
[image: image5.png]Common Genes: Down in pT1-Grade 111 and Up in pT2- pT3-Grade 111 (continued)

UNIQID SYMBOL NAME pT1-Grade III | pT2-Grade 111

AK127442.1 SH3TC2 cDNA FLJ45534 fis, clone BRTHA2031517 -0.18143 0.64507
UI-CF-ECO0-abi-0-15-0-Uls1 UI-CF-ECO ¢cDNA clone UI-CF-EC0-abi1-0-15-0-UI

BU678326.1 BU678326 |3 -0.63525 1.37271

NM 004103.3 PTK2B PTK2B protein tyrosine kinase 2 beta (PTK2B), transcript variant 2 -0.72086 1.53149

NM 005631.3 SMO smoothened homolog (Drosophila) (SMO) -0.45316 0.93672
membrane-spanning 4-domains, subfamily A, member 7 (MS4A7), transcript

NM 021201.4 MS4A’7 variant 1 -0.66870 0.28436

NM 022779.7 DDX31 DEAD (Asp-Glu-Ala-Asp) box polypeptide 31 (DDX31), transcript variant 1 0.97173 1.27724

NM 024551.2 ADIPOR2 [adiponectin receptor 2 (ADIPOR2) -0.15344 0.25192

NM 153634.2 CPNES copine VIII (CPNES) -4.25663 2.28042

NM 173542.2 LOC196463 |hypothetical protein LOC196463 (LOC196463) -0.86960 1.17093
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Table S5. Groups of common genes in several combinations. 
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Common Genes: Up in pT1-Grade 11 and Down in pT1-Grade 111

UNIQID SYMBOL NAME pT1-Grade II | pT1-Grade I11
AK091324.1 AKO091324 |cDNA FLJ34005 fis, clone FCBBF1000272 1.27173 -0.25738
NM 001013725.1 |LOC441268 |hypothetical gene supported by BC044942 (LOC441268) 0.54490 -1.96410
NM 001154.2 ANXAS annexin A5 (ANXAJS) 0.37918 -0.22633
NM 003244.2 TGIF1 TGFB-1nduced factor (TALE family homeobox) (TGIF), transcript variant 4 0.09150 -0.31518
NM 006313.1 USPI15 ubiquitin specific protease 15 (USP15) 0.53820 -0.77657
NM 007157.3 /XDB zinc finger, X-linked, duplicated B (ZXDB) 0.26327 -0.56584
NM 014153.2 /ZC3HT7A zinc finger CCCH-type containing 7A (ZC3H7A) 0.50027 0.75026
NM 014335.2 CRI1 CREBBP/EP300 mhibitor 1 (CRI1) 2.03044 -0.57518
NM 018698.3 NXT2 nuclear transport factor 2-like export factor 2 (NXT2) 0.58843 -0.42536
NM 018990.2 CXorf9 chromosome X open reading frame 9 (CXorf9) 0.50026 -0.08659
NM 024817.1 THSDA4 hypothetical protein FLJ13710 (FLJ13710) 0.04682 -0.90572

ubiquitin-conjugating enzyme E2, J2 (UBC6 homolog, yeast) (UBE2J2),
NM 194457.1 UBE2J2 transcript variant 4 1.20240 -0.06804




[image: image3.png]Common Genes: Up In pT1-Grade Il and Down in pT2- pT3-Grade 111 (continued)

UNIQID SYMBOL NAME pT1-Grade II | pT2-Grade I11
BX103974.1 BX103974 |Soares testis NHT cDNA clone IMAGp9980161785 0.03356 -1.12728
NM 001001740.2 |[RFWD2 ring finger and WD repeat domain 2 (RFWD?2), transcript variant 2 0.78810 -0.85802
NM 003348.3 UBE2N ubiquitin-conjugating enzyme E2N (UBC13 homolog, yeast) (UBE2N) 0.54358 -1.07403
NM 004924.3 ACTN4 actinin, alpha 4 (ACTN4) 1.62476 -0.65826
NM 005127.2 CLEC2B C-type lectin domain family 2, member B (CLEC2B) 0.69024 -0.87533
NM 005801.2 EIF1 putative translation mitiation factor (SUII) 0.88148 -0.11834
NM 005843.3 STAM?2 signal transducing adaptor molecule (SH3 domain and ITAM motif) 2 (STAM?2) 0.18495 -1.76334
NM 006233 .4 POLR2I polymerase (RNA) II (DNA directed) polypeptide I, 145kDa (POLR2I) 1.27715 -0.03707

mitochondrial ribosomal protein L2 (MRPL?2), nuclear gene encoding
NM 015950.3 MRPL2 mitochondrial protein 0.44317 -0.87970
NM 016038.2 SBDS Shwachman-Bodian-Diamond syndrome (SBDS) 0.76656 -0.54824
NM 017850.1 Clorf109 chromosome 1 open reading frame 109 (Clorf109) 0.78923 -0.31144
NM 030799.6 YIPF5 Yipl domain family, member 5 (YIPF)S), transcript variant 2 1.11194 -1.55080
NM 031934.3 RAB34 RAB34, member RAS oncogene family (RAB34) 1.35220 -1.70116
mitochondrial ribosomal protein S36 (MRPS36), nuclear gene encoding
NM 033281.5 MRPS36 mitochondrial protein, mRNA 1.16193 -0.07884
NM 173636.3 WDR62 chromosome 19 open reading frame 14 (C19ort14) 0.14139 -0.53930
NM 198976.1 THIL TH1-like (Drosophila) (THI1L), transcript variant 1 0.84774 -1.10325




[image: image4.png]Common Genes: Up In pT1-Grade 111 and Down in pT2- pT3-Grade 111 (continued)

UNIQID SYMBOL NAME pT1-Grade III | pT2-Grade 111
AK021906.1 AKO021906 |cDNA FLJ11844 fis, clone HEMBA1006665 2.08968 -0.11950
AK024204.1 AKO024204 |cDNA FLJ14142 fis, clone MAMMA1002880 0.89033 -0.21058
NM 002505.3 NFYA nuclear transcription factor Y, alpha (NFYA), transcript variant 1 0.87211 -0.12623

leukocyte immunoglobulin-like receptor, subfamily A (with TM domain), member
NM 006863.1 LILRAI 1 (LILRAT) 0.69271 -0.36028
NM 014743.1 KIAA0232 |KIAA0232 gene product (KIAA0232) 0.05357 0.20689
NM 021253.2 TRIM39 tripartite motif-containing 39 (TRIM39), transcript variant 1 1.37237 -0.32293
Common Genes: Down in pT1-Grade 11 and Up in pT1-Grade 111

UNIQID SYMBOL NAME pT1-Grade II | pT2-Grade I11
NM 002854.2 PVALB parvalbumin (PVALB) -0.11825 0.75640
NM 005462.3 MAGEC1 |melanoma antigen family C, 1 (MAGECI1) -0.06195 0.58774
NM 019596.2 C2lort62 chromosome 21 open reading frame 62 (C210rf62) -0.89188 0.10771
NM 020358.2 TRIM49 tripartite motif-containing 49 (TRIM49) -1.11194 0.31273
NM 024623.1 OGFOD2 |hypothetical protein FLLJ13491 (FLJ13491) -0.61959 1.90918

Common Genes: Down in pT1-Grade Il and Up in pT2- pT3-Grade 111

UNIQID SYMBOL NAME pT1-Grade II | pT2-Grade I11

AK126449.1 AK126449 |cDNA FLJ44485 fis, clone UTERU2033420 -0.07022 0.06854
potassium inwardly-rectifying channel, subfamily J, member 14 (KCNJ14),

NM 013348.2 KCNIJ14 transcript variant 1 -0.29142 0.50523

NM 020682.2 AS3MT arsenic (+3 oxidation state) methyltransferase (AS3MT) -0.16880 0.27890

NM 020683.5 ADORA3 |adenosine A3 receptor (ADORA3), transcript variant 1 -0.88624 0.60854




