Table A2. Genes differentiating between samples before and after IL-2 withdrawal identified by

a non-paired sample T-test.

Rank Probe set Gene symbol Gene Name Fold- Parametric FDR
change p-value

1 203414 at MMD monocyte to macrophage 0.36 1.00E-06 0.019
differentiation-associated

2 223377_x_at  CISH cytokine inducible SH2- 0.03 6.60E-06 0.059
containing protein

3 223474 at Cldorf4 chromosome 14 open reading 0.47 9.40E-06 0.059
frame 4

4 211269 s at  IL2RA interleukin 2 receptor, alpha 0.20 1.32E-05 0.062

5 227697 _at SOCS3 suppressor of cytokine signaling 0.05 1.72E-05 0.065

6 208893 s at DUSP6 dual specificity phosphatase 6 0.02 2.63E-05 0.066

7 1555446 _s at TMEM1 transmembrane protein 1 2.04 2.70E-05 0.066

8 38269 _at PRKD2 protein kinase D2 0.62 2.80E-05 0.066

9 209193 at PIM1 pim-1 oncogene 0.20 3.17E-05 0.066

10 227599 at C3orf59 chromosome 3 open reading 0.17 3.55E-05 0.067
frame 59

11 221223 x_at  CISH cytokine inducible SH2- 0.03 4.20E-05 0.068
containing protein

12 211375 s at  ILF3 interleukin enhancer binding 0.84 4.90E-05 0.068
factor 3, 90kDa 6

13 227718 at PURB purine-rich element binding 0.58 4.97E-05 0.068
protein B

14 200894 _s at FKBP4 FK506 binding protein 4, 59kDa 0.71 5.48E-05 0.068

15 224785 _at FAM100B family with sequence similarity 0.46 5.50E-05 0.068
100, member B

16 228604 _at NA NA 1.39 6.14E-05 0.068

17 213702_x_at  ASAH1 N-acylsphingosine 1.59 6.60E-05 0.068
amidohydrolase (acid
ceramidase) 1

18 223961 s at CISH cytokine inducible SH2- 0.03 6.62E-05 0.068
containing protein

19 207844 _at IL13 interleukin 13 0.05 6.86E-05 0.068

20 1562612 _at ME2 malic enzyme 2, NAD(+)- 1.47 9.01E-05 0.073
dependent, mitochondrial

21 201170_s at BHLHB2 basic helix-loop-helix domain 0.53 9.24E-05 0.074
containing, class B, 2

22 229442 at C18orf54 chromosome 18 open reading 1.43 9.68E-05 0.074
frame 54

23 213153 at SETD1B SET domain containing 1B 1.65 0.0001027  0.074

24 224963 _at SLC26A2 solute carrier family 26 (sulfate 1.81 0.0001123  0.074

transporter), member 2
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Genes selected at the nominal univariate comparison level of 0.001.



