Table Al. Genes differentiating between samples before and after IL-2 withdrawal identified by

a non-paired sample T-test.

Fold- Parametric

Rank Probe set Gene symbol ~ Gene Name change p-value FDR!
1 208893 s _at DUSP6 dual specificity phosphatase 6 0.02 2.00E-07 0.003
2 1562612 _at ME2 malic enzyme 2, NAD(+)-dependent, 1.47 3.00E-07 0.003
mitochondrial
3 209193_at PIM1 pim-1 oncogene 0.20 7.00E-07 0.004
4 214637 _at OSM oncostatin M 0.05 1.30E-06 0.006
5 1555446 s at TMEML1 transmembrane protein 1 2.04 2.00E-06 0.008
6 223377 x_at  CISH cytokine inducible SH2-containing protein 0.03 2.40E-06 0.008
7 221223 x_at  CISH cytokine inducible SH2-containing protein 0.04 2.80E-06 0.008
8 230170_at OSM oncostatin M 0.02 3.90E-06 0.009
9 230161 _at CD99 CD99 molecule 1.45 4.40E-06 0.009
10 208891 at DUSP6 dual specificity phosphatase 6 0.03 4.70E-06 0.009
11 227599 at C3orf59 chromosome 3 open reading frame 59 0.17 5.50E-06 0.009
12 223961 s at CISH cytokine inducible SH2-containing protein 0.03 6.80E-06 0.010
13 226283 _at WDR51B WD repeat domain 51B 0.39 7.10E-06 0.010
14 213702_x_at ASAH1 N-acylsphingosine amidohydrolase (acid 1.59 1.80E-05 0.024
ceramidase) 1
15 217165 x_at  MTI1F metallothionein 1F 3.80 1.94E-05 0.024
16 205266 _at LIF leukemia inhibitory factor (cholinergic 0.03 2.09E-05 0.025
differentiation factor)
17 203373 _at SOCS2 suppressor of cytokine signaling 2 0.04 2.61E-05 0.029
18 212310 at MIA3 melanoma inhibitory activity family, member 3  1.50 2.91E-05 0.030
19 207630_s_at CREM CAMP responsive element modulator 0.35 3.26E-05 0.031

20 219681 s at RAB11FIP1 RABL11 family interacting protein 1 (class I) 0.38 3.42E-05 0.031

21 1555878 at RPS24 ribosomal protein S24 3.21 3.62E-05 0.031
22 203372_s_at SOCS2 suppressor of cytokine signaling 2 0.03 3.73E-05 0.031
23 208892 s at DUSP6 dual specificity phosphatase 6 0.02 3.86E-05 0.031
24 210001 s at SOCS1 suppressor of cytokine signaling 1 0.19 4 .58E-05 0.035

25 217047 s_at FAM13A1l family with sequence similarity 13, member A1 0.41 4.60E-05 0.035
26 201170 s _at BHLHB?2 basic helix-loop-helix domain containing, class 0.53 4.89E-05 0.035

B, 2
27 238982 _at DENR density-regulated protein 2.26 5.25E-05 0.036
28 230511 at CREM CAMP responsive element modulator 0.26 7.60E-05 0.048
29 201041 _s_at  DUSP1 dual specificity phosphatase 1 0.44 7.77E-05 0.048
30 209488 s at RBPMS RNA binding protein with multiple splicing 0.28 7.78E-05 0.048
31 214508 x at CREM CAMP responsive element modulator 0.30 7.86E-05 0.048
32 208091 s at ECOP EGFR-coamplified and overexpressed protein  1.69 9.50E-05 0.056

33 35254 at TRAFD1 TRAF-type zinc finger domain containing 1 0.66 9.82E-05 0.056
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210845 s at
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HBEGF
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MT1JP
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EGR1
KIAA1505
EIF1
PAHAL

ICAM1

ZFYVE26
CREM
ANAPC5
GNG2

RP5-
1077B9.4

FAMG0A
MT1P2
AXUD1
EGR1

NA
FAM13A1
PLAUR
SFXN3
ILIRAP
NA

UDP-N-acetyl-alpha-D-
galactosamine:polypeptide N-
acetylgalactosaminyltransferase 4 (GalNAc-T4)

family with sequence similarity 107, member B
serine/threonine kinase 38

carcinoembryonic antigen-related cell adhesion
molecule 1 (biliary glycoprotein)

ring finger protein 14
UDP-glucose ceramide glucosyltransferase

BCLG6 co-repressor

interleukin 8

related RAS viral (r-ras) oncogene homolog 2
heparin-binding EGF-like growth factor

processing of precursor 4, ribonuclease P/MRP
subunit (S. cerevisiae)

metallothionein 1J (pseudogene)
pyruvate dehydrogenase kinase, isozyme 1

N-acylsphingosine amidohydrolase (acid

ceramidase) 1

early growth response 1
KIAA1505 protein
eukaryatic translation initiation factor 1

procollagen-proline, 2-oxoglutarate 4-
dioxygenase (proline 4-hydroxylase), alpha

polypeptide |

intercellular adhesion molecule 1 (CD54),
human rhinovirus receptor

zinc finger, FYVE domain containing 26
CAMP responsive element modulator
anaphase promoting complex subunit 5

guanine nucleotide binding protein (G protein),

gamma 2

invasion inhibitory protein 45

family with sequence similarity 60, member A
metallothionein 1 pseudogene 2
AXIN1 up-regulated 1

early growth response 1

NA

family with sequence similarity 13, member Al

plasminogen activator, urokinase receptor

sideroflexin 3

interleukin 1 receptor accessory protein

NA
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201169 _s_at
218684 _at

235322_at
210528 _at

206461 x_at
209007_s_at
231830 x_at
1565692 _at

204326_x_at
201471 s _at
244803 _at
1555266 _a_at
223058 _at
232614 at
203143 s_at
226370 _at
203958 s at
232210_at
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1556715_at

227847 at
213328 _at

219128 at
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212833 _at
231808_at
228963 _at
38037 _at
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226725 _at
226831 _at
219255 x_at
208456_s at
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BHLHB2
LRRC8D
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MR1

MT1H
Clorf63
RAB11FIP1
CDR2

MT1X
SQSTM1
YY1AP1
ASXL2
FAM107B
BCL2
KIAA0040
KLHL15
ZBTB40
BCL2
SNRPA1

PRPSAP1

EPM2AIP1
NEK1

C2orf42
MFSD8

SLC25A46
LOC729082
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HBEGF
SLFNS
SLFNS

NA

IL17RB
RRAS2
NFKBIZ

IL12RB2

basic helix-loop-helix domain containing, class
B, 2

leucine rich repeat containing 8 family,
member D

NA

major histocompatibility complex, class I-
related

metallothionein 1H
chromosome 1 open reading frame 63
RAB11 family interacting protein 1 (class I)

cerebellar degeneration-related protein 2,
62kDa

metallothionein 1X

sequestosome 1

YY1 associated protein 1

additional sex combs like 2 (Drosophila)
family with sequence similarity 107, member B
B-cell CLL/lymphoma 2

KIAA0040

kelch-like 15 (Drosophila)

zinc finger and BTB domain containing 40
B-cell CLL/lymphoma 2

small nuclear ribonucleoprotein polypeptide
AQ@#$%&

phosphoribosyl pyrophosphate synthetase-
associated protein 1

EPM2A (laforin) interacting protein 1

NIMA (never in mitosis gene a)-related kinase
1

chromosome 2 open reading frame 42

major facilitator superfamily domain containing
8

solute carrier family 25, member 46
hypothetical protein LOC729082
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heparin-binding EGF-like growth factor
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schlafen family member 5

NA

interleukin 17 receptor B

related RAS viral (r-ras) oncogene homolog 2

nuclear factor of kappa light polypeptide gene
enhancer in B-cells inhibitor, zeta

interleukin 12 receptor, beta 2
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201855 s _at
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202859 x_at
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AGTRAP
IL8
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FOSL2
TMEM®65
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EIF1
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MGC3260
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MYB

SOCs1
MT1X
1L13
UBR2

MT1M
STK38
EIF1
LPP

GTF3A
LTB4R

phosphoglucomutase 1

invasion inhibitory protein 45

C-type lectin domain family 2, member D
NA
interleukin 17 receptor B

intercellular adhesion molecule 1 (CD54),
human rhinovirus receptor

hyaluronan and proteoglycan link protein 3

G protein-coupled receptor kinase interactor 2
eukaryotic translation initiation factor 1
chloride channel 7

ATM/ATR-Substrate Chk2-Interacting Zn2+-
finger protein

angiotensin Il receptor-associated protein
interleukin 8

LSM14A, SCD6 homolog A (S. cerevisiae)
FOS-like antigen 2

transmembrane protein 65

angiotensin Il receptor-associated protein
eukaryatic translation initiation factor 1
hypothetical protein LOC286052
chromosome 17 open reading frame 51

WD repeat domain, phosphoinositide
interacting 1

hypothetical protein MGC3260
chromosome 1 open reading frame 63

phosphoribosylaminoimidazole carboxylase,
phosphoribosylaminoimidazole
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v-myb myeloblastosis viral oncogene homolog
(avian)

suppressor of cytokine signaling 1
metallothionein 1X
interleukin 13

ubiquitin protein ligase E3 component n-
recognin 2

metallothionein 1M
serine/threonine kinase 38
eukaryotic translation initiation factor 1

LIM domain containing preferred translocation
partner in lipoma

general transcription factor IH11A

leukotriene B4 receptor
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228611 s at
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238542_at
209711 _at

1553423 a_at
1555827 _at
212261 _at
225251 at
202642_s at

209795 _at
202081 _at
1552423 at
202932_at

231259 s_at
244035_at
210868_s_at

235094 _at
1553101 a_at
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BPGM
USP20
NA
LTB

ULBP2
SLC35D1

SLFN13
CCNL1
TNRC15
RAB24
TRRAP

CD69
IER2

ETV3
YES1

CCND2
BCL2
ELOVLG

TPM4
ALKBH5
UBL3

2,3-hisphosphoglycerate mutase
ubiquitin specific peptidase 20
NA

lymphotoxin beta (TNF superfamily, member
3)

UL 16 binding protein 2

solute carrier family 35 (UDP-glucuronic
acid/UDP-N-acetylgalactosamine dual
transporter), member D1

schlafen family member 13

cyclin L1

trinucleotide repeat containing 15
RAB24, member RAS oncogene family

transformation/transcription domain-associated
protein

CD69 molecule
immediate early response 2
ets variant gene 3

v-yes-1 Yamaguchi sarcoma viral oncogene
homolog 1

cyclin D2
B-cell CLL/lymphoma 2

ELOVL family member 6, elongation of long
chain fatty acids (FEN1/Elo2, SUR4/Elo3-like,
yeast)

tropomyosin 4
alkB, alkylation repair homolog 5 (E. coli)
ubiquitin-like 3
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Genes selected at the nominal univariate comparison level of 0.001.

'FDR - False Discovery Rate



