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Cytotoxicity assay

Colorimetric assays using WST-8 (Dojindo, Kumamoto, Japan) were carried out in
96-well plates with various concentrations of SAHA-PIP § as mentioned before”.
Microarray Analysis

Microarray analysis was done by Medical & Biological Laboratories Co., Ltd with
microarray chip that is manufactured by agilent technologies with UniGene number of
genes. GeneSymbol, GeneName and sequences that were used as probes were given in
supplementary table S1 and S2. For comparative method, 2-color method was chosen.
In 2-color method, one sample is labeled with Cy3 and another is labeled with CyS5. By
comparing fluorescence intensity of Cy3 and CyS5, expression levels were analyzed.
Ratio of gene expression of DMSO over either SAHA or & treated MEFs were
calculated using fold change to derive the regulation. The obtained raw data was the
normalized to attain induction values of either SAHA or & treated MEF over DMSO.
Cell culture
C57BL/6 mouse embryonic fibroblasts (MEFs) purchased from the American Type
Culture Collection (ATCC) were used in all experiments. MEF cells were periodically
cultured and maintained in Dulbecco's modified Eagle's medium (DMEM) that contains

15% heat-inactivated fetal bovine serum (FBS), 100 IU/ml penicillin, and 100 pg/ml



streptomycin at 37 °C in a humidified atmosphere of 5% CO; in 95% air. MEFs were
passaged by trypsin (Invitrogen). mES cell line R1 (a gift from Professor N. Nakatsuji,
Kyoto University) were maintained on Mitomycin C-treated MEFs in complete mESC
culture medium (Millipore) consisting of DMEM/F12 (80%), knockout serum
replacement (10%), fetal bovine serum (10%), L-glutamine (1 mM), nonessential amino
acids (1%), B-mercaptoethanol (0.1 mM) and Leukemia inhibitory factor (1000 U/mL).
The medium was changed every day.

Treatment of SAHA-PIPs against MEF

MEF cells with in the passage P6 were trypsinized for 5 min at 37 °C, and were
resuspended in the fresh DMEM medium to a concentration of 2 x 10° cells/ml in a 35
mm plate and were grown for 24 h as mentioned before" ’. The medium was then
removed and replaced with 2 ml of fresh DMEM medium followed by the addition of 2
ul of the 100 uM of each individual SAHA-PIP Q-® shown in Figure 1 to achieve a
final polyamide concentration of 100 nM in 0.1% DMSO and then were incubated in a
5% CO; atmosphere at 37 °C for 24 h. 0.1% DMSO treated cells were used as the
control. Incubation time and the concentration of the PI polyamide SAHA conjugates
were standardized based on the initial optimization experiments with varied incubation

time and the treatment of MEF with various concentration of SAHA-PIPs as mentioned



before? to optimize 100 nM as the optimal concentraion and 24 h as the optimal time

for incubation.

Quantification of expression of marker genes in mouse embryonic fibroblasts

treated with SAHA-PIP

As mentioned in the previous report', total RNA was extracted from PI polyamide
SAHA conjugates treated MEF using an RNeasy Mini Kit, in accordance with the
manufacturer's instructions. The amount of nucleic acid in the total RNA was
determined by measuring the absorbance at 260 nm wusing a NanoDrop
spectrophotometer, ND-1000 (Thermo Scientific, USA) as mentioned before'. cDNA
was synthesized from 500 ng of total RNA using a ReverTra Ace qPCR RT kit
(Toyobo, Japan) and used as a template for polymerase chain reaction (PCR). SYBR
green real-time RT-PCR amplifications were carried out in triplicate with
THUNDERBIRD SYBR qPCR Mix (TOYOBO, Japan) and the program as mentioned
before'. Melting curve analysis of amplification products and the comparative cycle
threshold (CT) method used to analyze the expression level of each gene was as carried
out as mentioned before'. The average CT of the three determinations was used in
calculations of relative expression level using DMSO treated cells as the internal

control. The relative expression of genes was normalized against GAPDH. Primer pairs



of iPSC factors and actin that were used for RT-PCR analysis is as shown®. Other

primer pairs used to analyze endogenous gene expression were listed in Table S4.

Chromatin immunoprecipitation (ChIP) analysis of promoter region of
pluripotency genes

Antibodies for acetylated histone H3 and normal rabbit IgG were purchased from
Upstate Biotechnology Inc., USA and H3K14 was purchased from Abcam (ab10812,
UK). ES cells were used as the positive control. After 24 h treatment of each of the cells
individually with 100 nM of 8, 6-OMe, B, SAHA and 0.1 % DMSO, ChIP assay was
performed according to the protocol described in’ and that in the kit manual
(SimpleChIP™ Enzymatic Chromatin IP Kit, Cell Signaling Technology, USA). DNA
fraction was then purified QIAquick PCR Purification Kit (Qiagen, USA) and analyzed
with qRT-PCR as mentioned before. Input sample was used as the internal control and
the GAPDH was used as the internal control primer pair. Details of the purchased
primer pairs used for Oct-3/4, Nanog, Rexl, Dppa4, Gapdh and Cdhl were shown in

Table S5.



Figure S1
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Figure S1 HPLC chromatogram of 8. The purities of the & were checked by HPLC
(elution with trifluoroacetic acid and a 0-100% acetonitrile linear gradient (0-40 min) at
a flow rate of 1.0 mL min”' under 254 nm).
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Figure S2. Cytotoxicity assay of SAHA-PIP §. Cell viability of MEF was measured
after 24 h treatment of the above effectors with various concentrations. Each bar
represents mean + SD from 12 wells.



Table S1

a) Up regulated genes in SAHAtreated MEF

Fold change
No ProbeName Gene Symbol Sequence [SAHA] vs
[DMSO3]
GTGGTGTGTGGGACTCCGATA ATCTCTAATGGT
1 A_55_P2152009 Tesc 23.539
-~ GACAATAAAGGTTTCCTAATGA
TGACTCCACGTGGCATTATGTTCCTGGGAATAGCTTTG
2 A_52_P596595 Pnma2 21.604
- - CCGTTGTACTTACCAACAGAAT
. GGATAAAAGAGATATGTGGCAAAAGGA CAGAAT
3 A_51_P368313 Vip 15.784
TGTATTTCTCCAGTGATAGGTAC
TAAACATGTGGTTCTCTGCTTGAGTCTGGG CAAT
4 A_55_P2004213 Gprasp2 14.776
AAAGTTCGATGTTAAAGTTGCC
GAGCAGGGCAGTCAGA AAAG GTACAGTTT
5 A_55_P2017600 Crmpl 11.216
TCCTTTGTATTCACTTCCA
AGAAGTGCAGAGAGATAGAGTTTAGTATTATG GT
6 A_51_P363187 Cxcll 10.696
ATGTATTAGGGTGAGGACATGT
AAACACAT GTACGGGGCGGGGAGGGGATAGGG
7 A_55_P2114110 Cadm4 8.946
AGGGGGTTTGGCAATCCCACTAAC
AATGTATGCTTATCCCCACCTAGATTACAAATAAACGA
8 A_55_P2146560 H2-Ab1 8.630
GACCCAGACTCTGGTTATTTGA
CTGTTACCTAGCCAGATGGTTTCTTGGAATGTATAAGT
9 A_55_P1997756 116 8.301
TTACCTCAATGAATTGCTAATT
GTCTAAGAATAATAGGTTGGGAGGTGGTTTGATACTT
10 A_55_P1965283 Wdrl7 8.200
GGAAGACAGAGGGAATAATATTA
TCCAAGCGCAAAGATTGTACAAATCACACTGATGGAT
11 A_55_P2007500 Tmem151b 8.194
AATAAAAGTGTGGATGACTCACT
AGTACTGTACGGATGTTCTGGAACCACACATGGTAATC
12 A_52_P562676 Sult4al 7.730
TCTGCTTGCCTGCATCTTTAAT
TGAATCTTGGTTATGAACCCAATTTTAAAGGGC
13 A_51_P504354 Nrarp 7.370
GTTGTATCCAGCGTTGTGAAGG
TAGTAAACCAATGTATGCTTATCCCCACCTAGATTACA
14 A_55_P1962747 H2-Ab1 7.308
AATAAACGAGACTCAGACTCTG
CCGAGGACGAGGACAGTCCCTGGATCCTACACAGCTA
15 A_51_P483159 Gcehfr 6.717
ATCCAAGCCAATAAAGGGCTCTC
GCTGAGATATTTAGATGTCTGTAGTGTGTC AAAG
16 A_55_P1990032 Cxcl5 6.677
AGTGTGCTTTGTTATAAGGAGA
CTGGTCATGACCATG CCAATTTCTTATCCCTAGA
17 A_51_P428372 Ppbp 6.467
ATGTCTTGTTTCCAAGCAACC
TGAGGATTGGCTGCTGGGATGGAAGTCAGCCAAGCTT
18 A_51_P202050 Dtx1 6.418
- - TAAAGGGACGCCAGCAATTGCTC
GATTGCAGCCATTAAGTAGTTGATTACTGTGTTGATTT
19 A_55_P2119633 Gnal 6.392
CAATACTCAAGAAAGCTTTCAG
CCAGTGTCTTGTTACAATTGAGCTGGATATTTACTTGG
20 A_51_P308048 Cmtm8 6.352
- - GGAGTGCTGCGGCTTCTAATGA
TCCTAACCTTGCTAAAGCAAAAGTCCTGATCAGGGGG
21 A_55_P2085311 Nxph4 6.085
CTCTGCCTGGCCCTTGTGCTCTG
CTCTTAGCTGTTAAGTTGTTTTTTCGGTTAACAAAATAA
22 A_55_P2044684 Rsph1 6.034
ATCTCCAGGTGTTCAGTGTTG
CCAGAGATGAGAGGATTGGGTGTATTCTCTTCTGAATA|
23 A_51_P204740 Cd34 5.987
AACGTGATGAGTGAAAATGATG
ATGTGTGATAATATTGGAACCAACAATTCGGTCATATT
24 A_55_P2032094 5.888
- - AAAAGCTATTTGTGTGTGA
TTATAAACTAAACTCACGGTTTGACTTTTGTCTGACTCA
25 A_55_P1980204 LOC100044518 5.883
- - GTGGAGGCTGCTGGGGAAAAG
GCAAGAGGACACCAGGCAAGGAGCAGTGGCTCTGAG
26 A_55_P2047305 Adcy5 5.861

CAAAAGAAAATATTTATTAAATAA




ACAGGCTAGGAATGGAGAAAGAAGCGCCTTTGTTTTT

27 A_55_P2362877 LOC100044518 5.852
-7 CAATAAATGGTCAGGGCACTCAT
AGCCAGCCAGGCTTCTAGTGGGATGTAAATACGGGCT
28 A_55_P2081785 Slc45al 5.723
AAATAAACAACAGCAGCAATCTT
CTGCATTAGCAAGTGAAGGTAGCACATAGTCTAAAAT
29 A_55_P2137049 AA467197 5.654
-7 AGTTTTCTGTGTTTATTGGTGTA
TCAGGAGAAGGTTTGCTGGTGGGTCAGCGATCCTTAA
30 A_51 P176352 Ndrg2 5.609
TGTGATAGAAATATCCAGCATGT
, TTCTAGTACATTTCACTCTAGACAGGCATGGTGCAATC
31 A_55_P1984243 Naip2 5.560
CTAGTACTTAGGAGCCTGAGCA
o TGGTGTTAATTCAGTGTTCACATTCTCTGCTAAGAACA
32 A_52_P220573 Serpinil 5.555
GTCTTTATCTCTGTATCCTTCT
TTTCATGTGCACAAAGACAAACACACTGGCTGCTCTGA
33 A_55_P1997831 Dbndd1 5.548
CCACAAATCAAAGACTGTTTTG
GTGTTGTTCTATATGCTGTATTTTTTCACCAAAACGTAT
34 A_55_P2072233 Zcchcl2 5.539
GTTGTGGCCTTCTTTGTCAAT
GGACAGCGCTCCATTCTGGTGGCTCTGAAGGCTGCCT
35 A_51_P397468 Rundc3a 5.531
GGTTCCTTCTGATTTCTTCCACA
ACAAGTGCCTTTTGAAAAGCCTTAAATTCTGCATTCCC
36 A_55_P2051313 Gstk1l 5.495
ATAAAATAAAGTTGATGCCACC
AAGTTACCTTACTGTAAGAAGCCGCTCCCCATGTTCTTT
37 A_55_P1966102 Nme5 5.472
-7 ACATTAAAAGCATATATGTGT
AGCCTGGCCCCTGGAGGGGGCCTCTGATTCAAACCTTC
38 A_55_P1976200 Lmtk3 5.409
GCGTGACATTTTCACATTATTT
AAGCTCCTTTACAATGGAAATATTTAGTAATAAAAGCT
39 A_51 P458778 Hpgd 5.392
TGTCCGGGACCTGCAAGCGAAC
TCACAGGCCAGTAGCATTTTATGTATCTGGTGCCATCC
40 A_66_P135185 Etvl 5.364
- TGCTGTTTTGGTACTACAAATA
ACTCGGCTCAAGTCTCAAGGACATAGGGTCCTTATCTA
41 A_52_P533724 Ino80 5.100
- CTCTCAGATGACCAGAATGATA
GCTGCCCACCACGGTTGCCCATGTGGATGGTAAAACCT
42 A_66_P125828 Gm6684 5.033
- ACATGTCGCCATGTGGATCTGA
CTATTACCCATCAGCTGAGTGAAACACTGAAAAATCTG
43 A_66_P116998 Tro 5.021
- CTGTTCCTGCTTTGTGTTTGCT
TGCAAGTGAACATGGATATCCCAGATATGCTTCGAGCC
44 A_55_P2006093 4.852
-7 AAGAGGGCATCTGAAATCTACA
] TGTGTCATAACCACCTGACGTAATGACTAGTATCCTGC
45 A_52_P49378 Kifla 4.829
TGTTTACACCCGAGTGTTAGCT
ACCCAACTCCAGTGCTCTCTGTCTTTTAGTACAGGATTT
46 A_66_P121288 Tceal6 4.777
TCACCCATGTGCATGAAAAAT
 |GGCTGCAATTTAGAAACTCATAGGATACATGTTCAGTG
47 A_55_P2169829 | 3632451006Rik 4.707
GGAGATAGGTAGAATAAATATT
_ |cTTCATCTTTACAAAGCTTGTAGCTGCCATTGCTTCTCT
48 A_55_P2427377 3110068a07rik 4.635
GCTTTATTTAATAAAGATACC
TGCGTGAACTCCAGAGAGCGATGCGCTGTACACTTGA
49 A_55_P2008987 Ch25h 4.630
TCCAGAAGAAGAAACAGACTTGA
] CATCATAAGTAAGCATGCTTACTTACACACTGCTATCT
50 A_55_P2004867 Serpinb2 4.617
GTTGTATAAAACTTAGCAATCC
GCTCTCTGTCTTTTAGTACAGGATTTTCACCCATGTGCA
51 A_55_P1982902 Tceal3 4577
TGTACATTGTAAAATAACAAT
ATGTGTACTTCCCGCAGATCAGCAGTGTCAAGGACCG
52 A_51_P270733 Syngrl 4.564
CAAGAAGGCCGTGCTCTCTGACA
AGTCAAGGGCAAAGGAAGATACCATTTGGGAAATGCT
53 A_51 P256246 Tspani3 4510
TTGGTGTGTAACATCTTCAGCTC
CACATCCCTTTAGGACACTTATAGCCATAGTTCTGTAG
54 A_55_P1953846 Abca8b 4.498
AATGTTGAATAAACAGTTACTT
. |CTTTCTCTTACTTTGTTCTATGTAAGACCAGATTACTGG
55 A_55_P2048759 | 4930583H14Rik 4.468
GTTTGCTGTGAACTCATTTAA
CGCGCGCGCAAGCGCGCGTTCGAAAGTGGTGTTTATG
56 A_55_P2017710 lgsf9 4.444
GTGTGGGTGCAGGTTTCTTTTTT
AAATCTGATTTCAGCCTGAGTTCCCAGTGAAGTGTTAC
57 A_51 P510418 Aldh1b1l 4.415

AAGAAGTGTCAACCAATAAAGT




GAGACCTGCCCTGCAGCGGGTGGGATAAGGTCTGTGT

58 A_55_P2045642 Stmn4 4376
-7 GCGTCTGTTCATTGTCATCTTTT
CCTGTCTACCTGTGTGTTCTCTGACTACCGCACTGGCC
59 A_55_P2048119 Slc29a4 4360
ATTAAATATGGCAGAGACTGCC
CTCGGCCAGCCGATGGCAGTGAACGCCACTGTCCATC
60 A_55_P2024463 Tbkbpl 4331
GAATGTGCCATTCTGATCCAAAT
] GTACCTGTGTTGAGTCGATAAAACATTTTCATCTCCATT
61 A_55_P1962771 Cyfip2 4327
AAAACTGCTTCCAAACCAGTT
ACCTGTGTGTTCTCTGACTACCGCACTGGCCATTAAAT
62 A_55_P2042016 LOC100048058 4.284
-7 ATGGCAGAGACTGCCCACCGCT
CTCAGAGGAGTATGATAATGAACCACAAATATCCGGC
63 A_52_P482897 Areg 4.263
TATATTATAGATGATTCAGTCAG
TTCGTGATTTCTGTATGTGGCCTTGGCACATGCTATGC
64 A_55_P2123502 Jam2 4.232
-7 TCAGAGGAAAGGCTACTTTTCA
 |cGGTCCCTCGAACCCAAGCTCAACCTCATCTGCATGGA
65 A_51 P182257 1700019N12Rik 4210
ATTTGAATCCTAGAGAAATTAA
CAAACATCACTGGTGATAGAGATGTACAAACTGTCGT
66 A_51_P459108 Insl6 4.058
AGGAACTATGCTCGCTTAATAAA
GGATCCCGCGCTCCTAGCATTGTGCCTGCCTCAAAGTG
67 A_55_P2092296 Fbxo2 4.035
GGCACTCAATAAATATTTGTCC
TTACCCAAATAAGCATTTTTTAAATATACACTGTACTGT
68 A_66_P119034 Pla2g7 3.963
AGGATAGTGATGAACGCCTAG
TCCAGCACTTGTACCAAAGCATGATGCAAGGACTCTCC
69 A_55_P2208579 Onecut2 3.956
-7 ACCTGGGCACAAGTCATCTCCA
GTTCAGTAAAAGAAGTTTAGTTTTTATTATCAGGAACA
70 A_52_P63855 5100a7a 3.947
- TCGTTTTGGGCAGAAGACATGG
, GCAGTATGAGCACTGTCCAGATGATGTGCTGGTCCTG
71 A_51 P399175 Ppmij 3.929
GGAACAGATGGCTTGTGGGATGT
TTCTAGAGCAACAATAGTCACAAAAGTTCCCCTTTCAA
72 A_51 P389988 Slc40al 3.917
TATCCCTGAGAAGAATAAAGAA
CCTTCTCGATAAAAGCTGTACTTCATGCTGTTAAAAGT
73 A_51_P469968 H2-M3 3.907
- GTAAGATTTGTACATTGGAAAG
TGCTGGCCTGGGAAACTGGCTGTAGTCCTAGCTTCGA
74 A_51_P201785 Morn5 3.893
- CTTAAGTTTCAGAATAAAGGTTT
GACTCTAAGCTGTCTTAACTTATGTCTACAGTATGTTCT
75 A_52_P60353 Greb1l 3.853
TGTTCTTTCATTTGGTGAATG
. |GTCATAAGTATGTGGAATCCTTTTCCTTTTGAGACTGT
76 A_52_P476029 8430427H17Rik 3.843
ATATCATATACCAGACTGAATC
, CGGGGGACACTGCAGGACAGGGTGGCTACAACTGTG
77 A_55_P2106901 Nkain4 3.841
AGTTTGTAATATCTTTTCTTTTTT
ATCATGGCCCAGACCTGAGCTTTCTCAAACTGCTTCGC
78 A_55_P1953301 Sord 3.840
ATAATAAACTGTTGATGGTGTC
, CATGTGTTATTTTGCAGAAGTGTGTATACTGTGTGCAG
79 A_55_P2109257 Nipal3 3.800
ATAACATTGTAAAGCGGTATTT
AGATCCATTTACTACCCTGGCTGCAAAGGTCAGCATTT
80 A_55_P2008889 Tmsb15b2 3.733
GCTATGAATCATTAAATTTTTT
CTTTCACAGGAAAGACACAGGCCTTCAAGCCCTTCTCC
81 A_55_P1977533 Eno3 3.729
CAGAAATAAACACTGCCAAACC
CAGCTGCATCATATATTGTCATATGTTGAGCTTGTAGT
82 A_55_P2169669 Csfl 3.712
CTATTAAAAACCCCAGTTCTAT
TGTGAATAGGAGGAAGCCAGTGAGCTATCTGATTCAG
83 A_55_P2070199 Speer2 3.706
GGTGTTGTTCCCTTTCATGTTCT
, CATTGTCTTGTGTAAGAGATGAGTATGTTTGGTGAATG
84 A_52_P282838 Spin2 3.697
GGATATGAAGAAACAGCTGTCA
GTGTTTAACTTTGTACTGGTAATTTTCTGTATATTTGCA
85 A_52_P590396 Sort1 3.650
- ATATTTGGGTTAGAAATAAAC
 |CTTTTCATTTTCAAGCTGACTGTATTACTAGAATGAAAT
86 A_55_P2263877 | 8430436NO8Rik 3.635
AAAAGTGCTGTACTGGTCTGG
TCTGTTAGACCAAGAAGGGAACCGCAGGCACAGCAGC
87 A_55_P2143219 Rasgrp2 3.609
CTCATCGACATCGAGAGTGTGTG
ATCTCATTACTAAAACACACTGTCAGTCCCTACAGCTA
88 A_51_P230347 Sfrs13b 3.608

ATATTTATGCCTGGAATACCTA




CTATCTAGCAGAGACAACCCTTTCTGGAGTAACCTAAT

89 A_55_P2149500 Kifc2 3.582
TAAAGCTGTGGGTTTTCAGCAA
GCCGTGTGTTCCAATTCATGGGGAGTGTTGAGACCAC

90 A_55_P2044582 Iglon5 3.545
CACACCAATAAACGCCTTTTTCC
CTGTGTGCAGATAACATTGTAAAGCGGTATTTAATTAA

91 A_55_P2148688 3.538

-7 AAATCCAAGCAGTTCTTGCAGA
CTGTGTGCCTCGGTATATATGTATTGATAAAAGTGATC

92 A_55_P2146214 Zcchcl8 3.532
ACATATAAGTGCTGTTCTATAG
TTTACTTGTCCCCATCTTCAAATGCTAATTACTACTTCC

93 A_66_P119017 Smarcal 3.517

- AGTGTATTCATGGTACTCTAA
TTTTTACACAGATTAATTTGTTATGGGCGTCACAGAGA

94 A_51_P234881 Elovl4 3.505
GATCATATGGAAAGAGGAAATG
TCTGTGTGCTCATAGGGTAATGCTCATGGCCCCTCATG

95 A_55_P2090070 Myh14 3.466
CTCCAGACACTAAAGAAATAAA
TCCTCCACATATATGTACATATGTATCTCTAAGCTGTCA

9% A_52_P645862 Agtrla 3.465
TTTGATGAAGTTTTGGCAATG
CTCTGTCTAGCATGCCAACAAGAATGCATTGATATTGT

97 A_55_P2047275 Tspan7 3.405
GAACATTTGTGATACATGTATT
CGTGCAGATTAAGATCACATTAGTTTTAACAGCTGCAT

98 A_55_P2017914 Csfl 3.399
CATATATTGTCATATGTTGAGC
ATGGCTTTCATCAGATTCTCAAGGCCTTAATGAGGTTA

99 A_52_P243391 Semad4f 3.391
AAGGACCACGGTCCATAGTCAC
CTGACACCAACACCTTGCAAGTCGCTGTCACAACTAGA

100 A_55_P2082215 Ttbk1 3.391
TCGGGTCTCAGAAGGGAAGTAG
GAACGGGATTGGTGAAGCCATACTTAAAGTCAGAGCT

101 A_51_P435339 Epor 3.378
GACCTTGGCCCTCTGAGCAGGAA
GCAGTGTTGAAAGAATAGTTGAATTATTTGCTTGCTCT

102 A 51 P131164 Enkur 3.361
AGAGAAAATTTTCTCCTCCACT
CCAGGCTCAGACTTGTTCTTTGATATTCTACTTTAATAT

103 A_55_P2147101 Sytl4 3.339
GCATGTGTGTTTCAATAAAGC
GTCTTGTGTGCTGTGGATATTGTTGTGGCTTCACACTT

104 A_51_P509643 Snca 3.338

- AAATTGTTAGAAGAAACTTAAA
TCTTCTTGTATGTCATTGTGAGCAAGCTGTGATGAATA
105 A_55_P2068673 Stmn2 3.316
-7 AAGAATTGGAGTTCTGTGAACT
GAGAGGGCCAAGTGCTCTCTGAACAAGTTGAAAGTCC

106 A_55_P2024461 Tbkbpl 3.309
AAATAAAACTTACCTGTTCCATC
ACTATAATCACTACTTTCCCCTTGAGTCTGGGTAATAAA

107 A_55_P2024841 Gsttl 3.266

-7 CTGGGGCTTGATTTGGGCTTT
GCTGGAGTGGAGTTTGAGGAAGAATTTCTTGAGACAA
108 A 51 P112223 Gstad 3.259
- GGGAACAGTATGAGAAGATGCAA
. |GCCCTACTGCGTGCAGAAAGAGTTCAGGGGCTGGAAT

109 A_66_P122086 9030619P08Rik 3.258
GCTACCAGTGTTTTGATGTCCCA
GCATAATTCGGCTCATCTCACTAGCTGCCCAGAAATTC

110 A_66_P129029 Taf10 3.245
ATCTCAGATATTGCCAATGATG

] AACATAAAGGTGGCACTAATACATACCCTTTAACTTGA

111 A_51_P460048 Cnripl 3.234
ACTTTGTACAACCGTGTATGGA
CTGGGCAGTGGTCTGTTCACCCTGAGTCCCACCCTTTG

112 A_55_P1959425 Slc16a3 3.227
TTAAATAACAAACTGCTGATTC
CTAAAGTCTGAAGTCTTAAATTGTTCAAGGCAATCGCT

113 A_55_P2123496 3.221

-7 TAACTGTCAACCCTTATGTAAT
) AATTTATATTAGGATTTAAGGTTGTTTTCATAAATATTG

114 A_55_P2147083 Tnfaip6 3.217
CTGTAATAAATACTTTTGGAT
ATTCTGCACCGTTTCTTGCTAACTTGGAGGCTGTGGAT

115 A_55_P2021704 3.211

-7 AATACAGCAGTTTACTTACTGA
. |CAGCATTTGAAAATGAACTCGTTAAATGTGCATGCTAT

116 A_55_P2126790 1500009L16Rik 3.202
ACACATATGGATTAAAGTCCTC
GCATGAACCGTTATTGATCCGAATGAACTCTAAAGACA

117 A_52_P365660 Lrredc 3.201

- ATGTACAAGAGACTCAGATATA
CCATCCAAGTGACCAGATACCCAACGCACCCGTCTTCA

118 A_51 P344376 Gpri62 3.200
CCCCTAGCAAAATGTATTAAAA
AGTACAATTACGCAGTGTGAATAGGAGGAAGACAGTG

119 A_55_P2043200 LOC635905 3.198

AGCCAGCTGATTCAGGTGTTGTT




AGAATTCCTATA CAGTGGATTCAAACTCTTTCTGA

120 A_52_P549827 Mgst1 3.195
GGTTTTAATGCGTGAAAGGAG
TGATTGTTCAAACTTCTCTGGCATTTCATCATTAATAAA

121 A_55_P2129261 Arhgap36 3.189
CATCTGTGTTGTGACAGCAGC
GAAGACTTAAATCTAGAACTAGAGTCACACTTTGTGTT

122 A_52_P151116 Kcnab3 3.187
TACAGAGAGGGGATAAAGTTGG
GGTGACCACGTGAACAGTTCCATGAATTAAATGTTTCC

123 A_55_P2015495 Abat 3.186
TGTGTTAATCAGTATTCTTAAA
GTCATAGGCATGTCCAGATTTAAGTGTTAAACATCTTA

124 A_55_P2141943 3.179

-7 TTTTCCACTGATGAATCTCAAG
GACTGTATCTTGATTACTCTTGATTTCCAAGCTTTCAGA
125 A_55_P2157033 Bace2 3.171
-7 TCTTTTCTACTTCAGAGAGAA
) GGGGCTGTATTTAGTCTATGTATGTTCCAGGAAAGAAC

126 A_55_P2183587 Gli1 3.155

AAACTTTAATAATGACACAGTT
] CCTTCATCCTCTCTGCAGCAATACTGGGATCTCAATTTT

127 A_55_P2013043 Serpinb6b 3.142
TTGGTTACTTAGTAATTTATT
TTTAGAGATCAGAACTCCCCAGAAAGAAACAGGGCAA

128 A_55_P2104988 Accn2 3.127

-7 AGCTGAGAAATGTACACTGGCTG
, CATATTGCTTCTAGCAGATAGAAGGTATCAGATACTGT
129 A_51 P275454 Trim30 3.105
- ATCTGTTAAGTTTTTTCTACCC
GGACTTTATTTTCCAGTAGATAGAAATCAATAGCTATA
130 A_52_P262219 Fos 3.105
- TCCATGTACTGTAGTCCTTCAG
GTGGTCTGTTCACCCTGAGTCCCACCCTTTGTTAAATA

131 A_55_P2067505 Slc16a3 3.100
ACAAACTGCTGATTCTTAAAAA
AGAAAGGCAAGCACCAGAGACTACAGGCTAGGAGTC

132 A_55_P1974645 Entpd2 3.095
AGCTCCATGCCTACTTGTAAAAAA

 |cGGGTGAAAGTGAAGCCACCACTGAATGATCCTAAAA

133 A_51 P116601 A330021E22Rik 3.086
AGAGCATCCCTACATGATGTGTT
TGGTAGTGATGCCTCCGTGTGTCTGATCCTCAAGTCAA

134 A_55_P2162988 Tmem179 3.084

-7 AATAAAATAAAGACGAAACATC
AATGTAGGCAAATGATTACTGTCCTTTGTAGGTAGTGA
135 A_51_P429335 Prss16 3.083
- TATTCTGTATGGTAAATGTCAG
GGAGGTGGGGAGAGTGTATAACAGAGGGAATATTAT

136 A_55_P2058671 Zfyve28 3.080
GTATTGAGATGATTTTTATTTTCT
AACACTGTGGTGTAAACTCTGAGGCACATTCATGCAAT

137 A_55_P1955656 Ctla2a 3.076
AAAACTACTAGTTTTGGCAGTC
ATCCCAGCATTTATTATGCACTATGTTTACTTCTTACTT

138 A_52_P387009 Egin3 3.070
GGGGAACCTAATTATCCAGAG

. |GTGGCTAAGTGGCTTTCTGTACTTTGCACGTGCTTGAA

139 A_55_P2095899 2310057B04Rik 3.069
ATTATTGTTAATGAAATATTTG
CCACACCTGTGGCTGTTCCCACATCCCTTTGAGTATCCC

140 A_52_P138806 Digap3 3.068
AGGAAAAATAAAACCGCAGAA
ATGTGTCTTAGATGTTCACTGTCCAATTTGGTAACATTT

141 A_51 P271425 Lhfpl4 3.063
CTTTTGGTCCCGCCCCCTTCT
GTGCCTCTGTACGACGGCACAGTGAGCTGGATAGGTT

142 A_51_P401987 Tmem37 3.050

- AGTCATGCTATTAAAATCTCAAT
CTATCAGTGCCAAGGGCTTCCTGTAGTTCTATTCAAGT

143 A_55_P1982404 Gpméb 3.041
GTTACAATAAATATTTGTAGAT
CTATTCACTGACCAGACTCCCCTAAACACTATCTGACAT

144 A_52_P432919 Rab3d 3.037
TTCATGGTCCAGGTGACAGAT
TAAGGCAGTGTGTACGGAATGCTCCCCAGTTTAGATTT

145 A_55_P2237432 Smarcal 3.033

-7 GACTGGTTCATCAAGTCGAGAA
GGAGAAGTATCTTAGGAAATGTGTAAACGTGTTACAA

146 A_55_P2065364 Tdrkh 3.032
ATATGTGTCTGTATACACACAAC
CGTCTTATTACCTCTGAGTCGACACACCTCCTACTATTT

147 A_55_P2021187 Malat1 3.029
ATTGAATACTTTGATTTTATG
GGCTAGAGAAAGTGTTTGTCTTAAATATTCCAGTGTAG

148 A_55_P1991079 Phf21b 3.024
TTTTCCTTCTGTATGATGCATT
TGATCCTTTCCCTTTCCAATCTTCTGTACACATTTCAATA

149 A_55_P2049752 Pamrl 3.020

-7 AAACAAGGTCTGCTCCCTGA
TATGAGTTATAGAAGCTCCAAGGTGGGAGTAGTGTGT
150 A_51_P265495 Ly6a 3.007

GAAATACCATG GCCTTTAT




b) Down regulated genes in SAHA treated MEF

Fold change

No ProbeName Gene Symbol Sequence [SAHA] vs

[DMSO3]
. CAGCCTGTGGGTATGAGACCTGCCCTGAATCAGGTCT

1 A_51_P495780 Plin4 10.405
GGCTCCCTATACTGCTCATGGTA
GAAAAGCTAAAAATGAGTAGGCGATAAGTGTACA

2 A_51_P378051 Aoc3 6.298

- - GTTTATTTCTGCTGCATTCCTTG
TTGAGCCATCTGAAGTTACCATGTTCTTGACTTTGACC

3 A_51_P397437 Prss46 5.949
AAAACCCTTTAGAGCACCTCCC
AGAAAATGGAAGAAGAGCAAAACATCCTCCAAGAAA

4 A_55_P1981681 Syt8 5.535
GGCACGACTACCCCCTACTTCAAC

. GGCAATGCTCCTTTAAGAATTGGTTGTTTACATTCTTCC

5 A_55_P2093705 Meigl 5.039

ATCGTGTAAATGTCA AC
. TGAACAGGGCCACACTGGTTGTTGCTATGGTTTCAATA

6 A_55_P2052016 Crispld2 4.843
AAACGGATTTGATTTCTAACAC
CAGTCCAGAACGGGGTTAATGCCCTCATGAGCACCAT

7 A_52_P619248 Prl2c5 4.693
GAATGGAGATGAAGAAAATAAGA
AAATGTCAAACAGAACAGACTGAGAAAAAGCCAGATA

8 A_55_P2057380 Gm6745 4.679
CCTTTCACAATAGCCTGAAAAAA
AAAGCTCTTCTATATCCAAAGGGAAACAAAAACACAT

9 A_66_P119376 Kctd12 4.649
GGATGAAATCTTTTCAGAGGTGC

. CGGTGAGTGCTAGCCAAACACAAACAGGGTTGCGTGC

10 A_55_P2004016 Crispld2 4.607
TCCAGCCAAATATTTCTTAGACC
GGTTCTTGCAATCTGACAATGAAGATGCTCGCATTCGT

11 A_55_P2004752 Prl2c5 4.505
TCTTCATATGGCATGATCAGCT
CAGCAAGTGGGATCAAGGGTTTTGTAAAACCCAGTGA

12 A_55_P2076866 Megf6 4.405
GTTAAAGGCACAGTGGTGTCCCC
TGGGAAGATGTAGAAGAGTCATCTAAATCAGACTTCG

13 A_51_P235088 Dusp27 4.186
CTGAGTTTGGGGCCAAGAGGAAA
AGAGTTGCCAGTGCGCCAGCCTACCAGCAACTATCTGC

14 A_55_P1994128 Tmem184a 3.928
TTATTTATAGATAAACACCTTG
GGGGTGGGTAGTAAGTGAATGTGCAGAGTCAAATCTA

15 A_51_P352385 Ism1 3.858

- - AGACATCG CAATGGCTTTA
R AAGCACCCAACATCCAGTCTGGGAGTACTTGGCCTCGC]
16 A_55_P2040893 Tnni2 3.832
- - TCCAATAAAGGATTCACATCTC
GCCTGGGATACATGAGGTCCTGTTTAAAACAAACAAA

17 A_55_P2172196 Thnsl1 3.737

CAAACAAACAAACAAACAAACAA
.. |CTACAAATCC GACAGATGGGCAAACTCACAAATG

18 A_55_P2385792 4933431K23Rik 3.720

TGGAATCCTTGAAACATAAAAA
. CAAGTTGAACCATTACCACTATGCCTTATGTGTATCCTA

19 A_52_P382886 Gjb2 3.710
CAAGATGACAGTCAACAAATC
GACCTAAGATGAGATGTTTACTTTCTATTCAAGGCCTT

20 A_55_P2045571 Adam12 3.604
ATCGGAAAATAGCTCCCCACCT
CCCTGGGGTGTGTCAAAAGCTTGCTTCCGGGGATATG

21 A_51_P205215 KIhi30 3.577
CTGAGATGGGGTGGAGCTAACAT
ATGGTCTCTACTCCACCGAGTACATCCATTCGTCCTTCT

22 A_55_P1960631 Col8a2 3.575
CAGGATTCTTGCTCTGTCCCA
ATGAATGTAAGGAGTGTGGGAAATCATTCTACCAGAA

23 A_55_P2130032 Zfp599 3.549
ATCAAAACTCACTCTACATCAAA

. ACTTCTGATCGCTGAGGGTGGTGAGCGTCCATGTTAAT]

24 A_55_P2083879 Vsig2 3.517
AATTAAAGCCTAAACCATGCCA
TCTCCAACCTCAATGGCATCTACTATTCAGTTCATCAGC

25 A_51_P372393 Angpt4 3.493

ACTTGCACAAGATCAATGGCA




GGATGACCCTTCTCCTGGAAAGATTGAGCTCAAAAGTT

26 A_55_P1987430 Fam196a 3.467
- TCATACAAAACTAAGTAAAAAA
AATGATTGGGATGTATTCCCAGTCGACACACCATACCA
27 A_55_P2130501 LOC100044727 3.444
- TATGGGGATGTCCCTAATTTCC
ACACGTTTGGTTCTTTCTGCTTCTCCCAATGCAACAATA
28 A_66_P116372 Soat2 3.431
- AAAATCTTAGTCTCGGACTGG
. |ATCTGAGAGTGGTTGGCTCCAGACCAGGATCTTTCAGC
29 A_55_P2115851 9930013L23Rik 3.409
TTATGTTCACTCTGAGCAAATA
CTTGTCAACTTGAAGGACTTTCACAGAAGACATTGCTA
30 A_66_P123449 Gms47 3.330
- CTAAAATAAAAACATCTGTATC
. |AGGGGAACCTCACCACACCCAGAAACATGGGGAAGG
31 A_55_P2069659 9930013L23Rik 3.320
CTTCTTCTGGAAGGTGATGGTCCT
CCATTATATCTGTAGCATTGTGACTTCTGATGTTTCTTA
32 A_55_P2092551 LOC100044328 3.269
ATAAAGCTTATATTCCTGGGC
 |CATCGAGTCCAGGCCAGCCTCAAAAAACAAAACAAAA
33 A_55_P2348126 1500032F14Rik 3.251
CAAAATAAAATGGCATTCAAATC
AGAGAACTCAAGGATGCTTTGAGGAGAGTGATAATGA
34 A_66_P103185 Olfr1418 3.248
AATTGGTTCTGATCCAAACACAA
CTGCTAAGAAATAGGCCAGACCATTCTACACTTTTCCA
35 A_55_P1968799 Krtap1-5 3.245
CTGGATCCTTTCCTTATTTTTT
CCTGCTCCAAGCACACTCCAGTCCAGATGCACACAGAG
36 A_55_P1995473 Ptgerl 3.228
GCTGAAAATGCATGTATGGAGT
AACTCCTAGCCTGACTGCGAGGCTTTTTAAATGCTTCC
37 A_55_P1995055 Prr7 3.216
- CTTGGACTGCAGGGAGGGGTGG
CTACTAGCTGGGGGAGCAAATCAAATATGCTATTAAA
38 A_55_P2138718 Gm14483 3.215
- GCATCTAGATCAAACCCAAAAAA
TAACCCTGAGGTCACTTAACCCATTTTCCCTAACTGAG
39 A_51_P220150 Angptl7 3.205
GCTTAGATGACACGAGGGAAAA
. |TGCTAGAAAGAGAGGTTGGAGTGTTAAGGAACCCTAA
40 A_55 P2315747 | 4930571B16Rik 3.187
TAAAAGTAGGTTTCCAAAGATCT
CCACAGGAGGAACAAACGAAGAGGGGCAGTTTTTCG
41 A_52_P381484 Spon2 3.182
AAACTTGGCCCTTGTGTGTCGTTG
AACAAAGATGGAAGAGTACAGAACATCTCATCAGCAA
42 A_55_P2128929 Cc2d2a 3.181
TGGAAAGCCTGGAGGAAAGCCCA
) ACCTGGCAGATACAAAGCTTTGAAAACAAGGTAACAG
43 A_52_P89335 Tmie 3.152
- TGTGACAGACCTGAGGCCACTGA
ACATCAGTGATCCGGGAAGAGAAGCAAGCCACCCACA
44 A_55_P2121956 Gek 3.151
GCATCTCTCCAGGAAACCACCCA
ACAGGCTGGCTGAAGAGAAGCAGAGCCCTCTCCTAGG
45 A 51 P462271 Acan 3.143
i GACCTTTCATCTGGGTCAACCAA
TGGATATATTCAACCAGTAATTGAATCCCACCTTTACCA
46 A_52_P484956 Nnat 3.105
- AAACACGTTCTCTAACCCCCG
 |GAGGAGTGCTACAAGTCTGAGGTCACCATGATCTACTT|
47 A_55_P2344598 E330037I115Rik 3.092
AGCAACACCTTCTCTTGAAAAA
TGGGAAGTGATGACTATTCCTGGTTCTGAAAGCAGAA
48 A_51 P315890 Kenk6 3.054
CTCTGTGAGTTTGAACCCTTGTC
AATTGTCTCTGGAGTAGATACAGGCACTTGTACCCAGA
49 A_55_P2452914 N4bp2 3.053
CTGAACCCCAAGATTTTGCTCT
GCTCATGTCAATGCTGTCTACAAACGAGTATGATCCTA
50 A_55_P2002903 Smoc2 3.044
- ACTGTTTTGGATAATCTTTTAT
| GGCTCTATTGAAACTTAACTCTTGCAATCTAAAAAATA
51 A 51 P282616 4932425124Rik 3.019
AGACTATTGGTTATTTGGGGGG
TCGGACCTAAAACCTTGCTCACATCCACTCCATGGACA
52 A 51 P218653 Jph2 2.991
TTTAAGGAGGCCTCCAGAGAGC
TTCCAAAAGGGGACCTATTTGCATTCCAAAACAGAAAA
53 A_51_P507051 Bhlhe22 2.983
ACATCACAGCAATAGATTTTAC
| AAGAGTCAGAGCACTCTTGCCCGGAATTTATTTAGCAA
54 A_55_P2197777 | 3110001N23Rik 2.976

ACAGAATTGGGCTTGATGACTC




CAGCCTTGTGTTTCCAGACGTAACTGTGAAATGGAATA

55 A_52_P409769 Mrvil 2.975
- AAAGTTTCCCACTCAAGATGCC
TTGTTTTTAAAACAAGTTTTATGACTCCCTGAACTGAAT
56 A_52_P84027 Cyp7al 2.972
GTATCCACATACCTTCCCATG
TTTCAGGTGGCGCTGTATCTAGTCGCTTCCTGAGAGCC
57 A_55_P2079732 Myo1h 2.962
AACCTAGAGTCTTCCCCTGTCC
ACTGGTGGTACGTGGGCAGGCTGCACCCTTTTCCACA
58 A_55_P1995104 Btbd19 2.962
GCACTTCGAAGCCTCATCAACAA
GGCTTCAGTTTCAAAGAAAATAGAATTTGATATAAGCC
59 A_52_P283055 Slc5a3 2.956
AGGTTACTTCCATCTTGAAAGG
CTTTATGCTTAGATTAGTTGCCTTCTGTATTTTGTTACA
60 A_55_P1968618 LOC100045418 2.947
- GTAACACGAAGCTAACCGTTT
CTCCATTGTTAGAGTTCCTTCATCTGGGGGGAAATGTA
61 A_52_P87763 0lfr860 2.946
AAGCGTTCTCTACTTGTGGATC
) AGGTGTCCATGGATCTGCGGGCCAACCTCAAGTCTGT
62 A_52_P657360 Tnnil 2.930
- GAAGAAAGAAGACACAGAAAAGG
CTCTTTACTGTCAGCAATTACAAAGTAGCTTCTGCCGA
63 A_55_P1997115 2.914
- ATATTGTTGCAAAGCCCTGTAA
AAGCAGTGAGTGGGAAGATGAACAGTCTGAGTATTCC
64 A_51_P208922 Stc2 2.911
i GACATCCGGAGGTGAAATGAAAA
AAGTCATCAGATCTCTTATTCCTATAGATGAGGAGGCA
65 A_51 P302520 Myom1 2.888
CCATTGAAGAACACATTAAGGG
CAAAGAAGTGAAAAGTGCTGTTGTTAGAGTTATGAAG
66 A_55_P2049368 0lfr1097 2.882
AAGAGAGAGTGCACCCAGAAACT
CTAAAGTTACTGGAGGTCGATTGATATACAAAACATTT
67 A_52_P28960 Gdf6 2.882
TTACAGTATACCTTCTTGGACG
TGACTTCTGGGGTTGCCTGCTGCTAACCAGGAGCTTCT
68 A_55_P2080880 Clenkb 2.866
GAGAAAAATAAAACTGATGTCT
CTTCAGTGGAAAGTAGGACTTTCTGTGCAGCTCAGGG
69 A_51 P372550 Cgrefl 2.865
AGACCATAAGCTGAGAAGCAGCT
AGGAGTTAATTTATGTAAAGTGTTTAAAAAGTTTATAC
70 A_55_P2028971 0dz3 2.854
TTAAAAATAAAATGATAAAAAC
GGGTGGGAATGGATAATTTATTTTACTGAGATGTGTTC
71 A_55_P2126363 Wnt10b 2.850
TTGGTTCCTGTTTGAAACTAAA
GCTGGAGATGCACCTTAAAGATTTCATGCAAAGTGTTC
72 A_52_P1011 Fgf14 2.840
TATAACAGATATAAAAAGCTTC
ATGTTGAACTAAAGCCACACGGACAACAGATACCTCTA
73 A_66_P118600 Lamal 2.840
- TTAAATGGTTTAAAACGTCAGT
TGGCCTCCTCTGGTCACGAACTTTCTGTTCGAAGATTC
74 A_52_P173442 Wscd2 2.838
CTCAGGTCAACACTATCATTAA
 [TTCTGGTTTTCAGTGTGATAGCTTTCAGGATTAGCTGC
75 A_52_P294514 4930542N07Rik 2.838
ATGAAAGATCCATTTCTAATGA
TGGTTTAATATTCAACACCATGATTCTCCACTAAGGAT
76 A_52_P249856 Cc2d2a 2.826
AAATTTTGATGTCACAAAGCCC
GTTCGTGTGTCTCGTTGTGGTAGCATTAATGGGTGATG
77 A_51_P501844 Cyp26b1 2.807
TAGTCTCACATTCCTAACTATT
CCAAGGCACAATGCCTTGTGTTCTGGGAAAACCATAA
78 A_55_P2143376 Gm6651 2.804
- ATTCACTTTTATATCCTCTTCCC
TTCAACAGCAACTTCTATCCCATCACAGTGACACAGCT
79 A_55_P2037121 Tmem106a 2.803
- GACGGCCGAGGTGCTCCACCAG
TTAGATGATTTATCTGATAGATGAGGCAAAAATTATTA
80 A_55_P1980401 Cbx7 2.801
AAAAATACATTAAAATGTCTTT
TGACCACAGATTTTCCTTGACAGACCTGACTCAGTTCA
81 A_52_P505192 Ntn3 2.794
- GAAATAGTGCTCTGGCCTTCTT
CTAGGCTTTGTGTATGCACATGGATGTGTATGAGAGA
82 A_55_P2032853 Entpd1 2.792
GAAAAGTTTCAATTCATCTAAAT
CAAAATTCTGTGAATGTGAAAAAGAAACTACTGATGG
83 A_55_P2027392 Gprl46 2.791

GATCCACACTTCTGAAGACTATT




AGTAAACTACTGCGGCTTGGAAACCATCCTGCATATGA

84 A_55_P2132323 Mthfr 2.776
CCTGCTGCCAGCAGCACCCGGA
ACTCACGTGCGCGAATCCACACACAAGCACACATACTT

85 A_55_P2428514 Retn 2.768

- AAAAATAAAACAAAACAGGCTG
AACAGGAAATAAATGGATGGGGAAGTGTCTCAGCTAC

86 A_51_P304397 Cpm 2.764
CGCTACAGACCTTTCCAGAACGC
ACTTATCATCCATTCGGTATGGTTTTCCCAGTCCCTTGT

87 A_55_P2099650 Slc24a3 2.761
ACACATCCTGGTTTGAATTGT

 |AATGTGGGCAGACTGAATCTGAGTGTAGACCACACAC

88 A_55_P2062627 2210411K11Rik 2.759
TTTCAAGAAAAGGTTTGGCAGTG
GTACCCATGCAAACGCCCACCCACAGACATACTCATAC

89 A_55_P2143832 Coldad 2.755
ACATAGAAACAAAAGTAAATAA
AAACCAGAAGTGATCCCGTGTAGCCTTCGTTGACAAAT

90 A_55_P2141088 2.750

- AAAAGACTATTTTGTGTTTAAA
ACATGTGGCAAAGCCTTCAAGAAACTGTGGTCTCTTCA

91 A_55_P2086820 Zfp651 2.749
TGAGCACAACAAGATAGTGCAC
AACTCAATGAGTTTAAAAGTACCGAGATGGAAGTCCA

92 A_55_P2068233 Phactrl 2.743
CGAGTTAAGTAGACACTTAACCA
TCGCCTTATGTTGTCCCACTGGGATAAGAGGATGTGTT

93 A_55_P2141084 0dz4 2.732
TCGTTAAGTGCTCTTCCTGATT
CCTGGGAGTTCATGATCTCTTTTTGGAAAGATAAAAAA

94 A_55_P1967643 Plb1 2.699
GAAAGAGAGGCCATACTCAGTG
GTTACTGTTACGGAGTATTGGACTCACATGGCTTCTCT

95 A_55_P2107045 Myl 2.694
GACCCACAACCTTCCCTGGAAA
AGGACTAGTCCATCAGCAGAACACCCACCCCAATGAA

9% A_55_P2019294 2.693

- GCATGCATATATTCATCTTGAAC
TTTATTTTGTAGAAGTGTTAAGTTAAATGAAGGCATGT
97 A_55_P2333580 BC020402 2.693
- ATTAAACAGCACTGGGACCCCC
TCGGCATCTAAGTCTTCAAACATTTCGTTGCTCGTTTTA

98 A_51_P520849 Sfrp2 2.687
TGCCCTCATGAGCTCTGACCA
GATAATCAGATCTCCAGACAGTTTGTGAACCACTTCAG

99 A_55_P2160825 2.680

- AGTTCATAAACCTCTAGTCTGA
ACTGGGATCGCTATCAAGATACTGAAAAGGAGGTCAA
100 A_55_P1978047 Aven 2.673
- TGGTGAAAGTGGAGAATCTCAGC
. |cTTGTTTCATAGAAATGTAAATCTCATGACAGAGAAAA

101 A_55 P1961180 | 4930429B21Rik 2.666
TGGCCCCACAAATTAGAGCTTT
GTTACTACGGCTGTGGCTCGTCATCTCTTATACTGTCA

102 A_55_P2052690 Synm 2.664
GAGATGTGCGGACTTATTTTTT

 |GACTACCTGTAACACCTCACCCATTGCTATGTAATAAG

103 A_55_P2277475 | 9330179D12Rik 2.664
CCTAATAAAGTCGTTGGTTTCC
CCAGGGGTCTCGGGACAGAGAACCCTCAGTTCCTCATT|

104 A_52_P446457 Ly6g6f 2.664
TCAAGCCTGAAGTCCAGGTCTA
TAAATTGCCTTCCTTAAGTTTTGCTTTTTTGTTTCTGATT

105 A_52_P498193 Aldh1l2 2.663
TCAGGATTTATATGGGGCGG
CAGGTTCCTCATTTGTAGATGGAGTGTTCGCTGTAGTA

106 A_52_P362981 2.658

- CACCAAGTTGACCAAAAACTAA
CCAGTGCCATAACTTTTAAAGGATATTGCAAAGAAACT

107 A_66_P105711 Ap4si 2.650
GGGAAAGGGTGAAAAAATGATC
ATTTCAAATTTCCTTCATCAGTGCCTGCAGGAGCCCAG

108 A_55_P2145237 Gm7210 2.639

- GACTAGATCTCCAAGCTTCTTA
AGCATGAGGAACAAAGAAGTCAAGCGTGCATTCACAA

109 A_55_P2133948 0lfr1465 2.632
ACGTTTTCCACAAAGCAAAATAG
AACATCATGACAACAGAGAAGAGTTTAGCGGCTGAAG

110 A_55_P2240823 Epb4.1 2.622
CTGAGAATTCTCAGCACCAGCAA
GCAGAGCAAATCTGAGTCTGACTACTCAGATGGGGAC

111 A_55_P2052416 Igsecl 2.614
AATGACAGCATCAACAGCACCTC
CTGCCGTTAACCGTGCACATACTAATGTTCACTTGTTGT,

112 A_52_P16356 2.600

GGGAATCCAATGAAAGAAAAA




ATGCCCTTTAAAAATGAGGACAATAGCTTTGTTGCATT

113 A_51_P220135 Nfatcl 2.600
CTCAAACAAGGACATCAGTGAA
ATTAAGGAATTACTCTGCAGAAGGAAGACACAAAGCC

114 A_55_P2167236 0lfr1184 2.581
CTTTCTACCTGTGCATCTCATAT
GGAGGTACCTGCCTTGGAGCCGCCTGGCCAGGAAAAA

115 A_51_P487555 cd7 2.580
TTAAATAAACACACAAATACATT
TTCCTGGAAATCACGACCAAGAGCAAAACGATGGTGG

116 A_55_P2073694 Gm266 2.577

- ACCGCGTGTTCACGCAGGTGGTG
TTGTTTATAGTCTCCGTAATAAGGATGTGAAAGGTGCC

117 A_55_P2086785 0lfr362 2.573
CTCCACAGACTACTGAGACAGG
TTTCTGGGTGCATTTTCCTCAACACATTGGGTTGCACTC

118 A_55_P2302240 AU017834 2.569

- TTTCTTTAAAGCTCTCCTCCC
CTGCGCTACCGTTGCAATGATACAATCCCTGAGGACTA

119 A_51_P409010 Comp 2.567
CGAGAGTCACCGGCTGCAGAGA
GAGTTGGGGAACGTTGCCCAGGAACTCCAAGCACATA

120 A_51_P203182 Apob48r 2.560
GGAGTAGAGAGGGGTTCTGTGTG
ATGGGGGACATTGAAGGGATTTGCTGGAGCCATCCCC

121 A_55_P2081318 Gnas 2.549

- AACAAACAGCAAACATAAACATT
AGACTGAGTTCACTCTCAATGTCAGATCAATCACCTTG

122 A_51 P456721 Azgpl 2.546
CCTTGTAAACCTCCTCCTTGAT
CCATGTCATGACCCCAAAGCCACACAGGGTGTCCAAG

123 A_66_P101724 Fam124a 2.538

- GCATGCTATTGCCTCCAACAACA
) GACATCGGCGGCGGGGAAGCGACATCACAGACAGGA
124 A_55_P2114626 Hiomt 2.534
- AGTGAAGTCGGCACCCAGGACTGA
CATCATCTACACCATGTCCAATGAGGACTTCAAACAAG

125 A_52_P103998 Htrlb 2.527
CGTTCCACAAACTGATACGCTT
AATGTATAAAACAGAGCTTAAGACTTTAACAAATACAA

126 A_55_P2165199 Cxcr6 2.524

- GAGGACTCTGGTGGCTTTGCTC
AGAACAAGACTCCTAACTGCCATGTGCCAGAATGAGA
127 A_55_P2034968 2.523
- TGGTGAAAAACAAACAGATCTGC
GCCCGGAGTATTTAATCTACTTGGTATTACGAAGCAAT

128 A_55_P2089520 Col10al 2.523
AAAATGACATGAATAGACCTTT
TACATTATGAGGAGCCTTAGAGGAAGGTGGGCTAGAA

129 A_51_P444822 Olfr574 2.522
GGAGACAGTTTTCCAGTACATGA
GTCAAATTTGTGGCTTCCTGTTGGCTTCAGTGAACATG

130 A_51_P204442 Phf19 2.518
GCAACCTCCAACACGTGTTTTT
CCTAGGTGATGCTGTCTTACATACAGCCTAAGACAGTC

131 A_52_P386682 2.513

- CTCTGAAAATGGCTTACTCTGT
. |GGATGCCTTATTCACTAAGAAGCACACACACAGAATTG

132 A_55_P2401624 €630004L07Rik 2.510

AAAACACTTAAATAAATGAGCA
, GGTTAAGTGTGTATTTTCATCATGTGCCCAATAAAAGA

133 A_55_P2009988 Trib3 2.505
GAGCTGTGTGGTTTGATATGTG
AAAGACTTGCCCCAGTCATCATCTCCCTTGTATGTAAA

134 A 51 P148684 Pou6f2 2.504
AGACTAAAAAACAAAAAACTAC
CAGGAAAAACAAACATATGTTTCTCATTAAAGAGTGCC

135 A_55_P2112142 2.501

- TTCCACTTCCAACTCACAAACC
CAGACTTGTGTGGTAAGTTTTAGAATCCTCTTCCTTCA

136 A_51 P218953 Zfp536 2.494
GTTCATTTCCCACAAAAACGTC
GAAAATCAAGTTAGCACTAATTACAAAATGCTTTTGAT

137 A_51_P510882 Adam12 2.494
GCAACCTGAATTTCCCAATGGC
GAACCTGGATGGACTTTTTAACAGATCAACATGGAGG

138 A_51_P204247 C8a 2.494

i AGACTTTTGAAATAGAAATCCAG
GCCGCAACGCAACAGAAATTGTTTTTAATTTCATGTAA

139 A_52_P495869 Mafb 2.491
AATAAGGGATCAATTTCAACCC
TAGTCTGGAAGCAGTTCCATCATAAAGTGTTCAACATG

140 A_55_P1961127 H19 2.485

- CCCTACTTCATCCTTTGCCCCT
ACAGTCACCACCTTCGAAGGGAACTTCTCTTAAGGCAA
141 A_55_P1963439 LOC100048608 2.478

CAATGGTAAAGTTGGGACTCAT




GCATAGTGTTAAGATTAAGGCTGAATGTCGATAGGTT

142 A_65_P11603 Ldb3 2.476
ACCATCACATCTTTACTAGTGCA
) AGAAACAAAAGATATCCACCTGGAAATGGAGAACATG
143 A_51 P519648 Mical3 2.475
GTGAATCCCCGAACCACTCCCAA
CCTGGTAATGAGCAGACTTCTGAGATATACTTACACAC
144 A_51_P207706 Fam180a 2.472
i ATACCCAAGAGTAGGGACTGAG
ATCCTCTGATCGTGGTCTCCGAGCCTGAAGAACATGAC
145 A_51_P207591 Anxa8 2.468
i AGAACTCTTCTCAATATTCGTT
GTAAGCTAACACTGGAAAGGAAAATAGGTGCGTTTTT
146 A_55_P2052696 Synm 2.464
CTCTTTCCTACATCTTAAAAACA
AAGACTTGTGAACTTGTCCTACCTGCTCCAGAGCCTGC
147 A_55_P2107901 DIk2 2.463
CTCAGTGGGCACCCCACAAATG
CCCACAGATTGCCACTACATATTCTATGAGTGTTAGGT
148 A_55_P2054688 2.462
- CATGATGGAAATTAAAGAATAT
 |GTTTCATGATAGCCTGGGCTACAGCATGATACCCTGTC
149 A_55_P2396370 A730056106Rik 2.461
TGGAAAAAATAAAAAATATAAC
ATTTCCTGAACTAAACAGTCTCTAATCTGCTGAAAGGC
150 A_55_P2122096 Gm2327 2.446
- AGCTGGCTAACTGCTGGTGTCT
GGGGAAACCTCATATATATTATCACAATGTCAGTTCAG
151 A_52_P525183 Acot2 2.437
- GTTAGTTCATTTGAACATATTC
AGCGCTTTCAGACACGAGAGACTTCAGAAGATAATAC
152 A_55_P2119927 LOC100047419 2.435
- TAAACAGAACTAAACGCAAAAAA
CTAACTCAGTTACTATGGATGGACAAGGTTTGCAGGTA
153 A_55_P2172935 2.434
- ATGGATTCAAAGTTCAAATTAT
ACAGTCACTTTGAAAGCGGCAGACTGGCCAAAAGCGC
154 A_55_P2013630 LOC100046931 2.433
- AAGGCTCATGGAAGGTGTCCCCT
AGGGTTTTCGGGTATCTTTTGTATATGGAGTCATTATTT
155 A_55_P1958597 Slc27a3 2.432
TGTAATAAACAGCTGGAGCTT
AGTTCGTAGGGCTCAGTGGTGGAAAGCAGCTTATTCA
156 A_55_P2131989 2.427
- GCACCGAAAACAAAACCTACAAA
GGACAGGTCAGTTTTACCTGAGACCTTATTGGGTCATA
157 A_51_P302942 Rasl10a 2.422
AGCACAGATGGAAAGGACTTGA
TATGATGAGCTGGCTCATATGTTGAAGGGGCTGGACA
158 A_55_P2063312 Mgll 2.421
TGCTGGTATTTGCCCATGACCAT
GAAGTTGGCATTGCATCTTGCCGAGATTCCAAACAGG
159 A_52_P622694 Adal 2.421
GAAAAAGAAAATCAGATGCTGCT
GGCAGTCTTATGTGCAAAGATCGTGAATGGACAAAAC
160 A_65_P19089 Esrrg 2.419
AAAAAATTAAACTGCTTACAATG
GTCATCTAGGTATCTCAGCCACACGAAAAGGATTTTAA
161 A_55_P2232325 2.417
- ATAAATTATACTGCTATTGGCC
AAACGAAACAACAATGATAAGAGCTACCCACACTGGG
162 A_55_P2144532 LOC100045235 2.416
- TCCACGGGCGAGAAAAACATATC
AATTCACATCCCATCGAGCAGGCCAGATGTATCAGCAC
163 A_55_P2094434 Gm3906 2.416
- ATGTTTTTTAACCCAGCACTTG
GAAAAGAGAAAAACTTCACTGTAGAAAAAACTTCCTTC
164 A_55_P2431897 Thap6 2.414
TCAAAACCCTTCCCATCACCCA
ATAATTTTGAAAGACTCCTGTTGGCTCCCAGAAGAGAT
165 A_55_P1990067 2.414
- ATCCTGGTCTTGACCTAGGTGG
ACAGAGCTTAAGACTTTAACAAATACAAGAGGACTCT
166 A_55_P1962209 Cxcr6 2.414
- GGTGGCTTTGCTCATCTAAAAAA
GTAAGACACCTTCGGCAGAGCAAAGTCACATCACCCG
167 A_55_P2297806 Mapkbp1 2.413
TCTCCTGAGAGACACCTTCTCTC
AGATGGACACTATCCTCAAGAAGATCAATAACTGTCTC
168 A_51_P442964 Casc5 2.412
i GCTGAAGTGGAAACAGAAACTA
 |CCACGAATAGTGACGGTGTTTACAGCATGTATATTTTC
169 A_55_P2206491 | 1810062018Rik 2.408
AATATCTCATGAATACTAACAG
GAGACCCTATGAGGGTGCCATGGGAGAAGGTATTTTC
170 A_55_P2302290 E230012P03 2.407

AGAATAAAAG CTGTACTCC




AACTACCAACTTCGGGTCTGATTCCCAAATCATACAAG

171 A_52_P513123 Dna2 2.405
- TTACATTTAAACAGTCAGACAG
CAGGTGAAAAGCCCTATCAATGTACAGAATGCAAGAA
172 A_55_P2029962 Gm1998 2.402
- AGCATTTTTCTCCAAGAAACATC
ATGGGAACAGCCTTCGGGGCATTGTGAAACATCTGGA
173 A_51_P264495 Pgam2 2.398
AGGGATGTCCGACCAGGCCATCA
TGACGCCTGCGACATGACAATAGAGGAGATGGAGAA
174 A_55_P2014154 Cacnalc 2.397
- CGCCGCAGACAACATCCTCAGTGG
AGTTCCTCCTGAGATCAGAACTTTTCCCTATAGGTTCAA
175 A_51 P185593 Synm 2.396
ACTAGGAAGCATGCACTAACT
AACAGGGATATGAAGGAGGCCCTGAAGAAAGTTATTG
176 A_55_P2014144 0lfr830 2.395
GTAGGACAGCTTCTCTTCTGTGA
GCAGGAAAGTCCCACCCGCTGACAACGTGTTCCTTCTA
177 A_51_P106799 Pparg 2.391
TTGATTGCACTATTATTTTGAG
ACGATGGAGAATGGCCCCAAGCTTGCAAGTCGAATCC
178 A_55_P2079669 Bcatl 2.389
- TGGGAAAGCTGACTGATATCCAG
TTAAAAGAGCTGCTGACATCCTTTGGGCCTCTCAAGGC
179 A_55_P2167733 U2af2 2.389
CTTCAACTTGGTTAAGGATAGT
GTCCTACACAATGGTGCTATTCTGTGTCAAACACCTCT
180 A_55_P2004179 Col2al 2.378
GTATTTTTTAAAACATCAATTG
GACATGGAAGTCATCCTGATCTACGTCAAATTTGTTCA
181 A_55_P1995060 EG667885 2.375
- TGCTCAGAAAATTAAATTTACG
GAGACAGTGCAAACAATCTCTTCCTTTAAAAGGAGTAA
182 A_52_P620448 Mab21I1 2.374
CAACACAACATTTAACCATCAT
| TGCCATACAGGGAGAAGACAGTTCACAGATCATAATA
183 A_66_P119350 2310040G24Rik 2.371
AAACCTAAAAGGAAACCTATCTA
CAAGATATTGTGAAACCAAACGCAGCCTGCACGTTCAT
184 A_52_P19532 Fgd3 2.371
CATAACAGGAAGAAAAAGGTCC
AGGAAGGCTAGCAAACATGCTAAGGCTACAGTCGCGA
185 A_55_P2083197 Maml2 2.370
CTGCCACTACCACAGCTCCTCCA
CTAGCCAATGGATGTTGTTTGGGCAAAGGCAGGGGAT
186 A_55_P2049717 Agrp 2.368
GAGAATAAAGGATGGGACGGTTT
CAGGCCATTCTGGCTGCATAACAAGATAGATCTTTTAA
187 A_55_P2011772 Oscpl 2.364
AAAACCAAAACCAAAACAAAAC
) GACATGGTACATTCTCGTTCTCCAAGGATTGGGGCTAC
188 A_51_P384693 Kirrel3 2.362
TTTGCAGAGGACCCTAGAACTG
AAGGGGAAAGCCAATGCCAGTGAGGATGCAAATAAT
189 A 51 P163261 Gm6985 2.354
i CCTGCAGAAAATGGAGATGCCAAA
TGGGTAGACTGAACTGTGCTCAGGGATGAGCTTTGCT
190 A 51 P213691 Scnnla 2.351
i CATTTTTGTATCCTTCCGTTCTA
 |GTTGCCATGCCATTATGAATGTCCCCTCTGGAACCACA
191 A_55_P2324425 5830403F22Rik 2.350
AGCCAAAATAAAGCCTTCTACA
TGGCAAAATCACAGTTATGAAGTGGCAATGGCGTGAT
192 A_55_P2074353 Synm 2.350
TTTATGGTTGGGGGTCAGCACAA
GCTTGTAACAAAATCAGCAGCAAAAACAAAAATCAAA
193 A_55_P2120089 Zmynd11 2.344
AGCCAAAAACTACCTGTACTCAG
ACCAGGTACACATGTGATGCAGACATATGTGCAGGCA
194 A_55_P1969977 Myo15 2.340
AAATACCCATATCCATAAATAAA
GCCGCCTCTTTCAGAAACCAAGAGAAAATGGTGGGAG
195 A_55_P1965584 2.336
- GCGAAAAGAAAAACTAAATAAAA
CTTTTCATCATATCTTCGTCTGAGCCACTGCTTGATGAT
196 A_51 P145511 Pri2al 2.330
ATATTGCTGTGAAACTTCCTT
CAACAATGACTTGTGGTCTGGGAAAACTATACATTCAT
197 A_55_P1990066 LOC100045975 2.324
- TTTTATATCCTCTCCCCCCTGT
. |ACTTTCTCATCTGTAACACAGACACGAGCTAAGTAAGA
198 A_55_P1976849 D130009118Rik 2.323
GGCTGACTGAAGTAGTCCTTGG
TCAGTAGATCATTCTGATGTTTTCTAGCTCTTGTTTCTA
199 A_55_P2257765 Gm7111 2.321

CTGAGAAGCAAGTAGCAATCC




G CTGTAACCAAGTCAGTGACCTTTGAAGTAACTT

200 A_55_P2005549 Thn 2.317
- AAATTCCTACTCAAGAAAACAC
AAGGACTGGGCCTTGGTAAGCATGGATTACATGAGGG
201 A_55_P2180944 Tmco4 2.313
- GGGACCAATAAACACTGATTATC
ATGCAGAGTGCATTCAGATCTGTATCAGAAATATCTCG
202 A_65_P04284 Erapl 2.312
TTTTAAGATATACTTGTGAGTC
TTGCAGCATTCCAATCAGAGTGGAATGGGCATCCCAC
203 A_52_P47126 Mami3 2.311
ACAACCAATCCCAGGGACCCAGG
CAAAGCCAGGGCCCAAACCTAAAAAGGTCCCTACAAA
204 A_55_P2094963 Gm10105 2.307
- GAAGGGAGAGAAGGTACCCAAGG
TGCAACAGAGCCATTAAAGTCTCACATGCCGGACTGAT
205 A_55_P1956752 Ska2l-ps 2.305
AAAAAAGAATGTTAACGAGGAA
CTTTGCAAGAGTGTGAACTAAAAGCTAATGCTTCCGTC
206 A_52_P167278 Mthfd1l 2.305
TTTGGAGTTTTCTCTTTCATCT
 |cCATTTCTCTTTCTTCTTATGCCTGAAATGAGGTTGAAA
207 A_55_P2011560 1810009J06Rik 2.303
TAAATACATTTCTGCTGCTCT
CCAAAAGTTCTCCACACCTGAGAAAACCTGGCTCCCAA
208 A_55_P2234164 LOC100038760 2.299
- AATAAAGAACAGAGTTGTTAAA
AGAAGAGCACTGGTTCCTTCTATAAAAGATTGTGGATC
209 A_55_P2112355 2.298
- TTCATATGGATAATTCTGCCAT
ATAGTGCCTTGATTCTTGTGCACCAGGGAATATTGGAA
210 A_51_P143805 Tmem42 2.297
i GACTCTGTGATCATGGGTTACA
CTCATATTCTTCAACTCCAGCTTCAAGGAAATCAACAG
211 A_51_P389864 B3gnt9-ps 2.293
CTCACATTTTAGTACAAACAGC
GGAAATGTGGACTAACTTACCATTTCCCTATTAAAATT
212 A_55_P2184189 Ncf2-rs 2.293
GAACCTGTCACACGACAAAAAA
CTCTGCCATGATGGAAATATATTTATCCTCTGAAACTGT|
213 A_55_P2012146 Veph1 2.291
AAACCTCCAATAAACTCTTTC
TGCTCGGGGACAGGACCTAGAGACTGGGTACCAGAG
214 A_55_P2176025 Gm4532 2.290
ACAAAGAGATGTAGAAACAGATAA
GAAAGGGTTGGGCAAGGAGAGAGCTCGCTTACACAA
215 A_55_P2174541 Dtx3l 2.290
TACCAAGTTTGCCGACAACTTTAA
GCCAAATCAAACCCGAGGCAAGAGCCGAAACTCACAG
216 A_55_P2002497 Srcap 2.289
TTCCTCAAAGCCTATGGCCAGGT
GGGGCTGGAGAACAGCAGCGAGCTCTTCACCATCTCA
217 A_55_P2156022 Fam132b 2.288
GTAAATGGTGTCCTCTATCTACA
TCACCAGGGATTAATGTGGAAGCTCCTGATATTCATAT
218 A_55_P2162782 Ahnak 2.287
GAAGGCTCCCAAGTTCAAGGTG
TTGTTAGGGGGCTATTCAGAGCCACTAATTCTGAGGA
219 A_55_P1992789 2.286
- GTGTGTTTGTATCTGTCAGGTGT
AAAGGAACTGAAATCTAGAGAGAAATAACCTTTCATTC
220 A_55_P1960053 Hvenl 2.285
- CAAGTAATAAACCTTTCCCACC
TGATCTCCTTGACAGATGTACCTCTTGATACCTATGTAA
221 A_55_P2022870 2.281
- GCCAAACACAAACAGGTTGAC
GTAAGACGCATGATTGGTGTCTTGTGGCTTTTGCAGCT
222 A 51 P117581 Cablesl 2.281
GGGACAAACTACATTTCAAGCT
CTTTATGAAGGAGGGAGTATATTTTCTACACAGAGACT
223 A_55_P2114863 Mgll 2.278
GTGTGGAAATATCCTTTGAATT
| CAAACCCAACCTTAGAAAGGCTACACACAATGGCTAC
224 A_55_P2412859 5830468K08Rik 2.277
AATATTTCTAAAATGATACCTTA
ATTACTTTCCGAGACTTTAATAAGCTAAAGAATGTGGA
225 A_55_P2205858 Gm?7455 2.274
- TGTGAAGAAGAGAATGGTTCGT
ACCTATCTTGATGGCTTAGTTTTTAATGGCTGGCTACTA
226 A_51_P201982 Angpt2 2.273
TTTACTATATGGCAAAAATGC
TCAGAGCCCAAACCATCTCCCAAACCTGTAAGTGCATA
227 A_55_P2113391 2.269
- TTGCTTTATAAACAGTAAATAG
AAAGAAAAAGAAAAGGAGAAAGAAAGAAAGAAACAA
228 A_55_P2201020 AI790442 2.269

AAACCTAGCTACCCTAGCAAAAAA




ACAAAACCAAGGTGAAGGACAAGCCACAAAGAAGAT

229 A_55_P2020461 Hmgn2 2.267
CTGCAAGGTTGTCTGCTAAACCTG
ATGTCCATCATCTGGATTTTAAGACGTAAAGAAACCAA

230 A_55_P2007356 lgcg 2.266
CCAAACCAACCAACCAACCAAC
AATCTACTGAAGAATGCCTTCGGGCGCATTATCCTGCA

231 A_55_P2104422 Inadl 2.265
GGTATTTCGATCAATGGAGAAC
GGGGATTTTGATCTTAAGTTCAGATTGTGTGTTCAGCA

232 A_52_P87843 Aldh1a3 2.265
ATGAAAAAATAAAGTTGGACAC
AACAAGAAGAAACCAGTTTTAATTATGCGGGAATGAA

233 A_51_P501656 Kdelc2 2.262
AGCTTTCCATGACCAAAGGCACA

 |AAGCTCATCCGTACTTTCGTCATGCTTACACATGTGTAT

234 A_55_P2023285 | A630075F10Rik 2.261
CCTTTTCCGGAATGGACGGAA
CCTGGCTTGCAGGCATAAATGCAGGCAATACCGTGTA

235 A_55_P2062340 LOC100044039 2.259

- CTTAATAAATAAATAAATCTTTA
TCTGGGAGGATTCTGTATTGACTGTTACATTTCCCAAA
236 A_65_P05872 2.258
- CTGAAGGTACCCAGGTTCTCCT
AGACTCGCTTTGAATTCATGAGAAAGAAGAGTGTGAA
237 A_52_P411430 Gm5914 2.257
- ACAAGAAGCAAAGATCGGGTTGG
. |ACACTGTCTACTCTTACAGAACACAAGTTTGTTCATTCT

238 A_55_P2141866 9630025121Rik 2.257
CTAGAGAAACTGTTGAAGTAG
AAATCAAGGTGAAGGACAAGCCACAGAGAAGATCTTC

239 A_55_P2094964 Gm10105 2.256
AAGGTTGTCTGCTAAACCTGCTC

, GGAGTGTTAAAAGAGAACAGCACCTTGAGAAAAACAT

240 A_55_P1981291 Spink8 2.251
CTTGATATTAGAAGATACTTGGA
TGCTTACAGCAGCCAACACCTACCTCTGTGTTTGATGG

241 A_55_P1978050 Aven 2.248

- CATCTGAATATATGTATGAGGC
TTGGAATTTGTAAATGTCCCTTGCAGTAGGAAACAGA

242 A_52_P274496 Tspani8 2.247
GCTAATTTATCATTGTATCTCCC
CTTCTTTAAAACAGTCTCTTGTAACCATAACTGAAAACT

243 A_55_P2160421 Gm8619 2.245

- ATCTTGAAGCCTGAATACTCC
GGACAAGGAGGAAGAGATCCGCAAAATCTTGAGGAG

244 A_55_P2168497 Slc9al 2.244
CAATCTGCAGAAAACCCGGCAACG
AACTGAAGCACCTTCTTCAAGCTGTTATGGTGGACAAT

245 A_55_P2018697 Ldhd 2.243
AGAAATACAGATGAACTAACCT
TCAGAGACCTTCTCAGCCAGGAAACCATCAACCACCCC

246 A_52_P81693 LOC100044247 2.240

- AGCATGGAAACAATGAACAGCC
ATATCAGCAGAAGCCATACCCATCACCAAAAACCATCG
247 A_52_P680751 Cuxl 2.237
- AGGAACTTGCCACACAACTCAA
GAGCACTGGTTCCTTTTATAAAGGATTGTGGATCTTCA

248 A_55_P1993789 Hmgn2 2.237
GATTGATAATTCTGCCCAAAAG
AAGACATCATCCAATCCAAGAAAGAGGACAGGCCCAA

249 A_51 P164393 Txndc2 2.236
GTCCTCAGAAGACATCATCCAAT
CCTCTTGAAGAAGATGGGCAGAGGAGTGACAGCCGA

250 A_51 P358906 U2af2 2.230
ATGACAGCCGGCAGCAACTGGAAT

| ATAAGAGACGCAAGTCACACAGACACACAGTATACTC

251 A_55_P2196037 | A630031M23Rik 2.230
TCACATAGACACGTCCACATACG
TCTGCTGTCTGGCTTGTGGTCCAAATAGACAACGTAAA

252 A_55_P1975315 Crygs 2.229
TAAAAGCATTGGAATGCATCCC
TGAGCTTGGGGCTTAAATCATTTAGGGTACAGATGATT

253 A_55_P2109877 Gm4718 2.228

- TTAAGTTGTTTCAGCATAACGC
GGTTTCTGTTGGCTGTCATTGTCATCTCCAGGTACCTA

254 A_65_P15245 Nrp2 2.228
GACAAATAGAGACCATTGGGAA
ATGTAATAAAATGGGATTAGAGTAGACCAATTGGCAA

255 A_66_P100586 2.226

- ACCCTGGAACCCAGTGAGAGATT
. |CTCTTCCTGTGTTGGAAATAAGCATTCATATTGTTGTTA

256 A_55_P1989738 4930426L09Rik 2.226
ACCAGTTGGGAGTTCATTTAT
GCAAGTGCCAAGTGGGAGCCGCTCCGTCATGAAATTT

257 A_51_P210143 Syne2 2.219

CTTTGTATCTCCAACAACTAAAA




TGGGAGGTGGGGAAATCGGATCTTGGAAGACAAGAA

258 A_55_P2214408 A130049A11Rik 2.214
AAACAAAATAAAAC GCGTC
GTGCACACTCACATACCCTGACCCAGGCACATGTAAAT

259 A_55_P2114188 Gm5105 2.214

-~ ATACAATTAAAAATAAAATGTA
GAGCAGGACACTTTGTTTCTTTTGCTGGTGAGGTTCTT
260 A_55_P1960157 Bcatl 2.213
-~ TTGTTTTTTGTTTTGGTTGTTT
AAGAAGTCAAGAAGTCTCTGGGCTACTTACCCTTCAAC
261 A_55_P2065958 Gm3119 2.210
-~ TCCATGTGTTACTAGTGATGGC
CTAAGCCCATCTCCTGATGCTTAAATCCTGAAGATACA

262 A_51_P314107 Gsdma 2.209
GAATCATTCAAACCCTTACTAC
CAGATGTGGTTTAAGGGCTTCTGCCTTTTTGTGACACA

263 A_55_P2114143 LOC100044698 2.209

-~ ATAAATTATAAACCTGGAAAGA
CAGATGTGGCATGTAGAGATGTAGAAAATGAA

264 A_51_P233797 Adh7 2.206
CAAGAAATGACCATCAAAACCAC
CAGGTGGTGCACAGACATACAAGCCTGCAAAGCACCC

265 A_55_P2148961 2.205

-~ ATACACGTAAAATATATATAATT
GTGACAGCCAAGCTTTGGAGGCATTCGATGTCCCCTG
266 A_66_P117254 2.204
- GAATATCCCTGCAGGCAAGGCTT
AGAATGCCAGGCTTGCCACACAAGGCACAGGACACCA

267 A_55_P1959525 Whbscr25 2.196
AACACAACACACCAGGCACAACA
GCCCAGGTTTGAACCCCTGGCATTTCTAGAGCACTAAT

268 A_55_P1998912 Txnrd2 2.196
AAAGAGGATGTTTTACTAAAGC
AGTAAAGAAAATGTTGAAAGGGGTCTGCCTCAAGCCA

269 A_55_P2102998 Gm3893 2.193

-~ AGAGCCCCACCAAGAAAACTAAG
GGATCCCATTAGCCAAATGCACAGAATGTCCAAATTAG

270 A_52_P507498 Plxncl 2.193
ATGTGTGCTGAAGACAATCAGT
AATGATAACAGTCCTGAGGTGACCATCACATCTCTCTT

271 A_55_P2094792 Pcdhgal0 2.193
CAGTCCAGTGACAGAAGATTCG
AAGTCACATGGGTCATCAACTCTGAAGAAGCAGCAAA

272 A_66_P105526 Mamld1 2.192
TCAACACCGGCCTTCCATTTCCC
CCAGCTGATTGTGTCTGTTTAGTATTCCCCACCATGCA

273 A_51_P168613 Nuakl 2.192
GTTGACTCCATTAGGAAAACCA
ACCAAGCCTCACAGGATCTACAACACCAGTCTCAAATA

274 A_55_P2157507 Gm3709 2.191

-~ TCTTAGATTTTTCAGCAAAAAA
AATGCAGGAAGCTTGGAAGCTGGTGAGCGGCATGAA

275 A_55_P2140449 B3galt4 2.188
TGGGGAGAGGACTGCACCC G
CAACATTCTTAGCCATCAGGGAAATGCAAATCAGAAC

276 A_55_P2046328 Gm6225 2.186

-~ AACTTTGAGATTCTATAGCCAAG
ATGAAGAAACTCGATGACATTGATGTGACCAAAGTCC
277 A_55_P2010364 Gm5116 2.185
-~ GTACCCTAACAAGGCCTGACAGA
TTAGACGGCACCCAGAACGACACGGC GTCTTCCC

278 A_55_P2102540 OlfmI3 2.185
AAGGCTGCGTGACTTCACCCTT
AGTTTCCCTATTAGAGTATTGGGCACTTAATAAATGGG

279 A_55_P2034033 1112rb1 2.180
CCTTCCCAGAGACTGAGAAACT
GAGGTGGACGACTACAGTCAATATGAGGAGGACAGC

280 A_55_P2144461 Suv420h1 2.178
ACAGATGAATCCTCATCTTCTGAG
CACACATGTGGTACACAGACATAGATGTAGGCAAAAC

281 A_55_P1995354 Btnl2 2.175
ACCCATACATCTAAAATAAAAAT
ATTTTGAG GAGATTAGATTGAGCGCTCTGCACTG

282 A_55_P2084617 Fam78a 2.175

-~ GGTCCTGCAACCTCCATCC
TAGGTAGTGAATTTACCCCCATTTTTATGGAGGCGGAA

283 A_55_P2013928 Dhrs13 2.174

TTGGGAAAGGACTAAGTCAGGG
. CCAGAAAGCTGTATTGAGTGCACAGAGGAAAAAGAA

284 A_55_P2104909 Pisd-ps2 2.169
ATCAGAAAGCAGTCACTCACAAGC
ATCCCCTAACCCCCATTGTAAAGAGATGCGGCCATCAA

285 A_66_P139618 Stfa2 2.168
TAAAGAAGCA GAAATAA
CTCTGCAGAAACTCACAAACTAAACTCCTTTCTGGTTGT

286 A_55_P2072631 Prr5l 2.166

CTG CAAAATAGATACAA




AATTAGACTCCATTTCCACAACAAAAGGAGACAACCCT

287 A_55_P2233462 | 2700022018Rik 2.166
AACTTACAACCAGCCATTAAGC
CAATGGTCTTGTAAAGGTTTTTACTGAAAACTATCATT

288 A_55_P2107502 Fatl 2.166

- AGCCAGCCTTTCTTACTGACAA
| TGAAGTAAAATTTCTAACCAACAAAATAAGTGAGCTG

289 A_51_P279247 4930403N07Rik 2.161

AAGAGCATGAATGAAGTTCTGGG
. |TTCCTGAAGAAGGACCTTTTCAACGCTAGCAGCTGTTA

290 A_52_P399095 9030224M15Rik 2.160

TACCTTGAGTTGGGTGAATACA
) CCATTAAGAAGCCCAAGACTTGACTCAACATACCAAAC

291 A_66_P105244 Torlaipl 2.160
AAATGGAAATACTAAAACGAAT
TCCTGGCTGCTGAACGGGGCGATGCTGGTTTCTACAC

292 A_55_P1998995 Speg 2.159
ATGCAAGGCGGTCAACGAATATG
CTGACCCAGAACTATTGCAGTTTTGCCGGACACCCAAT

293 A_ 51 P160824 Cspg4 2.158
CCTGCCCTCAGGAATGGCCAGT
ATGTGGCTCCACTTCGAGGATTCATAGAAACAGCTGTT

294 A_55_P2085165 Gm5951 2.157
GTATTCAAGAAAACTGGGGTGC
GTCAAGGTAGCTTGGCAGACAAAAGAGTATAATTTGG

295 A_55_P2369191 Ggtal 2.156
TTAGAAATAATGTCTGACTTCAA
GCTTTCTCCAATGAAATTTCCTGTTGCAAATAAAAATA

296 A_52_P298548 Nbn 2.153
AGGATTGGACTTCTCAGCAGCA
GGACAGCGAGTACCCTAAAAACATCAAAGTCTGGGAA

297 A_52_P304128 Mmp14 2.152
GGAATCCCTGAATCTCCCAGGGG
AATTACTAAAGAAGCCAATGTGCACTACAGCTCACCGT

298 A_55_P2063316 Mgll 2.151
AATAAAAACCACGTGCTTTTGG

. |ACTTGCCATAAAGATAAGAGGCATGCAAGAACAATCT

299 A_55_P2262560 | 5730471H19Rik 2.151
CTGGACAGGCCCAGTTGAGATTG
GGATTGATGAGATGCCTGAGGCTGCAGTGAAGTCAAC

300 A_52_P339791 Hdgf 2.150
AGCCAACAAATACCAAGTCTTTT
GCTGACGCCGGGAAGGATGCGAATAATCCTGCAGAAA

301 A_55_P2162136 Hmgn2 2.149
ATGGAGATGCCAAAACAGACCAG
AGTAAGGATGCGAATGTTCCTGCAGAAAATGGAGATG

302 A_55_P2011490 Gm16510 2.148

- CCAAAACAGACCAGGCACAGAAA
 |ATTCCACTCCAGGGACTGTGTCCTACGAATAAGAAATA

303 A_55_P2389818 | A830035019Rik 2.147
CAAATAAAATATGGGGACAGCG

. |cTTCCTCCAATGATGGATTATGATCTGGAAGGGTAAGA

304 A_55_P2392972 | K230015D01Rik 2.146
TGAAATAAACTCTTTCCTTCCC
GTGAGCTAGTGCATATATTTCACTAAACTTTTAATCTTT

305 A_51_P386829 GmS5577 2.144

i GCTTGCACTTTAATGACGTGG
TGCTCTGGATGAGGGAGAAGCAGGAAAGCAAAGAGC
306 A_55_P2152069 2.142
- TCTTTAATAAAAGAATGCCCTCCA
TTATGAAGTTAGCCTTAGTCAATGAGGATGATGTGAA

307 A_52_P117393 Tir6 2.142
AACTTGAAACTTGGGTTTCTAAC
TTGTCCTGGACACAATGAATGATAGCCTCAGCAAGATC

308 A_55_P2163428 Foxm1 2.140

- CTTCTAGACATCAGTTTCCCTG
ACATTTCCCATCTCCGCAGGCCTTCCTACCATCAGTCCC

309 A_55_P2039289 Hspb6 2.139
CAATAAATGCACTTGAGATTT
TCCTACATCAAGATAAAAACAATGACCTTGGACCTATG

310 A_51 P482611 Dusp21 2.139
GTTGGTTTAAAAACAGAAAGAG
CCTGGCCTAGCAAGTAGACAACATACTTAATATTTAAC

311 A_55_P2005175 2.139

- AGATATTTAATACAGAGACCTG
TTGGAGAACTTGAGATCTGAGGTGGTGTCACAGAGTT
312 A_55_P1954331 Murc 2.137
- TGTGAGAACAAGACACACGACAA
GCTCTGCTTTTTTGAGTAGGTGTATTTTAAATAGCTTTC

313 A_55_P2006210 Fgf22 2.132
CAGATAACACACATTTCCCTT
GTTATGGTCAACATTATGGTCAACAGTCTGGCTATGGT

314 A_55_P2045903 LOC100044822 2.130
GGACAGCAACAAAGCTATGGAC
GTCTTCGCAGCCATCTGGTTTGTGTTTGTTTGTTTGTTT

315 A_55_P2081432 LOC635676 2.130

ACAGCTTTCTTAATAAAATTG




TATATGGGAAAAAGAACATCAAATTGGAGCCTGTGCC

316 A_55_P2019068 Flii 2.129
CCTCAAAGGGTCCTCACTAGATC
TTTCTTTGGAAATCTAATGGATGTCACAGAGGAGGTGT

317 A_51 P352381 Dhrs4 2.129
GGGACAAGGTTTTGAGCATTAA
TTGAAGAAACATAAAAATAAGAGTGAAGCAAAGAAG

318 A_66_P111714 Utp20 2.126
AGGAAGATAGAGTTCCTGCGCCCC

. |eAaccAccAAATAGATTCTACCAGAAAAGAAAATCCTCC

319 A_55 P1958876 | 4833422C13Rik 2.125

CACCACATAATAATTAAAACAC
) TCAAAACCAAACAGAAACATTTGCTAAAAAGCCCAAAT

320 A_55_P2167070 Kif5a 2.122
CTCATTCATAGCCAACCCTGAC
GCCTTCTCATCTGCTGCTCACCCGGGGTTGGTAGGGAA

321 A_55_P2169188 Cedc23 2.117
ATGGCCAGGAAATGACTACTGT
GAAGAGACTCCACAAGTTAAAGTGATCCTAAACATTG

322 A 51 P112762 Slc5a3 2.115
GACTTTTTGCTGTGTGTTCACTT
CATCAAAGCTTTGGCCATGTTTTACCTCCCTTCTCATCT

323 A_55_P1965876 Opnlmw 2.113
ATCCTTGTAAAATAAACATAA
TGGTAAGGATGCAAATAATCCTGCAGAAAATAGAGAT

324 A_52_P657123 Gm10270 2.112

- GCCAAAACAGACCAGACACAGAA
ATGTTACCTTAGATATGGCCGGACGTTGTCTTCATACG
325 A_55_P2140162 Gm14725 2.111
- ACCCATGCAGATACATCCTGAA
TATGGGGCTCAAGCATCTATTGGCCTGTCAGGCTCATA

326 A_55_P1996742 Rbm14 2.110
TGGAGCTCAGTCTGCTGCTGCG
GGCACAGTTGGTTTTTATTTAAGCACTTTCCACTGTCTA

327 A_55_P1958906 Coll7al 2.108
AAAACATTTGTATGTAACCTG
TTTCTGAAGCCATAAGACAAAGCAGAAACAAGGTTGA

328 A_51_P207330 Tgmé 2.107
GAACCAAGTGGTCCCCCAACTCA
AAGAAGCTGAAAGGGACAGAGGATGAGCTGGACAAG

329 A_55_P2246235 Tpm3 2.107
TATTCGGAAGCTTTAAAGGATGCT
GAGAAGAGAAACCTCATTCTTGGAGTGAGAGAGAAA

330 A_52_P257502 Igfbp4 2.105
GAAAGTGGTGAACATTGAACGCCC
CCAGTACCTGGCCTTCAAAGGTGACATTTTCAAGCTAA

331 A_55_P1954985 Foxn3 2.103

- GGTTAAAAAACAAAAAACAAAA
TAATGGGATCATGAGCATGAAATGGGATCCTGCATCA

332 A_52_P502267 Epc2 2.103
CTTGTTTTAACTATTTATTTTGC
ATGGTGTGACAGCCAGAAAACCTTCCATCTGTCTTTGG

333 A_55_P2013143 Esrp2 2.102
CCCTCAAATACTGAGTTTGAAG
AAAGAAAGAAAGAAAGAGAGAAAACTGGAAATATCA

334 A_55_P2176894 Gm2181 2.102

- ATCAACCAACCAAACAATCAATCA
GTATACCGCCCACCCTAGCATTACCTCTGAGCAAACGG
335 A_55_P1965338 Anxa8 2.101
- AAACATCAACATGAAGAAAGAA
ATTGTAGAGGACGTATGAGACGAGTGCAGCAAGTATG
336 A_55_P2157423 Gm8784 2.097
- GGCTGGTCAAATCCATTGACATT
TTGGGTGTGGCCGTCATTGGCATCGATGAGGGGCAGT
337 A_55_P2056493 2.096
- TTGTAAGTCAGCCTGCAGCATAA
GGCAAGCGTGGTTTTCAAAACATGAGAAAGAGCCTCT

338 A_51_P207622 Fmod 2.096
GCTCATCCTTTGGTCTAGTATGA
AGGGAGTCTAATGTAGACATGGAGACCTGATAAGGTT

339 A_52_P681557 2.092

- TTAGATAATTTTGCAAGTATCTG
. |TTTTAGAGACTGACCGAAATAGGTGAGACCCTGCCTGT]

340 A_51_P430259 1700009P17Rik 2.089
ATTCAGAAATGTGGAACAGAGA
ATGCAGTGTTTTATGGTAACAATTATTCTGGAAATAAG

341 A_51 P451458 Mamdc2 2.089
GTCGCCCCATGGAGCCCCAGGA
TAAAGATCAGAACTGCGTTTAAGATGTTGGTGAAAAT

342 A_51 P342926 Omd 2.088
GGCTTTACTTCATAAGCTTAGAG
GATGCGAATAATCCTGCAGAAAATGGAGATGGCAAAA

343 A_55_P2026214 Gm5899 2.087

- CAGACCAGGCACAGAAAGCATAA
ACAGAAACGGAGCAAGTTAAAGGCTTGTTCTAATGGA
344 A_55_P2000280 Mthfd1l 2.086

ATGAAACCCACAGGACTGGGCAA




CACAGGCCTCTTGTCAATGATGGCAGTTACTGCAGGG

345 A_55_P2168014 Prmt7 2.086
- GCTGACTTCTGCTATGCTATCGA
. |cATCTGGGAGAACAGCAGAGGCTACTATTTCCAGGCC
346 A_51_P203653 4930417M19Rik 2.082
TTTCTCCCATGGAAACATTATAT
AAACGCAGACACGCTAAGGTTTAACAGCATCCACCAA
347 A_55_P2133360 Gm4608 2.082
- GCATTACTAAAATCCACCCGGAA
TGTGTCATATTGCTAGGCAGAATATATTTATGTAATGG
348 A 51 P121179 Fam132b 2.081
ATCACACAAAGCCCTAACAATG
, TTGTGACTTCAGTGGAGGAAGCACCAAGAGGAGCATT
349 A_55_P2096762 Arhgdig 2.080
GGCACGTGGCCTCTACGTGGTCA
TGGAAAAGCTTTCAGCCAAAAGTCACACCTTGTCAGAC
350 A_55_P2044982 Zfp74 2.080
ACCAGAGAATCCACACTCACTA
ATGAACGTGCCTACTTCACAGTTACCATCACAGATGTC
351 A_52_P286002 Obsl1 2.080
TTCTCGTGGATCGTCTACCCCA
AGAAATGTAAATGGAATAAGAGGTCAGCTGACCATCC
352 A_55_P2031636 Igfl 2.080
ACCTGCTTCCCCAGAAGGATACA
TCAGGGTCGGCTTGTGAAAAGCTGTTAAAACAACATC
353 A_55_P2028496 Hmgn2l6 2.080
CTTAATGTGAAATGTCAACTCTC
CAGCATCGCAGAGGCTGAGGAACAAGGGGAGCTGGC
354 A_52_P410685 Krt7 2.069
- AATCAAGGATGCTCATGCTAAGCA
GAAAATAAATGCAACACTTTCTGCCTTTGTTCATAAAG
355 A_51 P281593 Ppapdclb 2.068
AAATAAATGGCGCAACTAGAGG
TCAAGGAACAGAGGGCATTTGTCCTGGGCACTGGAGT
356 A_55_P1983558 Tmed1 2.067
CAATAAATTATGGTCAGAAAGTT
GGCATTTATTTCCTGTATCATAAACACTTGGTGACCTTT
357 A_55_P1962224 Afapll2 2.066
ATCAAGTGGTGAGTTAGAATT
CTAATTTCCAAGATGTCCCCAGAAAAACTGCAACGGCT
358 A_52_P132761 Stat6 2.065
- CTATGTTGACTTTCCACAACGC
TTGCTGGACCATCAAGGTATACATGCAAGGAAGACTC
359 A_51_P449995 c6 2.064
i CTGGACACCTCCCATTTCAAATT
CTGTCTGGACTGAGCCTCTGGCTTCTGAACTGGAACTT
360 A_51_P245275 H2afx 2.063
TTGCAGCTATTACAAGTTTACA
AGAGTTTTCTGGGACTTCCCGGGGAGACCTTTTATCCA
361 A_55_P2037702 Gm10638 2.062
- AAATAAATGAAGACCTCATCTC
) TGAACATCTTTTGCTTCCTGTAAAACCACCATGCTTGTT
362 A_51 P167292 Chi3I3 2.060
TCTTGCTCTCACAATAAATTC
ACTCAGACCTCGTCAGTGACCCATCTGCCCATTGAGAA
363 A_55_P1989524 Fndcl 2.059
CTTGAAGCCAAACACAAGGTAT
GATGACAGAAAGCTGCGAATAGGACACCAAAGGCACT
364 A_55_P1997696 Plbd1 2.055
CTTAGCTGTATTTTCCCATCTGT
CTCCAAGTGATTTTCTTTTCCCTAAACTTAACAGGTTTC
365 A_51_P475342 Chrnbl 2.053
AGCCTGAATCATCTGCCCCGG
ACTCCAGGCTGCAGGCTTCTCTTGACTCCAAGAACCTG
366 A_55_P1974441 Pdgfb 2.052
GAACAAGTGTGCAGGAGCCTTG
TCCTATGATCTGCCAGAAACGGATGCTTCAAGGTTACT
367 A_55_P2347073 Al662501 2.051
- CTGACCTTCGTTTAACTTCGAG
GGCCTTCACTCTGAGCCATCTGTCAGCTCTGCCAAGCT
368 A_55_P2344608 D7Wsu130e 2.048
- GAATTTTTAATAAAAGCCCATT
ATATATACATATATACATTGTAGTCGCGTTGCTGGACC
369 A_55_P1978241 Artn 2.048
- AGCCTGTGCTGAAACCAGTCCC
AGATCAAAATGCCAAGCCCTTTGTATAACGATGTTTAG
370 A_55_P1988058 Tyw3 2.046
GAATTTGAAGATAGCTACCACC
TCCTGCTAGATGGAACATAGATTCTTCATGTAAGCTGG
371 A_65_P06446 Tfre 2.043
AACTTTCACAGAATCAAAATGT
AATTTCAGTGGCTTCCACAAGACCTTGTACACCTAGAT
372 A_66_P128199 Fzd5 2.043
GCAGGACTCTGTGAAGGTCTTA
CCATGATGAACCGATGCCAGCTGGACTAGTTTAAACA
373 A_55_P2007708 Nanog 2.042

AAATAAAACACTAA ACCTT




AAAGAATGTAGCAAAGCATTTAGTGTCAAGTCCTATCT

374 A_55_P2148323 2810021J22Rik 2.041
CACTATCCATCAGAAAACTCAC
TAAATGGTGCCTTACCGTCACTCCAGTTTCAGGAACCA

375 A_51 P225793 Prrsl 2.039
GCCACATTTCTGGTGTGTATAT
CAGGGGTTGGTAAAGAAACTTGGAACTATTTGTGATA

376 A_55_P1979863 Syne2 2.039
TGTCAACTCAGATGTTTCTCATT
TGTGAGGTTTCAGACGAGTTCCTCTGTGGGCAGGTGC

377 A_55_P2029046 Fgd3 2.038
CATGCTTATCTGCATAAATAAAT
AGAAGAAAAGAAAAGCTCTCACCGATACATCTTCGAC

378 A_55_P2124331 LOC640017 2.035
CCTCCCAAGTACCTCAATTTCAA
GCATTCTCTTAACATAACAACTCACAACAAAACAAGTC

379 A_55_P2384593 Gpc6 2.031
AAGACAAAAAGAGAGAGAGGAT
TTTCAGGTTTTGTAACAGTTCAGTAGTTAAAAGCACTT

380 A_55_P2200029 Dleu2 2.030
GTGGGCTGGAGAGACACCTCGG
CGCAACTCTTCGAAATGCCATTCGTAATTTTGCTTCTGC

381 A_66_P132997 Cedc15 2.029
ACATAGACGGACTCCAAAACA
GTATCCTGTGTTCCGAGCTTTCCTGGAGTATCTATACA

382 A_52_P630632 Rcbtb2 2.029
CAGATAACATCAGCCTATCTCC
AGCTCAGGGAAGACTGGACAAGCCCAGAGTTCCTGTT

383 A_51_P227345 Dpepl 2.029
GTCCGTGCAGAACCACACCCTTT
ATGTATGGCACTTCAGACGAAATTGCTTTGTTCAGTGG

384 A_52_P152631 Tmem17 2.029

- AATCTCACCAAGTGTGACAACA
GCTCTCAGAAAAGAACCATTCATTGCATCCCCTCAGAA

385 A_52_P233305 Adamts12 2.028
AACAGTACAACTGAAGATCAAG
GCCACATAGCTCCACATGAACTCACAGAAGAACCAGG

386 A_51 P389636 Kennd 2.028

i CTAAGTACCCAAGGACCGAGCTC
TGAAGTGGAAGAATTGATACAAATATCAAAACATCAC
387 A_51_P332003 Astel 2.026
i CTGTTTATGCAAAGCAACTGCTC
GAACTGGCTTCAAACCTTCCCACAGGGCCCTTCAGCCC

388 A_55_P1966332 Plac9 2.026
CAAACCTGACTTGCTTGGAGAT
ACACTTCCTGACAAAGTGATTGTTACTGTGTACTTCATA

389 A_52_P586141 Adcy7 2.026
GATGACAGGTCAATGCTCCGA
TAACTCAGCAATTACGAATGTTTGCTTTCAAACATCCTT

390 A_52_P499299 2.025

- AAGAACAGGATGTCCTAACGA
GTCCTGCTTGAAATAACAAAAGAAAAAAGAAAAAATT
391 A_55_P2120308 Cacnala 2.023
- ACCACCATCACTGATTCCCTTGC
TAAAGGACAACCAAATTCTCAAGCCCCTCTGTTTTATG

392 A 51 P191782 olfmi3 2.022
CAGAACTCCAGATCCTGGGTAG
GTGGTTATAATGTCTTTTACTATTGTATTAATGGCTAGC

393 A_55_P1973941 Slc7a5 2.021
CTGTTACATTAGACTGGGGGG
CGACTTTGCAATGAAAAAGCTGAAGAGGCAAAGAAA

394 A_66_P140856 Gm4588 2.019

- GACAAATCCAGATCGGAGAGTGAG
GTCTTACTTGACTGGATGATGAAAGTTGGGTACCACAA

395 A_51 P198137 Ubxn8 2.018
ATCCCTATATAGACTTTCCACT
TACTCCTTAATCCTGCAGAGATTCAACCAGGAGCAATG

396 A_55_P2030771 Fnbpl 2.018
GGAATACTACCATACCCACATC
GAACAAGCCTTGGTTTACATTAGAATAACGTTATGATT

397 A_55_P1962429 Maf 2.015
ACAGTATTGAGCTCCACCCCCC
TGGGTGGGCAGTCAATGTATACATGTAAATTCAAAAG

398 A_55_P2378486 Kenmal 2.013

- TCCTGTGAGTGGAAGTATTTTTT
GCAGCCTTTGTAGATGCCAAATGAATCTCATCTCCTGT
399 A_55_P1960298 Tmem80 2.008
- TTTTCTTTTCCTAGCCCATTTT
GCGAACTCCAGCATGGACAAGCTGCTGCTGGGGCCCG

400 A_55_P1966104 117d 2.007

CCGACAGGCCTGCGGGGCGCTGA
. |cATATACAAGACGGGGCAATCCAAAACAGCATAATAT

401 A_55_P2383877 2810040C05Rik 2.007

AATTTTCTCCAACTACTTGAGAA
. |CTACCTCCTATGTTCTATAATTTATTTCCCCACTGGATCT
402 A_55 P2133220 | E130306D19Rik 2.007

TAATAAAGGGTTG GC




CCCTCTTGTCCTCTGAGGGTTTGTGTGTTCATGTGTATA

403 A_55_P2144456 Suv420h1 2.006
CATGTAATTAAAAAGAAAATA
ACACAGTCAAGACAAGCAATATTTGTCACGTGCAGCTT

404 A_51_P162116 Mblacl 2.006
TCTAGGAGGCAGCTTCCAAACA
GAGCCTTTATTACATCTCTGAAGACCC CTAAATG

405 A_51_P256945 Opa3 2.006
GAGACACACAGGCCCCAGGAT
ACACTGAAAATACTTCATGGGAAAGGATCCTCACTGTT

406 A_55_P2071970 Nav2 2.003

-~ GAAATATAAAGGGTTTAAATGG
ATGGTTAAACATTCATGACATAGGAATACAGACCACTG
407 A_55_P2110703 2.002
-~ ACCACCTGTGACCACCTAGCAC
., |CCCAGGGAACCTTGGCCTGACCAGGCTGGCTTGCTTG

408 A_55_P2111825 1700001CO2Rik 2.002
TAATAAAATCTTCAGCCACAACC
CCCCCCAGGTTGTACTGTAAAAGCTACAGCTAATTTGT

409 A_52_P560146 Gm22 2.001

-~ C CAAATATATTCCCACTA
GCAGCCAAGATCGGGGTAAAGGGATCATTTGAAGAAC
410 A_52_P593037 Acsl5 2.001

TGTGCAAAAACCAATGTGTAAAG




Table S2

a) Up regulated genes in d-treated MEF

Fold change
No ProbeName Gene Symbol Sequence [o] vs
[DMSO]
TGTGCTATTGAAGGGGATGGGGAC GCATA
1 A_51_P413376 Zfp4a2 488.161
CGGCAGAAAATCAGTTATTTTTAACTA
GGATCCTTGCTGTGCATTCTGATGTGAATACCAG
2 A_55_P2042297 Gm5250 155.015
GTTACTACTCTAAATAAAACATAAAA
TTCATTTACGGCTATCAAAGCATCAAGGTTCGGG
3 A_55_P2067947 Dppa5b 123.400
CTAAATGGTTGCTTCAGTCCATGGCT
CACTAATGTGCCTGATCTGTCACAGCATAAGTGT
4 A_55_P2003483 Gldc 122.181
CCTCCTTTCACTGTGCGGACTTTTTT
CTGCGCATTCTGATGTGAATCCCAAGGTTACCAC
5 A_55_P2028171 Dppa5a 94.802
TCTAAATAAAAAATAAAATTGAAGTG
CACAAAGGCCAGAGAAATGAAGTCCTGAGTGGT
6 A_51_P143712 Tdh 78.498
GGTGGCTATCTCTCGGGATCTGCAGCA
TGAGTACTTTCAAAGCTTGGTACGCAGCAGGTA
7 A_66_P114804 Gm7325 78.169
GTCAATAAACGAGGACAGTGTGTTGTT
TGTAGGATGATTTATTTCTTCCACGACCCTAA
8 A_52_P537571 Trapla 69.488
CCTGGTGTCTATACCAGTGAACCCT
CAGGGCTGTGTGGATTGTGCGACTGATTGTC
9 A_55_P1978571 Otx2 58.380
- - CTAGATGCACTACTTTATTTAAAAAA
. GAAGATATTCTAGCTGCCCTGGAGTTTCATAATG
10 A_55_P1971006 1190003J15Rik 55.346
GGAAGCTGTGACTTGGGTGTCAATAA
TACCCGAGGGTCTCAAGAACAGAGGGCTACCTT
11 A_51_P491635 Ly6g6e 54.093
GGGGAACCATAAAGAGTGTATTTAATA
CTGTCAACATCTCCTTCCTCATTGCCCTGTAAATA
12 A_55_P2137701 Gm13138 53.197
AAGCTGAATA AACAAGGTTAA
GTGTGGGA ATGTGGTTCTATTTTAGAGATA
13 A_55_P1960342 Tcll 52.202
CGGCTGGATTTAATAAAGCTTTGTAG
. CCCAAGATCAAAAGAGACACAAAAATAAGATCC
14 A_55_P2027127 Triml2 51.429
AGACTTTGTGAACACCACTTATGTAAT
GAAGAGACTGCAGGCTGACTGACTCAACAAGAT
15 A_55_P2101526 L1td1 46.675
TACATTGCTTTATTATTTACTATTACA
CCATCCAGGCCTAGCTGGCCAGGGACAAGGCAG
16 A_51_P508580 Tcf15 45.908
AAATTTTAGAAAACCAAAGACTATTTT
GGGGTCACATCTTGTATATAACCCTGCTCTTGTTA
17 A_55_P2071349 Trh 44,791
ATCTCAATGACAATAAAATATATCC
. TATCGAGGTCTTCATTTGCGGCTCTCAAAACAAC
18 A_55_P2084332 Pigp 43.066
AAGGTTCGGGCTAAATGGATGCTTCA
ACATTCTAACGGGAAAAAGGAGACAAGACCTTT
19 A_51_P137336 Cdh1 43.030
GAGAGTTTTCATTCAAAATGCAAATCT
AACGAAAAGCTAAAAACGTGTTTCAACCAGATCC
20 A_52_P633300 Morcl 42.882
- - AGAATATCTACATGGCTCAGTATGAG
CCATGATGAACCGATGCCAGCTGGACTAGTTTAA
21 A_55_P2007708 Nanog 42.247
ACAAAATAAAACACTAA ACCTT
TGCCCATCTATCCCTTAGATATTGGCAAATATATT
22 A_55_P1984655 Smtnl2 40.894
ATGATAAAAAGTGGCCCAAAGTTGA




GCCTAACCCCTCACCGACAGCTTGATGGAAAGG

23 A_51_P269084 Chchd10 36.728
AGAGGTTCCATGTGACTGGGAGTAAGG
ATGCAAAGACAGTGATTCTGCATATGGCCTGGA
24 A_51_P514449 Nr5a2 32.774
i AAGACAGGAAAGCCAGTCTCCTACAAA
TGACCTCACTGTCATAGGGGTCATATGCTTACTG
25 A_51 P245533 Tex19.1 31.948
TCTTAGGGTCAAGATACCTGATTTTA
AAGTATTGAGTATTCCCAACGAGAAGAGTATGA
26 A_51_P202340 Pou5f1 31.537
GGCTACAGGACACCTTTCCCAGGGGGG
AAGGGTGTACCTGAGTCTTTCTGGCCATTGCCTG
27 A_66_P136102 Lefty2 31.310
GCAGCTTTGCCCATGTCATTTATTGT
GTACCTGAAATAAAGCATATTTTGCACTTGTAAA
28 A_52_P175376 Tefep2ll 31.184
TGAAAAATCTGTATGTGGGCTCTGTG
AAGGATAGGCCCAGGAGTAATGGAGTCCAAAGA
29 A_65_P16753 Bex1 29.812
- TCAAGGCGTGAAAAATCTCAACATGGA
CCAATGCTAAGAAGTACGAGGCAGTGCCAGCCG
30 A_55_P2065549 Dppa4 28.775
ATGCTTCGTCCTCATCAGAAGTCAAAG
AAGCCAGGCCGTGTTTGAGCTGAAGAATCTGGA
31 A_55_P2150029 27.322
- ATCTTCCAAACATACCGAGGTCTTAAT
GCGCCAACTGTCACCCAATGTTCGTCCTTAAGAG
32 A_52_P488501 Gtsfil 26.557
TTTTGTTCCCCAAAAACTTGTTTGTG
ATGAAAGTCTTTCCTAGAACCAGGGCAGATTTCT
33 A_51_P496720 Dnmt3| 26.057
TCCTAAGGTCTCTTCCCTCCACAGTT
CCTCTTTTTGGTGTTGGTTAAAAGGGAACACAAG
34 A_51_P494125 Alpl 25.370
ACATTTAAATAAAACATCCCAAATAT
TGGAGTGAGATGGGGAGAAAGATGCCCTTTTGC
35 A_51_P376445 Rhox5 25.214
GACACCGAGATTTTGATTTGATCACAT
. |TCACATCAGGCAGGTGAGCCAAGCCATATTTGA
36 A_66_P137775 A830035A12Rik 23.447
GCTGAAGAATCTGGAATCTTCCTAAGA
GGATGGCAGAGTGGTGTCCGAGACTAATGACAC
37 A_51 P324814 Krt18 23.403
i CAGAGTTCTGAGGCACTGAGGCAGAGA
CTGTACAGACTGAGAGGCCAGTTGATCTGCTCTG
38 A 51 P368823 Grb7 23.275
TTTTATACCAGTAACAATAAAGATTA
CTTTCATGCAAATCTGAAGTGCTCATTATACTGG
39 A_51 P354706 Leftyl 22.788
GAGAGCTGGGGATTCTAACTCCCTAA
, TGTGACACTCACAAATCTGTCCATGGTGGACTCA
40 A_55_P2146254 Ifitm1 21.932
ATAAAGTGCACGTGCTGTGACTTTCT
) CTGTGCACCACTGAACTTACAGTAAAGAAAGTTT
41 A_55_P2011877 Eif2s3y 21.524
TTCTTATGTTTGAAGGATTGTTACTC
TTTTTACTCGGCCTATAATTCTTTTGTTAGCAGAA
42 A_55_P2031021 Bex1 20.487
- TTTATCAATTGCATGGGAAGATCCG
AGATCAAGTATTGAGTATTCCCAACGAGAAAAGT
43 A_55_P2129498 Gm5712 20.487
- ATGAGGCTTTCCGGGGATGCCTTTCG
GTCGGGAAAGTTTAGTCGTCTGATCCCACGTTTT
44 A_55_P1983488 Lsr 20.401
i GTTATGTAGCTTTTATACTTTTTTAA
TGATGCTCACAGTGAATCCCTAATGTTACCCCTC
45 A_55_P2183147 Tdgfl 19.822
AAAACACTAACTAGGCCTTAGCTCTG
ATGTGACACTCACAAATCTGTCCATGGTGGACTC
46 A_55_P2087265 Gm7676 19.678
- AATAAAGTGCACGTGCTGTGAAAAAA
TGGCAATCAAATGTCCATTGTTTATAAGCTGAGA
47 A_52_P307739 Sox2 19.630

ATTTGCCAATA CGAGGAAAGG




TTTCCGCCCCGGAGAAGCCTCTGCAACTCCTGGG

48 A_55_P1988368 Uppl 19.213
CAATAAATCTATTTTTTCATAACACA
. |TGGAGAGAAGGCCATTAATGACGCCCTAAAGAA
49 A_52_P270429 2200001115Rik 18.750
AGCCCAAGAATCAGGAGACAGGGTGGT
TAGCTGACCTCTTTGTGACTTGAAGGTTCCCGTTT
50 A_55_P1966749 Cyp2sl 18.626
TGCAATAAAAGTTTGTTTCTGGCCC
) AGAACCCGTGCATAAAGTTGGTGTGTTCTTGGAC
51 A_52_P648715 Triml1 18.592
TATGACTCTGGACACATAGCCTTCTA
TCTGGCTGGCGGCCGTCCATTTATGTCTTCCCCAC
52 A_55_P2015375 Tuba3a 18.349
CATTGGAAATAAAGGATATATTATT
ATGTTGAACTAAAGCCACACGGACAACAGATAC
53 A_66_P118600 Lamal 17.736
- CTCTATTAAATGGTTTAAAACGTCAGT
ATAAGAACAAGATCTTGACTAAGAGCCTCGAAG
54 A_66_P101192 Dppa4 17.493
GATAAAGGACAGATCTCTTGTTTGAGC
TTGGAAACTAACCAAGCCACACTGTGTACTGGGA|
55 A_52_P472302 Fxyd6 17.170
CTGCTGATCTCTGTCTTGTGATCTAT
AAGCAGATCACCAAAGGGGACTTTGTGACAGAG
56 A_51_P109144 Grtpl 16.755
TGTCACGCATTCATGCAGAAAATCTTT
CCTATTAGATTTTCTTTATAGATGTGGTGAGTCTT
57 A_55_P1998601 Slc17a9 16.526
GCCAGAGCCTTATTTAAGTGAAAAC
GTTTGTGATGTACTGTTGTAATATTTCTGGTGTCA
58 A_51 P237668 Bex2 16.267
i CTTGTTTCCCCATGGGGCTCCAACT
AAGATACAGGCCTCTGTGGCTACCAACCCCATCA
59 A_51 P171999 Apoe 16.066
TCACCCCAGTGGCCCAGGAGAATCAA
CTGGGTAATGCCATATCCCTCAACTCACTTCATG
60 A_55_P2071691 Kank3 16.053
AAACATCCTAATAAAAGTATTTCTAC
, GCAGTCACCAGCGTGCCACAAGCCCTCAAGCTTC
61 A_55_P1960291 Tip3 15.674
TGACCACTTAATAAATCTTTAAAAAA
TTACACACTGCCTTTGTCCTGTGCCTAAATTGGTC
62 A_55_P2078960 Tdh 15.644
CAAGCACAAAGGCCAGAGAAATGAA
AGACTGGAGATGCCCCCTTCCAATCTAGGCATCT
63 A_51_P417074 Arhgap8 15.404
GTGTACCTGTTTGTCTTATGAACTTA
CACCAGGTTCACCCACTCTCAGCTGCGTGATCTG
64 A_51 P346132 Rhox9 15.227
GAGCGCCTTTTCCAAGAGAATCGCTT
TGAGGATTGGCTGCTGGGATGGAAGTCAGCCAA
65 A_51_P202050 Dtx1 15.136
i GCTTTAAAGGGACGCCAGCAATTGCTC
GGGGAAGGGGCGTTTACGTTTGTTTATACTTAAA
66 A_55_P2001628 Rpsdy2 14.705
AGTTTTTTAAGCAGCATGTTGAATTA
CATGATTTAAAAGAAGATATTCTGCAGATCAGAT
67 A_55_P2169415 Cen 14.469
ATTTTCTCCCAATCCAGCCTTGGTTT
CCATCCAAACCCAATTCAGTTGTATTTTCTAAAAT
68 A_66_P128079 Gm5604 14.005
AAAGCCTCAGCTGGCTCTGTCAACT
CTGTCTATTTTTAACTAACTCCATATGCTGCCAGT
69 A_55_P2174601 LOC100047292 13.962
- ATCAACTTCATGACATTTGCCAAAA
GTCCTACTGTTTACACTCACAGTTAATGTTCATAC
70 A_55_P2129920 Chd7 13.903
CTAGTTTTATAAGCTGTTCTGTAAC
CGATGAAAGCATCTCCTTTTTCTAACCAATAAAGT
71 A_55_P1953341 Wfdc2 13.226
GATCGCTTTCAGCAATGGAGAAGCT
CAACCCCTGGAGAAACACCTGCTATTTCAACTCC
72 A_51_P244950 Dpys 13.213

CCAAGATCCTTTAGGAAAAATCATTG




ATTTTTCAGAGTGACCTTCAGAGGGCAGCAGCCA

73 A_51_P359603 ltgh7 13.198
TTCCCACCACACGAAGGGCTGGTCCT
AATCAGAAGTGGCTCCAAGTGGAGTGAGCAGTC
74 A_55_P1983733 Aldh1i1 13.171
ATGTCCCCCATGAATAAAAATTGTGAG
. | AACCACCTTTCTCCATAAAATTCTCTAGTCTTCCTT
75 A_51 P255657 2210011C24Rik 13.162
GGAAACCCTGCAAAACCTATGAGT
CGATGAATACTTCATTGTCAGACTGGACATTTAC
76 A 51 P183894 Fbxo15 12.973
CTCAGTGTAGCAAAATTACAACAATG
CGGCCGTCCATTTATGTCTTCCCCACCATTGGAA
77 A_55_P1979126 Tuba3a 12.669
ATAAAGGATATATTATTAAAATTTCT
AAGGGAGCCTTGGGGCTGGAAGGAGTGACAAA
78 A_55_P2032543 Cblc 12.273
GCAGAAATAAATTGAATCCTGATCTTTC
CTTTGCTACCCGCCTCTCCAACATCTTCATGATCT
79 A_66_P112024 Gm6816 12.077
- GGAAGGGCAAAAAGCCGTGGATCTC
 |GGAGTTAAAGTGATGTGTTACCTGAAGAAAGCC
80 A_55_P2174582 1190003J15Rik 11.630
ATCTATCTGCCTGTTTCTTTCCCAGAC
CCGAGAGCTGTTAATGGAGTCTTCCCTGCATTTG
81 A_55_P2092661 Nup210 11.325
TTTAATAAAGTTCTGTGTAGTTTCTT
TCTGTGTGCTCATAGGGTAATGCTCATGGCCCCT
82 A_55_P2090070 Myh14 11.160
CATGCTCCAGACACTAAAGAAATAAA
CATGCTGTTTAAAATTAGCCTGCAAATATTTTCAG
83 A_55_P2096917 Mreg 11.056
TCACTTCTGTGGGCTATTAGAAGAT
GTTGATGGTTTATTTTAAAAGATGCACTTTGAGT
84 A_55_P2151609 Sorll 10.934
TGCAATATGTTATTTTTATATGGGCC
ACCCCACAAGCCTTGGAATTATTCCTGAACTACTC
85 A_55_P2007703 Nanogpd 10.775
TGTGACTCCACCAGGTGAAATATGA
CCACACCTGTGGCTGTTCCCACATCCCTTTGAGTA
86 A_52_P138806 Digap3 10.726
TCCCAGGAAAAATAAAACCGCAGAA
TAATGACTACAGAGCCTCAGATCTGAGAATTGG
87 A_51_P282144 Adam23 10.532
GATGGGGTACAAGACAAAGGTCCCTTT
GGCTTGTTTGATGTTTGCACTAGGAGCTCCTGAT
88 A_55_P2086835 Gm5514 10.384
- CAAATAAAGTTAGCAATTGCAAAAAA
CATGCCCTGGGATTATCTCCCATCCAGTCCCATGT
89 A_55_P1954302 Esrrb 10.299
ATCTGAAATCTAATAAATAAGGAAA
CTCTGCTTTACCTTCTTAAGCCACCTAATTGTTGG
90 A_51 P103222 Slc39a4 10.274
CCCCACTACGGGTAGCCAGAGGCTT
. |TTCTTTGCCAAGTGTTTCTTTCTGTGGTGTTCAGT
91 A_55_P2404484 1700001LO5Rik 10.226
TTTGCCTCAGGCCTACAGCCATAAG
, AAAGGATTTACAAACCAAACCACCCAACAGGAA
92 A_55_P1962334 Trim71 10.157
- GTGTAGGACACAGTATATGTCTTTTTT
CAGCCACCAGAGTGCCGCCTTCAGAAAACTTTAT
93 A_55_P1985351 Slc35f2 10.111
GTAAATTGTTTTTGTATAAGAATAAT
AGGCTTGTTTGATGTTTGCACTAGGAGCTCCTGA
94 A_55_P1954006 Ldhb 10.103
TCAAATAAAGTTAGCAATTGCAGCAT
TCCACGTAATGTGCCAGGTCCCTCTTCATCACAG
95 A_55_P1975370 Apocl 9.961
ACCAATAAAAAACGTGTAGAAGGCAA
GGGCTCTAAGTCTGGGGTAGGTTCTGGGCCTTC
9% A_51_P486810 Gpx2 9.928
ACAGAATGATGGCATCTTCCTAAACCC
, AACCGGGAGTACAACTTGTGCTGTTTAAAAAGA
97 A_66_P124011 Spint2 9.862

GAGCAACTGCTTGCGTCTGAGATCATT




GCAGGCGTCTGTCTATGGGAGAAGGTATATTAA

98 A_55_P2036086 Gm3761 9.781
- TAATAAAGCGTGCATTCATAGAAAAAA
TCTAGCAGGAGGAAGAGGGCTCTCGAATGCATG
99 A_55_P2076085 9.755
- GATGGATTGTGCATCTCATCTGAATAA
GCAATGGTGTGGATAACTTGGCCCTGGAACCTTA
100 A_52_P817257 Gm5480 9.752
ATGCTAACTTGCCCTTGGCATGGGTC
GGGACGAATGGGCCACCATGCCTTGTGGGAGCC
101 A_55_P1989921 EmlI2 9.695
ATTGGTGTTTGGTTTGGGGTATTTTTT
CAAGTGAGGCCTGTGCAGCTACAGCGGATTCCT
102 A_51 P103397 vwf 9.694
ACTGATACCCATGCTATGACCTGGCTA
ACCAAGCTGCAGAACAAGGAGCACGTGATCGAG
103 A_55_P2027995 Rpl10l 9.689
GCCCTACGCCGAGCCAAATTCAAGTTC
TCTGTTAGACCAAGAAGGGAACCGCAGGCACAG
104 A_55_P2143219 Rasgrp2 9.435
CAGCCTCATCGACATCGAGAGTGTGTG
ATTTTGCTGAGGGTTGGGGGGAACTGAAGGACC
105 A_55_P1965233 Sh3tcl 9.399
AAACAGTAGTAAATATTTTTCAGCAAC
TGAGGGTAGGGGGTGGGTGTGGTAAAGGAGGG
106 A_55_P2180744 Clstn3 9.352
CCGCACCCTAGGGTTTTCAAATAAAACA
AAATGGTATCTTTATGAGGATGGTAAATTTTAGT
107 A_52_P23225 Gpc3 9.133
GGTAGGATAGATTGTCTTTTTGCAAA
 |cCCCCTTTTGTTCTAGTCAACAACTCCTTCACTAA
108 A_55_P2037081 2610305D13Rik 9.128
TGTATTGTAAATAAAGCTGAATGAT
AGGAAGCTCTCCAGGCTCTGTTTGTTAGTGCATG
109 A_55_P1999511 Aurke 9.059
TGGATTGCTTGTTTTCTCTTTTATGA
GCTCTGCATTACAGCGTGTCTCATGGGAATCTCG
110 A_55_P2173188 Kank3 9.043
CCATTTCCAGCCTGCTACTGGATACA
, ATAGAAGGACCTGCTTATCCAAGAGCTGGAGAA
111 A_51 P341108 Spintl 8.863
AGTTGGTGTTTTGTGTCTTGTTCAAAG
_ |CGTATTTCTTCTGGAATCGGCCTGGATTTTCAGAT
112 A_51 P231946 1700029P11Rik 8.705
TGCCTGCCCCGCTATGTTTCTTTTA
GCTGGAGTGGAGTTTGAGGAAGAATTTCTTGAG
113 A 51 P112223 Gstad 8.637
i ACAAGGGAACAGTATGAGAAGATGCAA
ACTAAGGGTGGCGAGGCACCCATGTTCCCAGAA
114 A_55_P2140903 Vax20s2 8.563
i GTAATTCCAAATAAACTCCTTTGTTCA
GGATATGAAATAATGCTCTGTATTTCTTGTGAAA
115 A_55_P1988384 Slc7a3 8.474
TGATGGCTATGTCTTTGCTGTTTCTC
CTGCACCTCCAAGACCAAGTCAAAGACCAAAGCC
116 A_66_P107379 Mdk 8.464
AAGAAAGGAAAAGGAAAGGACTAAGT
GTTTCTCATGATGCACCCCTGGTACATACCTTCCT
117 A_55_P2143233 Rasgrp2 8.276
CTCAGCTGGCTTCGAAACTGCTCCA
CTAGAAGGCCACATGTTCTGTTGGGGGTAAAATT
118 A_55_P2199118 Bend4 8.254
GCACAATAAATGTCAAGTTACCTGTT
CTGCTTCCCAGCCTTTCCGCACGACAATCTGAAG
119 A_52_P338956 Aspg 8.175
GTCTTTGTTGAGAAGAATGTCAATAA
GCTGTTAGTTTTCTGTGTCAGCTAATGGTTTGAA
120 A_55_P2024366 Raver2 8.158
- ATGCTTTTCAAGATGCAAGCTTAATA
CTAAAGTCTGAAGTCTTAAATTGTTCAAGGCAAT
121 A_55_P2123496 8.154
- CGCTTAACTGTCAACCCTTATGTAAT
TCCAGCTGGCGACTATGAGATCCAGACCTCTTCA
122 A_52_P236448 Ngfr 8.066

TGTTCCCTGACACTTCCCCTTTGCAT




CCCCAAGTGCTGCTGGTTCTTTGAAGGTCTAAGG

123 A_51_P125842 Tmem51 8.015
-~ CCTGATGACCTTCAGCGTGCGACACA
CTTCACATGGCTTCTGCATGTACAGTATTTGGGC
124 A_55_P2143251 7.852
-~ AAAAAACAAAAAATAAAGTCCATTTG
ATGCTTGACACCCATGGCTGAAATGCTATGTATG
125 A_55_P1968340 Plekhh1 7.702
GTCAATAAAACTGTCAGTGAACC
TTCGTGATTTCTGTATGTGGCCTTGGCACATGCT
126 A_55_P2123502 Jam2 7.606
-~ ATGCTCAGAGGAAAGGCTACTTTTCA
TCCAGCCCTGACTCGTGCTCCTTATGCTCTGAGTA|
127 A_55_P2070992 Aldoc 7.473
CATAGCAAATAAATGAGAGCAAAAC
CCTGACCACTTGGGTGCGCTGAAGAGGCTGCTG
128 A_55_P2019054 Acacb 7.466
AAAGAGCTGCAAAATAAACTA T
TGGTTTCTGCTGACGACTTTGGCAAAGTGCACCT
129 A_55_P2071811 EmI2 7.459
GTTCAGCTACCCCTGCTGTCAGCCGA
CTCTTTCCTTTACAAGGGCCAACAATGCTCCAAAC
130 A_51_PA472249 Slc7a7 7.384
TTGTCTCCTTCAGAGGAACACAAAA
GTGCTTACACATTTCAGACCCTTTAGGCAAACCC
131 A_52_P354744 Slc2a3 7.355
TTGCATAGAGTGGTAGAGCCATATCT
GAAGCAGCTGATTGGAGAGTAAAGA
132 A_55_P2002572 Ephx2 7.276
CATTCAATAAAGCTAAACCTCAGGGC
. CTCCTCTCAGGAGGTGAAGATGCACTGTAAACCA
133 A_55_P2026982 2610019F03Rik 7.266
GAAAGATTAATTACAAATGATTTTTT
GGGCTAACTGTGTGCCTACTGAACCTGGCAAATA
134 A_55_P2097340 Camkv 7.168
AACGTCACCCTGCAAAGCCTCTGGCC
AATCTTATGTCTCTGTGTGTTCTGTCCTGGTGCCT
135 A_55_P2155504 Lck 7.105
AGCACACACCAGGAGCTCAATAAAA
CTCCTGTGACGTACAGTGTGTTGTTGGTGCAACA
136 A_55_P1954718 Cyb561 7.092
GAGGAATCAATAAATGTCTACAGCTG
AGGCATGCTGATATTG TTATAGTTCTGTAAC
137 A_51_P273538 Syce2 7.088
CCAACACAAAGCCACCAATGCTCTT
AACCTGCGGAGCCACACACGTGCACCTTTCTACT
138 A_55_P1955998 Nirpla 7.070
GGACCAGAGATTATTCGGCGGGAATC
. AGCTCAGTCCCCTTGTCTGTCCTCCACTTTCTTGA
139 A_55_P2067722 2310057J16Rik 7.049
ATAAAATAACTGAAAAGAGAAGCTG
AAATCTGATTTCAGCCTGAGTTCCCAGTGAAGTG
140 A_51_P510418 Aldhlbl 7.045
TTACAAGAAGTGTCAACCAATAAAGT
. TGTGTGTGGGCGTGAGCGGGTGTGTACGTACCA
141 A_55_P1963002 Ppfiad 7.034
ATAAACATCCTGGTTTTAAGACAATGT
AACCTTATATTTAAGGGGAGGGACCTTAGTTTGG
142 A_55_P1968231 Rbpms 6.999
AGGTAACCATTGCCTCAAGAGGAGCA
CTGTGCTTTAGTGAGTTCATTCAGCAGTTCAGTA
143 A_55_P1969392 Rpl39I 6.974
ATAAATATGTGAAACC GTTTCG
CTATCAGGATAGTGATAAGAACGTCATTCTCCGA
144 A_66_P107818 Gdf3 6.948
CATTATGAAGACATGGTAGTCGATGA
CTCAGAGTTCTTCCAAAGTGGGACCCCCTCAAGA
145 A_51_P282837 Stl4 6.925
-~ GTTGGAGAGAGAACTTGCGTGCTAGC
CTTTCTTGGGAACGGGCTTTCCTTTCAGTCAAGTC
146 A_55_P2037608 Acp5 6.773
TTACTGTCACTGCTATTCAATAAAA
. GAAAGAAGCGGGGTGGGGAATCTATTTTTTCTCT]
147 A_55_P1957049 Bail 6.761

CCTTTTCTTTTCTTCAATAAAAAGAA




TGTCCCTGGGGATCAAACAGAAGCAGCCGTGGG

148 A_55_P1971244 Ndufa4l2 6.674
CAAAATACAATTTCATTTAACAAATTG
TCATGTACAATAAAGCCTGAAACACACTTGAAAC
149 A_55_P2102060 Gstm3 6.642
- ACAATAAACACTGAACACTTGCTGTG
TGTCCACCTGTTGGAAGGTTCTGTCTGACAAAGT
150 A_55_P1998943 Oasla 6.595
- CTGATCAACAATAAACCACAGCAGGT
CCCACGTTTGAAACCATTATTTGAATGAATGGAT
151 A_52_P379277 Enpp3 6.537
GTATAAAGCCATTTGACAAAATGGGG
CCCTTCTGCAATGAAGCCTTTATACTTGAAAATTA
152 A_55_P2127934 Palm3 6.463
AATGTTAAGGCACTCTGGCTTTAAG
ACAACGTCCTGTACAGACTGACCATGACGCTGAC
153 A 51 P148612 Cox7al 6.428
i TCTGGGGGGCACTGCCTACTGCTTAT
TATGGGAGCAACCAGTGCCCTCAGCCTCCAAACA
154 A_55_P2259125 LOC100303645 6.415
TGAATAATAAAGTCTTGTTCTCTTGA
CCTTTGAGCCAGGGATTTGGAATCCTTACTTCTG
155 A_55_P2097828 Gmfg 6.414
AAGGCTCAGATTGATAGGATATGAAC
GTGCAAAGATGACAGATGCCCAGAGTTTACCTTT
156 A_55_P2130535 Dnmt3b 6.291
CTGGTTGATTAAAGTTGTATTTCTCT
CTACCCTGCGTGGCATTGTCGCTGCAGCCAACTT
157 A_55_P2052281 Rnf208 6.261
TGCCATTAAAACTCTTTGCCAAAGTT
CTTACTGCCCCGTGCTCTAAATCTTTGAATATGTG
158 A_55_P2428968 Lrrc2 6.241
- TTACCTCTTATTGGAATTGCGGCTT
GCACACAGGAAATGTTTGCTATTGATGAAGTGT
159 A_66_P131110 Zfpa73 6.219
GGATGAGTGTCTAACTATCTAGTACAA
CTTCTACCTGTTTCCTATGGGTTCCTTAGTGACTT
160 A_51_P486681 Ap3b2 6.138
CCTAGGGGAAGACAGAAGCTGCTCC
CCCGATCCATAATTGTACTTCACAGGTATATAGA
161 A_51_P273609 Itpka 6.125
CTTCCTGGTCTAACTCCTGCACTACA
CACTGAGACTCTTTGTGACTGAGGGTGGTCAAAC
162 A_52_P648601 Dusp9 6.022
TGCCACCGGAGGAGATAGGGTCTCAG
ACCTGCAAGGACTCCCTCCTCCAGGCCTTGAAGG
163 A_51 P438821 Pycard 6.011
AAATACATCCCTACTTGGTGATGGAC
GCCTAGAGTCCAGGCCCCGATCATCAAAGATGTC
164 A_55_P2170847 Fbx027 6.001
TATATTGTATAATATTTAAAGTTATT
ATAGAAGGGTTTCTGGAATACATTCCCAGCCCAA
165 A_55_P2044439 Mfng 5.842
GACCCCATCTTCCTACTATGAATGTG
CCACTGTTCCCCAATCAGCCTCAAACTTCTACTGT
166 A_55_P1968178 Smagp 5.765
TTTTATCCTAATTAAACTTATGAAA
CTGTCCTGAGAAGCATGTCATGTTACCATATCAT
167 A_55_P1974019 Dapk1l 5.737
CTGTACATATATATATGCACTATGTA
GGGCGGTGTGGCAGGCGCACACTGTATGTACCT
168 A_55_P2075966 Spnb4 5.701
ATAATAAACCCTTTGGCTTTGACAGTC
CAGGAGCCACTGGAGCGTGTCCCATCTGTAACTC
169 A_55_P2088385 Tnntl 5.696
AAAATAAAGTGCCCCCAGGCATCTGC
AACAAGAGTATCTATGATGTGTGGGTCAGCCATC
170 A_55_P1973578 Foxh1 5.647
CTAGGGACCTGGCAGCTCCTGCCCCA
ATGGTGCTGTTGTAGGTGCTGTGGATGCACAGG
171 A_51_P338443 Angptl4 5.594
TGCTAACTGTGGTTCCCAGGCACAGCT
CTGGCCTCTGCAGGCTCTGTACTAATGTTCCCTCA
172 A_55_P2052485 Ushbp1 5.562

CACATGTAATTAGACAAAGTAACTT




AGAGTGTTTCCTGGTCGATTTTGCCAAGTATATT

173 A_51 P312949 Tdrd12 5.555
CCAGTAAAATCTAAAAACATCCGAGT
ACCATTCCGTGTTAATATTTTTTATACCATATTTTC
174 A_52_P350786 Phlda2 5.518
ATTCCAAATAAACAATGTCACTTT
TTTTATGAACTGTCATGTGCCACCTGAGCCTCCA
175 A_55_P1973447 Ybx2 5.494
GTAAAAACAAAAGCAGGCTTTCTTGT
TTATTAGATTATAAACGAGCCATTTGGTTCTCCCT
176 A_52_P633560 Nodal 5.478
GCCTCAAGCTGTGGTAGGGAAGACC
, GGAGAAGGCCCAAGAGTCTGGAAGGAGCAGAG
177 A_55_P2055324 Spint1 5.461
CAGCCTTGAGCCAGGAGTACTGTATATA
TATCAAGGTGATTCTTGAATCCCCCCAATGTACA
178 A_55_P2008722 Gm13157 5.419
- CCTTACAAAACTAATCACAGCTCTCT
) AACGAACGGATGGGAACAAGAGAGACGGGAGA
179 A_51_P487918 Rinl 5.409
TGCTGGGCTACTCCAGGAAAGCTTCTCC
ATGTGTACTTCCCGCAGATCAGCAGTGTCAAGGA
180 A_51_P270733 Syngrl 5.404
CCGCAAGAAGGCCGTGCTCTCTGACA
TTGGTTTCATGACAGAGACTATTAATACTTTGGG
181 A_51_P241769 Rhd 5.392
ATGAATACACCTCATTAAAGTTCTGG
AGGAGGAGGCAGCTCTGGTGCTCTGAGCATCTT
182 A_55_P2144341 Gm7029 5.388
- CATAGACCACCTGTCCTTGCTACTGAG
TGGACAGGAACACCCATTTCAGCCTGGCTCAGCC
183 A_55_P2047461 Fchol 5.355
AACTCCTCCGTCCACAAGCAGGCCCT
AGTACTGTACGGATGTTCTGGAACCACACATGGT
184 A_52_P562676 Sult4al 5.353
AATCTCTGCTTGCCTGCATCTTTAAT
AACCCCTCATGTGCCTGTCTATAGGTAGCAAGCA
185 A 51 P451588 Plekhb1 5.335
ATCTCTCCATTTGATCCTGTTCCAAA
CCATGGGTTTATGCTCACTATCATATCACATTGCC
186 A_55_P2015687 D14Ertd668e 5.329
AATATTTAGCACACTTAATAAATGC
CGTACAACAAGGAATACAAAAACCTTGACACCG
187 A_51_P280893 Pla2glb 5.316
GGAAATTCTGTTAGCCTGTCACCTCAC
TTAGTCACAGCTGTCTGCTCTTTCTCTTAGTGCCA
188 A_55_P1995243 Cobl 5.281
CAAATAAATGCAAATCCAATGCTGT
TGCGTGGCATTGTCGCTGCAGCCAACTTTGCCAT
189 A_55_P2035812 Rnf208 5.276
TAAAACTCTTTGCCAAAGTTAAAAAA
GCCTCAGTGTTTGGAGGGCCCCAAAGAATTCCC
190 A_55_P2047335 Capn5 5.246
GTCTTGTGGGGGAGTTTTCTTGCCTAA
AGAAGCCTAGCCTTTTTTGTACAACCCTGACTCG
191 A_51 P246317 Mt2 5.208
i TTCTCCACAACTTTTTCTATAAAGCA
, TTCCTTCCCTTCTCTTCCCTGGGAAAATAAAGACT
192 A_55_P2074371 Lin28a 5.206
- TATTGGTACTCCAGAGTTGGTACTG
GCTGAAGATGACAATGTAATAGTCTGAGAAACA
193 A 51 P412914 Efs 5.201
CCAGAGAGCTTCTCCCCTCACAAGTCA
TGACTTCTGGGGTTGCCTGCTGCTAACCAGGAGC
194 A_55_P2080880 Clenkb 5.199
TTCTGAGAAAAATAAAACTGATGTCT
CCCTCTTTTGTTCTCCCCACCCTGATACTTGTTATT
195 A_55_P1971897 Mdk 5.146
AAGAAATGAATAAAATAAACTCAC
AGATCTCCGAGATGAACCGCAACATCAACCGCCT
196 A_55_P2128501 Krts 5.131
- GCAGGCGGAGATTGAAGCCCTCAAAG
) ATCTCTGATACTAGGCATAGACTTAAGAAGCAGG
197 A_51_P208145 Si 5.127

GCTCAGTTTCCCAAATGCCACATGGT




AAGAGGAAATCCAGAAACTCTATGAGACTTCGA

198 A_55_P2019694 1700061G19Rik 5.096
CCTCCTAGGAACCCCATTCACCCTAAT
CCTGTCTACCTGTGTGTTCTCTGACTACCGCACTG
199 A_55_P2048119 Slc29a4 5.050
GCCATTAAATATGGCAGAGACTGCC
GGGGGAGCATGTTGGAGTAACAAGTCCTGATAT
200 A_51 P155755 PId6 5.050
CCCCTTCTTGGGCCACCCTTAGCCTCT
GAATTCATACAGGAAAGAAACCTTACAAATGCA
201 A_55_P2125963 5.026
- GTGAATGTGGGAAATGCTTTACTGACA
CCTGTCCACCTGTTGGGAGGTTCTGTCCAATGTC
202 A_51 P154842 Oas1f 5.020
TGATGCACAATAATAAATCACAGAGA
GTGTGCTTCGAGTATCTACTAATCAGAATTCTTCT
203 A_55_P2064538 Gm13154 5.016
- CAAATGCTTGTTTGTCATTATAGGA
ACGCTTGCCTGGCCAGGATGCTCAAGGAACTTAA
204 A_55_P2076462 Lnx1 4.966
- AGGGAGAATTACTCTGACCATTGCTT
| CAAAGATGCTCTTGAAGTAGTCCTCATTAACACA
205 A_51_P498772 1700019D03Rik 4.951
GCTTGCCTTCACCTGCCAAAGCTCTT
TGTCAGCTGTGTCCTGTGGGGGCGTGTGTGTAA
206 A_55_P1976734 Cacna2d2 4.927
CTGTAGTGTAGTCAGGTGCTCAACGGA
) CAGAAACCCACAAATGTCTCCAAAACCACCATAA
207 A_55_P2015541 Hif3a 4.907
AGACCTCTCCTTGTTAGGCACCAGAG
GGTGATGCTTGTTCTCAGTATTCCTTTATTGTCAG
208 A_55_P2091551 Arhgap9 4.906
GAAACTGTGTCATTATTAAAGTTTG
TTTGTCACATATCAACCTACTGCAGACCAGCAGA
209 A_55_P2097448 Rbpms 4.902
GGGAGCTCCCGTGTTGAATTTATTAG
) AAATGTTGCATGCCGGCGTGGAAGACAAAACCA
210 A_51_P107020 Kif5a 4.833
AACCGCACAAATCCCAGTGTGTATTTA
GTACACACATACAAGCACAGCTTGTTTACCAGTT
211 A_55_P2088018 Fhod3 4.809
GTGGATTTTAGATGTACTAAATGTTT
CTCTCCTGCTCCTCAAAAAGGAGCTATGTATTATT
212 A_51 P350332 Rbpms 4.808
ATGTTGACCTCAGAATTCCCAGCTG
o TTGCCTCTATCCCTGGGCCCCTCAGGAAAGGAGT
213 A_51 P145520 Sigirr 4.727
GTGGCCCCAGGGTGTCACAAAATAAA
CTGTGTGCAGATAACATTGTAAAGCGGTATTTAA
214 A_55_P2148688 4.720
- TTAAAAATCCAAGCAGTTCTTGCAGA
TTTGGCCTCTTTGGGATCTACAAATCAGACTTTG
215 A_52_P97889 B4galnt4 4.642
ACAGAGTAGGAGGCATGAACACTGAG
CGAAAATCCCATCTTGGTATTCATCAGAAAATTC
216 A_55_P1995996 Gm13157 4.628
i ATACAGGAGAGAAACCTTACAAATAG
, CATGTGTTATTTTGCAGAAGTGTGTATACTGTGT
217 A_55_P2109257 Nipal3 4.598
GCAGATAACATTGTAAAGCGGTATTT
TTACAACTTTTCGTGTCTTCATGTCTTTTGATAAT
218 A_66_P110161 LOC626152 4576
- AAATGAATTTTCCGCTCTTGTGGGG
TTTCTACTTGGAACTGTACACATTTGAAAAGTACC
219 A_55_P2103011 Sema4d 4.549
CAAATAAACCAGAAGCTTTATCGTT
, GGACGATTTTCCCAGCAAGCCCCTTCAACATTAC
220 A_55_P2002849 Aifm3 4.547
CTTAAAATTAAAACGCATGTCTCAGC
TGTTCCTCTACTTCCGTCCTCTGTGATGGCCCGCT
221 A_51 P181341 Necab2 4529
ACCTAGTAGGAGCTGTGACCCTGTA
TTAGTCTGGACTCTACCCGATGCCTCTGGCTATA
222 A_55_P2056774 Hsd17b14 4528

CTCTCCCTTATAGCTACAATAAAAGC




ATCTCGACATATTCCGAGACTTCTCCCTCATGGC

223 A_55_P2154914 Acapl 4.501
GTCGGACGACCCAGAGAAACTGAGCC
. CTTGTGTAAAACACGGGGACCATAGGAGATCTG
224 A_55_P2035400 Ripk4 4.491
ATGTCAATAAAGGACTCCGCCTA
ACTGTTTCTCAGAAGGAATGTCTACAGTGATGGG
225 A_51_P414396 Mmrn2 4.452
-~ GCCATGCAGAAAGGTCCCAGATT
ACACTGATACCCTGGGTTTATGCTCACTATCATAC
226 A_51_P262515 Phf11l 4.444
CAGATTGCCAATATTTAGCACACTT
CTGACCTCGTCTTAAGCCAGTACATCTGAGCTGA
227 A_55_P2137828 Gprc5b 4.443
GTG AATAAATCTGATATTTCTC
ATACCGAAAACATACAGCTTAAAATGCCACCCAC
228 A_51_P403814 Slc4as 4.388
CATAGATATAACCTTTCTCGTGAAAA
. AAATGACTATTGCCTTCGGT CTAAGCAGGT
229 A_55_P2045367 G630025P09Rik 4.379
TGCCCCACGGTAAATCGGTTCACCT
TCAGTTATGTCAATGGTCTCCCTCCAATCTGAGCC
230 A_52_P147803 Al428936 4.365
-~ CACCATCCAAGACACGTGCATTAAA
GTGTCTTTGTAGCCATCTGGG GGTTGTG
231 A_55_P2056719 AF067061 4.364
-~ GTTTATTTTTTCGTTTGTTTACAGC
. CTTTCTCTTACTTTGTTCTATGTAAGACCAGATTA
232 A_55_P2048759 4930583H14Rik 4.348
CTGGGTTTGCTGTGAACTCATTTAA
GGATCCGTACAGCGGCAAAACTTTTTACAAGCAA
233 A_55_P2175955 Ano9 4.347
-~ AATAAACCTGTGTGTATTGATTTCTG
ATTTTTTAAAACTGTATCCAAAGGGTGCTCCA
234 A_55_P1974367 Fabp3 4.316
AGGTCAATAAAGCAGAACCAAGGCC
GACCACAAAGCCCAGTGACTTGGCCCAGTCCGG
235 A_55_P2037717 Slc22a18 4.298
CAATAAACTTAAGAACCTCTTCCTCTT
TAAAACTGTATCCAAAGGGTGCTCCAAGGTCAAT
236 A_55_P2033780 Fabp3 4.292
AAAGCAGAACCAAGGCCACCCAAAAA
ACCTGTGTGTTCTCTGACTACCGCACTGGCCATT
237 A_55_P2042016 LOC100048058 4.279
-~ AAATATGGCAGAGACTGCCCACCGCT
CAAGCACCTTCTACTCTATCTATAAAGGGACCCC
238 A_51_P391291 Gng3 4.270
GCTAAACTGCCAAAATCCTGCCTGTT
CCAAATGTGGAGAATCAAAACGAGATTTCTTATT
239 A_55_P2022895 Slc12a8 4.239
CTAAGGGGCCAAAATAAACACTTCTT
AAAGGCCTCCTGGCCACTCCACCTCCAAACATCA
240 A_55_P2158653 Cldn7 4.183
TGTATAGTTTGCTTGGGGGGAGGGCA
TCAGGAGAAGGTTTGCTGGTGGGTCAGCGATCC
241 A_51_P176352 Ndrg2 4.081
TTAATGTGATAGAAATATCCAGCATGT
AAGCCTTGAAGACTGGACAAGGGAGGACAGGG
242 A_52_P683441 Capn5 4.067
TGGAGCAGGGATAGCCGTGGCTTCA
AGATCCATTTACTACCCTGGCTGCAAAGGTCAGC
243 A_55_P2008889 Tmsb15b2 4.016
ATTTGCTATGAATCATTAAA
. CAGTTTCTCTACCTCCCTTCCTTGGAGAATATTTG
244 A_52_P108850 St8sial 3.982
-~ GAAACGTACCCTGTGAATAAAATGG
AAGAAAGGCAAAGGCAGATGAAGAAGCAGCTT
245 A_52_P380369 D14Ertd668e 3.973
GAGGCACTTGCAGACTTACAACAAACCT
GCACGACGAGGAATAACCTCTCCAGCAGACCCTC
246 A_55_P2173952 Myh6 3.945
GCTGTGGCCAATACACAATAAACATA
GTGTTGAAACATACGTCACTATGGAGAGACTTG
247 A_55_P2005060 3.937

GCTGATTCTTAAAATAATAGTGTGTTA




AATAACGGCGGTTTCCGCTGCCAGAGAAGACTT

248 A_51 P518051 Dusp4 3.889
GGTTTCTGTGTCAGTTTTTACTTTGCA
) AAGTGTCTGCTGCAGATGCCACGAGTCAATATGT
249 A_55_P1954277 Emid1 3.876
ACAGGACAATAAACATCCCTGCTTGA
GTCGGTGTATTACAACTCAGGGTATTACAACTTT
250 A_55_P2110351 Eppkl 3.868
TCGTGTCTTCATGTCTTTTGATAATA
CCTAGAAACACACAAGGCTATCCAGCCAAATCTT
251 A_52_P325116 3.862
- AATGTAAAGTAGCTAGAGCCATGGAA
TGTTTGTGCTTTTCTTAAGTGAGCTCCTGGAAGC
252 A_55_P1961014 Selenbp1 3.842
ACCAAGAAATAAAATGCTGAAACTTC
TAGCAGGCTGCTCAGCTGTATGAGGTCTGGCTCC
253 A_52_P167382 Tmems 3.828
- AGAAGGCACACAATGCTCGCTAGTGT
 |CACTTCAATCTGTTTGGCTGGCTTGCTTTGCTTTG
254 A_55_P2173457 1700097NO2Rik 3.819
CTAAATAAACTGCTTCCATGCTGTC
TTTTTTCATTCTCGCTGTAGATAGCCTGAATCCAA
255 A_52_P244702 Tef7 3.790
AGAAAACCAAAAGGGGTTATCCAAG
GCCATGTTACACTAATTTGAATAAGCTCTCCCTTT
256 A_51 P139320 Pcbd1l 3.782
TTCTGTAGAGTTCCCAGCCTCAGTA
ATGTTGCAAGTAAATTGTACTGTCCCAATAATGA
257 A_55_P2007986 Zscanaf 3.774
TATAACATGCTTGTGGATTGCCACTT
TGTCCCCATCCCCATCTCAAACCTAGGTTCTTACC
258 A_55_P2104769 Utfl 3.772
AAAATAAAGATTGTGTTTTCTACTT
TGTTTGCCCCCTTGAAGGACCACTTTGCCTGTGA
259 A_55_P1975903 Dnmt3b 3.750
ATAGTTCTACCCAGGACTGGGGAGCT
GGCCAGGGCAGCATACCTGGTTTATTTTAAATGT
260 A_55_P2072661 Prex1 3.746
- ACAGATTCTTTTCATTAAATTCATGA
AACACGGGGACCATAGGAGATCTGTTTTATGTCA
261 A_55_P2136289 3.736
i ATAAAGGACTCCGCCTACTTTTGGAA
TGATGAGGACGTCATAAAGAGGATCGACCAGTC
262 A_55_P1987761 Prkcz 3.733
CGAGTTTGAAGGCTTTGAGTACATCAA
GTGTATTTATTACTGTTCAGCACTGGATGGCAAC
263 A_51_P440743 Celsrl 3.689
ACAGGTGAGATGATGCATCTATAATA
GGAACTTTCCCGGGCAAAATATGACCTTGCACTT
264 A_51_P300506 Cox6b2 3.685
GAGCGCTGCTCCCCTGGCGTCATCAA
TTGGATGATTGACCCCTACATGCCAGCTGTATTT
265 A_55_P2194064 BC023969 3.652
- GAAGAATAAAAGTTCTGTGTCTTTAC
) TAATCCAGAACCAGCAGAAACCAGAGAAAAGGA
266 A_55_P2182273 Bin2 3.604
i AGGCGCTGGAAGTTCAGGCCCAGAAGA
TCCGAAGCCATCACGTGCTCACTCTGCTACTGGA
267 A_55_P2093665 Gm3950 3.602
- CTCAGAGATTATTTGGTGGGAATCAG
CCCTGCTCTATTTAAAAGCGTGCACAATCAATGT
268 A_55_P2154252 Gfpt2 3.600
ACTATGCAATTTTACAATAAAGACAG
GCACGGGGGCCCTGACCCTAGGGTGGTATAAAT
269 A_55_P2102857 Krtcap3 3.568
AATTGTAATAAAAGAACTTGTATTTTG
CTAAATGTACTACTTACATTCTGGATAATTCCATA
270 A_52_P377576 Apls3 3.552
GTTGATCTTGTCTAGGTTGCACAAG
CTCTAAATATGCTGCCCAGAGACTGTGAATCACC
271 A_55_P1956448 Ttyhl 3.543
AGCTATGTGAAAATAATAATAAACAA
GGAGATGCTGCCAGCGCGAACGAACTCTTTAATT
272 A_51 P201338 Mtss1 3.522

AATAAAGCCTAATTTGTCTTGATCCA




ATTCAGGCAACTATAAGTACATAGCCCCCACAAA

273 A_55_P1961423 Gsta3 3.514
- GCCAACCTTCTAAAATTTTGCATCAC
GTGTACTGGGATACCTAAGGACCAATGTTTTCTT
274 A_55_P2151986 Gngt2 3.501
CCTCTTAGACACAAATAAAGATGCTG
GGCCCGTCTGAGGTTTGTGGGGTCACTGTGCAA
275 A_55_P1965416 Atp9a 3.468
GCTTCCTTATGGTTTGAACCTCTTGTC
, GCAGTATGAGCACTGTCCAGATGATGTGCTGGT
276 A_51 P399175 Ppmij 3.405
CCTGGGAACAGATGGCTTGTGGGATGT
ATGGTGGACTCACCACAGCTTGCCACACTAGCCG
277 A_55_P1954486 Mapt 3.402
ATGAAGTGTCTGCTTCCTTGGCCAAG
AAAGCCCTGCAGGCCTCTAAACTCTAAAGAGGTT
278 A_51_P345792 Tmem180 3.392
i CATCTCATCTCAAGTAAAGCCAGTCA
CTCAAAAGAGCCCTAATGGCTGCCTACCAATCTC
279 A_51_P297105 Ucp2 3.389
GGGAGGCACCTTTCTGAGCCTCTCCA
GTGGTGGGGCTCTGACAGCCTCTTTAATAAACCA
280 A_55_P1977792 Folrl 3.354
GACATTCCACATGTGCCTTATGAATT
TCAGGTCCCCAGAACCCCCTAGTTCCTCATGAGA
281 A_55_P2008874 Dnmt3b 3.353
AGCTAGGACCAGAAGCACATCGTTCC
GTAAAGGAGCTTTCCACATGAACTCACAATTTTC
282 A_55_P2002103 Hmhal 3.323
TTGAAATAAACTTCTTAACCAACTGC
TGTGAAAATGTAGAAAGCCTTTCATGACACCTTT
283 A_55_P1995924 Gm13157 3.315
TACTTGTTCACCCTCAAATGTTACAA
ATCCCAAGTCTTAGGGTTGCAAGTTAAATGCATT
284 A_55_P2019533 Zscandc 3.306
- GCCTCTTCAGACATCTCATGCCATGT
 |ccAGTAATCTCTTCCCAACAGACCATGCCCCAGG
285 A_55_P2029420 2610318N02Rik 3.305
ACTGAATAAAGTTCATCCTGGTGTTG
ACTCACTGTTTCTAGCAATAAGCACCAACTGTCCT
286 A_52_P73475 Fam78a 3.283
TGGTCACGGACAGTACTGTGAACAC
CGTTCATACATTTCTAAAAGACTTGCGACGCCTC
287 A_55_P1959305 Rbm47 3.282
ACGCCTTAATGCCATCTCTTAAAGTT
ACTCAGACATGGGCACCTGAGTTCAGATCCCTAC
288 A_55_P1969477 Abcbla 3.266
CACCTAAGTAAGCAGCAAGGTGTGGT
TCAATCAGAACTCTGCCTTTGAACCAAGGAGCCT
289 A_51_P214269 Ephal 3.265
TTGTTTATAAAGGGGGTGGATGGGTA
) AAGAATTCAAGTGCCTTAGGTTTGTGAGCCACAA
290 A_51_P230439 Ppfibp2 3.233
AGTCTTGGCTGAGATCAAAGTGCCAA
CTCAGCTGGTAACTCAGGGTTCATCTGTCCAAGG
291 A_55_P2139256 Rps6kal 3.226
CCTTTCTAATAAACTTACAATCCAGT
CCCACCACTTGTCCCTGGTTTGGGCTTACATGGTT
292 A_55_P2008427 Dnd1 3.187
TTTGTTTTTCTATACTGGTTTTATT
TGCAGGTTGCATTCAGGAACTTTGACATTTCCTTC
293 A_66_P117578 Mtmr7 3.186
- TGCCTTTACCAATATTTAAAAGAAA
CGGGTCCCCTCCTCCTTCCTTCATAACTAGTGTCG
294 A_55_P2128499 Mgl2 3.164
CAACAATAAAATTTGAGCTTTAATC
AATTACCACAGATCTGACTGAAGTATCTAACATC
295 A_55_P2003713 Zscande 3.143
- CTCAGCAGAGACTGGTAGGGCTTCAG
TGAGCCCTATTCCAACTGATCTGTTTCCACATGG
296 A_52_P144297 Tspyl3 3.140
AGAAATGTTCTTTGTGCAGTCAGAAG
) AGTCTTGAGTCAGCCCAAGAAGCCTAGAGCATCC
297 A_51_P257743 Dnajc22 3.130

TAGAGGTGAAAAGCAACCACTTGAGG




TGTTTCCCTCACACTTAGAGCCACTAAGTCTGCA

298 A_52_P370203 Jarid2 3.077
GTTC GAATGTGAAACACATCT
CCCACAGTTTACCTCTTCCCTTGACTCCAAGAATT
299 A_55_P1970274 Zscanl0 3.068
- - TGT AAGTAAAGCTGCCTTCTC
TGTGAACAACCAGCTCCTTCCTCTTCTCATCAGCA
300 A_55_P2091153 BC051142 3.065
- - TCAGCATCAGCAGCAGCAGCAGCAG
CGCTCTTCCCGCGTTCCAATTGGGTTTTCCTATTC
301 A_55_P2178127 Septl 3.060
CTCCAAGTTCTCCATCTAATAAAAA
. GTACCGTGTGTACTGTTGCTGTTGGTCTCTTGTAC
302 A_55_P1996963 1110012J17Rik 3.051
CAGTAAGACAATGGCTCCATTT
CGAAATTGTTAAGGCCCGTACTTTTCCTGCCACTT
303 A_55_P2071191 Prss8 3.042
GGTCTGACCCTGGGCCTCTTGTCTT
CAGGCTCCCAGGGATCAGTGGGCTATCTCTGGG
304 A_51_P388847 Stap2 3.029
TACAATAGTCTTCTTCCAGCTCTATCC
. TTGGTAGCTTCGCTGCTCCTCTCCGGGGCCCAGG
305 A_55_P2111713 Spint2 3.029
TGGCCAGCCGAGAACTAGACGTCCAC
b) Down regulated genes in &-treated MEF
Fold change
No ProbeName Gene Symbol Sequence [o] vs
[DMSO]
. GTAAATTTAAATTTACAAACAAGTAAA AAA
1 A_51_P406780 Serpinb9b 24.702
AATATAAAGGAAATTTTAAGAGTGCT
GGCTAATTATCAGACTAATCAGCCTAGCATAAAT
2 A_55_P1964553 Gm13140 14.603
CTGAATTCAAAATATGCTGTCAGTCT
AGCAATGGGCATACAGAGGAGAACTACAAGGAC
3 A_55_P2063283 7.311
- - ACCGCACCAGTCCTGGACTCTGACGGT
CTACACTCAAGAGTGTGATCCTGCTGTTACAGTG
4 A_66_P102202 Gm648 7.263
- - GTCAGCAAGATTCAGCAAATAGTTCA
AACAAATAATTGTGGTTCCTGGAAGTAAGGCGG
5 A_55_P2011163 BC061237 6.644
- - AGGCTGCTATGTCAAATCCATGTGCCT
AGTAAACACCGAGAGACTCATACTCGAGAAAAG
6 A_55_P2001458 6.471
- - CTGCTGTCATAGTCAGTGCTTAAGCCA
. CAAGTTCTCATGATTCTGTCCAGGGCTCTGGGAC
7 A_52_P319093 Serpina3k 6.060
AGAGTCTGCATATGGATCTCTATATA
. GGCATCAGGGAATCCATGCGCCTGAGAAACCCT
8 A_66_P109757 A430033K04Rik 4.859
ACGAATGTAACGAATGTAAGAAATCTT
GGAGGAGGAAAAACAAACAAACAAACAAACAA
9 A_55_P2014352 Gm2494 4.786
ACAACATTAAAAACCCAAACCATGCTGG
. CACACACAATAGCATGCACATGCATGTATACACA
10 A_55_P2425442 D030036P13Rik 4.712
CACCCACAAATAAACAAACATAATTA
GGGAAGACGCTGCTGCCTCAACTTGTCTCCTTTA
11 A_55_P2111114 4.670
- - TCTCAGGTCGCAGCAACACTAGCTAG
CTGAACATCTTCACATCAAAGGACTCATCTGCTG
12 A_55_P2030186 Ifna7 4.637
CTTGGGATGGATCCCTCCTAGACTCA
ACTCATGAACAACGAACAACCATGAAACAGAAC
13 A_55_P2058602 LOC674794 4.461
- - AGAACAGAACAGTCCCACTTCTCGAGG
. TCTTGGAGCCCACCGACTCT AAACCCGAA
14 A_55_P2125997 Grin2d 4.140
AAGGGCT AACGTCACCTGATTG
AAGGACAATGTGAAGGTAAGAGGTCCAGAACCA
15 A_52_P307749 Slc35a5 4.116

TTTCCCAGGTACTAATGGAGTGGGAAT




GACCACCAAATAGATTCTACCAGAAAAGAAAATC

16 A_55_P1958876 4833422C13Rik 4.083
CTCCCACCACATAATAATTAAAACAC
GCACTGGTACCAACAGAAACCAGGACAGCCACC
17 A_52_P614207 LOC100047222 3.988
-~ CAAACTCCTCATCAAGTATGCATCCAA
GCAAACTATGGAGATCAGAACAGGAAACACACA
18 A_55_P2100197 3.749
-~ CACACAATTTTAACGAATTAAACTGTT
ATCCTTTCTTAGTGCTTTGCTTGATGTCAACCTTA
19 A_55_P2169227 Al836003 3.723
-~ ATAAAAAGGCACCATGTCCCCTCTT
TGAGCGCTTTCTGCCTCCCATTCTTTTGTCCCTAG
20 A_52_P101487 Ddn 3.417
GATTTTGTGAATAAGCGAGTAGAGA
CAATGCAATAATGGGGCTCCAAGCACATGAGAC
21 A_51_P493117 Slc16a9 3.354
TTGTGTTCTACACTCAGACTTCTGGAA
AGAATGCCAGGCTTGCCACACAAGGCACAGGAC
22 A_55_P1959525 Whbscr25 3.329
ACCAAACACAACACACCAGGCACAACA
. TGGGAGGAAAGGAGGGAGGGGGAACCATGATC
23 A_55_P2213968 4933416MO7Rik 3.321
AAATACATTACATGAAAAAACATTATTC
GAGAATCATTCTACAGTACTATATGTTCCGGAGT
24 A_55_P2050169 Vmn1rl97 3.275
-~ TCCTAACCCTTGGTTATGCAGTTCTC
. CCCAAGGAAAATCCCGGGCCAAGGAAATAAGGG
25 A_55_P2420591 2010001MO06Rik 3.237
GGCTGGGGAATTCTCCCACCCAAAAAA
GCACAAAAGTGGTACACAGATACACACAGAAGC
26 A_55_P2162970 Gm3734 3.233
-~ TAAACACCCATACACATAAAATAAAAA
GAGAATTTGAGGCCATTCTGGCATACAGGGAAC
27 A_55_P2061036 3.232
-~ CCTGCCTCAAAAATCATTCCTGCTCAC
ACTGGTGGTACGTGGGCAGGCTGCACCCTTTTCC
28 A_55_P1995104 Btbd19 3.204
ACAGCACTTCGAAGCCTCATCAACAA
AGTTGAAATTGGCCTGGTGGAAACCCATAGATCT]
29 A_55_P2093053 3.202
-~ GATGCCCAGGATGAAGAGAAACACTT
ATACAACAACACTATCGCCTATGGGGAGCTTCGT
30 A_51_P202920 Whbscrl7 3.191
AATAATAAGGCCAAGGACGTCTGTCT
TTGGATATGATAAGTAAAGAATTGGAACAACTTG
31 A_55_P2058195 3.144
-~ AGCGCACAGCAGAGGAACAACGCTTA
ACCCACGCCGGAACCGAATCAAACAGCACACCCT]
32 A_55_P2044050 3.131
-~ ACAGAGGGCAATGAACCAGCCATTTA
. GGTTAATCGCCCCCTGGGAAAAAATAAATTACCC
33 A_55_P2195077 1700066D14Rik 3.092
ACCTTTTTAAAAAATCTCAAAAGGAA
AGCAAGAAGAGCTACAGGCAGTGAATTCTGTCA
34 A_52_P104658 Krtéa 3.087
-~ CCAAGAGCTTGTCTCTGGTCCCAGATG
GCCTGGGATACATGAGGTCCTGTTTAAAACAAAC
35 A_55_P2172196 Thnsl1 3.074
AAACAAACAAACAAACAAACAAACAA
. GTGAGAAAGGTGAGGTGATTCAACAAAATAAAT
36 A_55_P2372528 4122401K19Rik 3.043
TTTGTCTGAAACTGGCACAATAAAACC
. GACCACACACACTCATGCAAGCATACAACTGACT
37 A_55_P2014710 Naip7 3.038
TAAATTTTAACATCAAATCCTACTGG
TTCTTGTGTGCCCCTGAGAAACAAAGTTCAAATA
38 A_55_P1959843 Gm2640 3.029
-~ ACCATTGTACAGCCCAGCATCGCCAA
AGGAGTAAATGAATTAATCAACACACATACCACC
39 A_55_P2043033 Pla2g3 3.014
CAGTAAACATTCTTCTTCTCTAACAC
TAACATCTCTCATGCTCAGACTTGGAAGGACGAG
40 A_55_P2091916 Gm8005 3.010
-~ TCCATCAGCAAAAAACCCACACCAAT
GAAAAGAGAAAAACTTCACTGTAGAAAAAACTT
41 A_55_P2431897 Thap6 2.995
CCTTCTCAAAACCCTTCCCATCACCCA
. GGTCGCCGGCGCGTCATCGTCAAGAAGGGGCAG
42 A_66_P136215 4921517L17Rik 2.972
ATGGGCAATAGCTTTTATTTCATCTAC
TCAACATTCCAAAATATGAGGAAGGAGGTGACA
43 A_55_P2136970 Gm7269 2.955
-~ TGATTCAGCCCAAGCCCTCCTTAAGCA
AGAACAAGACTCCTAACTGCCATGTGCCAGAATG
44 A_55_P2034968 2.949

AGATGGTGAAAAACAAACAGATCTGC




CCGTGGGCACTTGCACTCATATGTACAAATCCAC

45 A_55_P2032553 9430024F10Rik 2.935
ATACAGAAACAAACACATTTAAAAAA
_ |CATCCTTTCTTGCTACATCCCCTTAAAAGTTGGCC
46 A_55_P2363040 1700007J24Rik 2.841
AAGTGTACTTCACTATTATATATTA
TTGAGGTTGCAGCTCTGAGAAGCCTGAGGTTCTA
47 A_55_P1994942 Rorc 2.840
- ATTCATACAGGACACCAGAATTCATC
GCAGAGTGATATGGACAGCCATGACCTGAGAAA
48 A_55_P2420694 AV074028 2.831
- GTTCTTTCTAAAATAATAAAACTCAAT
CACCAGCACTCACATGCAAGAGTGTGCTACCCCC
49 A_55_P2078143 Otopl 2.826
ATGAATAATAAAAAATAATAATAATA
GTTTAGTAACAGCTCTTTCCTTCCTAGTTGGGGTA
50 A_55_P2107632 BC030307 2.811
- AAACAAACAAACAAACAAACAAACA
AGGAACAGCAGCAACAGCAAGAAGAACAAGGC
51 A_55_P2151414 Gml 2.807
CTCAAACCTTCAGCCCAGAGGTCCCAGC
ACAGGGAAGTGTTGGGGGGCAGACAGAACAAG
52 A_55_P2063618 Gm10818 2.804
- GCAAAGATGTCCAGACAGTCCCCTCTAC
) GCCCCATCTAATGCAAAACAAAACAAAACGAAA
53 A_55_P2179074 Ciita 2.779
- CAAAACAAAACAAAACAAAACAAAACA
_ |TGCAACCACCAGTTCTAATGAGCGGACCTCTCAC
54 A_55_P2200890 4933407G14Rik 2.778
CCACCAATAAAGTAAAATTTTAAAAC
| AAGGCATACCTAACCTCAATACTCAAGAACCTCA
55 A_51_P347169 4921517D21Rik 2.776
TGAGCCCTGGCAATCTGCCCTTTCCA
TAGACCTTAAAATTGATGTGGCCATGCCCTTGGA
56 A_55_P1985825 Gm2980 2.738
- CTTCAGTAAAACCAGCTTTCTCGCCA
AGGGAAGCTACTTCGTTCCAGGCCCCTATCTTCA
57 A_55_P2146122 2.737
- TGGGGTTAGTCCTCACCTGGAACCTG
_ |GTTTCATGATAGCCTGGGCTACAGCATGATACCC
58 A_55_P2396370 A730056106Rik 2.734
TGTCTGGAAAAAATAAAAAATATAAC
ACAAACAGCTGCTAAGGGAGCAGATTGCATTGG
59 A_55_P1985236 EG666692 2.728
- AAGAATGCAACATAGAAACAAAAACAC
AGCAGTGTCCCTAAATGTTCCCCAAGACGGGGC
60 A_55_P1961809 Adrald 2.720
AGAGGCTGTCATCTGCCAGGCTTATGA
AAGTCACATGGGTCATCAACTCTGAAGAAGCAG
61 A_66_P105526 Mamld1 2.695
CAAATCAACACCGGCCTTCCATTTCCC
GAGATCCGTGCATGATAGATTCCTTCGTCTCTCT
62 A_51 P331288 Akrlb7 2.677
AAAATCAACCTGGATGTAGGCTACCA
CTCTCCAGTGAGAGAATATCAGCTGTAGAAGATT
63 A_55_P2066240 Zufsp 2.661
CCATAGATAATATGGACACAACAATC
TAATATGACAGAAGAAAAGACCAATGCAATTGC
64 A_55_P1973813 Gm7660 2.659
- ATGAGCCCTTGCCCAGATTTCACAAAA
| GACTGACCACACCTACTTCCTGACACTTTCTGATC
65 A_55_P2314657 4931403G20Rik 2.618
CTTAGTAAACTGATAAAAGAGCATC
TTCTGTTCAAGAAGAGGGAGGAGGGGAGCCACA|
66 A_55_P2365902 LOC402769 2.615
AAATACCATTCATCCAAACACCTGAAA
CAGGCCATTCTGGCTGCATAACAAGATAGATCTT
67 A_55_P2011772 Oscpl 2.605
TTAAAAAACCAAAACCAAAACAAAAC
AAGACATCATCCAATCCAAGAAAGAGGACAGGC
68 A_51 P164393 Txndc2 2.555
CCAAGTCCTCAGAAGACATCATCCAAT
| ACAAAAGACAAGCTTCTTCAGTTTCTCAAACTGC
69 A_55_P2146590 1810011010Rik 2.554
GGAAATATTCCATCAAGGTACACTGA
CTACTAGCTGGGGGAGCAAATCAAATATGCTATT
70 A_55_P2138718 Gm14483 2.544
- AAAGCATCTAGATCAAACCCAAAAAA
TAGAACTACCTATGAGTGAAGAACCCAAAGTTCC
71 A_51_P257892 Adam25 2.540
CACCCCAGAAAACAAAGAAGATACCA
GGGAGGCTGAGGCAAAATTACAAGTTCCTGGAG
72 A_55_P2037873 Gm10322 2.502
- TACATAGTGAAAAATTATCTCAAAAAA
AAAGAAAAAGAAAAGGAGAAAGAAAGAAAGAA
73 A_55_P2201020 AI790442 2.498

ACAAAAACCTAGCTACCCTAGCAAAAAA




CTACCAGTCTGTGCCTTAGGTGAACTCTGTAAAA

74 A_55 P2115181 2.483
- ATGGAATAAAACAACTATCTTCATAA
CATCTTCAAAAAATGAAGAACTACAAGGAAACG
75 A_52_P28582 Zmym2 2.482
ATCCCAAAATTCTTCCTTCATCGAAAG
| CAAACCCAACCTTAGAAAGGCTACACACAATGGC
76 A_55_P2412859 5830468K08Rik 2.475
TACAATATTTCTAAAATGATACCTTA
GTAAAGTCTAGGAAAAGGCTCCAGAGTCAAAAC
77 A_66_P128733 BC106175 2.473
- CCGGCAACCCAGGGACCAATTCAAATC
AATATAAAGCATCTATAGGACCTAACACCCAATT
78 A_55_P2054703 Gm2659 2.472
- ACATCACCCTAATTCCCTAAACAGTC
CTAATAGGCAGCAAAGCATAAGCAGGTCTCTTAC
79 A_66_P122377 cds4 2.470
AAAAACATAACAGTAGATTCCTTATC
TAAGCAGAGAATTCCTTACCTAACCAAAACCAGC
80 A_55_P1968325 Agbl3 2.445
AAGAAACCCAGTGAGAGTGATGGCCT
| GCTCTCTCTAAAACTAACGCCGCGCCACAGACAT
81 A_55_P2216988 A830021M18Rik 2.444
ATGAAATTATATGCCACATCTCCCGC
TCAGAGACCTTCTCAGCCAGGAAACCATCAACCA
82 A_52_P81693 LOC100044247 2.440
- CCCCAGCATGGAAACAATGAACAGCC
TCTCTCTTCAGTACCTCAGGGATGACACTTGGAG
83 A_55_P2004031 Ctre 2.434
- GCACACCTGTGGGGGCAGTCTCATCA
GCCTGAGCCTCAGAGATCATAATGGGAGGGCTT
84 A_66_P135403 2.416
- GGGACTTGACGGAGATCATATAAGAAC
CCAAAGGAATCCAATAGAAAAGCACATACACTA
85 A_55_P2367878 Ncrna00085 2.410
- GGTACTGTTCAAAAACCTATAAGAAAC
GCATTGGGATCTTTGCCAAGAGAGCAATTCAGG
86 A_55_P2017086 Ezhl 2.406
CTGGCGAAGAGCTCTTCTTTGATTATA
. |GGATGCCTTATTCACTAAGAAGCACACACACAGA
87 A_55_P2401624 €630004L07Rik 2.403
ATTGAAAACACTTAAATAAATGAGCA
CAGGAAAAGAAACCCTAACTAGGACATGCTCCA
88 A_55_P2054827 Rxfp3 2.398
ATATACAAAATAAATAAAAGGGTCAAC
GTTTTCTGTAACCAAGTCAGTGACCTTTGAAGTA
89 A_55_P2005549 Thn 2.394
- ACTTAAATTCCTACTCAAGAAAACAC
GAAACAACTCCCTTCACAATAGCCACATATAATA
90 A_55_P2183592 Rpl19-ps5 2.393
TAAAATATCTCAGGGTAACTCTAACC
. |AACGACCGCGGGGGCTGGACGAGGACGAAGAG
91 A_55_P1954521 5430417L22Rik 2.392
GAAGCGGCCGAAGAGCCCCGGAGTCGTT
ATGGATGAGGACGCCCATGCCAGAAGTGCGCGG
92 A_55_P2070510 Gasl 2.387
- AACTCGGACAAACTTTTCCAGCGGCCC
CCAACGGGTGCTAACCATCCAGACCTGCTTTGGA
93 A_55_P2162573 Art3 2.385
- GTCGCCGTGGGAAAGTTTCTTAATAA
AATGAAAACCTGAGTCCTTTCAAAGGAGACACC
94 A_55_P2175296 Gm9480 2.377
- GAGAAGAAGTTCAAGGACCCCAATGCA
AGCCCCCATCTGGCAGACAAGGCCTTTAAAAATC
95 A_55_P2073825 Ocm 2.371
- ACCCAATAAAATAATTTCTCATCATT
GGAAAATGTAGAGCATTTGCCTAGCATACATGA
9% A_55_P2081452 2.370
- ACCCCCAAGTTTAATCCCCAACATTGC
TTCCAGAACAATTACAACCCCGAGGAGAACCTCA
97 A_51_P209818 Prtn3 2.359
i ATGACGTGCTTCTCCTCCAGCTAAAC
GTCCCTGCTAAGATAGAATATAGTCCCTCAAACT
98 A_55_P1979950 LOC100046257 2.357
- GTAAGCCAGAATAAACCCTTCCTTCC
 |TAAGTTCCTGACGCCTTGACTTAACCCAGGATGA
99 A_55_P2303868 5033421B0SRik 2.349
ACAATACCCTAAGCCATACAACCAAA
TTTCCCTGTCTTTTCTTAATGAACTGTAACTTGAA
100 A_55_P2022024 Olfr212 2.346
AGCCAAATAAACCCTTTTCCTCCCC
GAAAAATACGTCTGCCACATCACAGAGATGAAC
101 A_55_P1976744 Gm4324 2.343
- GAAAACAACCGGCCAATCAGATCCATC
GCTGAGAAAGAAATTAGGGAAATGACACCTTCA
102 A_55_P2069550 Gm6750 2.338

CAATAGTCACAAACAGTATAAAGTATC




CCAGAGGAATGAAGTAAAGAAAAACATAAACTT

103 A_55_P2123854 Zfhx2 2.328
TGAATATACATAGAGAGAGAGAAAAAA
. |ACACGATGGGATGGTGTAGTATAGAATAGAATT
104 A_55_P1971264 6530403M18Rik 2.308
TATTCAAGGCATGGGGAGGGGAGTTAA
| CTTAACCTAAATATTGGAAAATGACTTTCTTGAA
105 A_52_P459259 4930528A17Rik 2.302
ATGTCAGTGTAACTAAAAAGAGTTAT
CCATGGGAAGTTCATCTCTCTCTTTTACACTGTTA
106 A_52_P125253 Olfr123 2.299
TGACCCCGACCCTTAATCCCCTCAT
AGTCAAGTAAAACAAACACAACAGGTCACCTTTA
107 A_52_P119060 Acpp 2.299
TCCTGTGTCTTCACTGTTTTTTAATC
TCTGAAACGACAGCAAATTATTTCCACTATAAATT]
108 A_52_P628411 Far2 2.292
- TTCCAATTCCATGTAACATGCCTGC
AGCGGCCAGCCACTGCAGGACAGAGGTGATCAC
109 A_52_P578790 Dok3 2.292
CCAAGACCAGGAACAACTTCGAACATA
AGAAGTTCATCTTTTAGGAACGCTCCTTGCTTAA
110 A_55_P2236622 Gm2763 2.290
- ATCTCCAGAATTTCATCTGTTTCAAA
AACAGTTCTGTGAGATGCACCCTGCCATGAAGAA
111 A_51_P372702 116 2.287
CACATTCAAACACATAGAAGACTTTT
AACGATTTGAATGACAGGATCAACTTTGAGACAT
112 A_52_P186751 BC061237 2.282
- TCATGCTTGAGATGCAACATAACCAG
TCTGAAAACAAGATCACCACGACCAAATACCCAT
113 A_66_P102853 Ccbel 2.282
GTCTGAAGTCTTCGGGCGAGCTCACC
GTACCCATGCAAACGCCCACCCACAGACATACTC
114 A_55_P2143832 Coldad 2.272
ATACACATAGAAACAAAAGTAAATAA
AAATGCCAGTGAATGCTTTTCAAAAATTCCATCCT
115 A_51_P224064 KIhi38 2.272
TACCCCTTGAATCAATGTCAGAAAC
TGGAGTCCCTACAAACAATGACCAATAAACAATG
116 A_55_P1973417 LOC100041903 2.271
- GTAAGGCGTACCAATAACAACCAGCA
GAAACCCGTACGACAACAGTACGAAACCAACCC
117 A_55_P2171354 Gm7111 2.270
- AGAGGACTGCTTTTCCTGGACCAACCC
AGACATCATTAATTACACTCAGTGGGTTACCCAA
118 A_55_P1986691 Card6 2.270
ACCAAACCAAACCAAACCAAACCAAA
CTCCCCAACACCAGACAGGAGAGAAAAAAGTAT
119 A_55_P2139546 B3gnt3 2.268
AGAGGAAAGAAAAGAGATTACCCAATA
CAAGAAACCCCTTATAATCTTCTTGAGTACCTGTG
120 A_55_P2018215 Gm3859 2.267
- TACATGTGAATATACATACATACAC
GTAAATGAGAGAAACCCTATAAATGGAGTCAAT
121 A_55_P2098573 BC003267 2.265
- ATTAGGAAGCCTTTTCTCAGAACAGTT
| AAGCAAGAAGATCACAAGTTTAAGGCCAGCCAA
122 A_55_P2222437 D430040D24Rik 2.260
GGCTGCTGCATAGAAAGAAAGCATCTC
ACCCCAGCCAAAAATTCGCAAAAAATCAAACTAA
123 A_55_P2078133 Gm?7289 2.260
- AATGGAAAAGCAAGCAGCACCTTTAA
GCCATACTGGATAACCTGTTGACTGAGAATAGG
124 A_66_P128963 Cyp2d9 2.258
ACCACCTGGGACCCTGTCCAAGCACCC
ACAGCATTTTGAAACCTGCCCACACCACACAGGC
125 A_51_P308597 Gem2 2.242
i TATTCACCAGATGACACAAATTAAAA
 |CTAGACCTTGGCCTGCCAGATGCCATATCTCTCCT
126 A_55_P2397854 4921518K17Rik 2.238
GCACTACCTTTATAAGACATTTTTT
TAACCGGCGTGAGAACACCTTCTAAGATAAGGA
127 A_55_P2173408 Gm2419 2.237
- TATTCAAATAAAATACTCACAACATCA
GCAAAAGGAAGACCCTCAGACTGAGGTTGAGAG
128 A_55_P2051199 Gm13710 2.233
- TACTAATTTATGTGAATAAATACAATT
AAGTGGGGAATGAAGAATAAAAAATTACTGAAC
129 A_55_P2167776 Gm2169 2.232
- TCTTCCTCACCCCAGAGCCCAACCCCT
| AAGGATACACAGAGAAATCCTGTCTTGAAAAACT
130 A_55_P2220092 D230035N22Rik 2.226
AATAGAAGGGAAAAAATAGCACTCCC
ATGTAAACCAGGAGGCCTTCACAAGGATGCAGA
131 A_66_P111163 Gm10896 2.224

TGTGTCTACAACACAAATGACATCGTC




GAGTTCTGCCTCAACTTCCCTGAATGAACCTGTA

132 A_55_P2339760 €230006B20 2.218
- ATTAGAAATAAATCCTTACCTTCCCC
TGACATCTCCAATGCCTTCACGTGCAAGTAGTTT
133 A_52_P496956 Acsbgl 2.218
CAATTCTAACCACTGCTCCTGTTCAG
AATAAGGAACAGGAAACCTTTGCTTACAGAGGA
134 A_55_P2021330 Dynlt1d 2.213
GTCCAGACACAAACAGATAGAAGGGGC
AGGACTAGTCCATCAGCAGAACACCCACCCCAAT
135 A_55_P2019294 2.207
- GAAGCATGCATATATTCATCTTGAAC
TGGGCAAAAGTGCTTGCTGCCAAAACAAAACAA
136 A_55_P2076545 F5 2.202
- CAACAGCAACACAACACAAAACAAACC
AAATCAGAGCGAAGCCACTGAAGTGCGACTGTG
137 A_55_P2138744 LOC100045653 2.200
- ACCGCCGCTTGAAGACCTACTACACCC
TTGCTGGACCATCAAGGTATACATGCAAGGAAG
138 A_51_P449995 c6 2.194
i ACTCCTGGACACCTCCCATTTCAAATT
TTGCACTGCTTAGAGCCTTGTCCAACTGGAAATA
139 A_55_P2119613 Prss55 2.193
- AAACAATGCAGTCTCTGATCCACCCT
TACAGTCCCTCTCCAACCTAAGGGTCACAGAACC
140 A_55_P2020242 LOC640683 2.192
- TGTCTTTGGGGACCATGCCATGGCAC
ACAGTCCTTCTGCAGTCAGAACCTAGAAGATGGA
141 A_55_P2061879 Opn4 2.191
GAACTCAAGGCCTCTTCCAGCCCCCA
, ACAGAAGAGCAAAAATAAACACAAAAAACGTAA
142 A_55_P2122300 cirl 2.189
- AAACAAATCCCCTTCCTCTTCCTCCTC
) TCTCCCCCATCATCATTCATCCTACTCAATAGACT
143 A_52_P564413 Pik3c2g 2.187
CCATACCGAATAGAGAGAAAAGAAG
AGATGTGGGCCCCTTCAACATTTAGTCCAGCAAG
144 A_55_P2042452 vglil 2.186
ATAGATACCAAAACCATCCTCTGGAA
CCTATCTATTCCTGGGCCACTAACACTAAACCATT
145 A_55_P1974377 Defb26 2.182
CACTATGATGCCTAATACTACTTAA
ATCCTGGCAGCCTCTGAAGTTCTAATTAACTGGA
146 A_55_P2122075 Pdcd1lg2 2.174
AGCATTTAAGCAACACGTCAAGTGCC
. |GACCCCAATAAAAAGTCAAAGGACCAAAATGGA
147 A_55_P2278845 3830408C21Rik 2.174
TGCATTGAGTATCTTAAAACTTGATCA
CCAGTACCTGGCCTTCAAAGGTGACATTTTCAAG
148 A_55_P1954985 Foxn3 2.170
- CTAAGGTTAAAAAACAAAAAACAAAA
GACTCTACACTGTGGAACCAGCCTTCTGGGAATT
149 A_55_P2049323 GmA4755 2.163
- CAACAGCCTCCTTTACACACACCACA
GGGACTGTTATGATTGGAGATAAGACAGTAAAA
150 A_55_P2121716 Gm9513 2.162
- ATGAACTGTTGCAACAACAAATCTTTC
| GTGCAGGGATATGTCTACTTAAATAATGAAACAA
151 A_55_P2051879 4930473A06Rik 2.150
CCCACTTTTTCCTCCCTAAGTTTTAT
GTTCTAGGTCAGTCTGCTTTACAGAGTGAGTTAT
152 A_55_P1983523 cd300ld 2.149
AGGACTACACAGAGAAATCCAAAAAA
AACTGTTGGAAATAACAGAAAGAGCAGCAGACA
153 A_55_P2285669 Gm4250 2.148
- GATCGGACCCTGGAATCAAGTTTGGTG
CAACATCTCTCCACTAACTTAGTTTTTCTACCCCTC
154 A_55_P2172001 Mrgpra2a 2.143
CTGAATAAAAGCATTAATCAGAAA
CGACATAGGCTTTGAGGCTGCCGAAACAAACAA
155 A_55_P2289707 Cacnb4 2.141
ACAAACAAACAAACAAACATCATCTGT
ATAAGCTGCACATAGTAAAAGGACAAGTCCAGG
156 A_55_P2138591 2.140
- GCTAGCAAGATCCCTTTGCAGCTAACA
. |cccAGGGAACCTTGGCCTGACCAGGCTGGCTTG
157 A_55 P2111825 1700001CO2Rik 2.136
CTTGTAATAAAATCTTCAGCCACAACC
AACACTCCTCTTTATCCAAAACCTGAGCTCGTAG
158 A_51 P229363 Rg9mtd3 2.132
GTTTTTAAGATTGTGGGAATTCTGTT
) GGGGGGCAGTGGAGGTGCAGAAATAGGTGCCC
159 A_66_P110425 Kif6 2.131
AGAAATAATTACAGCTGAATAAAAATAC
CTGAGGAACAAGGATGTCAAGCTTGCCCTGGGC
160 A_55_P2122945 Olfr541 2.124

AGAATCTTACCCTCTTTCTCACATTAA




GAGAGTCAAAGGTTTTCTTCGAGCACTAGGGAA

161 A_55_P2102683 LOC100047543 2.123
- ACAGCAGTAAAGGTAGAGAAGGAAAAA
ACAGCTGAAATTGCTCCACAAACTGAGCTGGTG
162 A_55_P1996414 LOC100045477 2.117
- GAAGTAAAAAGTTCTGGATTCACCCCA
GTCACACTCGGCGGGCCGGGAGAACCCAGAACC
163 A_52_P327610 2.113
- GCGGCTGGTGCTGCCACCCAGCAGCGC
. |cATCGAGTCCAGGCCAGCCTCAAAAAACAAAAC
164 A_55_P2348126 1500032F14Rik 2.112
AAAACAAAATAAAATGGCATTCAAATC
TGGGGTAGTTTCCATAGTGACCCGGGTCCTTCTT
165 A_55_P1976204 Cdknla 2.103
GTGTTTCAGCCACAGGCACCATGTCC
GGGGGCTCGGAGAGAAAAACAAAACAAAACAA
166 A_55_P2088178 Cbin2 2.099
AACAACAAAACTTATGTTCAGTCCTTGT
ACTCACGTGCGCGAATCCACACACAAGCACACAT
167 A_55_P2428514 Retn 2.095
- ACTTAAAAATAAAACAAAACAGGCTG
AATGTCTGTTGAAAGAAATTGCCTGCCCATTAAC
168 A_55_P2061243 LOC100048863 2.095
- ACATTCCCATGGGACCTAAACACTAC
TGAGGTCTAATGTGCCAAACTTCCCCCTTAACATT
169 A_55_P2117272 2.089
- TTACTCTTACCTAAACAACCATTTC
AGGCACCACAGTGAGCCACACAGATCGCATAGA
170 A_55_P2158324 Gm4958 2.087
- AGGCACAGCCATCATCGGCACAGCTAA
TATGCGGCAAAGAATTTTATGAAAAAGCTTTATT
171 A_55_P1983828 Zbtb11 2.085
CAGAAGACATGTAAAGAAGGCCACCC
AGGTACTCATGTGGTGCATAGATACAATGCAAG
172 A_55_P2211937 E130101M22 2.081
- CAAATCATCCATACACATAAAATCCCT
TGGAACATGAAAATCAAGAACATTGTAAATGCA
173 A_55_P1952684 LOC100048289 2.078
- ACAATAAGGGGGAAATGCAATTAAAAA
| AATTTCCAATATAAAAAACTGCCCCAAGACTCCC
174 A_55_P2036460 D930020E02Rik 2.071
CAGATGAGGACACCATTCCTACATAA
AAGGGTTTCTCAAACCTCATGTCACTCAAGAACC
175 A_55_P2022789 Zfp646 2.070
ACCGGCGCATCCATGCAGACCCTCGA
) AGAAACAAAAGATATCCACCTGGAAATGGAGAA
176 A_51 P519648 Mical3 2.065
CATGGTGAATCCCCGAACCACTCCCAA
AATGTCCAGGCCTCTGACAGTTCTTCAGACTCCC
177 A_55_P2159573 Reep6 2.063
AGACAAAGACACCACTGCAACCACAG
TTTCTCTGAGGAGGAAAAGCCGTTCAAAAGACTA
178 A_55_P2269289 Dgkg 2.058
AACAATATGCCAAACACCAGCTCTAC
TTGCCCTAGGAGAAGCCTCACGTGAAGTAGGAA
179 A_52_P319726 LOC100047731 2.056
- GTACTAATGGAAGGGTGGAGACATGTC
CTCATTGCTACTGTAGACTCCCCATATACTCAAGA
180 A_55_P2004457 Prrgl 2.056
ATTTAGCCAAAATCAAATTCAAATC
ACATCAGTGATCCGGGAAGAGAAGCAAGCCACC
181 A_55_P2121956 Gek 2.053
CACAGCATCTCTCCAGGAAACCACCCA
) ATTCCAGCAGTGAATGGGCGCGGGGAGCGACTG
182 A_55_P2032886 Pip5klc 2.049
CTCCTCCACATCGGGATCATTGATATT
GGCTCACAACTGTCCACATACATAACTTACATAT
183 A_55_P1999012 LOC100046875 2.047
- ATCTGGATAAAACACTTAGACAGATA
| CATACCAGGCATGTCCATCTCTCAGTGCAAAATA
184 A_55_P2394495 1700023A20Rik 2.046
GTGCTTCCCAAATAAAGCCAAATCTT
TTAAAAGAAGCAGTGCAGAGCTCCAAAAATACTT
185 A_55_P2174945 Gm4615 2.046
- CTTTCTCACTCAGGCAGGCACACCCT
| TGAAGCTAAGACTGCTCTTCACATCGTCAGGGGA
186 A_55_P2164890 5830415F09Rik 2.045
AGAATATAATTGAAAACTACCCAACC
| GTACTTATACACACAGGTCACACACAGACAGGCA
187 A_55_P2410325 2610028D06Rik 2.044
CACATGAATAAAACCAATTTAAAAAA
TCATCATCTTCGAACAGGAGAACTTCCAGGGCCA
188 A_55_P2082376 Crybb2 2.041
TTCCCACGAGCTCAGCGGGCCCTGCC
GCTTCCGACGAAACACACAAATCTTAATGATGAC
189 A_55_P2026734 Rgs4 2.041

AGTAAATAAATGCTTCCTACAAAACA




GCCGCCTCTTTCAGAAACCAAGAGAAAATGGTG

190 A_55_P1965584 2.039
- GGAGGCGAAAAGAAAAACTAAATAAAA
GTCCATATGCCACACCGTGACTGTGTCACACACA
191 A_55_P2090909 Ptx4 2.032
- GTCAAGGCCATCAAGAACAAGCCTCA
CCTACTAGCAAAATTCCTCCTCCTAAATTTAACAT
192 A_55_P2008644 Gm6268 2.028
- GGTTCATTCAAGTTCCAAATGAAAC
GGTTAGGAAACTAGCACCCAAGCAGCAGAGAGG
193 A_55_P2323503 AA960618 2.027
- ACACAAGCTCATTCCCCTTACCCCATT
CAGGAGAGAAACCTTACAAATGTAATGAGTGTG
194 A_55_P2144296 LOC100046658 2.026
- AGAAATCTTTTACAAAGTCACACAAAC
AGCCACAAGTCGCAGAATGTGATCCCGAACCAA
195 A_55_P2096370 Gm3865 2.020
- ATCCTTCTAAAAATTAGCTTCGGGCAA
AAAGAAAGAAAGAAAGAGAGAAAACTGGAAAT
196 A_55_P2176894 Gm2181 2.016
- ATCAATCAACCAACCAAACAATCAATCA
) GAGCAGGAAGGAGAGAGATAGCTCACCTGACCT
197 A_52_P574759 Rbpjl 2.007
CAGGCCACTCACTGTCCTCAGACATAC
AGCTGAATAAGAAGCTGGCGCGGAGCGTGGGG
198 A_55_P2138966 Nab2 2.005
CACATCTTTGAGATGGACGATCATGACG
AAAGACTTGCCCCAGTCATCATCTCCCTTGTATGT
199 A 51 P148684 Pou6f2 2.001
AAAAGACTAAAAAACAAAAAACTAC
AGGATCGAAGACAAAAAGCTATCCACTATATGTT
200 A_65_P07627 Dach1 2.000

AAGAGACTCTTATTAACCTGTTGTAC




Table S3. Induction of genes belonging to cellular reprogramming

Phases in cellular Fold induction in
reprogramming MEF treated with
Initiation o) SAHA
Cdh1 433 1.13
Esrp1 2.8 1.07
Cldn7 4.31 0.9
Alpl 253 ;
Gdf3 6.9 0.9
Nanog 42 1.2
Maturation

utf1 3.7 0.9
Zfp4?2 488 ]
Esrrb 10.2 )
Lin28 5.2 113
Prdm1 2.3 15
Dppa4 20.2 :
Stabilization

Tefr 3.7 0.91
Nodal 5478  1.232

Fold induction values in MEFs treated with either 6 or SAHA over DMSO treated MEFs



Table S4. Primers for q-RT PCR analysis

Gene Endogenous primers
Rex1 F: CAGCTCCTGCACACAGAAGA

R: ACTGATCCGCAAACACCTG
Cdh1 F: CAGGTCTCCTCATGGCTTTGC

R: CTTCCGAAAAGAAGGCTGTCC
Snail F: AAGATGCACATCCGAAGC

R: ATCTCTTCACATCCGAGTGG
Snai2 F: TGATGCCCAGTCTAGGAAAT

R: AGTGAGGGCAAGAGAAAGG
Zeb2 F: TAGCCGGTCCAGAAGAAATG

R: GGCCATCTCTTTCCTCCAGT
Rex1 F: AGGAAGTCAGCACCACCGTAGT

R: AAGCAGGAAGAGGGCAATGGCT
FGF5 F: ACAAGAGAGGGAAAGCCAAGAG

R: GAACAGTGACGGTGAAGGAAAG

Table S5. Promoter primers for ChIP analysis

Gene Primers for ChIP analysis
Oct-3/4 F: ATCCGAGCAACTGGTTTGTG
R: CAATCCCACCCTCTAGCCTT
Nanog F: GGATGTCTTTAGATCAGAGGATGCCC
R: CCACAGAAAGAGCAAGACACCAACC
Dppa4 F: GACCAGAAGGGGAGGGGAACGG
R: ACCTTCTTGTCTCCAGCAGTCTCC
Cdhi F: CATGCTGGGCTACATAGCAA
R: TGGGCCTGGAATTGTCTTAG
Rex1 F: GCATCCTCTGCTTGTGTAAATTC
R: CTCAGTTATGCAAATGCCTCTTC
Gapdh F: ACCAGGGAGGGCTGCAGTCC

R: TCAGTTCGGAGCCCACACGC
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