane 1 pseud 1

NKTR  natural killer cell trggering receptor
RABGAP1L RAB GTPase activating protein 1-like

GIMAPS  GTPase, IMAP family member 5
/NBPFL/// N famil c1/// breakpoint ber 1/// bre
PPPICE
SMURF1
KDMSA  Iysine (K)-specific demethylase SA
DMXL2  Dmxclike 2
SKIL  SK-like proto-oncogene
EMCL  ERmembrane protein complex subunit 1
NLRP3 LR family, pyrin domain containing 3
NLRP3 LR family, pyrin domain containing 3
PRMT2  protein arginine methyltransferase 2
EXOSC2  exosome component 2
NR&A2  nuclear receptor subfamily 4, group A, member 2
KAT6A  Kllysine) acetyltransferase 6A
TKTLL  transketolase-lie 1
PROM2 PR domain containing 2, with ZNF domain
AKRICL  aldo-keto reductase family 1, member C1
FAMI186A _ family with sequence similarity 186, member A
IKZF1 IKAROS family zinc finger 1
ER  exin
SLC11AL  solute carrier family 11 led font ter), member 1
RAI2  ORAI calcium release-activated calcium modulator 2
NXPE3 ilin and PC- famil

5052 SO Ras/Rho guanine nucleotide exchange factor 2
PPIA  peptidylprolyl isomerase A (cyclophilin A)
5052 SO Ras/Rho guanine nucleotide exchange factor 2

SPINL  spindin 1
€0C27  cell division cycle 27
PHF3  PHD finger protein 3
RS remodeling and spacing factor 1
SNXI0  sorting nexin 10
RFX7  regulatory factor X, 7
gremlin 1, DAN family BMP antagonist
EXOCS  exocyst complex component 5
HEY1  hes-related family bHLH transcription factor with YRPW motif 1
transmembrane protein 1068
PTER  phosphotriesterase related
HPSE  heparanase
EL3  elongation factor RNA polymerase Il-lke 3
membrane associated ring finger 1
MED18  mediator complex subunit 18
CCOC186  coiled-coil domain containing 186
MFSD6  major facilitator superfamily domain containing 6
RCAN3  RCAN family member 3
LT8P3 latent transforming growth factor beta binding protein 3
TXING  taxiin gamma
144-5GK3 /// < C80rf44-SGK3 readthrough /// serum/glucocorticoid regulated kinase family, member 3
PREB3  pre-B lymphocyte 3
371804 /// LR¥leucine-rich repeat-containing protein 37A3 pseudogene /// leucine rich repeat containing 37, member A4, pseudog
LOL receptor related protein 12
CHD9  chromodomain helicase DNA binding protein 9
FAIM  Fas apoptotic inhibitory molecule
IKZFL IKAROS family zinc finger 1
IKZF3 IKAROS family zinc finger 3
NRDE2  NRDE-2, necessary for RNA nterference, domain containing
FFAR2 free fatty acid receptor 2
TOB2 transducer of ERBB2, 2
mitogen-activated protein kinase kinase kinase 2
SIKEL  suppressor of IKBKE 1

H
K

KLHL24  kelch-like family member 24
BCL2L11  BCL2-like 11 (apoptosis facilitator)
VPS35  VPS35 retromer complex component

PNRC2  proline-rich nuclear receptor coactivator 2

ERBB2IP  erbb2 interacting protein
ARGLUL  arginine and glutamate rich 1
RBM22  RNA binding motif protein 22

APPLL  adaptor protein, phosphotyrosine interaction, PH domain and leucine zipper containing 1
TNKS2 tankyrase, TRF-interacting ankyrin-related ADP-ribose polymerase 2
UBAG  ubiguitin-like modifier activating enzyme 6
transducin (beta)-ike 1 X-linked receptor 1
MAFB  v-maf avian 1]
DCUN1DI  DCN1, defective in cullin neddylation 1, domain containing 1
lactamase, beta 2
AKT3  v-akt murine thymoma viral oncogene homolog 3
feline leukemia virus subgroup C cellular receptor 1
family with sequence similarity 60, member A
Gls  glutaminase
G2E3  G2/M-phase specific E3 ubiquitin protein ligase
TSPANLA tetraspanin 14
COL4A3BP  collagen, type IV, alpha 3 (Goodpasture antigen) binding protein
metastasis associated lung adenocarcinoma transcript 1 (non-protein coding)MALAT1)
INADL  InaD-like (Drosophila)
USP47  ubiquitin specific peptidase 47
TMEMBZA  transmembrane protein 87A
TRNTL  tRNA nucleotidy transferase, CCA-adding, 1
PRO1082  uncharacterized protein PRO1082
MALAT1  metastasis associated lung adenocarcinoma transcript 1 (non-protein coding)
nucleoporin 58kDa
20A2 /// ANKFankyrin repeat domain 20 family, member AL /// ankyrin repeat domain 20 family, member A2 /// ankyrin repeat do

polybromo 1
BDP1 B double prime 1, subunit of RNA polymerase Il transcription initiation factor I8
B-cell CLL/lymphoma 118 (zinc finger protein)
CAB39  calcium binding protein 39

FAM213A  family with sequence similarity 213, member A
MALATL d

ipt 1 {non-protein coding)
solute carrier family 38, member 1
TBP3 polypyrimidine tract binding protein 3
IWS1  IWSLhomolog (. cerevisiae)
chromosome 5 open reading frame 24
PAPPA  pregnancy-associated plasma protein A, pappalysin 1
smallintegral membrane protein 14
ASPH  aspartate beta-hydroxylase
L

L0C102724219 /// L0C102724441 /// uncharar

MSI2 musashi RNA binding protein 2
sterile alpha motif and leucine zipper containing kinase AZK
RAB11FIP4 RAB11 family interacting protein 4 (class I)
JAZFL  JAZF zinc finger 1
meteorin, gial celldifferentiation regulator-like
DUSP4  dual specificity phosphatase 4

FMNL2  formin like 2
KOMSA  lysine (K)-specific demethylase SA

RBM39  RNA binding motif protein 39

SLCIA7  solute carrier family 9, subfamily A (NHE?, cation proton antiporter 7), member 7

210/// peat domain 10 /// 1
2/// PALM2-2 A kinase (PRKA) anchor protein 2 /// PALM2-AKAP2 readthrough
RNPC3  RNA binding region (RNP1, RRM) containing 3
NEATL  nuclear paraspeckle assembly transcript 1 (non-protein coding)
zinc finger protein 800
MIAT  myocardial infarction associated transcript (non-protein coding)
zinc finger protein 503
D47 CDAT molecule
SOX6  SRYbox6
MALATL ]

ipt 1 (non-protein coding)(MALAT)

ZNF331  zincfinger protein 331
SMADY  SMAD family member 9
UHMK1

U2AF homology motif (UHM) kinase 1
TAF15  TATAbox binding protein associated factor 15
TAF15  TATAbox binding protein associated factor 15
FGD4  FYVE, RhoGEF and PH domain containing 4

FAM213A  family with sequence similarity 213, member A

Meanlog2 | Meanlog2 | 422 FOR
intensity for | intensity for | <0.2 1=YES
POS RE | 0=NO
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278 276 [
1009 1012 [
5.20 5.22 [
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316 30 [
3.00 293 [
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1023 1027 [
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6.46 628 [
385 392 [
574 572 [
384 381 [
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4.99 513 [
766 7.68 [
683 687 [
651 657 [
9.05 9.09 [
5.06 4.96 [
496 507 [
564 571 [
6.46 659 [
5565 5.68 [
572 573 [
654 659 0
575 573 [
692 688 [
240 231 [
539 545 0
4.99 502 [
428 427 [
586 567 [
476 475 [
485 491 0
567 569 [
361 357 [
550 552 [
254 243 [
5.44 545 [
551 5.8 [
5.16 4.99 [
251 249 [
5.08 5.15 [
582 5.87 [
713 7.15 0
579 572 [
731 7.27 [
7.39 7.39 [
588 585 [
759 7.66 [
9.01 896 [
800 800 [
753 7.45 [
7.49 755 [
655 652 [
837 844 [
7.23 731 [
590 590 [
9.28 9.32 [
674 677 [
5.24 5.22 [
460 462 [
5.16 502 [
7.95 7.99 [
779 781 [
620 620 [
656 6.49 [
698 7.00 [
572 575 [
376 372 [
8.46 845 [
318 314 [
4.07 398 [
306 310 [
9.99 9.80 [
400 438 [
236 229 0
391 379 [
4.40 4.5 [
590 593 [
38 397 [
671 676 [
366 360 [
984 964 [
663 671 [
7.12 703 [
7.6 7.21 [
5.80 570 [
294 281 [
695 701 [
635 647 [
465 455 [
518 521 [
708 713 [
314 308 [
7.03 7.08 [
814 818 [
7.78 7.78 [
493 502 [
4.29 438 [
7.5 7.07 [
656 657 [
7.89 769 [
874 872 [
7.41 7.44 [
7.40 7.43 [
834 8.42 [
7.93 7.79 [
350 352 [
668 670 [
319 315 [
595 586 [
772 7.79 [
370 362 [
9.10 9.14 [
573 571 [
595 601 [
699 680 [
423 427 [
463 468 0
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Gene
ProbesetiD | Symbol Gene Title

228170_at OLIGL  oligodendrocyte transcription factor 1

228188 at FOSL2  FOS-like antigen 2

228250_at FNIPL folliculin interacting protein 1

228478 at SPPL2A  signal peptide peptidase lie 2A

228549_at TMEM63A  transmembrane protein 63A

228654_at PING  spindlin family, member 4

228986 _at 0SBPLS  oxysterol binding protein-like 8

228988 at ZNF711  zinc finger protein 711

229075 _at SPATAS  spermatogenesis associated 5

229115_at DYNCIH1  dynein, cytoplasmic 1, heavy chain 1

229274_at GNAS  GNAS complex locus

229389_at ATG16L2  autophagy related 16-like 2

229399_at CCOC186  coiled-coil domain containing 186

220413 5 at

229437 at MIRISSHG  MIR1SS host gene

220553 at PGM2L1  phosphoglucomutase 2-like 1

229706_at TCERGL  transcription elongation regulator 1

220732_at ZNF823  zinc finger protein 823

229841 at - -

229850_at KDSR  3-ketodihydrosphingosine reductase

229869_at - -

229881 at KLF12  Kruppelfike factor 12

229966_at EWSRL WS RNA binding protein 1

230000_at RNF213  ring finger protein 213

230014_at - -

230028 _at KIARO907  KIAAO907

230106_at 2X0C XD family zinc finger C

230127 _at

230180_at DDX17  DEAD (Asp-Glu-Ala-Asp) box helicase 17

230323 s 2t TMEMASB transmembrane protein 458

230352_at PRPS2  phosphoribosyl pyrophosphate synthetase 2

230434_at PHOSPHO2  phosphatase, orphan 2

230511 at CREM  cAMP responsive element modulator

230607 _at

230681 at TBRG1  transforming growth factor beta regulator 1

230742_at RBMS  RNA binding motif protein 5

230820_at SMURF2  SMAD specific £3 ubiquitin protein ligase 2

230896 _at BEND4  BEN domain containing 4

231108 at FUS  FUSRNAbinding protein

231109_at

231235 at NKTR  natural kiler celltriggering receptor

231370_at PPM1A  protein phosphatase, Mg2+/Mn2+ dependent, 1A

231597 x at - -

231644 _at

231697 5 at - -

231829_at MAVS  mitochondrial antiviral signaling protein

231862_at CBXs  chromobox homolog 5

231873 at BMPR2  bone morphogenetic protein receptor type Il

231934 at TRIM14  tripartite motif containing 14

231956_at RNF213  ring finger protein 213

231995 at CAAPL  caspase activity and apoptosis inhibitor 1

232000_at TIC398 tetratricopeptide repeat domain 398

232020_at SMURF2  SMAD specific £3 ubiquitin protein ligase 2

232179_at

232204 at EBF1 early B-cellfactor 1

232319_at

232386_at VPS13C  vacuolar protein sorting 13 homolog C (5. cerevisiae)

232466_at CULIA  cullin A

232472_at - -

232584 _at

232614_at - -

232648 at PSMA3  proteasome subunit alpha 3

232653 at - -

232688 at BMP2K  BMP2 inducible kinase

232740_at  MCM3AP-ASLMCM3AP antisense RNA 1

232757_at MTSs1

232861 at PDP2  pyruvate dehyrogenase phosphatase catalytic subunit 2

232879_at CRTC3  CREB regulated transcription coactivator 3

232885 at BIPL  BBSome interacting protein 1

232896 _at ERBB2IP  erbb2 interacting protein

232980_at LMBRD1  LMBR1 domain containing 1

233011 at ANXAL  annexin A1

233121 at - -

233248 at -

233251 at STRBP  spermatid perinuclear RNA binding protein
233283 at

233309_at - -

233314_at PTEN

233387 5 at PCNT  pericentrin

233405 _at

233419 at - -

233515_at KRR1 KRR small subunit (SSU) processome component, homolog (yeast)
2335635 at  FAMI75A  family with sequence similarity 175, member A
233559 s at  WDFYL WD repeat and FYVE domain containing 1
233664_at - -

233724 _at ARNT  aryl hydrocarbon receptor nuclear translocator
233819_5 at LTNL  listerin €3 ubiquitin protein ligase 1
233866_at KLHLS  kelch-like family member 5

233957_at - -

234149_at

234150_at - -

234306 s 2t SLAMF7  SLAM family member 7

234632 x at - -

234645 _at

235003_at UHMK1  U2AF homology motif (UHM) kinase 1
235008_at

235011 at MAP3K2  mitogen-activated protein kinase kinase kinase 2
235052_at ZNF792  zinc finger protein 792

235058 at GPN2  GPN-loop GTPase 2

235060 2t OC10019098¢uncharacterized LOC100190986

235172 3t GABPBI-AS1 GABPBL antisense RNA 1(GABPB1-AS1)
235180_at STYX  serine/threonine/tyrosine interacting protein
235220 at YIPF4_ Yip1 domain family member 4

235274 2t GABPBI-ASI GABPB1 antisense RNA 1(GABPB1-AS1)
235430_at ELMSANL  ELM2 and Myb/SANT-like domain containing 1
235042 at CXorfs6  chromosome X open reading frame 56
235051 at SMADS  SMAD family member 5

235469 2t AMI33DP /// family with sequence similarity 133, member 8 /// family with sequence similarity 133, member A pseudogene /// fa
235476_at TRIMS9  tripartite motif containing 59

235537 _at OCIAD1  OCIA domain containing 1

235567_at RORA  RAR-related orphan receptor A

235568 at MCEMP1  mast cell-expressed membrane protein 1
235574_at GBP4 guanylate binding protein 4

235577 _at ZNF652  zinc finger protein 652

235611 at SREKL  splicing regulatory glutamine/lysine-rich protein 1
235643 at SAMDIL  sterile alpha motif domain containing 9-fike
235652_at SCMLL  sex comb on midleg-like 1 (Drosophila)
235653 5 at THAPG  THAP domain containing 6

235743 at - -

235765_at TLE4  transducin-like enhancer of split 4

235803 at - -

235811 at -

236000_5_at - -

236005_at - -

236023 at CDK9  cyclin-dependent kinase 9

236032_at

236125, - -

236202 2t OC10537445(uncharacterized LOC105374450

236237 _a - -

236327 _at CEPTL  choline/ethanolamine phosphotransferase 1(CEPT1)
236356_at NDUFS1  NADH Fe-S protein 1, Qreductase)
236386_at SUZ12P1  SUZ12 polycomb repressive complex 2 subunit pseudogene 1(SUZ12P1)
236417_at - -

236505 _at NUP62  nucleoporin 62kDa

236558 _at - -

236645 _at HBP1  HMG-box transcription factor 1

236723 at - -

236876_at HIFNT  HL histone family, member N, testis-specific
236887_at KIN_ Kin17 DNA and RNA binding protein

236944 _at

236946_at - -

236962_at

236971 at - -

237118 at

237184_at - -

23725_at THBD  thrombomodulin

237318 at - -

237333 at RBBP4  retinoblastoma binding protein 4

Meanlog2 | Meanlog2 | 422 FOR
intensity for | intensity for | <0.2 1=YES
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4.05 4.06 [
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845 848 [
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435 427 [
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821 806 [
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393 397 [
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5.08 489 [
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an 454 0
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4.00 4.09 [
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4.2 431 0
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310 299 [
a1 394 [
4.80 4.80 [
283 264 [
590 595 [
485 487 [
647 638 [
5.60 561 [
644 6.48 [
510 517 [
7.10 7.15 [
4.5 431 [
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9.20 911 [
7.42 7.41 [
423 a1 [
677 673 [
6.46 652 [
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410 401 [
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352 352 0
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344 345 [
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466 a7 0
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330 325 [
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4.97 498 [
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383 388 [
423 433 [
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Probeset ID Gene Title

cardiolipin synthase 1

PEST proteolytic signal containing nuclear protein

SLC25A36  solute carrier family 25 (pyrimidine nucleotide carrier), member 36
PCBP2  poly(rC) binding protein 2
237878 at - -
L0C10537494] uncharacterized LOC105374947
KDM6A  lysine (K)-specific demethylase 6A
238317 x at
238342_at -
238350_at usN2
DOCK11
DDX56

ubinuclein 2
dedicator of cytokinesis 11
DEAD (Asp-Glu-Ala-Asp) box helicase 56

Myb-like, SWIRM and MPN domains 1
PAP associated domain containing 4

MYSM1
PAPDA

TMEM33
oTuD4

transmembrane protein 33
OTU deubiquitinase 4

Kruppel-like factor 12

density-regulated protein

celldivision cycle and apoptosis regulator 1

TSRL, 205 rRNA accumulation, homolog (5. cerevisiae)
239131 at - -

ANAPCS  anaphase promoting complex subunit 5
RALGAPA2 Ral GTPase activating protein, alpha subunit 2 (catalytic)
239674 at — |-

TULPa  tubby like protein 4

CANDI  cullin-associated and neddylation-dissociated 1
239778 x at -

family with sequence similarity 3, member C
splicing factor, suppressor of white-apricot family

FAM3C
SFSWAP
240141_at

240165 _at - -

TRAF3IP3.
240271_at
240401_at - -

‘TRAF3 interacting protein 3

HBS1-like translational GTPase
Janus kinase 1

RAR-related orphan receptor A
240957 _at - -

RABSA, member RAS oncogene family
argonaute RISC catalytic component 3

RAB21, member RAS oncogene family

capping protein (actin filament) muscle Z-line, alpha 1

R186 /// ZRAN microRNA 186 // zinc finger, RAN-binding domain containing 2
RNF213  ring finger protein 213
ClKa  CDC ke kinase 4

L0C10537473¢ uncharacterized LOC105374738

structural maintenance of chromosomes flexible hinge domain containing 1
HECT domain containing E3 ubiquitin protein ligase 1

purine-rich element binding protein A

heat shock 60kDa protein 1 (chaperonin)

SMCHD1

UQERC2  ubiquinal-cytochrome ¢ reductase core protein Il

phospholipase C-like 1

solute carrier family 16 (monocarboxylate transporter), member 7
LIM domain containing preferred translocation partner in lipoma

241859_at pLCLL
SLC16A7

NFKBID  nuclear factor of kappa light polypeptide gene enhancer in B-cells inhibitor, delta
PCED1B-AS1 PCED1B antisense RNA 1
FOFTL  famesyl-diphosphate farnesyltransferase 1
242037 _at ASPH  aspartate beta-hydroxylase
THRAP3  thyroid hormone receptor associated protein 3
242182 x at meH
XIAP associated factor 1
phosphorylase kinase, beta
iron responsive element binding protein 2
MRPL42  mitochondrial ribosomal protein L2
serine/threonine/tyrosine interacting protein
GTPase activating protein (5H3 domain) binding protein 1
WW domain containing adaptor with coiled-coil
10101929774 ///
zinc finger and BTB domain containing 11

242408 _at sTx
G3BP1
262427 _at wac
9774 ///10C
28711

L0C105376844

242496 _at ARTA
242509_at -
DNHD1

ADP-ribosyltransferase 4 (Dombrock blood group)

dynein heavy chain domain 1

spectrin repeat containing, nuclear envelope 2

progestin and adipoQ receptor family member V
3 v-akt murine thymoma viral oncogene homolog 3
242924 at - -

disco-interacting protein 2 homolog B

striatin, calmodulin binding protein

243107_at CCR7  chemokine (C-C mottf] receptor 7

14 /// CBorfad chromosome 8 open reading frame 44 /// CBorfa4-SGK3 readthrough
243293 at — -
AGO2  argonaute RISC catalytic component 2

_0C10537961(uncharacterized LOC105379610

243537_at

422F0R

Meanlog2 | Mean log2
intensity for | intensity for | <0.2 1=YES
POS RE
423 428
a7 469
347 346
473 468
4.2 4.06
422 4.07
4.2 437
553 544
449 438
390 399
6.60 6.48
458 463
412 4.06
468 475
4.99 505
326 331
352 360
493 498
4.99 488
515 523
6.19 6.12
445 445
659 6.66
479 479
6.38 635
399 398
460 459
447 452
466 466
30 201
657 644
306 307
375 379
455 4.02
685 687
529 5.16
5.12 503
319 319
32 321
6.06 5.9
350 344
514 505
an 473
304 312
5.44 5.32
713 7.22
297 292
538 532
298 250
380 378
441 445
491 484
573 576
753 757
570 564
246 249
413 413
544 539
7.29 7.6
414 410
575 563
627 620
251 247
562 572
418 421
392 389
345 336
507 5.08
427 402
384 37
5.26 534
279 279
341 350
525 531
5.36 532
683 679
307 301
428 4.20
a7 an
893 892
5565 5.68
529 518
691 692
227 226
451 454
390 392
38 381
3.00 274
375 366
351 338
28 284
298 3.06
354 362
397 385
5.29 511
687 677
568 562
591 575
5.10 517
360 362
423 a4
27 265
645 6.27
326 327
545 5.26
315 309
410 415
408 4.00
5.49 554
615 618
281 250
511 512
5.19 495
316 304
410 413
30 3.06
585 576
501 4.92
286 292
394 393
454 478
365 360
7.08 697
581 564
272 272
479 462
371 37
367 358
4.60 458
561 551
499 493
387 384
355 351
395 397
402 397
559 553
321 327
329 335
4.09 4.00
459 468
554 5.68
458 458
318 32
557 550
273 273
380 384
250 255
419 405
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Meanlog2 | Meanlog2 | 422 FOR
Gene intensity for | intensity for | <0.2 1=YES

ProbesetiD | Symbol Gene Title POS PRE
243552_at MBTD1  mbt domain containing 1 399 390
243570_at SPCS2  signal peptidase complex subunit 2 270 2
243631 at 582 587
243648 at BED6  zinc finger, BED-type containing 6 635 6.46
243673 at 343 339
243739_at 484 483
243751 at CHD2  chromodomain helicase DNA binding protein 2 7.08 695
243767_at 380 374
243835_at ZDHHC21  zinc finger, DHHC-type containing 21 5.00 5.00
243940_at TSHZ2  teashirt zinc finger homeobox 2 270 270
243959_at - - 311 315
243996 _at NPR2  natriuretic peptide receptor 2 294 284
244035_at - - 6.27 623
244055 _at - 498 490
204125 at - | 544 538
244153 at ZNF207  zinc finger protein 207 510 515
244171 at MKLN1  muskelin 1 intracellular mediator containing kelch motifs 291 293
244219_at WTAP  Wilms tumor 1 associated protein 502 501
244263 at - - 329 336
244396 _at G3BP1  GTPase activating protein (SH3 domain) binding protein 1 357 369
244443 _at LINCO1578 _long intergenic non-protein coding RNA 1578(LINC01578) 433 434
244508_at SEPT7  septin7 530 521
2a4546_at CYCS cytochrome ¢, somatic 437 425
244568 at 463 a4
2a4579_at - - 7.11 7.19
244669 2t SNORDSOA /// small nucleolar RNA host gene 5 /// small nucleolar RNA, C/D box 504 /// small nucleolar RNA, C/D box 508, 841 8.42
2a4674_at - | 452 478
244737_at 395 393
244763 at MTRFL  mitochondrial translational release factor 1 269 267
244780_at SGPP2  sphingosine-1-phosphate phosphatase 2 436 421
204791 at 482 a7
244794 2t OC10537487;uncharacterized LOC105374872 513 507
244804_at SQSTM1  sequestosome 1 9.11 9.07
244840 x at | DOCK4  dedicator of cytokinesis 4 576 585
244846_at - 470 483
244847_at 3n 365
244872_at RBBP4  retinoblastoma binding protein 4 4.05 392
33148 at 2R zinc finger RNA binding protein 586 589
37145_at GNLY  granulysin 1072 1067
39402_at 1B interleukin 1 beta 1238 1245
60794_f_a ZNF814  zinc finger protein 814 294 250
60815 _at POLR2I4 (DNA directed) polypeptide 12, pseud: 524 513
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