Table 14. The top-100 differentially expressed genes in AML vs. the NBM and purified hematopoietic

cells
Accession no. Gene Name Gene symbol Entrez gene  Reporter ID Score* P Sign'
BX116210 Apolipoprotein C-1 APOC2 344 809523 1.169498 0.0002 +
AA630100 Hypothetical protein MGC17299 MGC17299 128218 854691 1.117027 0.0002 -
AA456821 Neuropilin (NRP) and tolloid (TLL)-like 2 NETO2 81831 815556 1.110654 0.0002 +
CR738764 Hypothetical protein FLJ14825 FLJ14825 84933 243088 1.109626 0.0002 +
BX103681 Kynureninase (L-kynurenine hydrolase) KYNU 8942 435890 1.098809 0.0002 +
AA159578 Leucine-rich repeats and immunoglobulin-like domains 1 LRIG1 26018 592594 1.081188 0.0002 -
Al381323 Creatine kinase, muscle CKM 1158 2067890 1.04935 0.0002 +
AAB63309 Paired related homeobox 1 PRRX1 5396 853367 1.04407 0.0002 -
AA112149 Hypothetical protein FLJ20674 FLJ20674 54621 530403 1.043435 0.0002 -
AAB64069 Laminin, gamma 1 (formerly LAMB2) LAMC1 3915 855805 1.025082 0.0002 -
AA916327 Protective protein for beta-galactosidase (galactosialidosis) PPGB 5476 1473289 1.006725 0.0002 +
AA682861 Par-6 partitioning defective 6 homolog beta (C. elegans) PARD6B 84612 450398 0.995667 0.0002 -
AA599173 MYST histone acetyltransferase (monocytic leukemia) 3 MYST3 7994 949928 0.990522 0.0002 -
AAB64183 Rhesus blood group, C glycoprotein RHCG 51458 1456468 0.972541 0.0002 +
T52652 Microtubule associated serine/threonine kinase-like MASTL 84930 67187 0.960359 0.0002 -
AAT73304 CDNA FLJ31660 fis, clone NT2R12004410 0 0 845037 0.956927 0.0002 -
N50428 Hypothetical protein FLI30046 FLJ30046 122060 280640 0.954817 0.0002 -
Al635989 Kynureninase (L-kynurenine hydrolase) KYNU 8942 2298080 0.950892 0.0002 +
H99430 CDNA FLJ14942 fis, A-PLACE1011185 0 0 262268 0.944904 0.0002 -
AA701491 Hypothetical protein MGC3265 MGC3265 78991 435447 0.938666 0.0002 +
W52082 Mitochondrial ribosomal protein L33 MRPL33 9553 325520 0.935593 0.0002 +
AW028997 Chaperonin containing TCP1, subunit 8 (theta) CCT8 10694 2542182 0.927684 0.0002 +
Full-length cDNA clone CS0DJ001YJO05 of T cells (Jurkat cell line) Cot
T41071 10-normalized of Homo sapiens (human) 0 0 62093 0.923493 0.0002 -
AA157021 Chr2 synaptotagmin CHR2SYT 57488 502586 0.915911 0.0002 +
R26405 CDNA FLJ14942 fis, A-PLACE1011185 0 0 132250 0.914888 0.0002 -
AAB64237 Synaptopodin SYNPO 11346 855610 0.91443 0.0002 -
N67262 Zinc finger protein 135 (clone pHZ-17) ZNF135 7694 286378 0.913271 0.0002 -
AA147452 Pituitary tumor-transforming 1 interacting protein PTTG1IP 754 505491 0.911735 0.0002 +
AA629926 Zinc finger protein 544 ZNF544 27300 884683 0.904568 0.0002 -
T69073 Chromosome 9 open reading frame 42 C9orfa2 116224 82290 0.899572 0.0002 -
AAB28243 Myosin phosphatase-Rho interacting protein M-RIP 23164 1055769 0.896237 0.0002 -
N99711 Histone 1, H2bk HIST1H2BK 85236 290841 0.894307 0.0002 +
AI365579 KIAA1458 protein KIAA1458 57606 1953632 0.893988 0.0002 -
H89517 Amyloid beta (A4) precursor-like protein 2 APLP2 334 240249 0.89351 0.0002 +
Al1023006 Coagulation factor Il (thrombin) receptor-like 1 F2RL1 2150 1650942 0.891591 0.0002 -
H10488 Adenylate kinase 2 AK2 204 45464 0.89077 0.0002 +
Al366160 Dendrin DDN 23109 1955794 0.88625 0.0002 -
AA156109 Nucleosome assembly protein 1-like 2 NAP1L2 4674 589853 0.881897 0.0002 -
H17385 Haloacid dehalogenase-like hydrolase domain containing 2 HDHD2 84064 50660 0.879821 0.0002 +
AA169560 DEAH (Asp-Glu-Ala-Asp/His) box polypeptide 57 DHX57 90957 594063 0.872627 0.0002 -
H41237 Neurexin 2 NRXN2 9379 192481 0.871564 0.0002 +
AA663075 Similar to uroplakin 3B isoform b; uroplakin I11b 0 402579 852568 0.871152 0.0002 -
AAB669536 Gap junction protein, alpha 5, 40kDa (connexin 40) GJA5 2702 853985 0.8675 0.0002 -
T56056 SEC63-like (S. cerevisiae) SEC63 11231 73310 0.866118 0.0002 -
T59421 MSin3A-associated protein 130 SAP130 79595 75884 0.864268 0.0002 -
AAB70380 Candidate tumor suppressor in ovarian cancer 2 DPH2L1 1801 878468 0.859298 0.0002 +
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*Value from discriminatory analysis, with a high value indicating a high correlation with the classes.

"The plus (+) sign indicates relative up-regulation in AMLs, the minus (-) sign indicates up-regulation in

normal cells.



