Supplementary Table 1
	Affymetrix ID
	p-value
	Adjusted p-value
	log2 ratio
	z > 3
	Gene Symbol
	Description

	2880422
	2.10E-04
	3.48E-02
	-0.7177005
	9
	 SPINK1 
	 serine peptidase inhibitor, Kazal type 1 

	3265175
	1.85E-13
	1.66E-09
	0.6665529
	7
	 TDRD1 
	 tudor domain containing 1 

	2956563
	9.41E-06
	7.32E-03
	0.6040169
	0
	 CRISP3 
	 cysteine-rich secretory protein 3 

	3931765
	6.63E-16
	1.19E-11
	0.5240322
	12
	 ERG 
	 v-ets erythroblastosis virus E26 oncogene like (avian) 

	2344511
	1.87E-05
	1.08E-02
	0.3545351
	0
	 DNASE2B 
	 deoxyribonuclease II beta 

	2613293
	1.29E-11
	7.71E-08
	0.3456659
	1
	 KCNH8 
	 potassium voltage-gated channel, subfamily H (eag-related), member 8 

	3567243
	2.26E-05
	1.09E-02
	0.3191894
	0
	 C14orf39 
	 chromosome 14 open reading frame 39 

	3482274
	1.30E-04
	2.70E-02
	0.3059223
	0
	 ATP8A2 
	 ATPase, aminophospholipid transporter-like, Class I, type 8A, member 2 

	2624385
	1.06E-06
	1.90E-03
	0.2745823
	0
	 CACNA1D 
	 calcium channel, voltage-dependent, L type, alpha 1D subunit 

	3462567
	7.68E-05
	2.12E-02
	0.2323632
	0
	 KCNC2 
	 potassium voltage-gated channel, Shaw-related subfamily, member 2 

	2550175
	9.95E-06
	7.42E-03
	0.2264915
	0
	 KCNG3 
	 potassium voltage-gated channel, subfamily G, member 3 

	3147173
	2.69E-07
	6.01E-04
	0.2259867
	3
	 NCALD 
	 neurocalcin delta 

	2993124
	5.93E-05
	1.83E-02
	0.2162494
	6
	 NPY 
	 neuropeptide Y 

	3356038
	1.02E-04
	2.49E-02
	0.2142315
	0
	 TMEM45B 
	 transmembrane protein 45B 

	3970024
	2.10E-04
	3.48E-02
	0.2093161
	0
	 LOC645864 
	 similar to melanoma antigen family B, 4 

	3095313
	4.60E-05
	1.65E-02
	0.2067212
	1
	 C8orf4 
	 chromosome 8 open reading frame 4 

	2955827
	1.93E-05
	1.08E-02
	0.205339
	0
	 PLA2G7 
	 phospholipase A2, group VII (platelet-activating factor acetylhydrolase, plasma) 

	2582124
	8.31E-05
	2.21E-02
	0.2017681
	0
	 NR4A2 
	 nuclear receptor subfamily 4, group A, member 2 

	2796623
	4.67E-06
	5.02E-03
	0.200428
	2
	 LOC643036 
	 similar to proteoglycan 3 

	2950263
	6.87E-06
	5.85E-03
	0.1985023
	0
	 HLA-DMB 
	 major histocompatibility complex, class II, DM beta 

	2478269
	1.10E-05
	7.87E-03
	0.1932342
	0
	 MGC33926 
	 hypothetical protein MGC33926 

	2404344
	1.36E-06
	2.21E-03
	0.1889464
	0
	 FAM77C 
	 family with sequence similarity 77, member C 

	2499234
	1.69E-05
	1.04E-02
	0.1795775
	0
	 FLJ32745 
	 hypothetical protein FLJ32745 

	3324162
	1.41E-04
	2.75E-02
	0.1792719
	3
	 LUZP2 
	 leucine zipper protein 2 

	2658595
	7.28E-08
	2.60E-04
	0.17658
	3
	 HES1 
	 hairy and enhancer of split 1, (Drosophila) 

	2793198
	5.90E-05
	1.83E-02
	0.17359
	0
	
	

	2807949
	2.73E-06
	3.76E-03
	0.1716041
	2
	 GHR 
	 growth hormone receptor 

	3864646
	5.40E-08
	2.41E-04
	0.1715173
	1
	 KCNN4 
	 potassium intermediate

	3175494
	3.58E-04
	4.53E-02
	0.1561292
	1
	 ZNF623 
	 zinc finger protein 623 

	3947434
	1.32E-04
	2.70E-02
	0.1535665
	0
	 LOC651278 
	 similar to serine hydrolase-like 2 

	2914070
	2.15E-05
	1.08E-02
	0.1531623
	0
	 MYO6 
	 myosin VI 

	2514497
	3.09E-05
	1.36E-02
	0.1520455
	1
	 PHOSPHO2 
	 phosphatase, orphan 2 

	2787459
	1.47E-04
	2.76E-02
	-0.1491378
	0
	 INPP4B 
	 inositol polyphosphate-4-phosphatase, type II, 105kDa 

	2677356
	2.12E-05
	1.08E-02
	-0.1481652
	6
	 WNT5A 
	 wingless-type MMTV integration site family, member 5A 

	3126504
	2.05E-07
	5.24E-04
	0.1471599
	3
	 ChGn 
	 chondroitin beta1,4 N-acetylgalactosaminyltransferase 

	3320819
	3.08E-04
	4.13E-02
	0.1471355
	0
	 MICALCL 
	 MICAL C-terminal like 

	2423907
	1.54E-04
	2.83E-02
	0.1433253
	2
	 F3 
	 coagulation factor III (thromboplastin, tissue factor) 

	3840795
	2.88E-05
	1.32E-02
	0.1403762
	0
	 FLJ16542 
	 FLJ16542 protein 

	2970897
	8.78E-06
	7.14E-03
	0.139862
	3
	 FRK 
	 fyn-related kinase 

	2777070
	3.12E-04
	4.13E-02
	0.1393618
	0
	 DHRS8 
	 dehydrogenase

	2515471
	3.69E-05
	1.46E-02
	0.1381466
	0
	 DLX1 
	 distal-less homeobox 1 

	3574121
	1.56E-05
	1.03E-02
	-0.1367383
	5
	 LOC388002 
	 hypothetical LOC388002 

	2387126
	3.86E-05
	1.47E-02
	-0.1357689
	3
	 RYR2 
	 ryanodine receptor 2 (cardiac) 

	2956904
	3.11E-04
	4.13E-02
	-0.1355741
	7
	 PKHD1 
	 polycystic kidney and hepatic disease 1 (autosomal recessive) 

	3384704
	1.23E-04
	2.70E-02
	-0.1345984
	0
	 DLG2 
	 discs, large homolog 2, chapsyn-110 (Drosophila) 

	3265224
	5.21E-05
	1.76E-02
	0.1338533
	3
	 VWA2 
	 von Willebrand factor A domain containing 2 

	3669382
	3.79E-05
	1.47E-02
	-0.1266221
	6
	 MON1B 
	 MON1 homolog B (yeast) 

	2811145
	2.47E-04
	3.74E-02
	0.1261562
	3
	 PART1 
	 prostate androgen-regulated transcript 1 

	4031068
	7.48E-05
	2.12E-02
	0.1258706
	2
	 CYorf15A 
	 chromosome Y open reading frame 15A 

	2653114
	1.26E-04
	2.70E-02
	0.1248061
	2
	 RNU4A 
	 RNA, U4A small nuclear 

	3321512
	2.17E-05
	1.08E-02
	0.1245466
	0
	 PDE3B 
	 phosphodiesterase 3B, cGMP-inhibited 

	2766456
	1.44E-04
	2.75E-02
	0.1242218
	0
	 UGDH 
	 UDP-glucose dehydrogenase 

	2537109
	7.82E-05
	2.12E-02
	0.1230435
	1
	 SH3YL1 
	 SH3 domain containing, Ysc84-like 1 (S. cerevisiae) 

	2837029
	1.35E-04
	2.70E-02
	-0.119601
	0
	 SGCD 
	 sarcoglycan, delta (35kDa dystrophin-associated glycoprotein) 

	2927967
	3.60E-04
	4.53E-02
	0.1187325
	2
	 C6orf115 
	 chromosome 6 open reading frame 115 

	2471384
	2.65E-04
	3.92E-02
	0.112429
	0
	 KCNS3 
	 potassium voltage-gated channel, delayed-rectifier, subfamily S, member 3 

	3742212
	4.62E-06
	5.02E-03
	0.1088972
	0
	 ALOX15 
	 arachidonate 15-lipoxygenase 

	2540157
	6.12E-06
	5.85E-03
	0.1081101
	4
	 ODC1 
	 ornithine decarboxylase 1 

	3320169
	9.12E-08
	2.72E-04
	0.1050524
	4
	 AMPD3 
	 adenosine monophosphate deaminase (isoform E) 

	3176209
	6.29E-05
	1.91E-02
	-0.1020117
	0
	 TLE4 
	 transducin-like enhancer of split 4 (E(sp1) homolog, Drosophila) 

	2791419
	2.86E-04
	4.04E-02
	0.1018326
	0
	 C4orf18 
	 chromosome 4 open reading frame 18 

	3381879
	9.09E-07
	1.81E-03
	-0.1017497
	3
	 P4HA3 
	 procollagen-proline, 2-oxoglutarate 4-dioxygenase (proline 4-hydroxylase), alpha polypeptide III 

	3060332
	1.15E-04
	2.70E-02
	0.1015873
	1
	 STEAP4 
	 STEAP family member 4 

	2534509
	2.04E-04
	3.46E-02
	-0.1003184
	3
	 RAMP1 
	 receptor (calcitonin) activity modifying protein 1 

	2994835
	2.14E-04
	3.48E-02
	0.0990733
	0
	 CHN2 
	 chimerin (chimaerin) 2 

	3777470
	3.12E-05
	1.36E-02
	-0.0982044
	5
	 LOC642712 
	 hypothetical protein LOC642712 

	2855285
	3.69E-04
	4.54E-02
	-0.0978642
	1
	 SEPP1 
	 selenoprotein P, plasma, 1 

	3559192
	2.36E-05
	1.11E-02
	0.0974538
	1
	 PRKD1 
	 protein kinase D1 

	3319137
	1.63E-04
	2.98E-02
	-0.0974508
	0
	 PPFIBP2 
	 PTPRF interacting protein, binding protein 2 (liprin beta 2) 

	2748830
	3.75E-06
	4.79E-03
	0.0973103
	2
	 GUCY1A3 
	 guanylate cyclase 1, soluble, alpha 3 

	3567333
	4.19E-05
	1.56E-02
	0.097057
	2
	 SIX1 
	 sine oculis homeobox homolog 1 (Drosophila) 

	3365249
	3.80E-04
	4.60E-02
	0.095538
	0
	 SAAL1 
	 serum amyloid A-like 1 

	2896848
	2.13E-04
	3.48E-02
	0.0951395
	0
	 RBM24 
	 RNA binding motif protein 24 

	2372169
	5.76E-05
	1.83E-02
	0.0930995
	0
	 OCLM 
	 oculomedin 

	2906872
	1.62E-05
	1.04E-02
	0.0912055
	0
	 MDFI 
	 MyoD family inhibitor 

	2825629
	7.55E-05
	2.12E-02
	-0.0911296
	0
	 TNFAIP8 
	 tumor necrosis factor, alpha-induced protein 8 

	2921296
	9.27E-05
	2.37E-02
	0.0891255
	4
	 AMD1 
	 adenosylmethionine decarboxylase 1 

	3710505
	3.20E-04
	4.21E-02
	-0.0885096
	1
	 LOC284033 
	 hypothetical protein LOC284033 

	2808287
	4.78E-06
	5.02E-03
	0.0879655
	3
	 FLJ10246 
	 FLJ10246 

	3890333
	1.22E-04
	2.70E-02
	0.084134
	0
	 TFAP2C 
	 transcription factor AP-2 gamma (activating enhancer binding protein 2 gamma) 

	3081525
	3.98E-04
	4.74E-02
	0.0824557
	2
	 C7orf13 
	 chromosome 7 open reading frame 13 

	2673873
	2.22E-04
	3.51E-02
	0.0814364
	0
	 IMPDH2 
	 IMP (inosine monophosphate) dehydrogenase 2 

	2905404
	3.63E-04
	4.53E-02
	0.0793689
	1
	 PIM3 
	 pim-3 oncogene 

	3894601
	2.16E-04
	3.48E-02
	0.0793632
	0
	 FKBP1A 
	 FK506 binding protein 1A, 12kDa 

	3160175
	3.45E-04
	4.50E-02
	0.0790341
	1
	 VLDLR 
	 very low density lipoprotein receptor 

	2903782
	2.21E-04
	3.51E-02
	0.078747
	3
	 ITPR3 
	 inositol 1,4,5-triphosphate receptor, type 3 

	3714177
	2.91E-04
	4.04E-02
	-0.0781512
	0
	 SPECC1 
	 spectrin domain with coiled-coils 1 

	3903598
	2.43E-06
	3.62E-03
	-0.0780037
	0
	 GGTL3 
	 gamma-glutamyltransferase-like 3 

	3570475
	1.88E-04
	3.34E-02
	0.0769212
	0
	 SYNJ2BP 
	 synaptojanin 2 binding protein 

	2975741
	1.89E-05
	1.08E-02
	0.0763919
	1
	 MAP7 
	 microtubule-associated protein 7 

	3250602
	8.81E-05
	2.28E-02
	0.0762147
	0
	 H2AFY2 
	 H2A histone family, member Y2 

	2423422
	6.72E-06
	5.85E-03
	-0.0760532
	3
	 BCAR3 
	 breast cancer anti-estrogen resistance 3 

	3512527
	6.58E-05
	1.96E-02
	0.0749321
	1
	 WHDC1L1 
	 WAS protein homology region 2 domain containing 1-like 1 

	2944491
	1.05E-04
	2.50E-02
	-0.0748674
	0
	 MBOAT1 
	 membrane bound O-acyltransferase domain containing 1 

	2602653
	3.07E-04
	4.13E-02
	-0.0734743
	2
	 FLJ20701 
	 hypothetical protein FLJ20701 

	3840952
	2.87E-04
	4.04E-02
	0.0723579
	0
	 ZNF331 
	 zinc finger protein 331 

	3638590
	7.83E-05
	2.12E-02
	-0.0713618
	6
	 MESP1 
	 mesoderm posterior 1 homolog (mouse) 

	3706439
	1.22E-04
	2.70E-02
	0.0712351
	1
	 LOC653127 
	 similar to GTPase activating Rap

	3328520
	9.67E-05
	2.40E-02
	-0.0710951
	2
	 CD82 
	 CD82 molecule 

	2328868
	6.70E-06
	5.85E-03
	0.069716
	1
	 HDAC1 
	 histone deacetylase 1 

	3414632
	5.17E-05
	1.76E-02
	0.0686618
	0
	 DIP2B 
	 DIP2 disco-interacting protein 2 homolog B (Drosophila) 

	2510713
	3.61E-04
	4.53E-02
	0.0681213
	0
	 NUDC 
	 nuclear distribution gene C homolog (A. nidulans) 

	3527493
	1.48E-05
	1.02E-02
	0.0675941
	0
	 APEX1 
	 APEX nuclease (multifunctional DNA repair enzyme) 1 

	3707642
	7.31E-05
	2.12E-02
	0.0673916
	1
	 RABEP1 
	 rabaptin, RAB GTPase binding effector protein 1 

	3444252
	3.06E-04
	4.13E-02
	0.0656324
	3
	 CSDA 
	 cold shock domain protein A 

	2566689
	3.44E-05
	1.41E-02
	-0.0654232
	2
	 LYG2 
	 lysozyme-like 

	3680953
	5.92E-05
	1.83E-02
	-0.0635414
	1
	 FLJ11151 
	 hypothetical protein FLJ11151 

	3884524
	1.35E-04
	2.70E-02
	-0.063179
	3
	 BPI 
	 bactericidal

	2358821
	1.03E-04
	2.49E-02
	0.0630527
	1
	 PSMD4P2 
	 proteasome (prosome, macropain) 26S subunit, non-ATPase, 4, pseudogene 2 

	3771513
	4.40E-05
	1.61E-02
	0.062513
	2
	 PRPSAP1 
	 phosphoribosyl pyrophosphate synthetase-associated protein 1 

	2344393
	3.73E-04
	4.54E-02
	0.0621565
	0
	 PRKACB 
	 protein kinase, cAMP-dependent, catalytic, beta 

	3309112
	2.00E-05
	1.08E-02
	-0.0616234
	2
	 PRLHR 
	 prolactin releasing hormone receptor 

	2672629
	3.46E-05
	1.41E-02
	0.0612817
	0
	 KIF9 
	 kinesin family member 9 

	3882681
	2.70E-04
	3.93E-02
	-0.060728
	0
	 CHMP4B 
	 chromatin modifying protein 4B 

	3190242
	3.68E-04
	4.54E-02
	-0.0606988
	7
	 LOC554175 
	 hypothetical LOC554175 

	3302805
	2.34E-04
	3.60E-02
	-0.0600399
	0
	 HPS1 
	 Hermansky-Pudlak syndrome 1 

	3352948
	1.95E-04
	3.38E-02
	0.0588423
	6
	 SORL1 
	 sortilin-related receptor, L(DLR class) A repeats-containing 

	3193725
	5.67E-05
	1.83E-02
	-0.0587998
	2
	 OLFM1 
	 olfactomedin 1 

	2323172
	1.27E-04
	2.70E-02
	-0.058136
	1
	 IGSF21 
	 immunoglobin superfamily, member 21 

	3355145
	9.43E-05
	2.37E-02
	-0.0571789
	4
	 FLJ12986 
	 hypothetical protein FLJ12986 

	3701433
	1.48E-04
	2.76E-02
	0.056357
	4
	 C16orf46 
	 chromosome 16 open reading frame 46 

	2891644
	1.28E-04
	2.70E-02
	-0.0562417
	4
	 FOXF2 
	 forkhead box F2 

	2706791
	2.58E-04
	3.85E-02
	-0.0556175
	1
	 ZMAT3 
	 zinc finger, matrin type 3 

	3737079
	1.28E-04
	2.70E-02
	0.055429
	1
	 CCDC40 
	 coiled-coil domain containing 40 

	2434776
	2.43E-04
	3.72E-02
	0.0554244
	0
	 CDC42SE1 
	 CDC42 small effector 1 

	3128362
	2.30E-04
	3.58E-02
	-0.0543122
	2
	 GNRH1 
	 gonadotropin-releasing hormone 1 (luteinizing-releasing hormone) 

	2916825
	2.50E-04
	3.75E-02
	0.0537546
	0
	 ANKRD6 
	 ankyrin repeat domain 6 

	3715839
	8.39E-05
	2.21E-02
	0.0534148
	0
	 TRAF4 
	 TNF receptor-associated factor 4 

	2994981
	1.95E-04
	3.38E-02
	-0.0527331
	3
	 PRR15 
	 proline rich 15 

	2781441
	2.26E-04
	3.54E-02
	-0.0520998
	1
	 COL25A1 
	 collagen, type XXV, alpha 1 

	3678462
	2.83E-04
	4.04E-02
	-0.0514183
	2
	 PPL 
	 periplakin 

	3695838
	1.22E-04
	2.70E-02
	0.0510537
	0
	 GFOD2 
	 glucose-fructose oxidoreductase domain containing 2 

	3835751
	1.88E-04
	3.34E-02
	0.0509963
	0
	 CBLC 
	 Cas-Br-M (murine) ecotropic retroviral transforming sequence c 

	3598482
	2.00E-04
	3.43E-02
	0.0508983
	3
	 RAB11A 
	 RAB11A, member RAS oncogene family 

	3918535
	1.36E-04
	2.70E-02
	0.0506159
	2
	 IL10RB 
	 interleukin 10 receptor, beta 

	3029030
	3.35E-05
	1.41E-02
	0.0504977
	0
	 CASP2 
	 caspase 2, apoptosis-related cysteine peptidase (neural precursor cell expressed, developmentally down-regulated 2) 

	3349948
	5.19E-05
	1.76E-02
	0.0490213
	0
	 REXO2 
	 REX2, RNA exonuclease 2 homolog (S. cerevisiae) 

	3443464
	3.59E-04
	4.53E-02
	-0.0484648
	2
	 PZP 
	 pregnancy-zone protein 

	3414561
	1.17E-04
	2.70E-02
	0.0460954
	0
	 DIP2B 
	 DIP2 disco-interacting protein 2 homolog B (Drosophila) 

	2325358
	3.73E-04
	4.54E-02
	-0.0456949
	1
	 GRHL3 
	 grainyhead-like 3 (Drosophila) 

	3905875
	2.94E-04
	4.04E-02
	-0.0453639
	1
	 MAFB 
	 v-maf musculoaponeurotic fibrosarcoma oncogene homolog B (avian) 

	3738901
	2.76E-04
	3.97E-02
	0.0450668
	0
	 NARF 
	 nuclear prelamin A recognition factor 

	3388631
	1.76E-04
	3.19E-02
	0.0434527
	1
	 TMEM123 
	 transmembrane protein 123 

	3015147
	3.62E-04
	4.53E-02
	0.0426666
	2
	 FLJ12986 
	 hypothetical protein FLJ12986 

	2534354
	1.43E-04
	2.75E-02
	0.0425704
	1
	 LRRFIP1 
	 leucine rich repeat (in FLII) interacting protein 1 

	3015241
	3.90E-04
	4.68E-02
	0.0423761
	0
	 AP4M1 
	 adaptor-related protein complex 4, mu 1 subunit 

	3301512
	2.05E-04
	3.46E-02
	0.0411382
	0
	 ALDH18A1 
	 aldehyde dehydrogenase 18 family, member A1 

	2829864
	1.38E-04
	2.70E-02
	-0.0402445
	0
	 LOC153328 
	 similar to CG4995 gene product 

	3710870
	2.70E-04
	3.93E-02
	-0.0381358
	3
	 KIAA0672 
	 KIAA0672 gene product 

	3959631
	2.92E-04
	4.04E-02
	0.038082
	0
	 EIF3S7 
	 eukaryotic translation initiation factor 3, subunit 7 zeta, 66


* The top 10 differentially expressed genes between those samples defined as having ERG gene-rearrangement and those lacking ERG rearrangement.  Significant genes (p < 0.05) were determined using Welch two sample t-tests adjusted for multiple testing using Benjamini and Hochberg’s method and then ordered according to: (a) adjusted p-value; (b) the log2 ratio of the mean expression level where negative values indicate genes overexpressed in ERG rearrangement negative cancers; and (c) an outlier test which counts the number of samples in the ERG-rearrangement negative group with a z-score greater than 3 (z is the defined as the standard deviation of the expression levels in cancers with ERG gene rearrangement).  The shaded entries are those common genes found in both the gene signature of ERG rearrangement produced by Iljin et al.^1 and our analysis.  Out of 56 genes in the gene signature there were 55 genes on the Affymetrix exon microarray and 16 genes that were shared.
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