Work plan of statistical analysis

Number of entrez IDs (Affy Probe sets PSN) = 54675 e

Number of entrez IDs (Affy Probe sets PSN) o

after filtration on expression = 42 830 o

Number of PSN of ATM > MDM Number of PSN of ATM < MDM
Fold Change (FC) > 1.5 = 7650 / 42830 Fold Change (FC) < 1.5 = 7305 / 42830 .
Interval of FC =[643 > FC > 1.5] Interval of FC =[152 > FC > 1.5] -

| .

Adjust P Value = 9.99x10-4 Adjust P Value = 9.99x10-4 o

P Value < 5.75x10-5 P Value < 5.27x10-5 o

PSN = 1371/ 7650 PSN = 1771/ 7305 oo

Gene IDs = 1066 / 1372 Gene IDs = 1226 / 1771 e

Analysis with Genespring GX10, DAVID, ProfCom, Analysis with Genespring GX10, DAVID, .
Genomatix, Secretome3.0 and SignallP softwares ProfCom -
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Supplemental data figure 2
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Cytokine-cytokine receptor interaction
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P Value

Regulation of transcription, DNA-dependent | | 4.5e-06 M GO reference data set
D Transcription | 1 21e05 | ATM data set
Cell adhesion [r——— 9.9e-06
Immune response _(rE——, 9.4e-05
Cell-cell signaling FEt———mwm— 1.4e-09 . .
Inflammatory response _EEE———— 7.2e-10 Biological Process
Apoptosis | 0.00021
Positive regulation of transcription from RNA polymerase |l promoter |-t 5.2e-08
Positive regulation of cell proliferation _FEE——— 7.3e-07
Negative regulation of cell proliferation FEm——m 4.7e-05
Negative regulation of transcription from RNA polymerase Il promoter _Ft—mx 1.6e-07
Chemotaxis _{=——mx 4.9e-05
Anti-apoptosis = 4.1e-05
Negative regulation of progression through cell cycle =— 0.0001
Cell surface receptor linked signal transduction _[E—x 0.00014
Organ morphogenesis [l—y 0.00029
Response to virus A== 3.4e-05
Response to biotic stimulus = 0.00021
Response to radiation _{= 0.00021
I I 1
5 10 15
P Value
'——| osezo  MGO reference data set
Nucleus s O ATM data set
Cytoplasm 7,00E-17
Extracellular region 9,00E-12
Extracellular space 35e-10  Cellular Component
Nucleolus 6.2e-05
Proteinaceous extracellular matrix 4.9e-06
Collagen 7.9e-05
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Protein binding ——| 1.7e-26 |

O ATM data set

Nucleotide binding 6.2e-05
Transcription factor activity 3.6e-06
Signal transducer activity 0.00015
Growth factor activity 3.4e-05 Molecular Function
Unfolded protein binding 7,00E-06
Chemokine activity 2.5e-10
Heparin binding 9.2e-06
Extracellular matrix structural constituent 5.9e-08
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Supplemental data figure 2 Genes of data set belong to this category (%)
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Hematopoietins family

Supplemental data figure 3
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Supplemental data figure 4
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Supplemental data figure 5
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Supplemental data figure 6
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Supplemental data figure 7

ID Gene Symbol Gene Name (ATM vs MDM) P-value
204475_at MMP1 matrix metallopeptidase 1 (interstitial collagenase) 643.1 1.52E-07
204470 _at CXCL1 chemokine (C-X-C moitif) ligand 1 418.9 2.23E-12
ATM vs TAM Probe sets % _ — —
205828_at MMP3 matrix meta Op"rf)ggleiisfasé)stmme ysin 1, 312.4 9.09E-10
FC> 1.5;p<10° 1132 9.8 _ —
209687 _at CXCL12 chemokine (C-X-C motif) ligand 12 187.7 2.82E-07
(stromal cell-derived factor 1)
FC< 15;p<10® 1090 9.4
209821 _at IL33 interleukin 33 157.9 2.28E-07
-15 >FC< 15 9361 80.8 205207_at IL6 interleukin 6 (interferon, beta 2) 146.3 7.94E-07
214038_at CCL8 chemokine (C-C motif) ligand 8 124.2 9.79E-07
211506_s_at IL8 interleukin 8 123.0 4.46E-11
201069 _at MMP2 matrix metalIopeptéde?;temis(gflatmase A, 72kDa 59.7 6.28E-07
MDM vs TAM Probe sets %
205680_at MMP10 matrix metallopeptidase 10 (stromelysin 2) 52.6 4.83E-06
FC> 1.5;p<10° 987 8 39402_at IL1B interleukin 1, beta 485 3.37E-09
1405_i_at CCL5 chemokine (C-C motif) ligand 5 45.0 8.51E-11
FC<1.5;p<10°® 1570 12.8
209946_at VEGFC vascular endothelial growth factor C 41.9 6.74E-08
-1.5 >FC< 1.5 9755 79.2 204421 _s_at FGF2 fibroblast growth factor 2 (basic) 39.1 2.22E-05
201860_s_at PLAT plasminogen activator, tissue 31.6 1.81E-05
216598 s_at CCL2 chemokine (C-C motif) ligand 2 30.6 9.78E-10
210367_s_at PTGES prostaglandin E synthase 20.1 6.50E-06
207442_at CSF3 colony stimulating factor 3 (granulocyte) 11.4 5.97E-04
210512_s_at VEGFA vascular endothelial growth factor A 10.1 7.45E-04
202687 s_at TNESE10 tumour necrosis factor (ligand) superfamily, 6.2 7 24E-06
member 10
209909 _s_at TGFB2 transforming growth factor, beta 2 6.0 3.47E-04
210118_s_at IL1A interleukin 1, alpha 5.6 2.37E-04
209924 _at CCL18 chemokine (C-C motif) ligand 18 4.4 4.14E-05
217497 _at TYMP thymidine phosphorylase 3.9 1.28E-04
208075_s_at CCL7 chemokine (C-C motif) ligand 7 25 8.25E-05
200627_at PTGES3 prostaglandin E synthase 3 (cytosolic) 2.0 7.47E-06
203085_s_at TGFB1 transforming growth factor, beta 1 -3.7 6.42E-05
207082_at CSF1 colony stimulating factor 1 (macrophage) -4.98 1.33E-05
207861_at CCL22 chemokine (C-C motif) ligand 22 -38.7 4.68E-06




