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10534716 3.01 4.89 3.38 4.50
10372028 5.66 7.41 573 7.65 NM_018797  Pixncl plexin C1
10572527 281 4.53 3.69 354 ENSMUSTO00| EG665858  predicted gene, EG665858
10363860  5.83 7.43 8.98 8.86 NM_025807  Slc16a9 solute carrier family 16 (monocarboxylic acid transporters), member 9
10477644 6.41 7.96 7.83 829 NM_178111 Trp53inp2  transformation related protein 53 inducible nuclear protein 2
10365344 4.56 6.09 7.98 7.61 NM_146008 Tep11l2 t-complex 11 (mouse) like 2
10607945 270 4.16 2.59 2.62 NR_003635 4933400A11R RIKEN cDNA 4933400A11 gene
10466901  2.84 4.29 3.55 366 ENSMUSTO00| EG434460  predicted gene, EG434460
10419261 871 10.14 1.43 1030 11.04 NM_007554  Bmp4 bone morphogenetic protein 4
10350341 331 4.72 1.41 3.46 3.49 mmu-mir-181 -
10401317 438 579 1.41 4.80 4.45 NM 0010389¢ EG214321  predicted gene, EG214321
10489909 333 4.72 1.39 371 3.79 NM_023230 Ube2vi ubiquitin-conjugating enzyme E2 variant 1
10565255 10.52 11.91 1.38 9.60 10.51 NM_030728 9930013L23R RIKEN cDNA 9930013123 gene
10476588 264 4.02 1.38 2.73 297 NM 0010138( Macrod2  MACRO domain containing 2
10603878 3.26 4.63 1.37 4.03 3.98 NM_013840  Uxt ubiquitously expressed transcript
10449284  8.16 9.51 1.36 7.29 771 NM_013642 Duspl dual specificity phosphatase 1
10397553 3.17 4.52 1.35 327 2.43 ENSMUSTO000! -
10527427 3.09 4.43 134 3.67 330 NM_027069  1700018F24R RIKEN cDNA 1700018F24 gene
10546432 7.22 8.56 134 9.66 9.76 NM_175314 Adamts9  a disintegrin-like and metallopeptidase (reprolysin type) with thrombospondin type 1 motif, 9
10446777 5.92 7.24 132 5.97 7.79 . NM_020578  Ehd3 EH-domain containing 3
10354374 4.63 5.95 132 3.73 4.18 NM_016917  Slc40al solute carrier family 40 (iron-regulated transporter), member 1
10451800 271 4.02 1.31 3.62 3.50 NM_173449 4921523A10R RIKEN cDNA 4921523A10 gene
10570634 2.99 4.26 1.27 3.24 345 ENSMUSTO00! 4930467E23R RIKEN cDNA 4930467E23 gene
10529375 774 9.00 1.26 9.66 9.48 NM_010753  Mxd4 Max dimerization protein 4
10408160 223 3.49 1.26 1.74 260 NM_134240 Virhi6 vomeronasal 1 receptor, H16
10420437 337 4.62 1.25 3.70 3.60 AK047968  Zdhhc20  zinc finger, DHHC domain containing 20
10514300  1.84 3.09 1.25 1.95 2.00 NM_177361  Ifnal2 interferon alpha 12
10472846 6.68 7.93 1.25 8.41 8.91 NM_172665  Pdk1 pyruvate dehydrogenase kinase, isoenzyme 1
10375572 374 4.99 1.25 4.41 365 NM 0010117¢ OIfr1382 olfactory receptor 1382
10573979 832 9.57 124 8.77 8.99 NM_010308 Gnaol guanine nucleotide binding protein, alpha O
10599213 537 6.61 1.24 5.41 4.59 ENSMUSTO000! -
10473483 2.84 4.06 122 3.77 4.10 NM 0010118¢ OIfr1029 olfactory receptor 1029
10414802 323 4.43 121 3.62 3.98 ENSMUSTO000| Trav16d/dv11 T cell receptor alpha variable 160/DV11
10347734 539 6.60 1.21 4.93 6.08 1.14  NM 0010041; Sgpp2 sphingosine-1-phosphate phosphotase 2
10474120 5.43 6.63 1.20 7.78 6.72 105 NM_173749 Pamrl peptidase domain containing associated with muscle regeneration 1
10355152 6.81 8.01 1.20 7.92 831  [N0:397000 NM 022721  Fzds frizzled homolog 5 (Drosophila)
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10444883 7.36 7.40 7.84 10.47 2.63 NM 0010084: Cdsn corneodesmosin
10496494 7.65 7.66 4.68 7.23 2.55 NM_019571  Tspan5 tetraspanin 5
10488608 554 5.82 6.60 9.08 249 NM_175093 Trib3 tribbles homolog 3 (Drosophila)
10518751 3.3 3.0 3.49 5.87 238 NM_009802 Caré carbonic anhydrase 6
10545130 6.18 7.04 6.94 9.25 2.32 NM_007836 Gadd45a growth arrest and DNA-damage-inducible 45 alpha
10407803 5.67 5.92 4.13 6.38 2.25 NM_031999 Gpr137b G protein-coupled receptor 1378
10446473 6.72 6.68 5.70 7.82 2.13 NM_008480 Lamal laminin, alpha 1
10510129 9.95 10.64 6.79 8.88 2.09 NM_011303 Dhrs3 dehydrogenase/reductase (SDR family) member 3
10407792 6.03 6.79 4.61 6.65 2.04 NR_003568 Gpr137b-ps G protein-coupled receptor 137B, pseudogene
10362201 12.05 12.51 6.67 8.68 2.01 NM_010217  Ctgf connective tissue growth factor
10399725 8.68 8.80 5.97 7.96 2.00 NM_009234 Sox11l SRY-box containing gene 11
10485378 6.61 7.24 5.78 7.77 2.00 NM 00108381 2600010E01R RIKEN cDNA 2600010E01 gene
10598057 6.18 4.83 4.50 6.49 1.99 NC_005089  --- -
10498024 4.00 4.03 4.88 6.80 1.92 NM_011990 Slc7a1l solute carrier family 7 (cationic amino acid transporter, y+ system), member 11
10372028 5.66 7.41 5.73 7.65 1.92 NM_018797  Plxncl plexin C1
10602068 7.54 8.05 4.20 6.06 1.86 NM_011845 Mid2 midline 2
10531544 6.40 6.81 5.92 7.79 1.86 NM_198422 Paqr3 progestin and adipoQ receptor family member 11T
10446777 5.92 7.24 5.97 7.79 1.83 NM_020578 Ehd3 EH-domain containing 3
10462281 7.36 7.85 7.54 9.30 1.76 NM_013703  Vidir very low density lipoprotein receptor
10525831 5.16 6.14 3.81 5.53 172 -
10367744 4.79 5.05 3.40 5.11 1.71 BC057932 LOC629446 / gag protein // gag protein
10440534 8.92 9.48 8.39 10.07 1.68 NM_011782 Adamts5 a disintegrin-like and metallopeptidase (reprolysin type) with thrombospondin type 1 motif, 5 (aggrecanase-2)
10389590 3.90 3.98 3.66 5.27 1.61 NM_025638 Gdpd1 glycerophosphodiester phosphodiesterase domain containing 1
10492890 5.21 6.20 4.52 6.10 1.58 NM_030695 Lrba LPS-responsive beige-like anchor
10433887 8.01 7.76 5.20 6.76 1.56 NM_026163 Pkp2 plakophilin 2
10543004  7.50 7.79 5.43 6.99 1.55  NM_183308 Pon2 paraoxonase 2
10350003 8.08 8.24 8.39 9.92 1.54 NM_028057 Cyb5r1 cytochrome b5 reductase 1
10473312 6.93 7.69 4.61 6.14 1.53 NM_175514 Fam171b family with sequence similarity 171, member B
10357472 6.41 7.46 1.05 5.15 6.66 1.51 NM_009911  Cxcr4 cchemokine (C-X-C motif) receptor 4
10407955  7.94 8.34 6.83 8.33 1.51  NM_134065 Epdrl ependymin related protein 1 (zebrafish)
10578810 4.42 4.94 3.41 4.91 1.50 NM_173874 Clcn3 chloride channel 3
10361091 5.51 6.19 5.33 6.83 1.50 NM_007498  Atf3 activating transcription factor 3
10397145 6.91 7.45 8.00 9.50 1.50 NM_134188 Acot2 acyl-CoA thioesterase 2
10421648 7.98 8.08 6.84 8.32 1.48 NM_026232  Slc25a30 solute carrier family 25, member 30
10519855 7.24 8.08 5.16 6.64 1.48 NM 0011108¢ Cacna2d1 calcium channel, voltage-dependent, alpha2/delta subunit 1
10543067 10.24 10.02 10.25 11.72 1.47 NM_012055 Asns asparagine synthetase
10462822 6.02 6.28 4.74 6.21 1.47 NM_175353 Exoc6 exocyst complex component 6
10488060 7.87 8.25 7.57 9.02 1.45 NM_013822 Jagl jagged 1
10371332 8.01 7.57 9.14 10.59 1.45 NM_153543  Aldh1l2 aldehyde dehydrogenase 1 family, member L2
10467191 10.00 10.56 850 9.95 1.45  NM_013468 Ankrdl ankyrin repeat domain 1 (cardiac muscle)
10495685 9.22 9.92 8.29 9.73 1.44 NM_172525 Arhgap29 Rho GTPase activating protein 29
10558150 9.35 9.62 6.70 8.13 1.43 NM_019564 Htral HtrA serine peptidase 1
10420596 6.49 6.47 6.06 7.44 1.38 NM_013869  Tnfrsf19 tumor necrosis factor receptor superfamily, member 19
10560709 7.50 7.99 6.56 7.93 1.37 NM_027514  Pvr poliovirus receptor
10441565 7.44 7.80 6.65 8.00 1.35 NM_011299 Rps6ka2 ribosomal protein S6 kinase. polvoeotide 2
10366881 7.02 7.69 7.43 8.78 1.35 NM_007837 Ddit3 DNA-damage inducible transcript 3
10549497 8.28 7.74 5.94 7.28 BC106181 3010003L21R RIKEN cDNA 3010003L21 gene
10436442 8.18 7.46 5.47 6.81 NM_019643 Famé0a family with sequence similarity 60, member A
10432236 5.40 5.84 4.46 5.79 NM_172612 Rnd1 Rho family GTPase 1
10362829 7.12 7.69 7.03 8.36 NM_172416 Ostm1 osteopetrosis associated transmembrane protein 1
10501971 638 6.97 4.58 5.88 NM_178655  Ank2 ankyrin 2, brain
10571530 9.76 10.42 8.01 9.31 NM 0010812¢ Fatl FAT tumor suppressor homolog 1 (Drosophila)
10361642 6.40 7.12 6.17 7.46 NM_172784  Lrpll low density lipoprotein receptor-related protein 11
10582275 9.45 8.79 8.87 10.14 NM_011404  Slc7a5 solute carrier family 7 (cationic amino acid transporter, y+ system), member 5
10348432 7.50 7.63 6.46 7.72 NM_178119 Agapl ArfGAP with GTPase domain, ankyrin repeat and PH domain 1
10476582 6.46 7.24 5.28 6.53 NM_028387 Macrod2 MACRO domain containing 2
10498907 6.02 6.66 4.13 5.38 NM_010298 Glrb glycine receptor, beta subunit
10491780 7.19 7.01 5.43 6.68 NM_011020 Hspadl heat shock protein 4 like
10406845 5.93 6.37 5.67 6.91 NM_008242 Foxdl forkhead box D1
10475990 9.61 9.79 8.62 9.85 NM_015747  Slc20al solute carrier family 20, member 1
10508936 5.15 5.79 4.82 6.06 NM_026257 Ubxn1l UBX domain protein 11
10564220 6.61 6.50 5.11 6.35 NM_019832 Gkapl G kinase anchoring protein 1
10586248 7.68 7.99 6.71 7.94 XM 0014762¢ Dennd4a DENN/MADD domain containing 4A
10593671 3.95 4.70 3.26 4.49 NM_172771 DmxI2 Dmx-like 2
10494369 6.22 7.13 5.76 6.98 NM_153053 Sf3b4 solicina factor 3b. subunit 4
10355893 7.77 8.94 117 6.73 7.94 NM_007936 Epha4 Eph receptor A4
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10523128 8.41 5.11 -3.30 10.27 i 253 NM_023785 Ppbp pro-platelet basic protein
10490815 6.4 3.86 -2.59 4.30 i IINEGISEMN xR 031642  EG545500 predicted gene, EG545500
10345791 9.48 7.21 -2.27 8.30 . -2.19 NM 0010256( I11rl1 interleukin 1 receotor-like 1
10429564 9.47 7.28 -2.20 10.64 . 142 NM_010738 Ly6a lymphocyte antigen 6 complex, locus A
10604661  6.73 4.64 -2.09 6.29 X 139 XM 00147823 Gm1862  gene model 1862, (NCBI)
10424347 7.80 5.77 -2.03 717 ¢ XM 00147376 EG665565  predicted gene, EG665565
10431943 538 3.45 -1.92 5.00 X XR_033584 100043354 predicted gene, 100043354
10505917 9.08 7.22 -1.86 7.31 i XR_033774  OTTMUSGOOO predicted gene, OTTMUSGO0000007822
10374450  6.80 5.01 -1.79 517 . XR_033115  OTTMUSGOOO predicted gene, OTTMUSGO0000005214
10429638 5.76 4.00 -1.76 5.62 b XR_033200 672572 predicted gene, 672572
10464448 4.37 2.63 -1.75 3.10 ¥ 103 AB010317  EGS47091 predicted gene, EG547091
10457927 8.06 633 -1.74 7.12 it XR_031234 EG433168 predicted gene, EG433168
10406226  7.87 6.14 -1.72 672 it XM_619124 Hnrnpall2  heterogeneous nuclear ribonucleoprotein Al-like 2
10366705 10.62 8.91 171 9.12 X XR 034838 EG668275 predicted gene, EG668275
10351489 9.75 8.04 171 9.10 i XR_031469 EG640532 predicted gene, EG640532
10429568 8.32 6.64 -1.69 935 b 5 NM_010741 Lybel lymphocyte antigen 6 complex, locus C1
10362672 8.63 6.95 -1.67 7.66 z XM_986849 EG666342 predicted gene, EG666342
10521757 9.60 7.94 -1.67 8.61 b ENSMUST000! ——-
10552303 5.99 432 -1.66 5.9 NM 0010337¢ EG434172  predicted gene, EG434172



10422942
10604850
10518568
10539015
10510170
10510225
10484256
10489870
10601537
10598041
10351644
10463402
10604342
10558740
10364091
10438909
10466835
10468851
10401831
10365206
10471842
10595046
10373692
10548699
10605874
10454198
10535902
10404063
10427742
10490984
10350504
10376459
10594186
10408008
10559818
10351039
10344622
10598057
10429573
10482073
10550169
10443463
10427391
10536593
10500529
10460585
10385081
10435704
10438904
10579047
10385248
10386604
10516484
10457380
10530625
10503244
10410919
10358754
10563883
10460146
10504912
10454653
10514309
10399675
10606542
10420780
10364035
10355264
10471766
10567216
10544106
10491091
10579066
10403291
10405185
10488372
10564417
10495316
10355500
10603809
10379511
10603135
10350516
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10402347
10389214
10583044
10439009
10462618
10581605
10429580
10438769
10491091
10462621
10379630
10523128
10425049
10476628
10389207
10438753
10462442
10531931
10462623
10408557
10538459
10531415
10413726
10430174
10493812
10345824
10345791
10389143
10450242
10455957
10478633
10550877
10437224
10524621
10580678
10570434
10360373
10391207
10480003
10455961
10434815
10377215
10358389
10579532
10345921
10434778
10523120
10494548
10574220
10541307
10408693
10537880
10496580

10558769
10469816
10569102
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10389151
10435704
10529264
10364149
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10419082
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10376326
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ENSMUSTO00! ---
ENSMUSTO00! ---

XR_034527 ~ OTTMUSGOOO predicted gene, OTTMUSG00000010956
XR_033047 [EG668034 predicted gene, EG668034

ENSMUSTO000! OTTMUSGO00 predicted gene, OTTMUSG00000011061
ENSMUSTO000! OTTMUSGO00 predicted gene, OTTMUSG00000011061
XR_032609  4930401B11R RIKEN cDNA 4930401B11 gene

XM_983885 OTTMUSGOOO predicted gene, OTTMUSG00000001136
XM_910030 LOC635086 similar to ubiquitin-conjugating enzyme E2N
NC_005089  ---

NM_018729 Cd244 CD244 natural killer cell receptor 284
XR_034011 EG383450  predicted gene, EG383450

NM 00108551 EG245405  predicted gene, EG245405

XM 00148061 OTTMUSGO00 predicted gene, OTTMUSG00000023442
GENSCANOOO ---

NM 0011280¢ Atp13a3 ATPase type 13A3

AF357408  Snoral9 small nucleolar RNA, H/ACA box 19
AF357408  Snoral9 small nucleolar RNA, H/ACA box 19

NM 0010138: EG435337  predicted gene, EG435337

ENSMUSTO00I EG666790  predicted gene, EG666790

ENSMUSTO00! ---
XR_034893 100042107 predicted gene, 100042107

NM 0011033¢ Vmn2r87  vomeronasal 2, receptor 87
XR_030853 EG668063 predicted gene, EG668063
NM_175540 Eda2r ectodysplasin A2 isoform receptor
NM_026301 Rnf125 ring finger protein 125
ENSMUSTO00! ---

NM_175660 Histih2ab histone cluster 1, H2ab
XR_001896 EG666579  predicted gene, EG666579
GENSCANOOO! - -

GENSCANOOO! -

XM_356549 OTTMUSGOOO predicted gene, OTTMUSG00000005773
XR_001723 EG665385 predicted gene, EG665385
ENSMUSTO00! - -

NR_002840  Gas5 rowth arrest specific 5

XR_030609 EG620009 predicted gene, EG620009

NC_005089  ---

NM 00109921 Ly6c2 lymphocyte antigen 6 complex, locus C2
ENSMUSTO00! -

NM_172674  Phf20 PHD finger protein 20

NM_007669 Cdknla cvelin-deendent kinase inhibitor 1A (P21)

-1.04__ XR 035649 EG666167  predicted gene, EG666167

NM_025677 Tsen1S RNA splicing endonuclease 15 homolog (S. cerevisiae)
NM_016966 Phgdh 3-phosphoglycerate dehydrogenase

-1.33 _ NM_010235 Fosll fos-like antigen 1

AY702092 Anp32-ps // ) acidic nuclear 32 family, // acidic (I

-1.66__ NM_009855 Cd80 CD8O antigen

NM_028973  Lrrcl5 leucine rich repeat containing 15

XM 00147631 EG665553  predicted gene, EG665553

NM_013552  Hmmr hyaluronan mediated motility receptor (RHAMM)
NM_009171  Shmt1 serine hydroxymethyltransferase 1 (soluble)
NM_008126  Gjb3 aap iunction orotein. beta 3

ENSMUSTO00! -
XR_034092  OTTMUSGOOO predicted gene, OTTMUSG00000024895
ENSMUSTO00! --- -

XR_034009 EG435373  predicted gene, EG435373

XR_002131 EG639787 predicted gene, EG639787

NM_029523 Depdcla DEP domain containing 1a

BC028925 -

ENSMUSTO00! -
GENSCANOOO! -
NM_177347 Ifnal3 interferon alpha 13
XM_911478 LOC629364  similar to actin related protein 2/3 complex, subunit 5
ENSMUSTO00! --- -

NM_021480 Tdh L-threonine dehydrogenase

BC0B2775  EG544707  predicted gene, EG544707

ENSMUSTO000! ENSMUSGO00 predicted gene, ENSMUSG00000059999
ENSMUSTO00! --- -

NM_170669 Rps15a

ribosomal protein S15A

ENSMUSTO00! --- -
-2.50 _ NM_009425 Tnfsf10 tumor necrosis factor (ligand) superfamily, member 10
XR_032700 100041482 predicted gene, 100041482

NM_134072  Akric14 aldo-keto reductase family 1, member C14
NM_025415  Cks2 CDC28 orotein kinase reaulatorv subunit 2
XR_034967 ~OTTMUSGOOO predicted gene, OTTMUSG00000015698
NM_053080 Aldh1a3 aldehyde dehydrogenase family 1, subfamily A3
NM_019976  Psrcl proline/serine-rich coiled-coil 1

NM_010518 Igfbp5 insulin-like arowth factor bindina orotein 5
ENSMUSTO000! OTTMUSGO00 predicted gene, OTTMUSG00000017540
NM_011333  Ccl2 chemokine (C-C motif) ligand 2

NM 0011460¢ Fanch Fanconi anemia. complementation aroun B
NM_011198 Ptgs2 prostaglandin-endoperoxide synthase 2

s °
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-3.65 NM_029803 Ifi2712a interferon, alpha-inducible protein 27 like 2A
-3.33 NM_011338 Ccl9 chemokine (C-C motif) ligand 9
-3.10 NM_008607 Mmp13 matrix metallopeptidase 13
-3.08 NM_007470 Apod apolipoprotein D
-3.06 NM_010501 Ifit3 ed protein with tetratricopeptide repeats 3
-2.87 NM_017370 Hp haptoglobin
-2.81 ENSMUSTO000! 1830127L07Ri RIKEN cDNA 1830127L07 gene
-2.80 NM_016674 Cldn1 claudin 1

-2.59  NM_009425 Tnfsf10 tumor necrosis factor (ligand) superfamily, member 10
-2.59  NM 0010058t 1830012016R RIKEN cDNA 1830012016 gene

-2.55  NM_011408 SIfn2 schlafen 2

-2.53  NM_023785 Ppbp pro-platelet basic protein

-2.52  NM_173743 Apol9b apolipoprotein L 9b

-2.51  NM_020595 Otor otoraplin

-2.37  NM_013653 Ccls chemokine (C-C motif) ligand 5

-2.36 NM_173379 Leprell leprecan-like 1

-2.35  NM_133775 133 interleukin 33

-2.33  NM_010097 Sparcil SPARC-like 1

-2.31  NM_008331 Ifitl ed protein with tetratricopeptide repeats 1
-2.30  NM_025429 Serpinbla  serine (or cysteine) peptidase inhibitor, clade B, member 1a
-2.30  NM_007472 Agpl aquaporin 1

-2.29  NM_021274 Cxcl10 chemokine (C-X-C motif) ligand 10

-2.24  NM_009393 Tnncl troponin C, cardiac/slow skeletal

-2.23  NM_173743  Apol9b apolipoprotein L 9b

-2.22  NM_011311 S100a4 $100 calcium binding protein Ad.

-2.20  NM_010553 Iii8rap interleukin 18 receptor accessory protein

-2.19  NM 0010256( Iliri1 interleukin 1 receotor-like 1

-2.14  NM_181545 SIfng schlafen 8

-2.14  NM_009780 C4b complement component 4B (Childo blood group)
-2.10  XR_033405 EG546714  predicted gene, EG546714

-2.09  NM_013599 Mmp9 matrix metallopeptidase 9

-2.08  NM_008433 Kcnn4 potassium i calci
-2.03  NR_003508 Mx2 myxovirus (influenza virus) resistance 2
-2.01  NM_011854 Oasl2 2'-5' oligoadenylate synthetase-like 2

-2.00  NM_021456 Cesl carboxylesterase 1

-1.99  NM_026820 Ifitm1 interferon induced transmembrane protein 1
-1.91  ENSMUST000I E030037K03R RIKEN cDNA E030037K03 gene

-1.90  NM_030150 Dhx58 DEXH (Asp-Glu-X-His) box polypeptide 58
-1.89  NM_010582 Itih2 inter-alpha trypsin inhibitor, heavy chain 2
-1.88  NM 0011462; lignl interferon inducible GTPase 1

-1.87  NM 0011272 Trp63 transformation related protein 63

-1.87  NM_008088 Gas7 growth arrest specific 7

-1.86  NM_009061 Rgs2 regulator of G-protein signaling 2

-1.82  NM_198095 Bst2 one marrow stromal cell antigen 2

-1.82  NM_024283 1500015010F RIKEN cDNA 1500015010 gene

-1.80  NM_023386 Rtpd receptor transporter protein 4

-1.79  NM_009141 Cxcl5 chemokine (C-X-C motif) ligand 5

-1.79  NM_008121 Gja5 gap junction membrane channel protein alpha 5
-1.78  NM_009142 Cx3cll chemokine (C-X3-C motif) ligand 1

-1.77  NM_011909 Usp18 ubiquitin specific peptidase 18

-1.76  NM_028784 Fi3al coagulation factor XIII, A1 subunit

-1.76 - - -

-1.75  NM_018734 Gbp3 guanylate binding protein 3

-1.73  NM_194336 Mpa2l macrophage activation 2 like

-1.71  NM_146590 OIfr1085 olfactory receptor 1085

-1.70  NM_026820 Ifitm1 interferon induced transmembrane protein 1
-1.70  NM_031167 Iiirn interleukin 1 receptor antagonist

-1.70  NM_016850 Irf7 interferon regulatory factor 7

-1.69  NM_013737 Pla2g7 phospholipase A2, group VII (platelet-activating factor acetylhydrolase, plasma)
-1.68  NM 00108121 Ddx60 DEAD (Asp-Glu-Ala-Asp) box polypeptide 60
-1.68  NM_181542 SIfn10 schlafen 10

-1.66  NM_009855 Cd80 CD80 antigen

-1.65  NM_133903 Spon2 spondin 2, extracellular matrix protein
-1.64  NM_009115 S100b S100 protein, beta polypeptide, neural
-1.64  NM_008524 Lum lumican

-1.62  NM_172471 Itihs inter-alpha (globulin) inhibitor HS

-1.58  BCOS56635  5730469M10F RIKEN CDNA 5730469M10 gene

-1.58  NM_008611 Mmp8 matrix metallopeptidase 8

-1.57  NM_019440 Irgm2 immunity-related GTPase family M member 2

-1.57  NM_009252 Serpina3n  serine (or cysteine) peptidase inhibitor, clade A, member 3N
-1.53  NM_145947 Slc26a7 solute carrier family 26, member 7

nuclear

channel, subfamily N, member 4

32 family,



10428707 8.46 7.72 8.21 6.70 -1.51  NM_008216 Has2 hyaluronan synthase 2

10435712 5.60 5.07 6.65 5.15 -1.51  BC131959  Cd8O CD8O antigen

10492355 8.85 8.78 10.35 8.85 -1.50  NM_008604 Mme membrane metallo endopeptidase

10582658 7.26 7.40 9.94 8.44 -1.50  NM_007428 Agt angiotensinogen (serpin peptidase inhibitor, clade A, member 8)
10481627  4.68 4.33 12.58 11.10 -1.48  NM_008491 Lcn2 lipocalin 2

10593460 4.35 3.85 5.73 4.25 -1.47  BC048587  4833427GOGR RIKEN CDNA 4833427G06 gene

10455954 4.22 4.97 8.39 6.91 -1.47  NM 0010337¢ EG240327  predicted gene, EG240327

10598569 3.23 3.99 4.69 3.23 -1.46  NM 0010386¢ EG434729  predicted gene, EG434729

10502791 7.99 7.92 10.19 8.73 -1.46  NM_133871 Ifi44 interferon-induced protein 44

10502805 7.77 7.40 10.93 9.47 -1.46  NM_008966 Ptgfr prostaglandin F receptor

10356262 6.54 6.58 8.71 7.27 -1.44  NM 0010817< EG665378  predicted gene, EG665378

10401238 8.68 8.18 10.31 8.88 -1.44  NM_007564 Zfp36l1 zinc finger protein 36, C3H type-like 1

10393573 8.00 8.23 11.50 10.07 -1.44  NM_011150 Lgals3bp lectin, galactoside-binding, soluble, 3 binding protein
10427125 8.50 8.30 9.46 8.02 -1.44  NM_008344 Igfbp6 insulin-like arowth factor bindina orotein &

10569020 4.77 4.52 7.49 6.05 -1.43  NM 0010336: Iftm6 interferon induced transmembrane protein 6

10429564 9.47 7.28 -2.20 10.64 9.22 -1.42  NM_010738 Ly6a lymphocyte antigen 6 complex, locus A

10362294 6.71 6.13 8.63 7.22 -1.42  NM_176837 Arhgapl8  Rho GTPase activating protein 18

10566358 6.87 7.39 10.04 8.63 -1.41  NM_009099 Trim30 tripartite motif-containing 30

10389877 3.47 3.83 5.33 3.93 -1.41  ENSMUSTO00! Wfikkn2 WAP, follistatin/kazal, immunoglobulin, kunitz and netrin domain containing 2
10478048 4.93 5.18 9.43 8.02 -1.41  NM_008489 Lbp lipopolysaccharide binding protein

10464836 5.27 5.02 6.93 5.53 -1.40  NM_013456 Actn3 actinin alpha 3

10604661 6.73 4.64 6.29 4.90 -1.39 XM 0014782 Gm1862 gene model 1862, (NCBI)

10395039 3.95 4.11 6.29 4.90 -1.39  NM_020557 Cmpk2 cytidine monophosphate (UMP-CMP) kinase 2, mitochondrial
10569646  10.81 9.72 -1.09 10.16 8.77 -1.39  NM_007631 Ccndl cyclin D1

10444780 8.16 8.22 9.39 8.00 -1.38  NM_010380 H2-D1 histocompatibility 2, D region locus 1

10451287 5.69 5.36 7.86 6.49 -1.37  NM_015783 Isgl5 1SG15 ubiquitin-like modifier

10533246 4.41 4.25 5.71 4.34 -1.37  NM_011852 Oaslg 2'-5' oligoadenylate synthetase 1G

10411235 8.10 7.66 9.19 7.83 -1.36  NM_027711 Iqgap2 1Q motif containing GTPase activating protein 2

10347948 5.50 5.76 7.46 6.10 -1.36  NM_013673 Sp100 nuclear antigen Sp100

10399559 4.74 4.80 6.67 531 -1.36  NM 00115961 Atpévic2  ATPase, H+ transporting, lysosomal V1 subunit C2
10347925 5.80 6.44 8.47 7.11 -1.36  NM 0010817< EG665378  predicted gene, EG665378

10588037 8.33 7.91 10.87 9.52 <136 NM_011254 Rbpl retinol binding protein 1, cellular

10399470 8.21 7.98 9.69 8.34 <135 NM_144551 Trib2 tribbles homolog 2 (Drosophila)

10434666 191 2.67 3.19 1.84 -1.35  ENSMUSTO0OI ---

10361234 3.12 3.34 3.97 2.63 -1.34  NM_008288 Hsd11bl hydroxysteroid 11-beta dehydrogenase 1

10495206 4.18 5.23 5.81 4.46 -1.34  NM_146136 Sic16a4 solute carrier family 16 (monocarboxylic acid transporters), member 4
10360382 7.06 6.54 7.33 6.00 -1.33  NM_008329 Ifi204 interferon activated gene 204

10460585 8.07 6.76 -1.32 7.45 6.12 <133 NM_010235 Fosll fos-like antigen 1

10559207 7.67 6.98 8.37 7.04 -1.32 NM_019391 Lspl lymphocyte specific 1

10601659 7.76 7.43 6.68 5.36 -1.32  NM_026838 Srpx2 sushi-repeat-containina protein. X-linked 2

10356274 5.36 5.98 7.92 6.60 -1.32  NM_033616 Csprs component of Sp100-rs

10484463 4.22 4.21 6.78 5.46 -1.31  NM_009776 Serpingl serine (or cysteine) peptidase inhibitor, clade G, member 1
10531980 5.62 5.25 7.73 6.41 -1.31  NM_172777 BCO57170  cDNA sequence BC057170

10435457 6.77 6.74 8.47 7.16 -1.31  NM_030253 Parp9 poly (ADP-ribose) polymerase family, member 9
10519314  4.32 3.76 4.70 3.40 -1.30  GENSCANOOO! - -

10453250 2.93 2.93 4.23 2.94 -1.29 - -

10510580 5.48 5.31 7.55 6.27 <128 NM_011612  Tnfrsf9 tumor necrosis factor receptor superfamily, member 9
10533213 4.60 3.78 5.13 3.86 <128 NM_145226 Oas3 2'-5' oligoadenylate synthetase 3

10450374 9.27 8.15 -1.12 8.83 7.55 -1.27 178788 D17H6S56E-5 DNA segment, Chr 17, human DESS6E 5

10599286 4.05 375 4.85 3.58 -1.27  NM 0010853¢ Rhox2e reproductive homeobox 2E

10383200 7.32 7.61 9.07 7.81 -1.26  ENSMUSTO0OI ---

10436598 7.00 6.98 6.99 5.74 -1.25 28 RIKEN cDNA 2810055G20 gene

10415081 5.15 4.39 4.82 3.58 -1.24  FI556972  EG665955  predicted gene, EG665955

10520121 5.15 4.39 4.82 3.58 -1.24  FI556972  EG665955  predicted gene, EG665955

10578405 5.15 4.39 4.82 3.58 -1.24  FI556972  EG665955  predicted gene, EG665955

10586076 5.15 4.39 4.82 3.58 -1.24  FI556972  EG665955  predicted gene, EG665955

10347915 6.12 6.69 8.81 7.57 -1.24  NM 0010817< EG665378 predicted gene, EG665378

10420488 3.86 4.13 5.86 4.63 -1.24  BC145673  D14Ertd668e DNA segment, Chr 14, ERATO Doi 668, expressed
10381371 6.11 6.05 7.79 6.56 -1.23  NM_009675 Aoc3 amine oxidase, copper containing 3

10491952 7.83 8.21 8.92 7.69 <123 NM_174995 Mgst2 microsomal glutathione S-transferase 2

10492021  12.61 12.36 12.98 11.76 -1.22  NM_015784 Postn periostin, osteoblast specific factor

10363735 7.10 6.34 7.50 6.28 -1.22  NM_010118 Egr2 early growth response 2

10383206 7.85 8.12 9.60 8.38 -1.21  ENSMUSTO0OI ---

10389879 4.54 4.52 6.64 5.43 -1.21  NM_181819  Wfikkn2 WAP, follistatin/kazal, immunoglobulin, kunitz and netrin domain containing 2
10439289 3.06 2.97 3.55 235 -1.21  NM 0010013: BC117090 // cDNA sequence BC1179090 // cDNA sequence BC1179090
10582879 5.65 6.20 8.19 6.99 -1.20  NM_033616 Csprs component of Sp100-rs

10379228  4.84 4.46 6.25 5.05 -1.20  NM_010927 Nos2 nitric oxide synthase 2, inducible

10359571 5.16 5.21 7.21 6.01 -1.20  NM_010231 Fmol flavin containing monooxygenase 1

10426425 4.63 4.07 7.91 6.71 -1.20  BC151034  Pdzrn4 PDZ domain containing RING finger 4
10532709 8.08 8.13 6.99 5.79 -1.20 - - -



Gene ef:r:::foln 1%|;:nso 1%3&30
Aicda 3.54 0.99 1.00
Apobec1 6.33 0.73 0.81
Apobec?2 3.69 1.21 0.66
Apobec3 6.45 0.80 0.73
Apobec4 248 0.84 1.12
Smug1 5.27 1.18 1.79
Tdg 8.70 0.84 0.97
Ercc1 7.84 0.84 1.10
Ercc2 7.19 1.01 1.22
Erce3 8.48 1.16 1.10
Ercc4 7.04 1.27 1.56
Erccd 8.32 117 1.03
Ercc6 7.22 1.04 1.39
Ercc8 5.60 1.24 1.30
Suppl. table 1

Fold increase in mMRNA expression of genes compared to untreated control culture,
which are suggested to be involved in demethylation and repair mechanisms. Genes up
regulated beyond 1.1-fold or 1.5 fold are marked in bright red or dark red, respectively.
Genes down regulated beyond 1.1-fold (<0.91) or 1.5 fold (<0.67) are marked in bright
green or dark green, respectively. Co basal expression: the log2 signal of untreated

cells at day 1.
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