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Signature [Class[ Accession [ Description [ A Counts(tpm)] B Counts(tpm) | P-¥al  [significant]replication.|

24 Hs.406013  BOSTES58 in Hs.406013 rep by NM_000224: Homo sapiens keratin 18 (KRT1 1193 1024 0.013392158 5 ves
GATCGTGCACCACTGRAACA |1 Hs. 151988  AAB37202 in Hs.151988 rep by MM_005923: Homo sapiens mitogen-activate 0 4 0.07960812 5 ves
GATCGLCACCTACCGCCGRS | 25 Hs.355214 | EMOIB596 in Hs.355214 rep by NM_000526: Homo sapiens keratin 14 (epic 0 164 0s YES
GATCCTTAGCTGAAGAATAT 1 Hs. 418162 AW411328 in Hs.418162 rep by NM_003905: Homo sapiens amyloid beta pre 0 12/ 0.014305566 5 ves
GATCRTGACGLTGAGTAAAT 24 Hs.356721 | BEVESE2Z in Hs.356721 rep by NM_031157: Homo sapiens heterogeneous nu 156 211 0.04664971 s ves
GATCGTGTTERGCATAGCAL | 3 Hs. 181418  BCOODS71 in Hs. 181418 rep by NM_0147300 Homo sapiens K1AAO152 gene pr 226 203 0,000125 5 YES
GATCTEGCAATGTGGTTCCT 22 Hs. 433701  AAT42796 in Hs.433701 rep by NM_000992: Homo sapiens ribosomal protei 0 30 0.000183 = ves
GATCGTGTRECTTCCAAAGE | 1 Hs.203910 | ALOS0156 in Hs. 203910 rep by MM_003021: Homo sapiens small glutamine- 181 169 0.001138875 = ves
GATCGTGCAGAAGTATEGET | 3 Hs. 76240  BCOO116 in Hs, 76240 rep by NM_000476: Homo sapiens adenylate kinase 25 17 0.067127172 5 YES
GATCBETTTCECCATCATGA | 1 Hs. 306122  AATHI361 in Hs.306122 rep by NM_138501: Homo sapiens glvcoprotein, sy 178 140 0.0000298 5 ves
GATCGRGCEGATTGARGGTE | 1 Hs.381126 CO174974 in Hs.381126 rep by MM_005617: Homo sapiens ribosomal protei 3434 3779 0.005848773 = ves
GATCTRGTTERTRGATGAML | 1 Hs. 75431 41064748 in Hs. 75431 rep by MM_021870: Homo sapiens fibrinogen, gamma 584 520 3.65E-10 5 YES
GATCERACATGAAAGRACCC | 1 Hs. 311765  AAS04482 in Hs.311765 rep by NM_003119: Homo sapiens spastic paraplec 1) 7 0.083403097 5 ves
GATCGLTGAATGTATCGCCE 1 Hs. 106876  A1885283 in Hs. 106876 rep by MM_004G91: Homo sapiens ATPase, H+ trans 22 15 0.066785513 5 ves
GATCGLCTTCCAACCCCACT | 3 Hs. 159 BCO10140 in Hs. 159 rep by MM_O01065: Homo sapiens tumor necrosis fact 133 124 0.004996412 5 YES
GATCTRGAGGAGTTGAAGGC 24 Hs.93194 T68297 in Hs.93194 rep by MM_000039: Homo sapiens apolipoprotein A-1 0 6 0.083263929 5 ves
GATCACTACAACAATTTGTC |1 Hs.309517  AADS5657 in Hs.309517 rep by NM_002276: Homo sapiens keratin 19 (KRT1 0 137 2E-15 s ves
GATCGTACCACCRCACTCCC | 1000 chri? chri7: 47639491-47639510 0 9 0.045499653 5 YES
GATCCTGEACTGEGTACCTE 22 Hs.8372 F28332 in Hs.8372 rep by NM_006830: Homo sapiens ubiquinol-cytochrome 0 18 0.000455 = ves
GATCGLACCACTRCACTCCE | 2 Hs.434502  NM_152586 in Hs.434502 rep by NM_152586: Homo sapiens hvpothetical pr 283 363 1.24E-08 s ves
GATCCTGCTCTCATCTCCAC | 15 Hs. 270845  BCO17705 in Hs, 270845 rep by MM_138555: Homo sapiens kinesin family 0 6 0.031798383 5 YES
GATCAAACAAACAGACCAAS |12 Hs.262883  CB243986 in Hs.282883 rep by NM_032376: Homo sapiens hypothetical prc 0 4 0.07960812 5 ves
GATCAAAAGTRAACACCCTE | 1 Hs. 434953  AL531642 in Hs. 434953 rep by NM_002123: Homo sapiens high-mobility ar 0 44 2.97E-08 5 ves
GATCCATGAGRTCCTAGCCE | 1 Hs. 411509 | AAZ30277 in Hs. 411509 rep by MM_000852: Homo sapiens glutathione S-tr 3619 3297 0.008196453 5 YES
GATCACGTAGACCCACCCAA 1 Hs. 436985  AF128625 in Hs. 436985 rep by NM_00B035: Homo sapiens COC42 binding pr 1) 47 0.00000273 = ves
GATCTRCAGAAGAARAARAL | 23 Hs.5978 BX282044 in H=.5978 rep by NM_005358! Homo sapiens LIM domain only 7 0 6 0.083263929 5 ves
GATCAAGCAGATTCCAAGAS | 24 Hs. 409535  CO390030 in Hs, 409535 rep by MM_007104: Homo sapiens ribosomal protei 0 42 0,0000131 5 YES
GATCATGCTGCCCTRCGACC 22 Hs. 387576  BM562494 in Hs.387576 rep by NM_001005: Homo sapiens ribosomal protei 13 39 0.012229339 5 ves
GATCACCTCTRAGACCCACE | 1 Hs.381172  BUS3G710 in Hs.381172 rep by MM_021104: Homo sapiens ribosomal protei 43 29 0.01540021 = ves
GATCAATGCCACTGACCCTT |1 Hs. 446546  AA446119 in Hs, 446546 rep by NM_133436: Homo sapiens asparagine synth 0 14 0,014305566 5 YES
GATCCRAGCCAAGGAGGCAC | 3 Hs.122908  AF321125 in Hs.122908 rep by NM_030928: Homo sapiens DNA replication 85 89 0.03927968 = ves
GATCTCCAAGGACTGAACTG | 24 Hs. 406013 AAST3061 in Hs.406013 rep by NM_000224: Homo sapiens keratin 18 (KRT1 0 10 0,025346831 s ves
GATCAACATTCRCAATGCLG | 22 Hs. 432330 | AI127601 in Hs, 432330 rep by MM_00B570: Homo sapiens Ras-related GTP 0 9 0.045499653 5 YES
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