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Binomial p-value Binomial p-value
Term Name for “Common” peaks| for "TNF unique" peaks
inflammatory response 6.36E-18 8.07E-08
negative regulation of cell death 9.14E-16
defense response 3.35E-15
negalive requlation of apoptosis 1.85E-14
negative regulation of programmed cell death 2.04E-14
response to wounding 3.03E-14
| anti-apoptosis 2.64E-13
immune response 5.07E-10
regulation of cytokine biosynthetic process 7.22€-10
response to biotic stimulus 7.27E-10
response to other organism 1.68E-09
cellular response to chemical stimulus 1.95€-08 .
regulation of cytokine production 2.15E-08 1.29E-04
positive regulation of nitric oxide biosynthetic process 3.78E-08
regulation of nitric oxide biosynthetic process 7.2BE-08
._negative regutation of signaling pathway 1.50E-07
response o virus 5.32E-07 -
regulation of franscription factor activity ) 6.72E-07 3.88E-06
regulation of gene-specific ranscription 1.46E-06
regutation of cellular localization 1.48E-06
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IL8 A iLs B
(Putative TERT site) (No TERT site)

TNFa A TNFa B Oct-1
(Putative TERT site) (No TERT site)

Patient samplelD Diagnosis  Cytogenetics
AD127 ALL Normal
2722 ALL 46, XY.1(2:9;22)(p13;q34:911.2)[19)/46,XY[1]
370F CML B6,XVY,1(9;22)(q34:911.2)[2]/45,idem,-3[8)/46,XY[10]
011C AML 16 XX,-12,+mar[8)/46 XX[3]
678E AML 46, XY.del(11)(q?1 4q23) add(13)(q12)[18]/46.XY[2]
AD351 AML ND
46 XYdel(Q)(pZZ) 1(9:22)(q34:011.2)[9)/
16:idem,der(20)(1;20)(q21,q213.1)(8)
W7,idem,+der(22)(9:22)[4)/
AD375 AML 46 ,XY[2]
AD217 “CML 16,XY.,del(9)(q13922),del(11)(g21).add(12)(p11.2),7del(16)(q22)[7)/46,XY[13]_
AD409 AML K46, Y.der(X)?(X:7Xq28:q11 Z)LMG XY[3]
AD288 AML 46.XY.del(20)g11.2){20}
AD431 AML NA
AD29 AML K7 XY.+11[20]
AD98 AML 7,.XY,+8[2]/46 XY[18] _
16 XY, del(4)(g21)der(5)t(4,;5)(g21;q11.2){2}/45, ldem der(2)4(2;14)(p13;q24)t(2:13)(q733;
212),
f‘7 ,del(11)(p11.2),-13,der(14)4(2;14)(p13;924),-17 +2mar(1 6}/
AD144 CcML 46, XY[2)
AD261 ALL 5,XX,-7[14]/44 XX, add(1)(p36.1),-15,-20[cp4)/46,XX]2]
AD387 ALL 6,XY{20]
AD208 ALL W6, XX[10]
AD275 ALL 9, XY, der(1,7){(q10;p10), +8, +9, +21
AD397 ALL B6, XX
6,XX,add(7)(q22),t(14;19)(q32;p13){1)
46 idem,add(1)(g42)[2),add(9)(p21)[2],del(11)(p14)[2),add(18)(q23)[3],del(20)(q
13)[2][cpSY
48 XX[17]
AD303 ALL
AD28 AML 46, XX[50]
46,XY,1(9:22)(g34,q11.2)[29)
AD119 AML 47.idem,+mar[1]
AD256 ALL 16 XY (9;22)(q34:911.2){38)/46,idem,i{7)(q10)[2)
AD242 ALL 46,XY,1(2:9;22)(p13:934:q11.2)[19)/46 XY[1]
ADB0 CML . 48, XY 1(9:22)(q34:911) .
AD96 cML 48, XX,4(9:22)(q34:911.2){25]

ALL - Acute Lymphocytic Leukemia

NA = Not availabie

AML - Acute Myeloid Leukemia

ND= not done/not requested

CML - Chronic Myeloid Leukemia

CML-BC = CML in blast crisis

CML-CP = CML In chronic phase




