	Gene Symbol
	N1 tpm
	N2 tpm
	C1 tpm
	C2 tpm
	SAGE Tag

	unknown
	2510
	3623
	2655
	873
	TGATTTCACTTCCACTC

	unknown
	2517
	3430
	3307
	1672
	CTAAGACTTCACCAGTC

	unknown
	594
	559
	497
	594
	GTAGGGGTAAAAGGAGG

	unknown
	2033
	1683
	2280
	1239
	CACCTAATTGGAAGCGC

	unknown
	807
	852
	1298
	0
	CAAGCATCCCCGTTCCA

	unknown
	822
	680
	814
	631
	AGGTGGCAAGAAATGGG

	unknown
	3757
	2714
	4134
	2757
	ACTTTTTCAAAAAAAAA

	unknown
	616
	687
	782
	374
	ACTAACACCCTTAATTC

	unknown
	1519
	1525
	2222
	2126
	AAAAAAAAAAAAAAAAA

	unknown
	565
	780
	588
	308
	TTTAACGGCCGCGGTAC

	unknown
	6289
	6602
	6510
	4326
	TTCATACACCTATCCCC

	ACTB
	2099
	1031
	1292
	1459
	GCTTTATTTGTTTTTTT

	ACTG1
	1424
	1955
	1195
	1598
	CTAGCCTCACGAAACTG

	ANXA1
	3713
	6480
	3701
	10162
	AGAAAGATGTCTATGTA

	ANXA2
	1644
	1754
	1298
	887
	CTTCCAGCTAACAGGTC

	AQP3
	609
	573
	930
	1136
	TTTGCTTTTGTTTTGTT

	ATP5G3
	543
	773
	743
	851
	GGAATGTACGTTATTTC

	B2M
	8718
	2821
	9443
	5712
	GTTGTGGTTAATCTGGT

	BZRP
	550
	960
	794
	675
	GAATTTTATAAGCTGAA

	CCNB1IP1
	580
	924
	988
	565
	CCACTGCACTCCAGCCT

	CD24
	851
	559
	775
	697
	GGAACAAACAGATCGAA

	CD74
	2348
	573
	1789
	1444
	GTTCACATTAGAATAAA

	CEACAM7
	793
	866
	891
	594
	AATCACAAATAAAAGCC

	CFL1
	1937
	1031
	1744
	1679
	GAAGCAGGACCAGTAAG

	COX4I1
	646
	523
	969
	616
	CCTATTTACTGGAAACC

	CSTB
	712
	3881
	1227
	2676
	ATGAGCTGACCTATTTC

	CTSD
	2502
	931
	2894
	1987
	GAAATACAGTTGTTGGC

	EEF1A1
	2245
	1353
	1737
	1496
	TGTGTTGAGAGCTTCTC

	EEF1B2
	961
	1210
	1072
	1298
	GCATTTAAATAAAAGAT

	EEF1G
	726
	501
	807
	418
	TGGGCAAAGCCTTCAAT

	FLJ20701
	550
	501
	685
	264
	ATTTGAGAAGCCTTCGC

	FTH1
	2311
	1275
	2325
	5176
	TTGGGGTTTCCTTTACC

	GAPD
	1666
	2363
	2312
	2816
	TACCATCAATAAAGTAC

	GJA1
	741
	1310
	504
	513
	TGTTCTGGAGAGTGTTC

	GLUL
	1658
	1275
	1905
	2845
	TACAGTATGTTCAAAGT

	IGHG1
	14118
	788
	349
	4715
	GAAATAAAGCACCCACC

	IGHG1
	18286
	773
	601
	6548
	GAAATAAAGCACCCAGC

	ITM2B
	1203
	1031
	1369
	865
	TAAGTAGCAAACAGGGC

	K-ALPHA-1
	1181
	795
	1783
	1239
	TGTACCTGTAATATTTT

	KRT13
	1380
	8206
	1815
	2046
	AAAGCGGGGCTGGAGAA

	KRT15
	1152
	3494
	2713
	2427
	TAATAAAGAATTACTTT

	KRT5
	2216
	1539
	1892
	1371
	GCCCCTGCTGACACGAG

	KRT6A
	1181
	2657
	975
	1166
	AAAGCACAAGTGACTAG

	LAMR1
	2987
	2370
	3268
	2911
	GAAAAATGGTTGATGGA

	LGALS7
	682
	2220
	446
	425
	TAAACCTGCTGTGCGGG

	LOC44051
	719
	702
	588
	719
	GGGTTGGCTTGAAACCA

	LY6D
	1424
	2248
	1796
	3072
	GAGATAAATGATTTAAA

	MGC71999
	998
	1353
	924
	565
	TCACAAGCAAATGTGTC

	MYL6
	1115
	559
	995
	1063
	GTGCTGAATGGCTGAGG

	NET-5
	1783
	780
	1298
	997
	CACAAACGGTAGTTTTG

	PERP
	1306
	2828
	1828
	2236
	CCACAGGAGAATTCGGG

	PLCB4
	866
	752
	1072
	733
	AAAACATTCTCCTCCGC

	PPIA
	1504
	1697
	1951
	1452
	CCTAGCTGGATTGCAGA

	PTMA
	1049
	1017
	1518
	697
	TTCATTATAATCTCAAA

	RPL10
	2223
	1797
	1944
	1283
	AGGGCTTCCAATGTGCT

	RPL10A
	998
	652
	1414
	821
	GGCAAGCCCCAGCGCCT

	RPL11
	1130
	773
	1124
	829
	CGCTGGTTCCAGCAGAA

	RPL12
	932
	580
	865
	726
	ACATCATCGATGACATC

	RPL13A
	2818
	1998
	2855
	2383
	AGGCTACGGAAACAGGC

	Gene Symbol
	N1
tpm
	N2
tpm
	C1
tpm
	C2
tpm
	SAGE Tag

	RPL13A
	1490
	716
	1434
	1195
	CTCCTCACCTGTATTTT

	RPL21
	2091
	1353
	1899
	1554
	GCATAATAGGTGTTAAA

	RPL23
	1196
	1031
	1072
	1114
	ATTCTCCAGTATATTTG

	RPL27A
	1923
	1310
	1989
	1899
	GAGGGAGTTTCATTAAA

	RPL28
	1996
	1504
	1983
	1833
	GCAGCCATCCGCAGGGC

	RPL29
	1049
	773
	1104
	814
	GGGCTGGGGTCCTCCTG

	RPL3
	917
	702
	840
	983
	GGACCACTGAAGAAAGA

	RPL30
	1541
	1017
	1259
	961
	CCAGAACAGACTGGTGA

	RPL31
	609
	573
	568
	491
	AAGGAGATGGGAACTCC

	RPL32
	1512
	1024
	1550
	1371
	TGCACGTTTTCTGTTTA

	RPL35
	638
	551
	665
	572
	CGCCGCCGGCTCAACAA

	RPL36
	1570
	1275
	1628
	1173
	AGGAAAGCTGCTGCCAA

	RPL37
	5063
	3272
	6362
	6064
	CAATAAATGTTCTGGTT

	RPL37A
	1350
	938
	1259
	953
	AAGACAGTGGCTGGCGG

	RPL4
	521
	537
	465
	359
	CGCCGGAACACCATTCT

	RPL41
	2649
	1812
	2609
	1906
	TTGGTCCTCTGCCCTGG

	RPL7
	1702
	1160
	1427
	1180
	ATTATTTTTCTAAGCTG

	RPLP0
	815
	1239
	846
	601
	CTCAACATCTCCCCCTT

	RPLP1
	3574
	2735
	3507
	2398
	TTCAATAAAAAGCTGAA

	RPLP2
	2422
	1461
	2196
	2376
	GGATTTGGCCTTTTTGA

	RPS11
	1365
	802
	917
	770
	TCTGTACACCTGTCCCC

	RPS12
	690
	695
	601
	396
	GCCGAGGAAGGCATTGC

	RPS14
	1159
	859
	1240
	843
	TAAAAAAAAAAAAAAAA

	RPS18
	1071
	1053
	1085
	858
	TGGTGTTGAGGAAAGCA

	RPS19
	2598
	1604
	2357
	2618
	CTGGGTTAATAAATTGC

	RPS20
	903
	695
	1020
	667
	GCTTTTAAGGATACCGG

	RPS23
	961
	637
	833
	704
	CTGTTGGTGATATTCCT

	RPS25
	1042
	988
	924
	660
	AATAGGTCCAACCAGCT

	RPS26
	2576
	1002
	1938
	873
	TAAGGAGCTGAGTTCTT

	RPS27A
	815
	623
	988
	887
	AACTAAAAAAAAAAAAA

	RPS28
	998
	902
	1053
	1034
	GACGACACGAGCCGATC

	RPS29
	2245
	1940
	2325
	2317
	ATAATTCTTTGTATATA

	RPS3A
	1218
	823
	1427
	1232
	GTGAAGGCAGTAGTTCT

	RPS4X
	1541
	952
	1615
	924
	TCAGATCTTTGTACGTA

	RPS8
	4021
	3587
	4282
	3996
	TAATAAAGGTGTTTATT

	RPS9
	587
	530
	407
	521
	CCAGTGGCCCGGAGCTG

	S100A10
	514
	501
	543
	506
	AGCAGATCAGGACACTT

	S100A2
	2950
	723
	2235
	3505
	GATCTCTTGGGCCCAGG

	S100A7
	2899
	752
	388
	5990
	GAGCAGCGCCCTGTTCC

	S100A8
	690
	1031
	827
	1466
	GCTTTTTTTGTGGGCTG

	S100A8
	11880
	25205
	8855
	24629
	TACCTGCAGAATAATAA

	S100A9
	13561
	17078
	10089
	18660
	GTGGCCACGGCCACAGC

	SERPINB3
	1137
	1454
	704
	917
	CCTTTCTCTCTTTCTCT

	SFN
	1255
	1976
	1505
	1569
	TTTCCTCTCAATAAAGT

	SMAD2
	2935
	2341
	3378
	1987
	CCCATCGTCCTAGAATT

	SPINK5
	712
	4189
	0
	1305
	TCCACCAAGTCTGAGCC

	SPRR3
	1600
	11757
	3888
	5968
	TTTCCTGCTCTGCCCTC

	SPRR3
	1636
	13068
	4121
	8329
	TTTCCTGCTCTTCCCTC

	STX3A
	646
	1905
	1318
	1312
	TAAAATGTTTATGATAA

	SUI1
	1446
	1239
	1259
	2009
	CAATAAACTGAAAAGAG

	TAGLN2
	660
	616
	769
	543
	GTCTGGGGCTTGAGGAA

	TMSB4X
	2245
	616
	1175
	917
	TTGGTGAAGGAAGAAGT

	TPI1
	947
	1382
	1589
	1584
	TGAGGGAATAAACCTGG

	TPT1
	4726
	3659
	4915
	4568
	TAGGTTGTCTAAAAATA

	TXNL5
	660
	838
	258
	924
	TTAGCAATAAATGATGT

	UQCRH
	646
	508
	930
	726
	GGTTTGGCTTAGGCTGG

	VAMP8
	521
	795
	459
	491
	TGGCTGGGAAACTGTTG

	VPS13B
	763
	594
	911
	0
	CACTACTCACCAGACGC

	YWHAZ
	587
	702
	517
	814
	TAAGTGGAATAAAAGTT


Table 1. Tags expressed in normal cervical libraries at ≥500 tags per million. 











