Supplementary Table 1: Expression of CD22AE12 signature genes in Ph-like ALL. The
RMA-normalized gene expression values for leukemia cells obtained from these 370 Ph-like patients were
log,-transformed and mean-centered to the average value for leukemia cells from 225 BCR-ABL™ BPL
patients (Ph-like ALL, MLL-R" and t[1;19]/E2A-PBX1"patients excluded). To determine the differential
expression of each of the leading-edge genes of the CD22AE12 transcriptome, linear contrasts were

performed for the mean-centered values

Fold difference (BCR-ABL like vs. Linear contrast

Transcript other) P-value
PECAM1_208982_at 1.66 1.0E-16
SMAD2_203075_at 1.49 4.4E-16
PECAM1_208981_at 1.48 8.9E-16
PPP1CA_200846_s_at 1.45 4.2E-14
PECAM1_208983_s_at 1.44 9.3E-14
RB1_203132_at 1.44 1.1E-13
STAT3_ 208991 at 1.40 5.0E-12
ITGB1_ 211945 s_at 1.39 1.3E-11
GAB2_203853_s_at 1.38 3.0E-11
ITGB1_1553678 a_at 1.35 7.5E-10
STAT1 200887 s_at 1.35 8.2E-10
MEF2A_212535_at 1.33 6.4E-09
SMAD2_203076_s_at 1.30 5.2E-08

STAT1_AFFX-HUMISGF3A/M97935_3_a
t 1.30 6.5E-08

MYC_202431_s_at 1.28 4.3E-07

STAT3_208992_s_at 1.28 4.5E-07



SMAD2_203077_s_at
JUN_201466_s_at
ACLY 201128 s at
NBN_202906_s_at
HDAC6_206846_s_at
RB1 211540 s_at
MEF2A 208328 s at
TP53 201746 _at
NFKB1_209239 at
JUN 201465 s at
STAT3_ 243213 at
MEF2A 214684 at

NFKBIA_201502_s_at

STAT1_AFFX-HUMISGF3A/M97935_MB

_at
PTEN_217492 s at
ITGB1_ 1553530 _a_at
PTEN_204053_x_at
PTEN_204054 at
SHC1 214853 s_at
PECAM1_1558397_at
MAP2K1_202670_at
STAT1_209969_s_at
JUN_ 201464 x_at
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STAT6_ 201331 s _at
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t
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