Supplementary Table 1. Gene sets from Figure 6. Lists of genes from each individual gene
set defined in Figure 6, including the fold-change in expression of each gene in treatment
group pair-wise comparisons. ENSEMBL: Ensembl gene identifier; Symbol: official gene
symbol; logFC: log fold change; p value: significance of fold-change in a pair-wise
comparison, P<0.05 cut-off; FDR: false discovery rate, expected proportion of false positives

among the differentially expressed genes in a pair-wise comparison (FDR<0.25 cut-off).



Sup. Table 1 SET |

ENSEMBL Symbol
ENSMUSG00000020326 Cenal
ENSMUSG00000031886 Ces2e
ENSMUSG00000041959 $100a10
ENSMUSG00000092341 Malatl
ENSMUSG00000072949 Acotl
ENSMUSG00000064339 mt-Rnr2
ENSMUSG00000025934 Gsta3
ENSMUSG00000003873 Bax
ENSMUSG00000027663 Zmat3
ENSMUSG00000033634 Cmi2
ENSMUSG00000062762 Ei24
ENSMUSG00000036678 Aaas
ENSMUSG00000064337 mt-Rnrl
ENSMUSG00000021226 Acot2
ENSMUSG00000038776 EphxL
ENSMUSG00000024769 Cdcd2bpa
ENSMUSG00000040918 Slc19a2
ENSMUSG00000032060 Cryab
ENSMUSG00000007891 Ctsd
ENSMUSG00000070047 Fatl
ENSMUSG00000003534 Ddrl
ENSMUSG00000048458 6530418L21Rik
ENSMUSG00000033685 Ucp2
ENSMUSG00000007659 Bel2l1
ENSMUSG00000008167 Fbxw9
ENSMUSG00000040997 Abhd4
ENSMUSG00000069520 Tmem19
ENSMUSG00000034457 Eda2r
ENSMUSG00000036781 Rps27!
ENSMUSG00000053279 Aldhlal
ENSMUSG00000021996 Esd
ENSMUSG00000057738 Spna2
ENSMUSG00000048612 Myof
ENSMUSG00000082062 Fti2
ENSMUSG00000031068 GIn3
ENSMUSG00000067274 Rplp0
ENSMUSG00000060803 Gstpl
ENSMUSG00000015839 Nfe2l2
ENSMUSG00000029700 Slc13al
ENSMUSG00000000326 Comt
ENSMUSG00000068744 Psrcl
ENSMUSG00000047986 Paim3
ENSMUSG00000062382 Gm10116
ENSMUSG00000027907 S100a11
ENSMUSG00000030641 4632434111Rik
ENSMUSG00000000552 Zfp385a
ENSMUSG00000032518 Rpsa
ENSMUSG00000058542 Gm15590
ENSMUSG00000029221 Slc30a9
ENSMUSG00000058135 Gstm1
ENSMUSG00000050708 Fti1
ENSMUSG00000042684 Npl
ENSMUSG00000024747 Aldhla7
ENSMUSG00000038155 Gstp2
ENSMUSG00000058216 BC021614
ENSMUSG00000040017 Saad
ENSMUSG00000026956 Uap1i1
ENSMUSG00000095159 TUBBS
ENSMUSG00000044313 Mab2113
ENSMUSG00000033039 MicallL
ENSMUSG00000031762 Mt2
ENSMUSG00000076036 AC151602.1
ENSMUSG00000032786 Alasl
ENSMUSG00000021456 Fbp2
ENSMUSG00000063696 Gm8730
ENSMUSG00000041936 Aam
ENSMUSG00000017404 Rpl19
ENSMUSG00000035443 Thynl
ENSMUSG00000046818 Ddit4
ENSMUSG00000087132 A930001C03Rik
ENSMUSG00000006219 Fblim1
ENSMUSG00000037573 Tobl
ENSMUSG00000041773 Encl
ENSMUSG00000020372 Gnb2l1
ENSMUSG00000097204 AC092094.1
ENSMUSG00000015714 Lass2
ENSMUSG00000031827 Cotl1
ENSMUSG00000066072 Cypdal0
ENSMUSG00000028383 HsdI2
ENSMUSG00000024048 Myl12a
ENSMUSG00000031479 Vps36
ENSMUSG00000027423 Snx5
ENSMUSG00000041845 Rhod
ENSMUSG00000029470 P2rx4
ENSMUSG00000062480 Acat3
ENSMUSG00000028715 Cypdald
ENSMUSG00000074129 Rpl13a
ENSMUSG00000049303 Syt12
ENSMUSG00000036501 Fam13b
ENSMUSG00000021668 Polk
ENSMUSG00000031765 Mt1
ENSMUSG00000051154 Commd3
ENSMUSG00000004317 Clens
ENSMUSG00000090486 BC035947
ENSMUSG00000042215 Bag2
ENSMUSG00000073455 Gm3435
ENSMUSG00000041920 Slc16a6
ENSMUSG00000026048 Ercc5
ENSMUSG00000079710 Gm3417
ENSMUSG00000025912 Mybl1
ENSMUSG00000059005 Hnrnpa3
ENSMUSG00000043085 Tmem82
ENSMUSG00000020737 Hnl
ENSMUSG00000050097 Ces2b
ENSMUSG00000068739 Sars
ENSMUSG00000019432 Ddx39b
ENSMUSG00000037946 Fqd3
ENSMUSG00000062991 Nrgl
ENSMUSG00000022587 Ly6e
ENSMUSG00000016528 Mapkapk2
ENSMUSG00000031995 St14
ENSMUS(G00000047215 Rpl9
ENSMUSG00000058013 Sept11
ENSMUSG00000022546 Gpt
ENSMUSG00000026749 Nek6
ENSMUSG00000022193 Psmb5
ENSMUSG00000028980 Hépd
ENSMUSG00000028042 Zbth7b
ENSMUSG00000024816 Frmd8
ENSMUSG00000031278 Acsl4
ENSMUSG00000085541 Gm16010
ENSMUSG00000071644 Eeflq
ENSMUSG00000033379 Atp6vOb
ENSMUS(G00000040703 Cyp2sl
ENSMUSG00000092267 Gm20417
ENSMUSG00000075312 Gm13597
ENSMUSG00000037855 Zfp365
ENSMUSG00000034394 Lif
ENSMUSG00000030762 Aap8
ENSMUSG00000024501 Dpysi3
ENSMUSG00000005442 Cic
ENSMUSG00000097328 Tnfsf12
ENSMUSG00000051397 Tacstd2
ENSMUSG00000048707 Tpr
ENSMUSG00000021754 Map3k1
ENSMUSG00000037742 Eeflal
ENSMUSG00000025132 Arhgdia
ENSMUSG00000027889 Ampd2
ENSMUSG00000029762 Akrlb8
ENSMUS(G00000021638 Ocln
ENSMUSG00000031150 Cedc120
ENSMUSG00000045314 Sowahb
ENSMUSG00000046434 Hnrnpal
ENSMUSG00000037321 Tapl
ENSMUSG00000038387 Rras
ENSMUSG00000038217 Tlcd2
ENSMUSG00000031750 1134
ENSMUSG00000058793 Cds2
ENSMUSG00000017765 Slc12ad
ENSMUSG00000032399 Rpl4
ENSMUSG00000032531 Amoti2
ENSMUSG00000091957 Gm8841
ENSMUSG00000021185 9030617003Rik

CP versus Sal

logFC PValue
264 000
397 0.0
231 000
109 0.00
173 0.00
109 0.00
186  0.00
211 0.00
227 000
178 0.0
121 0.00
248 0.00
130 0.00
167  0.00
188  0.00
126 0.00
223 000
169 0.00
073 0.00
130 0.00
109 0.00
534 0.00
136 0.00
111 0.00
176  0.00
121 0.00
097  0.00
541 0.00
103 0.00
272 0.00
067  0.00
069  0.00
181 0.00
097  0.00
113 0.00
0.66  0.00
098  0.00
111 0.00
097  0.00
091  0.00
535  0.00
173 0.00
097  0.00
102 0.00
488  0.00
299 0.00
060  0.00
095  0.00
072 0.00
060  0.00
096  0.00
181 0.00
249 0.00
101 0.00
539 0.00
564 0.00
092  0.00
114 0.00
354 0.00
108  0.00
158  0.00
092  0.00
089  0.00
169  0.00
063  0.00
064  0.00
059  0.00
153 0.00
185  0.00
217 0.00
238 000
084  0.00
235 000
052 0.00
105 0.00
062  0.00
078  0.00
129 0.00
101 0.00
0.77 0.00
106  0.00
0.73 0.00
171 0.00
1.08 0.00
074 0.00
295 0.00
057  0.00
1.90 0.00
112 0.00
1.69 0.00
106  0.00
0.81 0.00
070 0.00
0.75 0.00
181 0.00
0.82 0.00
141 0.00
134 0.00
192 0.00
351 0.00
048  0.00
0.95 0.00
154 0.00
171 0.00
068  0.00
0.64 0.00
174 0.00
219 0.00
102 0.00
0.75 0.00
090 0.0
053 0.00
085  0.00
102 0.00
147 0.00
069  0.00
059  0.00
088 000
105 0.00
098 000
167  0.00
060  0.00
058  0.00
147 0.00
114 0.00
102 0.00
270 0.00
422 000
371 0.00
158  0.00
086  0.00
118 0.00
111 0.00
102 0.00
098  0.00
027 000
051 0.00
100  0.00
256 0.00
098 000
181 0.00
132 0.00
063  0.00
190  0.00
148 0.0
131 0.00
123 0.00
065  0.00
126 0.00
035 000
070 0.00
050  0.00
0.64  0.00

FDR
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00

CP versus CP+DCA

logFC PValue
006 013
024 002
021 002
011 0.20
022 001
008 017
028 001
032 001
025 005
002 085
018 002
023 011
015 003
032 0.00
004 078
-0.18 004
-0.43 0,00
010 047
014 001
009 031
024 000
047 004
000  1.00
009 033
032 002
024 0.02
007 042
059 0.03
002 081
023 020
011 006
.10 0.08
-0.48  0.00
011 016
004 070
0.16 001
013 016
031 0.00
069  0.00
0.00  0.99
077 001
020 023
011 014
0.16 010
061 004
051 0.03
-0.08 009
012 019
012 016
017 001
011 010
040  0.01
045 001
012 025
072 004
058 008
000 098
028 003
042 014
034 000
002 091
008 024
023 002
029  0.08
018 001
020 0.00
004 054
033 006
054 001
030 020
-0.65 001
020 005
072 000
015 001
038 000
022 000
017  0.06
018 025
002 092
-0.26 0.01
011 040
-0.21 0.02
062 000
-0.35 0.01
012 021
-0.04 0.91
007 026
-0.43 0.05
033 003
-0.22 0.29
001 094
0.04 0.69
021 002
-0.02 0.86
032 013
015 017
022 023
-0.31 0.08
038 012
-0.97 0.01
017 001
-0.36 0.01
-059  0.00
-0.38 0.08
018 005
-0.19 0.03
056  0.02
0.02 1.00
011 045
-0.26 0.02
032 001
-0.09 016
015 020
022 009
035 008
-0.09 036
012 012
026 004
-039 001
032 001
009 072
020 000
017 004
-0.40 005
-0.09 063
-0.45 0,00
039 022
4119 001
061 011
002 100
033 001
032 006
039 002
043 001
035 001
010 000
022 000
036 002
-0.94 0,00
033 003
073 001
036 008
010 031
030 027
051 002
039 005
029 012
025 001
047 002
007 018
005 064
002 072
061  0.00

FDR
0.96
0.28
0.23
1.00
0.12
1.00
0.13
0.11
0.48
1.00
0.25
0.86
0.33
0.05
1.00
0.46
0.08
1.00
0.20
1.00
0.08
0.43
1.00
1.00
0.27
0.26
1.00
0.38
1.00
1.00
0.56
0.73
0.05
1.00
1.00
0.11
1.00
0.06
0.00
1.00
017
1.00
1.00
0.83
0.42
0.39
0.78
1.00
1.00
0.15
0.82
0.14
0.18
1.00
0.40
0.72
1.00
0.33
0.99
0.09
1.00
1.00
0.30
0.72
0.16
0.08
1.00
0.58
0.13
1.00
0.16
0.49
0.07
0.15
0.08
0.07
0.58
1.00
1.00
0.10
1.00
0.29
0.06
0.15
1.00
1.00
1.00
0.51
0.31
1.00
1.00
1.00
0.28
1.00
0.96
1.00
1.00
0.70
0.90
017
0.10
0.11
0.08
0.72
0.51
0.39
0.22
1.00
1.00
0.21
017
1.00
1.00
0.79
0.72
1.00
0.90
0.45
0.20
0.15
1.00
0.08
0.45
0.51
1.00
0.06
1.00
0.09
0.86
1.00
0.15
0.61
0.24
0.10
0.21
0.03
0.05
0.25
0.07
0.35
0.09
0.69
1.00
1.00
0.29
051
0.92
0.20
0.22
1.00
1.00
1.00
0.00

DCA versus Sal

logFC PValue
040  0.00
001  1.00
011 053
0.66  0.00
044 001
0.67 0.0
037 009
003 093
023 046
032 013
012 038
-0.06 091
061 000
026 022
010 070
003 083
014 068
018  0.36
-0.06 045
006 071
007 061
001  1.00
017 033
001 097
001 1.00
007 073
015 028
011 1.00
015 030
0.50 041
007 046
0.06 055
010 084
024 010
014 042
002 084
-0.06 067
-0.04 085
002 086
011 044
000  1.00
036 034
023 008
004 084
-0.07 100
013 1.00
004 069
026 009
015 018
002 088
022 009
037 034
001  1.00
008 068
-0.03 100
029  1.00
030 006
015 050
-0.08  1.00
001 100
-0.04 100
020 017
011 055
020 064
001 096
015 0.20
004 070
002 100
-0.08 089
023 074
024 086
019 019
031 085
002 089
-0.07 080
006 059
007 062
030 002
004 083
0.07 0.68
015 044
0.02 0.91
021 070
-0.10 0.68
022 012
041 052
007 053
-0.25 0.65
001  1.00
0.03 1.00
005 080
0.06 0.72
014 029
0.01 0.97
008  1.00
011 050
003  1.00
-0.04 0.92
013 088
0.15 1.00
000  1.00
-0.05 0.85
-0.02 100
0.34 0.38
001 097
-0.05 0.69
006  1.00
0.16 0.86
023 024
-0.09 0.57
010 060
000 098
001  1.00
001 100
0.06  1.00
010 049
008 051
002 091
004 094
025 019
034 047
008 051
-0.09 044
-0.03 100
076 0.00
-0.02 100
076 0.36
-0.07 100
075 100
018 071
007 073
035 025
0.00  1.00
006 088
021 035
012 009
003 079
004 094
014  1.00
001 100
013 087
015 066
007 062
-0.04 100
013 081
006 092
013 070
003 084
001  1.00
006 045
005 076
018 007
027 003

FDR
0.23
1.00
1.00
0.00
1.00
0.07
1.00

1.00 BCL:

1.00
1.00
1.00
1.00
0.56
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00

1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00 N
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00

Desc

cvelin G1 [Source:MGI Symbol:Acc:MGI:1028901

carboxylesterase 2E [Source:MGI Symbol:Acc:MG1:2443170]

$100 calcium binding protein A10 (calpactin) [Source:MGI Symbol; Acc MGI:1339468]

metastasis associated lung transcript 1 od NA)

acyl-CoA thioesterase 1 [Source:MGI Symbol:Acc:MGI:1349396]

mitochondrially encoded 16S rRNA [Source:MGI Symbol:Acc:MGI:102492]

alutathione f alpha 3 mby

ted X protein Symbol;, 02]

zinc finger matrin type 3 [Source:MGI Symbol:Acc:MGI:1195270]

camello-like 2 [Source:MGI Symbol;Acc:MGI:2136446]

etoposide induced 2.4 MRNA [Source:MGI Symbol:Acc:MGI:1080901

achalasia, lacrimia Symbol;Acc:MGI:2443767]

mitochondrially encoded 125 rRNA [Source:MGI Symbol:Acc:MGI:102493]

acyl-CoA thioesterase 2 [Source:MGI Symbol; Acc:MGI:2159605]

epoxide hvdrolase 1, | 2 MGI:95405]

CDC42 binding protein kinase gamma (DMPK-like) [Source:MGI Symbol:Acc:MGI:2652845]

solute carrier family 19 (thiamine transporter), member 2 [Source:MGI Symbol: G1:19287611

crystallin, alpha B [Source:MGI Symbol; Acc:MGI:88516]

cathepsin D [Source:MGI Symbol:Acc:MGI:88562]

FAT tumor suppressor homolog 1 (Drosophila) [Source:MGI Symbol;Acc:MGI:109168]

discoidin domain receptor family, member 1 [Source:MGI Symbol:Acc:MGI:992161

RIKEN cDNA 653041821 gene [Source:MGI Symbol;Acc:MGI:1923497]

uncoupling protein 2 proton carrier) mbol:

BCL2-like 1 [Source:MGI Symbol:Acc:MGI:88139]

F-box and WD-40 domain protein 9 [Source:MGI Symbol:Acc: MGI 1915878]
domain containing 4 ; 5938]

1q144761

Symbol;Acc:MGI:1919539]

11093541

protein 19 Symbol;

A2 receptor Symbol;
ribosomal protein S27-like [Source:MGI Symbol:Acc:MGI:1915191]
aldehyde dehydrogenase family 1, subfamily A1 [Source:MGI Symbol;Acc:MGI:1353450]
esterase D hydrolase Symbol:Acc:MGI:95421]
spectrin alpha 2 [Source:MGI Symbol:Acc:MGI:983861
myoferlin [Source:MGI Symbol;:Acc:MGI:1919192]
ferritin light chain 2 [Source: MGI Symbol;Acc MGI 95590]

3 mbol;,
ribosomal protein, large, PO [Snurce MGI Svmbo\ Acc MGI 19276361
alutathione f pil Symbol:A
nuclear factor, erythroid derived 2, like 2 [Source:MGI Symbol;Acc:MGI:108420]
solute carrier family 13 member 1 | Symbol;
catechol-O-
oroline/serine-rich coiled-coil 1 [Source:MGI svmho\ Acc:MGI:1913099]
3

118599371

predicted pseudogene 10116 [Source:MGI svmboLAcc MGI:3779109]

$100 calcium binding protein A11

RIKEN CDNA 4632434111 gene [Source:MGI SymbolAcc:MGI: 19212911

zinc finger protein 385A [Source:MGI Symbol:Acc:MGI:1352495]

ribosomal protein SA [Source:MGI Symbol:Acc:MGI:1053811

predicted gene 15590 [Source:MGI Symbol;Acc:MGI:3831433]

solute carrier family 30 (Zlnc D . member 9

glutathione ferase, mu 1 [Source:MGI Symbol;

lermm liaht chain 1 lsource MGI Symbol;:Acc:MG1:95589]
pyruvate lyase mbol; 19213411

aldehvde dehvdroqenase family 1, subfamily A7 [Source:MGI Svmbo\ Acc:MGI:1347050]

glutathione . pi 2 [Source:MGI Symbol;

CcDNA seduence BC021614 [Source:MGI Symbol:Acc:MGI:: 23&5075]

serum amyloid A 4 [Source:MGI Symbol;Acc:MG1:982241

UDP-N 1-like 1

Uncharacterized protein [Source:UniProtkB/TrEMBL;Acc:J3ONRS]

mab-21-like 3 (C. eleaans) [Source:MGI Symbol:Acc:MGI:2446273]

microtubule associated monoxygenase, calponin and LIM domain containing -like 1 [Source:MGI Symbol;Acc:MGI:105870]

metallothionein 2 [Source:MGI Symbol:Acc:MGI:97172]

1338798]

mbol; 119236901

Svmbol:Acc:MGI:2443318]

1.00 0

1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00

1.00
1.00
1.00
1.00

1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
0.29
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00

aminolevulinic acid svmhase 1 [Source:MGI Symbol;Acc:MG1:87989]
fructose : ymbol;Acc:MGI:95491]
predicted pseudogene 5730 [Source:MGI Symbol:Acc:MGI:3644565]
aqrin [Source:MGI Symbol;Acc:MGI:879611
ribosomal protein L19 [Source:MGI Symbol;Acc:MG1:98020]
thymacyte nuclear protein 1 [Source:MGI Symbol:Acc:MGI:1925112]
DNA-damade-inducible transcript 4-like [Source:MGI Symbol:Acc:MGI:1920534]
RIKEN cDNA A930001C03 gene [Source:MGI Symbol;Acc:MGI:2441838]
filamin bindina LIM protein 1 [Source:MGI Symbol:Acc:MGI:1921452]
lransducer of ErbB-2.1 [Source:MGI Symbol:Acc:MGI:1349721]

I | cortex 1 mbol:Acc:MGI:109610]
2like 1

quamne nucleotide binding protein (G protein), beta Symbol; 101849]

LAGl homolog, ceramide synthase 2 [Source:MGI Symbol;Acc:MGI:1924143]
like 1 (DI Symbol:Acc:MGI:
1

cytochrome P450, family 4, subfamily a, Symbol:Acc: 1

like 2 Svmbol:Acc:MGI:19197291
myosin, light chain 12A, requlatory, mbol;
vacuolar protein sorting 36 (yeast) [Source:MGI Symbol;Acc:MGI:1917410]
sorting nexin 5 [Source:MGI Symbol:Acc:MG1:1916428]
ras homolog gene family, member D [Source:MGI Symbol;Acc:MGI:108446]
purinergic receptor P2X, ligand-gated ion channel 4 [Source:MGI Symbol:Acc:MGI:1338859]
acetyl-Coenzyme A acetyltransferase 3 [Source:MGI Sym bol:Ace:MG:109182]
cytochrome P450, family 4, subfamily a, S ¥
tibosomal protein L13A [Source:MGI Symbol; Acc MGI 13514551

it Symbol
family with sequence similarity 13, member B Isource MGI Symbol:Acc:MGI:2447834]
polymerase (DNA directed), kappa [Source:MGI Symbol:Acc:MGI:1349767]
metallothionein 1 [Source:MGI Symbol; Acc:MGI:97171]
COMM domain containing 3 [Source:MGI Symbol;Acc:MGI:88218]
chloride channel 5 [Source:MGI Symbol:Acc:MGI:99486]
cDNA sequence BC035947 [Source:MGI Symbol;Acc:MG1:2652858]
BCL2-associated athanogene 2 [Source:MGI Symbol;Acc:MGI:1891254]
predicted gene 3435 [Source:MGI Symbol:Acc:MGI: 38101251
solute carrier family 16 acid mber Symbol;Acc:MGI:2144585]
excision repair cross-complementing rodent repair deﬁcler\cv Comb\emenlauon aroup 5 [Source:MGI Symbol;Acc:MGI:103582]
predicted gene 3417 ISource MG\ Symbol;Acc:MGI:3781595]
Symbol;Acc:

1914518]

10965501

nuclear A3 Symbol;Acc:MGI:1917171]
protein 82 Symbol:Acc: 3848691
hematological and neuldoqlcal expressed sequence 1 [Source:MGI Symbol;Acc:MGI:1096361]
Symbol;Acc:MG1:2448547]
svmhelase SymbolAcc: MGI:102809]
DEAD A 398 Symbol;, 401
FYVE, RhoGEF and PH domam containing 3 [Source:MGI Symbol;Acc:MGI:1353657]
neurequlin 1 [Source:MGI Symbol;Acc:MGI:96083]
lymphocyte antigen 6 complex, locus E [Source:MGI Symbol;Acc:MGI:106651]
MAP kinase-activated protein kinase 2 [Source:MGI Symbol:Acc:MGI:109298]
suppression of tumorigenicity 14 (colon carcinoma) [Source:MGI Symbol;Acc:MGI:1338881]
ribosomal protein L9 [Source:MGI Symbol:Acc:MGI:12983731
septin 11 [Source:MGI Symbol;Acc:MGI:1277214]
qlutamic pyruvic i soluble Symbol;
NIMA (never in mitosis gene a)-related expressed kinase 6 [Source:MGI Symbol;Acc:MGI:1891638]
proteasome (prosome, macropain) subunit, beta type 5 [Source:MGI Symbol:Acc:MGI:1194513]
hexose-6-phosphate (glucose 1 Symbol;Acc:MGI:2140356]
zinc finger and BTB domain containing 78 [Source:MGI Symbol:Acc:MGI:102755]
FERM domain containing 8 [Source:MGI Symbol:Acc:MGI:1914707]
acyl-CoA synthetase lona-chain family member 4 [Source:MGI Symbol:Acc:MGI:1354713]
predicted gene 16010 [Source:MGI Symbol;Acc:MGI:3802126]
eukaryoic translation elongation factor 1 gamma [Source:MGI Symbol;Acc:MGI:1914410]
ATPase, H+ transporting, lysesomal VO subunit B lSnurce MGl Svmbm Acc:MGI:1890510]
cvtochrome P450, family 2, subfamily s, b :MGI:1921384]
predicted gene 20417 [Source:MGI Symbol:Acc: MGL5141882I
predicted aene 13597 [Source:MGI Symbol:Acc:MGI:3651139]
zinc finger protein 365 [Source:MGI Symbol; Acc:MGI:2143676]
leukemia inhibitory factor [Source:MGI Symbol: Acc:MGI:96787]
aquaporin 8 [Source:MGI Symbol;Acc:MGI:1195271]
dihydropyrimidinase-like 3 [Source:MGI Symbol:Acc:MGI:1349762]
capicua homolog (Drosophila) [Source:MGI Symbol:Acc:MGI:1918972]
tumor necrosis factor (ligand) member 12 1 Symbol: 11962591
tumor-associated calcium signal transducer 2 [Source:MGI Symbol:Acc:MGI:1861606]
taperin [Source:MGI Symbol:Acc:MGI:2139535]
mitogen-activated protein kinase kinase kinase 1 [Source:MGI Symbol;Acc:MGI:1346872]
eukaryotic translation elongation factor 1 alpha 1 [Source:MGI Symbol:Acc:MGI:10968811
Rho GDP dissociation inhibitor (GDI) alpha [Source:MGI Symbol:Acc:MG1:2178103]
adenosine deaminase 2 Symbol
aldo-keto reductase family L, member B8 [Source:MG! Symbol:Acc:MGI:107673]
occludin [Source:MGI Symbol;Acc:MGI:106183]
coiled-coil domain containing 120 [Source:MGI Symbol:Acc:MGI:1859619]
sosondowah ankvrin repeat domain family member B [Source:MGI Symbol:Acc:MG: 19253381
uclear AL Symbol;Acc:MGI:104820]

transporter 1, ATP-binding cassette, sub-family B (MDR/TAP) [Source:MGI Symbol:Acc:MGI:98483]
Harvey rat sarcoma oncogene, subgroup R [Source:MGI Symbol:Acc:MG1:98179]
TLC domain containing 2 [Source:MGI Symbol:Acc:MGI:1917141]
interleukin 34 [Source:MGI Symbol:Acc:MGI:1923777]
CDP: synthase
solute carrier family 12, member 4 [Source:MGI Symbol:Acc: MGI 1309465
ribosomal protein L4 [Source:MGI Symbol:Acc:MGI:1915141]
angiomotin-like 2 [Source:MGI Symbol; Acc:MGI:1929286]
predicted gene 8841 [Source:MGI Symbol:Acc:MGI:3647575]
RIKEN cDNA 9030617003 gene [Source:MGI Symbol:Acc:MGI:2444813]

Symbol; 113322361
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solute carier family 25, member 30 [Source:MGI Symbol;Acc:MG1:1914804]

chaperonin containing Tepl, subunit 3 (gamma) [Source:MGI Symbol;Acc:MGI:104708]

homer homoloa 3 (Drosophila) [Source:MGI Symbol;Acc:MGI:1347359]

OTU domain containing 78 [Source:MGI Symbol;Acc:MGI:2654703]

ribosomal protein L15 [Source:MGI Symbol;Acc:MGI:1913730]

BRX1, biogenesis of ribosomes, homolog (S. cerevisiae) [Source:MGI Symbol;Acc:MGI:1915082]
plexin B2 [Source:MGI Symbol:Acc:MGI:2154239]

A kinase (PRKA) anchor protein 2 [Source:MGI Symbol;Acc:MGI:1306795]

solute carrier family 6 (neurotransmiter transporter, alvcine), member 9 [Source:MGI Symbol:Acc:MGI:95760]
NEDD4 binding protein 1 [Source:MGI Symbol;Acc:MGI:2136825]

protease (prosome, macropain) 26S subunit, ATPase 1 [Source:MGI Symbol:Acc:MGI:106054]
predicted gene 20459 [Source:MGI Symbol;Acc:MGI:5141924]

tetraspanin 4 [Source:MGI Symbol:Acc:MGI:1928097]

ribosomal protein L15, pseudogene 3 [Source:MGI Symbol;Acc:MGI:3782952]

H2A histone family, member J [Source:MGI Symbol:Acc:MGI:3606192]

predicted gene 5799 [Source:MGI Symbol:Acc:MGI:3646715]

carnitine paJmuovlnans'evase 1c [Source:MGI Symbol:Acc:MGI:2446526]

tumor necrosis factor, d protein :104961]
congenital 2 homolog (human) mbol; 112983921

protein tyrosine 4a2 : 127711

Bcell Symbol;

acid receptor 6 : :1914418]
zinc finger and BTB domain containing 16 [Source:MGI Symbol:Acc:MGI:103222]
predicted gene 4294 [Source:MGI Symbol:Acc:MGI:3782472]
predicted gene 14493 [Source:MGI Symbol:Acc:MGI:37053131
poliovirus receptor-related 1 [Source:MGI Symbol:Acc:MGI:1926483]
d, cvclic leotid d K+ 3

aldolase A, f  Acc:MGI:87994]

7 : 1933213
arowth arrest specific 5 [Source:MGI Symbol Acc:MGI:95659]
family with seauence similarity 83, member H [Source:MGI Symbol:Acc:MGI:21459001
acidic (leucine-rich) nuclear phosphoprotein 32 family, member B [Source:MGI Symbol:Acc:MGI:1914878]
SPEN homolo, transcriptional requlator (Drosophila) [Source:MGI Symbol:Acc:MGI:18917061
ribosomal protein S2, pseudogene 13 [Source:MGI Symbol;Acc:MGI:37056401
hyaluronic acid bindina protein 4 [Source:MGI Symbol:Acc:MGI:1891713]

protein 63b ;

12982111

mbol;

0
solute carrier family 35, member E3 [Source:MGI Symbol;Acc:MGI:2448489]
ATPase type 13A3 [Source:MGI Symbol:Acc:MGI:26853871
receptor accessory protein 6 [Source:MGI Symbol; Acc'MGI'19175851
solute carrier family 23 mber |
myeloid leukemia factor 2 [Source:MGI Symbol; Acc MGI 135355A1
syndecan 4 [Source:MGI SvmbokAcG:MGI: 13491641
kinase 4 g
CDB81 antigen [Source:MGI Symbol:Acc:MGI: 10963981
protein phosphatase 1, requlatory subunit 98 [Source:MGI Symbol:Acc:MGI:2387581]
nuclear c Symbol: 11077951
interferon gamma receptor 1 [Source:MGI Symbol:Acc:MGI:107655]
molybdenum cofactor sulfurase [Source:MGI Symbol:Acc:MGI:19158411
CTS telomere maintenance complex component 1 [Source:MGI Symbol:Acc:MGI:1916214]
reticulocalbin 1 [Source:MGI Symbol:Acc:MGI:104559]1
chaperonin containing Tepl, subunit 5 (epsilon) [Source:MGI Symbol:Acc:MGI:107185]
solute carrier family 20, member 2 [Source:MGI Symbol:Acc:MGI:978511
thomboid, veinlet-like 1 (Drosophila) [Source:MGI Symbol:Acc:MGI:23848911
plakophilin 2 [Source:MGI Symbol:Acc:MGI:19147011
mitochondrial ribosomal protein S188 [Source:MGI Symbol:Acc:MGI:1914223]
ceruloplasmin [Source:MGI Symbol:Acc:MGI:884761
RIKEN cDNA 4933426M11 gene [Source:MGI Symbol:Acc:MGI:24446611
predicted aene 12366 [Source:MGI Symbol:Acc:MGI:36495571
predicted gene 15487 [Source:MGI Symbol;Acc:MGI:37096101
proteasome (prosome, macropain) 268 subunit, non-ATPase, 8 [Source:MGI Symbol:Acc:MGI:1888669]
kelch-like 26 (Drosophila) [Source:MGI Symbol:Acc:MGI:24430791
predicted pseudogene 10020 [Source:MGI Symbol:Acc:MGI:3642192]
squalene epoxidase [Source:MGI Symbol;Acc:MGI:109296]
aeneral factor IIF, 1 Svmbol:Acc:MGI:1923848]
ATPase, H+ transporting, lysosomal VO subunit C [Source:MGI Symbol;Acc:MGI:88116]
RIKEN cDNA 1700024P16 gene [Source:MGI Symbol:Acc:MGI: 26854661
aldo-keto reductase family 1, member C13 [Snurce'MGI SymbolAcc:MGI11351662]
transcription elonaation factor B (Sill), Symbol:Acc:
ribosomal protein S2 [Source:MGI Symbol:Acc MGI 105110]
1 bol:A
inhibitor of kappaB kinase beta [Source:MGI Symbol; Acc MGI: 13330711
predicted aene 20634 [Source:MGI Symbol:Acc:MGI:53130811
eukaryotic translation initiation factor 3, subunit B [Source:MGI Symbol:Acc:MGI:106478]
predicted aene 10420 [Source:MGI Symbol:Acc:MGI:37042751
expressed sequence Al507597 [Source:MGI Symbol:Acc:MGI:2140323]
acyl-CoA thioesterase 9 [Source:MGI Symbol:Acc:MGI:1928939]
synthetase 1 Symbol:Acc:MGI:97775]
SIVAL. apoptosis-inducina factor [Source:MGI Symbol:Acc:MGI:13536061
predicted gene 6311 [Source:MGI Symbol:Acc:MGI:3644735]
ribosomal protein S19 [Source:MGI Symbol:Acc:MGI: 13337801
spermine oxidase [Source:MGI Symbol;Acc:MGI:2445356]
Indian hedgehog [Source:MGI Symbol;Acc:MGI:96533]
mitogen-activated protein kinase kinase kinase 13 [Source:MG| Symbol:Acc:MGI:2444243]
programmed cell death 6 interacting protein [Source:MGI Symbol;Acc:MGI:1333753]
hepatoma-derived arowth factor [Source:MGI Symbol;Acc:MGI:1194494]
dual specificity 3 (vaccinia virus VH1-related)
granulin [Source:MGI Symbol;Acc:MGI:95832]
general transcription factor Il C 1 [Source:MGI Symbol:Acc:MGI:107887]
heat shock protein 9 [Source:MGI Symbol:Acc:MGI:96245]
phospholipase A2, activating protein [Source:MGI Symbol;Acc:MGI:104810]
solute carrier family 4 (anion exchanger), member 2 [Source:MGI Symbol;Acc:MGI:1093511
transforming growth factor beta requlated gene 1 [Source:MGI Symbol;Acc:MGI:1100877]
myeloid differentiation primary response gene 88 [Source:MGI Symbol;Acc:MGI:108005]
CDNA sequence BC096441 [Source:MGI Symbol:Acc:MGI:3845075]
ribosomal protein $24 [Source:MGI Symbol;:Acc:MGI:98147]
karyopherin (importin) beta 1 !source MGI Symbol:Acc:MGI:107532]
acid 2c :MGI Symbol;Acc:MGI:1354945]
ATP-binding cassefte, sub |am|\y B (MDR/TAP), member 1A [Source:MGI Symbol; Acc MGL:97570]
acid eta)

Symbol:Acc:MGI:104516]

1919638]

Symbol;Acc:MGI:1919599]

Symbol:Acc:MGI:2142716]
fermitin family homdoq 1 (Dmsophﬂa) Isource MGI Symbol;Acc:MGI:2443583]

hydroxy-delta-5-steroid dehydrogenase, 3 beta- and steroid delta-isomerase 7 [Source:MGI Symbol:Acc:MG1:2141879]

mutS homolog 6 (E. coli) [Source:MGI Symbol;Acc:MGI:1343961]

destrin [Source:MGI Symbol;Acc:MGI:1929270]

laminin, alpha 5 [Source:MGI Symbol; Acc:MGI:105382]

ras homolog gene family, member O [Source:MGI Symbol;Acc:MGI:1931553]

eukaryotic translation initiation factor 3, subunit A [Source:MGI Symbol;Acc:MGI:95301]

6-phosphogluconolactonase [Source:MGI Symbol;Acc:MGI:1913421]

calpain, small subunit 1 [Source:MGI Symbol; Acc:MGI:88266]

tubulin tyrosine ligase-like family, member 12 [Source:MGI Symbol;Acc:MGI:3039573]

RIKEN cDNA 1700110K17 gene [Source:MGI Symbol;Acc:MGI:1920808]

protein phosphatase 1, requlatory (inhibitor) subunit 148 [Source:MGI Symbol;Acc:MGI:107682]

solute carrier family 40 (iron-requlated transp Symbol;Acc:MGI:1315204]

late endosomal/lysosomal adaptor, MAPK and MTOR activator 1 [Source:MGI Symbol;Acc:MGI:1913758]

predicted gene 6139 [Source:MGI Symbol;Acc:MGI:3643279]
phosphatidylinositol transfer protein, b d 1
predicted gene 5641 [Source:MGI Symbol:Acc:MGI:3645731]
predicted aene 20633 [Source:MGI Symbol:Acc:MGI:53130801
leucine-rich and death domain containing [Source:MGI Symbol;Acc:MGI:1889507]

F-box protein 6 [Source:MGI Symbol:Acc:MGI:1354743]

predicted gene 11687 [Source:MGI Symbol;Acc:MGI:3652085]

neural proliferation, differentiation and control gene 1 [Source:MGI Symbol:Acc:MGI:1099802]
RIKEN cDNA G630090E17 gene [Source:MGI Symbol;Acc:MGI:3773841]

chemokine (C-X-C motif) ligand 16 [Source:MGI Symbol:Acc:MGI:1932682]

dynein cytoplasmic 1 heavy chain 1 [Source:MGI Symbol;Acc:MGI:103147]

FK506 binding protein 1a [Source:MGI Symbol:Acc:MGI:955411

family with sequence similarity 84, member B [Source:MGI Symbol;Acc:MGI:30269241
aldo-keto reductase family 1, member C19 [Source:MGI Symbol;Acc:MGI:2653678]
ribosomal protein L18 [Source:MGI Symbol:Acc:MGI:98003]

sphingosine phosphate lvase 1 [Source:MGI Symbol:Acc:MGI:1261415]

predicted gene 20632 [Source:MGI Symbol;Acc:MGI:5313079]

ATPase, H+ transporting, lysosomal V1 subunit D [Source:MGI Symbol:Acc:MGI:19210841
phosphoprotein enriched in astrocytes 15A [Source:MGI Symbol;Acc:MGI:104799]

myosin IC [Source:MGI Symbol;Acc:MGI:106612]

predicted gene 12922 [Source:MGI Symbol:Acc:MG: 3651537]

mbol; 11975241

solute carrier family 16 acid mber 1 Symbol;Acc:MGI:106013]
importin 7 [Source: MGI SymbolAcc:MGI:2152414]
quanin ransferase Symbol; : 1

predicted Dseudnqene 5786 [Source:MGI Symbol:Acc:MGI:3645003]
ribosomal protein S4, X-linked [Source:MGI Symbol:Acc:MGI:98158]
growth factor, erv1 (S. cerevisiae)-like (augmenter of liver regeneration) [Source:MGI Symbol;Acc:MGI:107757]
calpain 2 Isource MGI 5vmbo\ Acc:MG|:88264]
predicted gene 6793 Isource MG\ Symbol:Acc:MGI:36435781
ting finger protein 187 [Source:MGI Symbol;Acc:MGI:1914224]
RIKEN cDNA 4930572J05 gene [Source:MGI Symbol:Acc:MGI:19253011
chaperonin containing Tcp1, subunit 4 (delta) [Source:MGI Symbol; Acc:MGI:104689]
zinc finger protein 219 [Source:MGI Symbol:Acc:MGI:1917140]
TNF receptor associated factor 4 [Source:MGI Symbol:Acc:MGI:1202880]
| Symbol:Acc:MGI:97552]

Fas (TNF receptor superfamily member 6) [Source:MGI Symbol:Acc:MGI:95484]
ribosomal protein SA, mbol:Acc:MGI:3704228]
coiled-coil and C2 domain containing 1B [Source:MGI Symbol;Acc:MGI:2443076]
proline rich 13 [Source:MGI Svmbok:Acc:MGI:19134011

ino acid N 1 Symbol;Acc:MGI:2140197]
sinle immunoglobulin and toll-interleukin 1 receptor (TIR) domain [Source:MGI Symbol:Acc:MGI:1344402]




ENSMUSG00000001313 Rnd2 132 000000 -0.60 002 0.25 -0.06 1.00 1.00 Rhofamily GTPase 2 [Source:MGI Symbol:Acc:MGI:1338755]
ENSMUSG00000097142 AC102815.1 0.87 000000 -0.08 0.66 100 000 100 1.00 0

ENSMUSG00000048107 Kctd12 087 000000 -0.08 0.66 1.00 000  1.00 1.00 potassium channel tetramerisation domain containing 12 [Source:MGI Symbol;Acc:MGI:2145823]
ENSMUSG00000016554 Eif3d 0.62 000000 -037 000005 001 100 1.00 eukaryotic translation initiation factor 3, subunit D [Source:MGI Symbol;Acc:MGI:1933181]
ENSMUSG00000081205 Gm5940 052 000000 -012 023100 002 091 1.00 predicted gene 5940 [Source:MGI Symbol:Acc:MGI:3648847]

ENSMUSG00000095567 Noc2! 0.74 000 0.00 -045 0.0 0.05 -0.09 0.65 1.00 nucleolar complex associated 2 homolog (S. cerevisiae) [Source:MGI Symbol;Acc:MGI:1931051]
ENSMUSG00000024608 Rps14 046 000 000 -0.08 034100 002 0.93 1.00 ribosomal protein S14 [Source:MGI Symbol:Acc:MGI:98107]

ENSMUSG00000030738 Eif3c 047 000 0.00 -0.07 044 1.00 008 0.54 1.00 eukaryotic translation initiation factor 3, subunit C [Source:MGI Symbol;Acc:MGI:19269661
ENSMUSG00000014349 Ube2z 062 000000 -035 0.00007 005 081 1.00 ubiquitin-coniuaating enzyme E2Z (putative) [Source:MGI Symbol:Acc:MGI:1343160]
ENSMUSG00000025967 Eef1b2 0.44 000 0.00 -0.08 0.341.00 009 047 1.00 eukaryotic translation elongation factor 1 beta 2 [Source:MGI Symbol;Acc:MGI:1929520]
ENSMUSG00000031578 Mak16 108 000 000 -0.56 001016 011 076 1.00 MAK16 homoloa (S. cerevisiae) [Source:MGI Symbol:Acc:MGI:1915170]

ENSMUSG00000030662 1po5 0.63 000000 -023 007065 006 0.77 1.00 importin 5 [Source:MGI Symbol;Acc:MGI:1917822]

ENSMUSG00000031149 Praf2 150 000 000 -0.50 008 0.69 -0.13  1.00 1.00 PRAL domain family 2 [Source:MGI Symbol:Acc:MGI:1859607]

ENSMUSG00000016256 Ctsz 048 000 0.00 -0.08 040 1.00 -010  0.43 1.00 cathepsin Z [Source:MGI Symbol;Acc:MGI:1891190]

ENSMUSG00000027422 Rrbpl 049 000000 -021 003034 007 0.58 1.00 ribosome binding protein 1 [Source:MGI Symbol:Acc:MGI:1932395]

ENSMUSG00000029064 Gnb1 048 000 0.00 -018 0.6 056 007 0.62 1.00 guanine nucleotide binding protein (G protein), beta 1 [Source:MGI Symbol;Acc:MGI:95781]
ENSMUSG00000085156 Gm11974 233 000000 -024 048100 027 0.79 1.00 predicted gene 11974 [Source:MGI Symbol:Acc:MGI:3650059]

ENSMUSG00000021222 Dcaf4 160 000 000 -0.11 071 1.00 -0.18  0.86 1.00 DDB1 and CUL4 associated factor 4 [Source:MGI Symbol;Acc:MGI:1921078]
ENSMUSG00000085042 2010001MO6Rik  1.85 ~ 0.00 0.00 0.45  0.12 0.92 024  0.85 1.00 RIKEN cDNA 2010001MO06 gene [Source:MGI Symbol:Acc:MGI:1917062]
ENSMUSG00000090544 Gm6576 047 000000 003 070 1.00 020 0.1 1.00 predicted gene 6576 [Source:MGI Symbol;Acc:MGI:3646644]

ENSMUSG00000017707 Serinc3 031 000000 000 096100 010 024 1.00 serine mcornoramr 3 [Source:MGI Symbol:Acc:MGI:1349457]

ENSMUSG00000001665 Gstt3 0.65 000000 001 097 100 -023 0.19 1.00 glutathior theta 3 :MGI:2143526]
ENSMUSG00000081094 Rpl19-ps11 056 000 0.00 -0.06 0.60 1.00 004 0.83 1.00 nbosomal nro(em L19, pseudogene 11 [Source: MG\ Svmbol AccMGI:3642193
ENSMUSG00000024583 Txnll 057 000000 -029 001017 005 0.76 1.00 th 7 0078]

ENSMUSG00000028495 Rps6 039 000000 -012 006061 004 0.69 1.00 ribosomal nro(em S6 [Source:MGI Svmbcl.Acc.MGl 98159

ENSMUSG00000027455 Nsfllc 050 000000 -022 002030 -001  0.97 1.00 NSFLI (p97) cofactor (p47) [Source:MGI Symbol;Acc:MGI:3042273]

ENSMUSG00000034930 Rtkn 088 000000 -0.08 0.68 1.00 005 0.93 1.00 rhotekin [Source:MGI Symbol:Acc:MGI:107371]

ENSMUSG00000085006 BC021767 170 000 000 -0.75 002 0.29 -0.11  1.00 1.00 cDNA sequence BC021767 [Source:MGI Symbol;Acc:MGI:3615512]

ENSMUSG00000020038 Crvl 249 000000 -0.90 004041 094 030 1.00 like Symbol:Acc:MGI:12708411
ENSMUSG00000016526 Dyrk3 248 000000 -112 002 022 -011 100 1.00 dual fi tvrcysme (v requiated kinase 3 ;Acc:MGI:1330300]
ENSMUSG00000032369 Plscrl 068 000000 -035 001017 -010  0.59 1.00 Symbol 51

ENSMUSG00000069744 Psmb3 055 000000 -016 017 1.00 0.02  0.97 1.00 proteasome (prosome, macrunam) subunit, beta type 3 [Source:MGI SymbolAcc:MGI:1347014]
ENSMUSG00000037440 Vnn1 074 000 0.00 048 000001 -021  0.29 1.00 vanin 1 [Source:MGI Symbol: Acc MGI:108395]

ENSMUSG00000079709 9030025P20Rik  0.67 ~ 0.00 0.00 -0.23  0.08 0.73 -0.06  0.77 1.00 RIKEN cDNA gen 583895]
ENSMUSG00000064220 Histzh2aa2 085 000000 -0.40 003033 -010 0.74 1.00 histone clus(erZ Hzaaz [Soun:e MGI Symbol; Acc MG\ 2445253]

ENSMUSG00000019590 Cyb561 079 000000 -019 023 100 008 077 1.00 :

ENSMUSG00000022462 Slc38a2 0.60 000 0.00 -0.37 000005 019 030 1.00 solute carrier iamnv 38, member 2 [Source:MGI Svmbol.AchGl.lQlSDlm
ENSMUSG00000037331 Larpl 050 000000 -021 004 045 005 0.74 1.00 Laribonucleoprotein domain family, member 1 [Source:MGI Symbol;Acc:MG1:1890165]
ENSMUSG00000033029 1700088E04Rik  0.97 ~ 0.00 0.00 -0.25 ~ 0.21 1.00 -0.02  1.00 1.00 RIKEN cDNA 1700088E04 gene [Source:MGI Symbol:Acc:MGI:1920774]
ENSMUSG00000042099 Kank3 0.89 000000 -048 001019 -017  0.53 1.00 KN motif and ankyrin repeat domains 3 [Source:MGI Symbol;Acc:MGI:1098615]
ENSMUSG00000063954 Histzh2aal 085 000000 -0.40 002030 -010 0.74 1.00 histone cluster 2, H2aal [Source:MGI Symbol;Acc:MGI:96097]

ENSMUSG00000002319 Ipod 056 000000 -026 003033 002 093 1.00 importin 4 [Source:MGI Symbol;Acc:MGI:1923001]

ENSMUSG00000095427 Rps2-ps6 048 000000 002 083100 017  0.18 1.00 ribosomal nro(em 52 pseudwene 6 [Source:MGI Symbol:Acc:MGI: 35445761
ENSMUSG00000059208 Hnmpm 048 000 0.00 -020 004 046 007  0.61 1.00 M [Source:MGI Acc 9264651
ENSMUSG00000020708 Psmc5 055 000000 -019 010081 007 0.68 1.00 protease (nrosome. ma:mnam) 26S subunit, ATPase 5 [Source:MGI Svmbol,Acc:MG\:lOSﬂMl
ENSMUSG00000030744 Rps3 034 000000 -0.05 040 1.00 -004 0.70 1.00 ribosomal protein S3 [Source:MGI Symbol:Acc:MGI:1350917]

ENSMUSG00000065862 SNORAG7 101 000 000 -0.61 000 0.09 012 077 1.00 Small nucleolar RNA SNORA67 [Source:RFAM:ACC:RF00272]

ENSMUSG00000060733 Ipmk 057 000000 -019 010081 -010  0.52 1.00 inositol [Source:MGI ;. 1916968]
ENSMUSG00000070462 Mesdcl 133 000 000 -0.63 002 027 -0.01 100 1.00 mesoderm development candidate 1 [Source:MGI Symbol:Acc:MGI:1891420]
ENSMUSG00000040734 Pppri3| 181 000 000 -0.82 002 027 -0.06 1.00 1.00 protein DhDthalase 1, requlatory (mmbnm) subunit 13 like [Source:MGI Symb
ENSMUSG00000032577 Mapkapk3 154 000 000 -0.28 034 1.00 -0.07 100 1.00 ed protein ki protein kinase 3 Symbol:Acc:MGI:2143163]
ENSMUSG00000044037 Als2cl 072 000000 -035 002025 -022 0.28 1.00 ALS2 C-terminal like [Source:MGI Symbol:Acc:MGI:2447532]

ENSMUSG00000009035 Tmem184b 0.74 000 0.00 -0.34 004 042 -015 0.51 1.00 transmembrane protein 184b [Source:MGI Symbol:Acc:MGI:2445179]

ENSMUSG00000082016 Pgam1-ps2 039 000000 008 022100 014 020 1.00 mutase 1, 2 [Source:MGI Symbol;Acc:MG1:3645709]
ENSMUSG00000030339 Ltbr 0.60 000000 -018 015100 -001  0.96 1.00 lymphotoxin B receptor [Source:MGI Symbol:Acc:MGI:104875]

ENSMUSG00000057506 Blocls2a 109 000 000 -0.33 016 1.00 -0.09  0.82 1.00 biogenesis of lysosome-related organelles complex-1, subunit 2A [Source:MGI Symbol;Acc:MG1:1920939]
ENSMUS(G00000021814 Anxa7 044 000000 -021 002029 000 100 1.00 annexin A7 [Source:MGI Symbol:Acc:MGI:880311

ENSMUSG00000046731 Ketd11 160 000 000 -0.66 004 044 011  1.00 1.00 potassium channel tetramerisation domain containing 11 [Source:MGI Symbol;Acc:MGI:2448712]
ENSMUSG00000087366 BC042782 222 000000 -107 001021 001 100 1.00 cDNA sequence BC042782 !Source MGI Symbol:Acc:MGI:: 2652837]

ENSMUSG00000029003 Mad2I2 112 000 000 -0.24 033 1.00 008 0.91 1.00 MAD2 mitotic arrest defi lik mb 9191401
ENSMUSG00000020328 Nudcd2 085 000000 -0.04 081100 015 0.57 1.00 NudC domain containing 2 lsource MGI Symbol:Acc:MGI: 12771031

ENSMUSG00000031207 Msn 045 000000 -018 005055 003 082 1.00 moesin [Source:MGI Symbol:Acc:MGI:97167]

ENSMUSG00000047675 Rps8 038 000000 -0.06 036100 006 0.56 1.00 ribosomal protein S8 [Source:MGI Symbol:Acc:MGI:98166]

ENSMUSG00000022682 Rm3 0.94 000000 -039 005049 019 053 1.00 RRN3 RNA polymerase | transcription factor homolog (veast) [Source:MGI Symbol;Acc:MGI:1925255]
ENSMUSG00000090862 Rps13 051 000000 -016 0.09 077 006 0.66 1.00 ribosomal protein S13 [Source:MGI Symbol:Acc:MGI:1915302]

ENSMUSG00000001053 Ndbp3 110 000 000 -0.64 001 012 -0.23  0.64 1.00 NEDD4 binding protein 3 [Source:MGI Symbol;:Acc:MGI:2442218]

ENSMUSG00000035199 Arl6in5 073 000000 -038 002025 -005 0.89 1.00 ADP-ribosylation factor-like 6 interacting protein 5 [Source:MGI Symbol:Acc:MGI:19295011
ENSMUSG00000026942 Traf2 101 000 000 -0.52 001 020 004 092 1.00 TNF d factor 2 :MGI Symbol; 11018351

ENSMUSG00000019961 Tmpo 062 000000 -037 001010 -004 0.87 1.00 : mbol:Acc:MGI:106920]

ENSMUSG00000021773 Comtd1 135 000 000 -0.21 048 1.00 009  0.89 1.00 catechol-O-methyltransferase domain containing 1 [Source:MGI Symbol;Acc:MGI: 19164061
ENSMUSG00000042487 Leol 134 000 000 -0.57 004 047 -0.05 1.00 1.00 Leol, Pafl/RNA polymerase Il complex component, homolod (S. cerevisiae) [Source:MGI Symbol:Acc:MGI:2685031]
ENSMUSG00000027566 Psma7 049 000 0.00 -020 005054 002 091 1.00 proteasome (prosome, macropain) subunit, alpha type 7 [Source:MGI Symbol:Acc:MGI:1347070]
ENSMUSG00000054065 Pkp3 092 000000 -023 024100 -017  0.63 1.00 plakophilin 3 [Source:MGI Symbol:Acc:MGI:1891830]

ENSMUSG00000061778 Mospd2 0.87 000000 -048 001018 -011  0.79 1.00 motile sperm domain containing 2 [Source:MGI Symbol;Acc:MGI:1924013]
ENSMUSG00000096993 AC155921.1 126 000000 -0.29 027 1.00 014 079 1.00 0

ENSMUSG00000057982 Zfp809. 120 000 000 -0.15 058 1.00 0.26 054 1.00 zinc finger protein 809 [Source:MGI Symbol;Acc:MGI:2143362]

ENSMUSG00000028793 Rnf19b 093 000000 -063 000005 000 100 1.00 rinafinger protein 198 [Source:MGI Symbol:Acc:MGI:1922484]

ENSMUSG00000038987 1700019L03Rik  2.80  0.00 0.00 -119 002 023 0.8 100 1.00 RIKEN cDNA 1700019103 gene [Source:MGI Symbol:Acc:MGI:2447809]
ENSMUSG00000030189 Csda 074 000 0.00 -0.41 001020 013  0.57 1.00 cold shock domain protein A [Source:MGI Symbol:Acc:MGI:2137670]

ENSMUSG00000001089 Luzpl 070 000 0.00 -035 002 027 009 0.65 1.00 leucine zipper protein 1 [Source:MGI Symbol;Acc:MGI:107629]

ENSMUSG00000036667 Fam115a 088 000000 -022 025100 -001 100 1.00 family with sequence similarity 115, member A [Source:MGI Symbol:Acc:MGI:1914665]
ENSMUSG00000048234 Rnf149 059 000000 -023 007 065 000  1.00 1.00 ring finger protein 149 [Source:MGI Symbol;Acc:MGI:2677438]

ENSMUSG00000021250 Fos 352 000000 -149 001 016 008 100 1.00 FBJ oncogene ymbol; 4]

ENSMUSG00000003435 SuptSh 0.52 0.00 0.00 -0.27 0.01 0.20 -0.05 0.77 1.00 suppressor of Ty 5 homolog (S. cerevisiae) [Source:MGI Symbol;Acc:MGI:1202400]
ENSMUSG00000061983 Rps12 038 000000 -010 018 1.00 -001  0.98 1.00 ribosomal protein S12 [Source:MGI Symbol;Acc:MGI:98105]

ENSMUSG00000021116 Eif2s1 0.70 0.00 0.00 -0.41 0.01 011 0.07 0.75 1.00 eukaryotic translation initiation factor 2, subunit 1 aJDha [Source:MGI Symbol;Acc:MG1:95299]
ENSMUSG00000036120 Rixank 0.89 000000 -056 0.0 0.08 -0.03  1.00 1.00 requlatory factor d anky 9 prot Symbol;Acc:MG1:1333865]
ENSMUSG00000002102 Psmc3 0.45 0.00 0.00 -0.18 0.06 0.58 0.05 0.76 1.00 Droteasome (prosome, macropain) 26S subunit, ATPase 3 [Source:MGI Symbol:Acc:MG1:1098754]
ENSMUSG00000024066 Xdh 130 000000 -0.52 006 0.56 -0.12  0.89 1.00 xan Symbol; 3]

ENSMUSG00000024197 Plin3 0.69 0.00 0.00 -0.22 0.13 0.98 -0.21 0.28 1.00 Denlu)m 3 [Source:MGI Symbol:Acc:MG1:1914155]

ENSMUSG00000097315 AC124550.1 252 000000 -093 005055 -021 100 1.00 0

ENSMUSG00000021832 Psmc6 0.51 0.00 0.00 -0.25 0.03 0.31 0.04 0.81 1.00 proteasome (prosome, macropain) 26S subunit, ATPase, 6 [Source:MGI Symbol;Acc:MGI:1914339]
ENSMUSG00000047878 Adgalt 111 000000 -0.10 071 1.00 -0.22  0.63 1.00 alpha1,4 Symbol; 512453]

ENSMUSG00000024732 Ccdc86 137 0.00 0.00 -0.86 0.00 0.07 0.11 0.88 1.00 coiled-coil domain containing 86 [Source:MGI Symbol;:Acc:MGI:1277220]

ENSMUS(G00000001419 Mef2d 0.64 000000 -037 001013 -006 0.77 1.00 myocyte enhancer factor 2D [Source:MGI Symbol;Acc:MGI:99533]

ENSMUSG00000093220 Metazoa SRP 147 0.00 0.00 021 0.47 1.00 -0.34 0.60 1.00 Metazoan signal recognition particle RNA [Source:RFAM;Acc:RF00017]

ENSMUSG00000079562 Maea 058 000000 -030 002025 -003 0.92 1.00 attacher Symbol;Acc:MGI:1891748]
ENSMUSG00000030032 Wdr54 0.89 0.00 0.00 -0.09 0.66 1.00 0.04 0.93 1.00 WD repeat domain 54 [Source:MGI Symbol:Acc:MGI:1922909]

ENSMUSG00000007892 Rplpl 038 000000 -013 005049 001 0.95 1.00 ribosomal protein, large, P1 [Source:MGI Symbol;Acc:MGI:1927099]

ENSMUSG00000087026 A230103J11Rik  1.22 0.00 0.00 -0.47 0.08 0.71 -0.04 1.00 1.00 RIKEN cDNA A230103J11 gene [Source:MGI Symbol;Acc:MGI:2444082]
ENSMUSG00000037513 Samdab 069 000000 -039 001015 -002 0.95 1.00 sterile alpha motif domain containing 4B [Source:MGI Symbol;Acc:MGI:2448542]
ENSMUSG00000065219 Snord32a 0.66 0.00 0.00 -0.07 061 1.00 012 0.54 1.00 small nucleolar RNA, C/D box 32A [Source:MGI Symbol;Acc:MGI:1351324]
ENSMUSG00000028990 Lzic 144 000000 -0.27 040 1.00 022  0.76 1.00 leucine zipper and CTNNBIP1 domain containing [Source:MGI Symbol;Acc:MGI:1916401]
ENSMUSG00000015305 Sashl 0.58 0.00 0.00 0.23 0.06 0.58 0.24 0.16 1.00 SAM and SH3 domain containing 1 [Source:MGI Symbol:Acc:MG1:1917347]
ENSMUSG00000024764 Naad0 074 000000 -027 0.1 0.86 -008 0.76 1.00 N(alpha)-acetyltransferase 40, NatD catalytic subunit, homolog (S. cerevisiae) [Source:MGI Symbol:Acc:MGI:1918249]
ENSMUSG00000025793 Has 0.64 0.00 0.00 -0.36 0.01 0.19 -0.07 0.71 1.00 HGF-requlated tyrosine kinase substrate [Source:MGI Symbol;Acc:MG1:104681]
ENSMUSG00000022947 Cbr3 295 000000 -154 000008 -033 100 1.00 carbonyl reductase 3 [Source:MGI Symbol;Acc:MGI:1309992]

ENSMUSG00000030603 Psmc4 0.53 0.00 0.00 -0.30 0.01 013 0.05 0.80 1.00 proteasome (prosome, macropain) 26S subunit, ATPase, 4 [Source:MGI Symbol;Acc:MGI:1346093]
ENSMUSG00000025499 Hras1 070 000 0.00 -0.12 044 1.00 012  0.58 1.00 Harvey rat sarcoma virus oncogene 1 [Source:MGI Symbol;Acc:MGI:96224]
ENSMUSG00000037805 Rpl10a 0.37 0.00 0.00 -0.21 0.00 0.08 -0.01 0.96 1.00 ribosomal protein L10A [Source:MGI Symbol:Acc:MGI:1343877]

ENSMUS(G00000026238 Ptma 029 000000 -010 006058 011  0.18 1.00 prothymosin alpha [Source:MGI Symbol;Acc:MGI:97803]

ENSMUSG00000031451 Gasé 0.34 0.00 0.00 0.28 0.00 0.00 -0.26 0.01 1.00 arowth arrest specific 6 [Source:MGI Symbol;Acc:MG1:956601

ENSMUSG00000096768 ERDR1 095 000000 -057 0.00007 008 0.70 1.00 erythroid differentiation regulator 1 [Source:RefSeq peptide;Acc:NP 579940]
ENSMUSG00000001910 Naccl 0.54 0.00 0.00 -0.22 0.07 0.63 0.05 0.79 1.00 nucleus accumbens associated 1, BEN and BTB (POZ) domain containing [Source:MGI Symbol:Acc:MG1:1914080]
ENSMUSG00000021636 Marveld2 0.90 000000 -053 001015 -002 100 1.00 MARVEL (membrane-associating) domain containing 2 [Source:MGI Symbol;Acc:MGI:2446166]
ENSMUSG00000021823 Vel 059 000000 -035 001015 006 0.76 1.00 vinculin [Source:MGI Symbol:Acc:MGI:98927]

ENSMUSG00000035278 Plekhil 097 000000 -040 006058 0.03 100 100 pleckstrin homology domain cumammu, family J member 1 ISource MGI Symbol;Acc:MGI:1925920]
ENSMUSG00000042540 Acots 168 000 000 -0.66 006 0.56 -0.40  0.68 1.00 acyl-CoA 5 mbol 969]

ENSMUSG00000024327 Slc39a7 049 000000 -021 005052 007 063 1.00 solute carrier family 39 (zin transporter), member 7 mbol;
ENSMUSG00000030431 Tmem238 105 000 000 -0.28 024100 009 091 1.00 transmembrane protein 238 [Source:MGI Symbol:Acc:MGI:1922935]

ENSMUSG00000001155 Fted 059 000000 034 000006 -001 100 1.00 Symbol;Acc:MGI:1339962]
ENSMUSG00000027555 Car13 195 000000 -0.51 018 1.00 000 1.00 1.00 carbonic anhydrase 13 [Source:MGI Symbol:Acc:MGI:1931322]

ENSMUSG00000003051 EIf3 108 000 000 -0.65 001 013 -0.04  1.00 1.00 E74-like factor 3 [Source:MGI Symbol;Acc:MGI:1101781]

ENSMUS(G00000078588 Ccdc24 118 000 000 002 100 1.00 -0.08  0.90 1.00 coiled-coil domain containing 24 [Source:MGI Symbol:Acc:MGI:2685874]

ENSMUSG00000049653 Spatcl 238 000000 -014 079 1.00 007 100 1.00 spermatogenesis and centriole assucvaled 1 [Source:MGI Symbol;Acc:MGI:1921531]
ENSMUSG00000076432 Ywhaa 039 000000 -010 025100 004 073 1.00 tyrosine 3 activation protein, theta i :MGI Symbol;
ENSMUSG00000029614 Rpl6 032 000000 -0.05 042100 001 0.92 1.00 ribosomal protein L6 [Source:MGI Sym bol;Acc:MGI:108057]

ENSMUSG00000020361 Hspad 042 000000 -025 001011 016 0.18 1.00 heat shock protein 4 [Source:MGI Symbol;Acc:MGI:1342292]

ENSMUSG00000009630 Ppp2ch 064 000000 -038 001013 004 086 1.00 protein phosphatase 2 (formerly 2A), catalytic subunit, beta isoform [Source:MGI Symbol;Acc:MGI:1321161]
ENSMUSG00000059263 Uspa7 047 000000 -0.09 039 1.00 009 050 1.00 ubiquitin specific peptidase 47 [Source:MGI Symbol;Acc:MGI:1922246]

ENSMUSG00000001687 UbI3 050 000000 007 053100 005 080 1.00 ubiquitin-like 3 [Source:MGI Symbol;Acc:MGI:1344373]

ENSMUSG00000059409 Ppp2rsd 070 000 0.00 -023 014 1.00 -0.03  0.94 1.00 protein phosphatase 2, requlatory subunit B (B56), delta isoform [Source:MGI Symbol;Acc:MG1:23884811
ENSMUSG00000001418 0610031J06Rik ~ 0.46  0.00 0.00 -0.12  0.24 1.00 -0.07  0.63 1.00 RIKEN cDNA 0610031J06 gene [Source:MGI Symbol:Acc:MGI:1913318]
ENSMUSG00000028953 Abcf2 0.66 000000 -0.46 000006 009 066 1.00 ATP-binding cassette, sub-family F (GCN20), member 2 [Source:MGI Symbol;Acc:MGI:1351657]
ENSMUSG00000005667 Mthfd2 218 000000 -069 010081 049 079 1.00 (NAD+ dependent), Symbol;Acc:MGI:1338850]
ENSMUS(G00000041598 Cdc42epd 110 000 000 -0.51 004 045 -0.19  0.71 1.00 CDCA42 effector protein (Rho GTPase bindina) 4 [Source:MGI Symbol:Acc:MGI:1929760]1
ENSMUSG00000052563 D930048N14Rik 0.84  0.00 0.00 -0.29  0.13 0.94 -0.36  0.22 1.00 RIKEN cDNA D930048N14 gene [Source:MGI Symbol:Acc:MGI:2144709]
ENSMUSG00000027111 Itgaé 057 000000 -035 001011 -018 0.31 1.00 intearin alpha 6 [Source:MGI Symbol:Acc:MGI:96605]

ENSMUSG00000005774 Rix5 0.94 000000 -058 001012 -017  0.68 1.00 requlatory factor X, 5 (influences HLA class Il expression) [Source:MGI Symbol;Acc:MGI:1858421]
ENSMUSG00000018476 Kdméb 0.66 000000 -033 003037 -007 075 1.00 KDM1 lysine (K)-specific demethylase 68 [Source:MGI Symbol:Acc:MGI:2448492]
ENSMUSG00000038762 Abcfl 055 000000 -025 005051 013 043 1.00 ATP-binding cassette, sub-family F (GCN20), member 1 [Source:MGI Symbol;Acc:MGI:1351658]
ENSMUSG00000019082 Slc25a22 0.84 000000 008 067 1.00 -007 0.93 1.00 solute carrier family 25 (mitochondrial carrier, alutamate), member 22 [Source:MGI Symbol:Acc:MGI:1915517]
ENSMUSG00000031266 Gla 162 000000 -0.87 001 017 001 100 1.00 galactosidase, alpha [Source:MGI Symbol;Acc:MGI:1347344]

ENSMUSG00000017679 Ttpal 093 000000 -050 002025 003 100 1.00 tocopherol (alpha) transfer protein-like [Source:MGI Symbol:Acc:MGI:1923330]
ENSMUSG00000091964 BC037034 077 000 0.00 -039 003035 -016 0.56 1.00 cDNA sequence BC037034 [Source:MGI Symbol;Acc:MG1:2385896]

ENSMUSG00000074034 Gm5921 048 000000 002 087 1.00 017  0.23 1.00 predicted gene 5921 [Source:MGI Symbol;Acc:MGI:3648968]

ENSMUS(G00000024818 Slc25a45 071 000000 -032 005052 002 100 1.00 solute carrier family 25, member 45 [Source:MGI Symbol;Acc:MGI:2147731]
ENSMUSG00000034300 Fam53¢c 0.67 000 0.00 -0.47 0.0 006 012 0.55 1.00 family with sequence similarity 53, member C [Source:MGI Symbol;Acc:MGI:1913556]
ENSMUSG00000027472 Pdrgl 0.74 000 0.00 -025 0.4 0.99 -0.07  0.81 1.00 p53 and DNA damage requlated 1 [Source:MGI Symbol;Acc:MGI:1915809]
ENSMUSG00000035049 Rrp12 123 000 000 -0.86 000 0.05 006 1.00 1.00 ribosomal RNA processing 12 homolod (S. cerevisiae) [Source:MGI Symbol:Acc:MGI:2147437]
ENSMUSG00000026399 CdS5 121 000000 -0.11 067 1.00 037  0.37 1.00 CDS5 antigen [Source:MGI Symbol;Acc:MGI:104850]

ENSMUSG00000050390 C77080 057 000000 -029 003033 -022 0.22 1.00 expressed sequence C77080 [Source:MGI Symbol:Acc:MGI:2140651]

ENSMUSG00000018286 Psmb6 049 000000 -0.07 053100 002 0.90 1.00 proteasome (prosome, macropain) subunit, beta type 6 [Source:MGI Symbol;Acc:MGI:104880]
ENSMUSG00000031788 Kifc3 042 000000 032 000001 -009 048 1.00 kinesin family member C3 [Source:MGI Symbol:Acc:MGI:109202]

ENSMUSG00000030587 2200002D01Rik  1.09  0.00 0.00 -0.15 ~ 0.58 1.00 0.02  1.00 1.00 RIKEN cDNA 2200002D01 gene [Source:MGI Symbol;Acc:MGI:1919525]
ENSMUSG00000068604 Gm8225 047 000000 002 087 1.00 015 030 1.00 predicted gene 8225 [Source:MGI Symbol:Acc:MGI:36438261
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TRIO and F-actin binding protein [Source:MGI Symbol:Acc:MGI:1349410]
amyloid beta (A4) precursor protein-binding, family B, member 3 [Source:MGI Symbol;Acc:MGI:108404]
methyl-CpG bindina domain protein 6 [Source:MGI Symbol:Acc:MGI:106378]
receptor (calcitonin) activity modifying protein 2 [Source:MGI Symbol;Acc:MG: 18596501
nuclear receptor 2C. ed protein mbol: 19
coronin, actin binding protein 1C [Source:MGI Symbol;Acc:MGI:1345964]
rhomboid family 1 (Drosophila) [Source:MGI Symbol:Acc:MGI:104328]
TRAF type zinc finger domain containing 1 [Source:MGI Symbol;Acc:MGI:1923551]
eukaryotic translation initiation factor 5A2 [Source:MGI Symbol:Acc:MGI:19337351
ribosomal protein L41 [Source:MGI Symbol;Acc:MG:1915195]
predicted pseudogene 7665 [Source:MGI Symbol:Acc:MGI:36456511
signal transducing adaptor molecule (SH3 domain and ITAM motif) 1 [Source:MGI Symbol;Acc:MGI:1320014]
transient receptor potential cation channel, subfamily V. member 4 [Source:MGI Symbol:Acc:MGI:1926945]
ribosomal protein L11 ISwrce MGI Symbol:Acc:MGI:1914275]
5.3 cytosol Symbol:Acc:MGI:13549541
diaphanous homolog 1 (Dmsuumla) [Source:MGI Symbol;Acc:MGI:1194490]
predicted gene 16279 [Source:MGI Symbol:Acc:MGI:38265761

5

1321385]

CDNA sequence BC037034 [Source:MGI Symbol:Acc:MGI:23858961

ribosomal protein L36A [Source:MG SymbolAcc:MGI:1201789]
Ivsine. 2 Svmbol:Acc:MGI:13470071

Rous sarcoma oncogene [Source:MGI Symbol:Acc:MGI:98397]

actin related protein 2/3 complex, subunit 2 [Source:MGI Symbol: Acc MG\ 19239591

RIKEN cDNA B230312A22 gene

transmembrane protein, adipocyte asscociated 1 [Source:MGI Svmbol ACC:MGI:1345190]

radial spoke head 4 homolog A (C| [Source:MGl 8941

SH3 domain protein D19 [Source:MGI Symbol:Acc:MGI: 13509231

proteasome (prosome, macropain) 26S subunit, ATPase 2 [Source:MGI Symbol:Acc:MGI:109555]

resistance to inhibitors of cholinesterase 8 homoloa (C. eledans) [Source:MGI Symbol:Acc:MGI:21418661
b5 reductase 1 ; :191

RIKEN cDNA A430057M04 gene [Source:MGI Symb

ubiquitin specific peptidase 22 [Source:MGI Symbol;Acc:MGI::

DEAD Iu-Al box 58 Svmbol:Acc:MGI:2442858]

ARP1 actin-related protein 1A, centractin alpha [Source:MGI Symbol;Acc:MGI:1858964]

sianal recoanition particle 72 [Source:MGI Symbol:Acc:MGI:13337951

peptidylprolyl isomerase D (cyclophilin D) [Source:MGI Symbol:Acc:MG:1914988]

predicted gene 4204 [Source:MGI Symbol:Acc:MGI:37823811

period homolog 1 (Drosophila) [Source:MGI Symbol:Acc:MGI:1098283]

tropomyosin 4 [Source:MGI Symbol:Acc:MGI:2449202]

ribosomal protein S3A [Source:MGI Symbol; Acc:MGI:1202063]

proteasome (prosome, macropain) 268 subunit, non-ATPase, 7 [Source:MGI Symbol:Acc:MGI:1351511]

Rho guanine nucleotide exchange factor (GEF) 40 [Source:MGI Symbol;Acc:MGI:26855151

enhancer of zeste homoloa 1 (Drosophila) [Source:MGI Symbol:Acc:MGI: 10976951

signal transducer and activator of 6 ; 30341

136509071

1G1:2442125]
144157]

ribosomal protein S6,

clathrin, heavy (He)

eukaryotic translation initiation factor 3, subunit J2 [Source:GI Symbol:Ace:MGI:37044861

TLC domain containing 1 [Source:MGI Symbol;Acc:MGI:1915572]

serine (or cysteine) peptidase mhlbuof clade H, member 1 rsource MGl Symbol:Acc:MGI:88283]

RIKEN cDNA gen i 101

intearin beta 1 (fibronectin recemcr beta) [Source:MGI SvmboLAcc.MGI 966101

predicted pseudogene 9769 [Source:MGI Symbol;Acc:MGI:37042711

poly (ADP-ribose) polvmerase lamllv mem ber 10 [Source:MG! Symbol: Acc MGI 37123261

elongation factor RNA Symbol;

N(alpha)-acetvltransferase 50, NalE calalvuc subunit [Source:MGI Sy boI.Acc MGI:1919367]

leucine zipper, putative tumor suppressor 2 [Source:MGI Symbol;Acc:MG1:2385095]

RIKEN cDNA 5031439G07 gene [Source:MGI Symbol;:Acc:MG1:2444899]

lysine (K)-specific 2A [Sour Symbol:Acc:MGI:1354736]

eukaryotic translation initiation factor 2B, subunit 5 epsilon [Source:MGI Symbol:Acc:MG1:2446176]
protein 5 :MGI Symbol; :2384919]

Symbol:

‘| Symbol:

retinol 10 (all-trans) mbol;;
predicted aene 11249 [Source:MGI Symbol:Acc:MGI:36508341
ribosomal protein L14 [Source:MGI Symbol;Acc:MG:1914365]
translocated promoter region [Source:MGI Symbol:Acc:MGI:19220661
proteasome (prosome, macropain) 26S subunit, non-ATPase, 13 [Source:MGI Symbol:Acc:MGI:1345192]
PDZ and LIM domain 7 [Source:MGI Symbol:Acc:MGI:1914649]
chaperonin containing Tep1, subunit 8 (theta) [Source:MGI Symbol;Acc:MGI:107183]
calpastatin [Source:MGI Symbol:Acc:MGI:1098236]
lipin 3 [Source:MGI Symbol:Acc:MGI:1891342]
ribosomal protein L27A [Source:MGI Symbol:Acc:MGI: 13470761
protein phosphatase 1G (formerly 2C), magnesium-dependent, gamma isoform [Source:MGI SymbolAcc:MGI:106065]
bromodumam adiacent to zinc finger domain 1A [Source:MGI Symbol:Acc: MG\ 13094751
src homology 2 d protein C1 Syml
cvsteinyh- lRNA svnthetase [Source:MGI Symbol:Acc:MGI:1351477]
UBX domain protein 1 [Source:MGI Symbol;Acc:MGI:1289301]
predicted aene 11599 [Source:MGI Symbol:Acc:MGI:36518401
toll-like receptor 2 lSuun:E MGI Symbol:Acc:MG: 13460601
bone protein 4 Svmbol:
eukaryotic translation |n|t|atmn factor 5B [Source:MGI Symbol:Acc:MGI:2441772]
Sma-5 homoloa, nonsense mediated MRNA decay factor (C. eleaans) [Source:MGI Symbol:Acc:MGI:24473641
predicted gene 12091 [Source:MGI Symbol;Acc:MG1:3650089]
shisa homolog 4 (Xenopus laevis) [Source:MGI Symbol;Acc:MGI:1924802]
ribosomal protein L24 [Source:MGI Symbol;Acc:MGI:1915443]
SAC3 domain containing 1 [Source:MGI Symbol;Acc:MGI:1913656]
RAS related protein 2a [Source:MGI Symbol:Acc:MGI:978551
NOP2 nucleolar protein homolog (yeast) [Source:MGI SymbolAcc:MGI:107891]
potassium channel tetramerisation domain containing 10 [Source:MGI Symbol:Acc:MGI:2141207]
nuclear fragile X mental retardation protein interacting protein 2 [Source:MGI Symbol:Acc:MGI:1915814]
ATX1 (antioxidant protein 1) homolog 1 (veast) [Source:MGI Symbol;Acc:MGI:1333855]
Small nucleolar RNA SNORA73 family [Source:RFAM;Acc:RF00045]
lipocalin 2 [Source:MGI Symbol: Acc:MGI:96757]
t-complex protein 1 [Source:MGI Symbol;Acc:MGI:98535]
small nucleolar RNA, C/D box 33 fSOu’CE MGI Symbol:Acc:MGI:1351323]
DEAH (Asp-Glu-Ala-His) box 37 Symbol; A 61
protein phosphatase 4, requlatory subunit 2 [Source:MGI Symbol;Acc:MGI:30278961
predicted gene 12918 [Source:MGI Symbol;Acc:MGI:3652005]
AADP-ribosylhydrolase like 2 [Source:MGI Symbol;Acc:MG|:2140364]
high mobility aroup nucleosomal binding domain 1 [Source:MGI Symbol;Acc:MGI:96120]
predicted gene 13456 [Source:MGI Symbol;Acc:MG1:3651389]
uredmen gene 6484 [Source:MGI Symbol;Acc:MGI:3643534]

bi enzyme E20 Symbol:Acc:MGI:24442661
ankvrm repeat domain 13b [Source:MGI SymboliAGe:MG:2144501]
SET domain containing (lysine 8 Symbol:Acc:| 19152061
predicted gene 15710 [Source:MGI Symbol;Acc:MGI:3783151]
qolgi to ER traffic protein 4 homolog (S. cerevisiae) [Source:MGI Symbol:Acc:MG1:1914854]
enolase 1, alpha non-neuron [Source:MGI Symbol;Acc:MGI:95393]
zinc finger protein 598 [Source:MGI Symbol;Acc:MGI:2670965]
valosin containing protein, related sequence [Source:MGI Symbol; Acc:MG1:894298]
transmembrane protein 55b [Source:MGI Symbol:Acc:MGI:24485011

Symbol;A 54]

kinesin family member 5B [Source:MGI Symbol;Acc:MGI:1098268]
inositol hexaphosphate kinase 2 [Source:MGI Symbol:Acc:MGI:1923750]
mucolipin 1 [Source:MGI Symbol:Acc:MGI1:1890498]
apolipoprotein B mRNA editing enzyme, catalytic polypeptide 1 [Source:MGI Symbol;Acc:MGI:103298]
embryonic ectoderm :Acc:|
family with sequence similarity 166, member A [Source:MGI Symbol,Acc:MGI:360773]
transformer 2 alpha homolog (Drosophila) [Source:MGI Symbol:Acc:MGI:1933972]
retinoic acid induced 1 [Source:MGI Symbol; Acc:MGI:103291]
tripartite motif-conts mbol; 3551
GRB10 interacting GYF protein 1 [Source:MGI Symbol:Acc:MGI:1888677]
zinc finger CCCH-type containing 4 [Source:MGI Symbol:Acc:MGI:26823141
AT hook containing transcription factor 1 [Source:MG Symbal;Acc:MGI:1915033]
inducible T cell I bol; 185
predicted gene 6433 [Source:MGI Symbol:Acc:MGI:3645394]
tau tubulin kinase 2 [Source:MGI Symbol:Acc:MGI:2155779]
Fas death domain-associated protein [Source:MGI Symbol;Acc:MGI:1197015]
transcription factor EC [Source:MGI Symbol:Acc:MGI:13337601
PHD finger protein 3 [Source:MGI Symbol;Acc:MGI:2446126]

19242381

cytochrome P450, family 4, subfamily a, 31 : mbol; 0285801
eukaryotic translation initiation factor 2, subunit 2 (beta) lSnurce MGI Symbol;Acc:MG1:1914454]
beta-2 :Acc:|

predicted gene 11847 [Source:MGI Symbol:Acc:MG: 3651787]

mex3 homolog C (C. eleqans) [Source:MGI Symbol:Acc:MGI: 26528431

requlator of chromosome condensation (RCC1) and BTB (POZ) domain containing protein 1 [Source:MGI Symbol;Acc:MGI:1918580]
phosphatidylinositol-specific phospholipase C, X domain containing 2 [Source:MGI Symbol: Acc:MGI:3647874]
CAP, adenylate cyclase-associated protein 1 (veast) [Source:MGI Symbol:Acc:MGI:88262]

hypoxia inducible factor 1, alpha subunit [Source:MGI Symbol:Acc:MGI:106918]

ubiquitin specific peptidase 14 [Source:MGI Symbol:Acc:MGI:1928898]

stanniocalcin 1 [Source:MGI Symbol:Acc:MGI:1091311

PWP1 homolog (S. cerevisiae) [Source:MGI Symbol:Acc:MGI:1914735]

zinc finger protein 617 [Source:MGI Symbol:Acc:MGI:2684459]

small nucleolar RNA, HIACA box 62 [Source:MGI Symbol:Acc:MGI:2148179]

damage specific DNA binding protein 1 [Source:MGI Symbol:Acc:MGI:12023841

ribosomal protein S28 [Source:MGI Symbol:Acc:MGI:1859516]

5-nucleotidase domain containing 3 [Source:MGI Symbol:Acc:MGI:35132661

adrenomedullin [Source:MGI Symbol; Acc:MGI:108058]

ATPase, class I. type 8B, member 5 [Source:MGI Symbol:Acc:MGI:24442871

predicted gene 16241 [Source:MGI Symbol;Acc:MGI:3801907]

AT hook, DNA binding motif, containing 1 [Source:MGI Symbol:Acc:MGI:2444218]

tripeptidyl peptidase | [Source:MGI Symbol; Acc:MGI:1336194]

nuclear paraspeckle assembly transcript 1 tein codina) mbol: 19142111
microtubule-associated protein, RP/EB family, member 3 [Source:MGI Symbol:Acc:MGI:2140967]
ribosomal L1 domain containing 1 [Source:MGI Symbol:Acc:MGI:1913659]

aldo-keto reductase family 1, member C12 [Source:MGI Symbol;Acc:MGI:1351661]

Small nucleolar RNA SNORD10 [Source:RFAM:Acc:RF012901
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0.01
0.01
0.01
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0.01
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0.01
0.01
0.01
0.01
0.01
0.01
0.01
0.01
0.01
0.01
0.01
0.01
0.01
0.01
0.01
0.01
0.01
0.01
0.01
0.01
0.01
0.01
0.01
0.01
0.01
0.01
0.01
0.01
0.01
0.01
0.01
0.01
0.01
0.01
0.01
0.01
0.01

018
-0.38
-0.15
-0.32
-0.19
012
-0.32
-1.22
-0.33
-0.38
-0.19

0.01
-0.31
-0.16
-0.20
-0.08
-0.39
-0.24
021
-0.41
-0.40
-0.26
-0.26
-0.27
-0.15

0.09
-0.38
-0.21
-0.04
-0.29
-0.10
-0.64
-0.68
-0.43
-0.08
-0.20
-0.87
-0.30
-0.06
-0.03
-0.22
-0.19
-0.15
-0.12
-0.04
-0.16
-0.08
-0.40
-0.35
-0.44
-0.37
-0.03
-0.42

0.35
-0.27
-0.29
012
0.74
-0.63
-0.08
-0.28
-0.26
-0.15
-0.31

013
-0.29
-0.41
-0.56
-0.29
-0.53
-0.03
-0.36
-0.04
-0.06

-0.52

021

0.34
0.03
0.33
0.18
0.23
0.33
0.02
0.02
0.22
011
0.62
1.00
0.08
0.63
0.23
0.66
0.03
0.38
0.03
0.02
0.02
0.05
0.36
0.03
0.59
0.56
0.05
0.06
0.89
0.14
051
0.05
0.10
0.02
0.43
0.10
0.01
0.03
0.18
0.92
0.01
0.50
0.15
0.25
0.56
0.16
0.21
0.03
0.02
011
0.01
0.70
0.01
0.20
0.07
0.03
0.42
0.02
0.05
0.69
0.41
0.09
0.41
0.02
0.22
0.48
0.06
0.02
0.30
0.19
1.00
0.00
0.58
0.53
0.01
0.01
0.07
0.24
0.35
013
0.07
0.01
0.01
0.05
0.05
0.02
0.54
021
0.01
0.25
0.07
0.00
0.08
0.03
0.06
0.42
0.03
0.20
0.94
0.63
0.07
0.02
0.19
0.09
0.03
0.03
0.19
0.91
0.49
0.63
012
0.04
0.09
011
0.08
0.90
1.00
0.08
0.01
051
0.07
0.01
0.86
0.38
0.68
0.03
0.22
0.80
011
013
0.41
0.41
0.03
0.09
0.00
0.41
0.01
0.44
0.84
0.09
0.03
0.09
0.03
0.30
0.05
0.49
0.04
0.25
1.00
0.03
0.01
0.97
0.81
0.10
0.68
0.21

1.00
0.34
1.00
1.00
1.00
1.00
0.23
0.30
1.00
0.85
1.00
1.00
0.70
1.00
1.00
1.00
0.32
1.00
0.36
0.27
0.31
0.55
1.00
0.34
1.00
1.00
0.49
0.61
1.00
1.00
1.00
0.54
0.84
0.24
1.00
0.83
0.10
0.35
1.00
1.00
0.13
1.00
1.00
1.00
1.00
1.00
1.00
0.39
0.27
0.86
0.18
1.00
0.19
1.00
0.62
0.38
1.00
0.24
0.53
1.00
1.00
0.77
1.00
0.27
1.00
1.00
0.56
0.30
1.00
1.00
1.00
0.06
1.00
1.00
0.12
0.16
0.64
1.00
1.00
0.94
0.62
0.12
0.10
0.55
0.54
0.27
1.00
1.00
0.21
1.00
0.64
0.06
0.71
0.35
0.57
1.00
0.35
1.00
1.00
1.00
0.65
0.22
1.00
0.77
0.35
0.36
1.00
1.00
1.00
1.00
0.94
0.43
0.74
0.89
0.68
1.00
1.00
0.73
0.16
1.00
0.62
0.15
1.00
1.00
1.00
0.34
1.00
1.00
0.84
0.98
1.00
1.00
0.36
0.77
0.08
1.00
0.17
1.00
1.00
0.77
0.34
0.74
0.33
1.00
0.51
1.00
0.44
1.00
1.00
0.33
0.10
1.00
1.00
0.84
1.00
1.00

-0.16
011
0.01

-0.08
0.03
013
0.16

-0.19

-0.34

-0.05

011

018

022

-0.09

-0.32

017

-0.19
013

052
071
1.00
0.82
1.00
0.45
034
1.00
0.41
1.00
1.00
1.00
094
074
0.89
0.83
1.00
1.00
097
065
059
0.45
0.90
063
056
011
061
037
1.00
1.00
0.42
1.00
0.82
1.00
0.47
1.00
1.00
0.96
094
0.84
0.16
0.90
063
029
065
0.97
075
1.00
0.44
0.89
038
030
083
068
0.69
0.46
0.49
1.00
067
0.66
054
1.00
1.00
1.00
0.80
068
1.00
091
071
1.00
1.00
0.86
077
0.44
0.90
059
1.00
091
035
1.00
0.60
076
1.00
086
077
1.00
0.44
1.00
0.82
1.00
071
036
1.00
1.00
093
036
1.00
034
064
084
1.00
0.74
065
1.00
0.85
1.00
1.00
0.77
095
1.00
1.00
055
1.00
1.00
1.00
087
078
092
0.94
094
063
0.86
051
051
032
1.00
0.90
0.90
071
023
0.48
037
027
088
093
019
0.82
0.66
0.79
082
081
0.89
078
1.00
1.00
082
058
081
1.00
093
0.44
0.40
043
0.69
0.15
057

1.00
1.00
1.00
1.00
1.00
1.00
1.00

1.00 Ras

1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00

tight junction protein 2 [Source:MGI Symbol:Acc:MGI:1341872]
threonyl-tRNA synthetase [Source:MGI Symbol;Acc:MGI:106314]
v-ral simian leukemia viral oncogene homoloa B (ras related) [Source:MGI Symbol:Acc:MGI:1927244]
MARVEL (membrane-associating) domain containing 3 [Source:MGI Symbol;Acc:MG1:1920858]
Uncharacterized protein [Source:UniProtKB/TrEMBL:AcC:J30NY1]
mitochondrial ribosomal protein L38 [Source:MGI Symbol;Acc:MGI:1926269]
eukaryotic translation initiation factor 3, subunit J1 [Source:MGI Symbol;Acc:MGI:1925905]
and Rab interactor 1 [Source:MGI Symbol:Acc:MGI:2385695]
RIKEN cDNA 1700019G17 gene [Source:MGI Symbol;Acc:MG1:1922791]1
histone cluster 1, H2al [Source:MGI Symbol;Acc:MGI:3646032]
pleckstrin homoloav domain containing, family G (with RhoGef domain) member 6 [Source:MGI Symbol:Acc:MGI:2682298]
:Acc:MGI:88055]
fibrillarin lSource,MGl Symbol:Acc:MGI:954861
hemochromatosis [Source:MGI Symbol;Acc:MGI:109191]
tripartite motif-conts 35 mbol; 19141041
ribosomal protein L19, pseudogene 1 [Source:MGI Symbol;Acc:MGI:3642668]
TSC22 domain family, member 4 [Source:MGI Symbol:Acc:MGI:1926079]
nudix (nucleoside diphosphate linked moiety X)-type motif 18 [Source:MGI Symbol;Acc:MGI:2385853]
nuclear factor, ervthroid derived 2.-like 1 [Source:MGI Symbol:Acc:MGI:994211
cysteine rich protein 2 [Source:MGI Symbol;Acc:MGI:1915587]
Ras association (RalGDS/AF-6) domain family member 1 [Source:MGI Symbol:Acc:MGI:1928386]
ubiquitin-conjugating enzyme E2M [Source:MGI Symbol;Acc:MGI:108278]
RIKEN cDNA 2810025M15 gene [Source:MGI Symbol:Acc:MGI:1917203]
proteaseome (prosome, macropain) 28 subunit, 3 [Source:MGI SymbolAcc: MGI: 10963661
protein 136 :MGI Symbol:
LIM and senescent cell antiven | like domains 2 [Source:MGI Symbol;Acc:MG: 23850671
discs, larae homols protein 4 (Drosophila) Symbx
septin 2 [Source:MGI Symbol:Acc:MGI:97298]
phospholipase A2, aroup XIIA [Source:MGI Symbol;Acc:MGI:1913600]
transducin (beta)-like 3 [Source:MGI Symbol;Acc:MGI:2384863]
SUN domain containing ossification factor [Source:MGI Symbol;Acc:MG1:2138346]
leucine rich repeat containing 148 [Source:MGI Symbol;Acc:MG1:2145269]
ubiquitin specific peptidase 43 [Source:MGI Symbol:Acc:MG1:2444541]
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1.00
1.00
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1.00
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1.00 factor

1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
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1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
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1.00
1.00
1.00
1.00
1.00
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1.00
1.00
1.00
1.00
1.00
1.00
1.00
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1.00
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WD repeat and SOCS box-containing 2 [Source:MGI Symbol:Acc:MGI:2144041]
vacuolar protein sorting 26 homolog A (veast) [Source:MGI Symbol;Acc:MGI:13536541
CKLF-like MARVEL transmembrane domain containing 3 [Source:MGI Symbol:Acc: MG\ 24471621
solute carrier family 39 (zinc transporter), member 1
predicted gene 1821 [Source:MGI Symbol:Acc:MGI:3037679]
Rho GTPase activating protein 27 [Source:MGI Symbol;Acc:MGI:1916903]
nroteasome (prosome, macropain) subunit, beta type 4 [Source: MGI Symbol:Acc:MGI:1098257]
d A

inhibitor 1 “Svmbol:Acc: MGI: 11954561
eukaryotic translation initiation factor 2, subunit 3, structural gene X-linked [Source:MGI Symbol;Acc:MG1:1349431]
thioredoxin 1 [Source:MGI Symbol:Acc:MGI:988741
protein 127 ;. :1916720]
ribosomal protein L8 lSource MGI Symbol:Acc:MGI:1350927]

SWI/SNF related, matrix aSSOCIa!ed actin dependent reaulator of chromatin, subfamily a, member 5 [Source:MGI Symbol:Acc:MGI:1935120]

beta-1,4-N-acetyl-galactosaminyl transferase 1 [Source:MGI Symbol;Acc:MGI:1342057]
family with sequence similarity 65, member A [Source:MGI Symbol:Acc:MGI:1922937]
lequmain [Source:MGI Symbol;Acc:MGI:13308381
protein arcinine N-methyltransferase 5 [Source:MGI Symbol:Acc:MGI:1351645]
predicted gene 6614 [Source:MGI Symbol:Acc:MGI:3647159]
active BCR-related gene [Source:MGI Symbol:Acc:MGI:107771]
zinc finger CCCH-type containing 15 [Source:MGI Symbol;Acc:MGI:1919747]
1 Symbol; Acc MGI 3842428]
948]

GARL homolog (veast) mbol;
predicted aene 20481 [Source:MGI Symbol. Acc MG 1419461

protein 184C : I :23845621
WEE 1 homoloa 1 (S. pombe) ISource.MGI SvmboLAcc:MGl:maom
thioredoxin domain containing 9 [Source:MGI Symbol:Acc:MGI:2138153]
Casitas B-lineage lymphoma ¢ [Source:MGI Symbol:Acc: MGI 1931457]
Ras-related GTP binding C :MGI Symbol:, 511
elonaation of very lona chain fatty acids (FEN1/Elo2. SUR4/E\03. veast)-like 1 [Source:MGI Symbol:Acc:MGI: 18589591
solute carrier family 34 (sodium phosphate), member 2 [Source:MGI Symbol:Acc:MGI:1342284]
WD repeat domain 74 [Source:MGI Symbol:Acc:MGI:2147427]
nuclear factor-Y beta [Source:MGI Symbol:Acc:MGI:97317]
AT rich interactive domain 5B (MRF1-like) [Source:MGI Symbol:Acc:MGI:2175912]
zinc finger protein 239 [Source:MGI Symbol; Acc:MGI:1306812]
cvtochrome ¢ oxidase subunit Vb polvpeptide 2 [Source:MGI Symbol:Acc:MGI:3044182]
predicted gene 6430 [Source:MGI Symbol:Acc:MGI:3648857]
ribosomal protein L23 [Source:MGI Symbol:Acc:MGI:19294551
ribosomal protein L39 [Source:MGI Symbol:Acc:MGI:1914498]
cortactin [Source:MGI Symbol:Acc:MGI:996951
tubulin, beta 28 class 1B [Source:MGI Symbol:Acc:MGI:19209601
cvtohesin 2 [Source:MGI Symbol:Acc:MGI:1334255]
biliverdin reductase B (flavin reductase (NADPH)) [Source:MGI Symbol;Acc:MGI:2385271]
predicted aene 5506 [Source:MGI Symbol:Acc:MGI:36486531
zinc finger protein 688 [Source:MGI Symbol; Acc:MGI:1916484]
vacuolar protein sorting 37C (veast) [Source:MGI Symbol:Acc:MGI:21476611
splicing factor 3b, subunit 4 [Source:MGI Symbol:Acc:MGI:1095801
MIR17 host gene 1 (non-protein coding) [Source:MGI Symbol;Acc:MGI:1923207]
THUMP domain containing 3 [Source:MGI Symbol:Acc:MGI:1277973]
protein phosphatase 1J [Source:MGI Symbol;Acc:MGI:1919137]
adenosme A2b veceutuv [Source:MGI Symbol;:Acc:MG1:99403]

] Symbol;A 2]
polycystic k\dnev dlsease 2-like 2 [Source:MGI Symbol;Acc:MGI:1858231]
predicted pseudogene 10184 [Source:MGI Symbol;Acc:MGI:3704480]
polymerase (DNA-directed), delta 4 [Source:MGI Symbol;Acc:MGI:1916995]
cofilin 2, muscle [Source:MGI Symbol;Acc:MGI:101763]
ATP-binding cassette, sub-family E (OABP), member 1 [Source:MGI Symbol;Acc:MGI:1195458]
Killer cell lectin-like receptor subfamily G, member 2 [Source:MGI Symbol;Acc:MGI:1921503]
suppressor of cytokine signaling 3 [Source:MGI Symbol;Acc:MGI:1201791]
protein phosphatase 1F (PP2C domain containing) [Source:MGI Symbol;Acc:MGI:1918464]
heat shock protein 4 like [Source:MGI Symbol:Acc:MGI:107422]
valyltRNA synthetase [Source:MGI Symbol;Acc:MGI:90675]
chaperonin containing Tcp1, subunit 7 (eta) [Source:MGI Symbol;Acc:MG1:107184]
ribosomal protein L23A [Source:MGI Symbol:Acc:MGI:3040672]
alutathione S-transferase omega 1 [Source:MGI Symbol;Acc:MGI:1342273]
male-specific \emal 1 homo\oa (Drosophila) [Source:MGI Symbol;Acc:MGI 1921276]
leukemia 2 mbol; 191
family with sequence svmvlanlv 177, member A [Source:MGI Symbol;Acc:MGI 1920635]
protein phosphatase 1, requlatory (inhibitor) subunit 11 [Source:MGI Symbol:Acc:MGI:1923747]
B cell leukemia/lymphoma 10 [Source:MGI Symbol;Acc:MGI:1337994]
predicted gene 12551 [Source:MGI Symbol;Acc:MG1:3651664]
phosphofurin acidic cluster sorting protein 2 [Source:MGI Symbol;Acc:MGI:1924399]
microRNA 686 [Source:MGI Symbol:Acc:MG1:3629913]
ribosomal protein SA, pseudogene 2 [Source:MGI Symbol;Acc:MGI:3643356]
small nucleolar RNA, C/D box 35A [Source:MGI Symbol;Acc:MGI:1351319]
sulfatase 2 [Source:MGI Symbol;Acc:MGI:1919293]
RAD23b homolog (S. cerevisiae) [Source:MGI Symbol:Acc:MGI:105128]
zinc finger and BTB domain containing 42 [Source:MGI Symbol:Acc:MGI:3644133]
expressed sequence Al413582 [Source:MGI Symbol;Acc:MGI:2146839]
dual specificity phosphatase 18 [Source:MGI Symbol;Acc:MGI:1922469]
requlatory factor X, 7 [Source:MGI Symbol:Acc:MGI:2442675]
misshapen-like kinase 1 (zebrafish) [Source:MGI Symbol;Acc:MGI:1355329]
ubiquitin B [Source:MGI Symbol:Acc:MGI:98888]
solute carrier family 39 (zinc transporter), member 10 [Source:MGI Symbol:Acc:MGI:1914515]
ribosomal protein S20 [Source:MGI Symbol:Acc:MGI:1914677]
zinc finger, MYND-type containing 15 [Source:MGI Symbol;Acc:MGI:36038211
SH3-domain GRB2-like 1 [Source:MGI Symbol;Acc:MGI:7000101
uclear L Symbol;Acc:MGI:104816]

WD repeat domain 6 [Source:MGI Symbol:Acc:MGI:19301401
arrestin domain containing 3 [Source:MGI Symbol:Acc:MGI:2145242]
solute carrier family 39 (metal ion transporter), member 6 [Source:MGI Symbol:Acc:MGI:2147279]
RUN and SH3 domain containing 1 [Source:MGI Symbol;Acc:MGI:1919546]
small nucleolar RNA, C/D box 34 [Source:MGI Symbol:Acc:MGI: 13513251
nuclear distribution gene C homolog (Aspergillus) [Source:MGI Symbol;Acc:MGI:106014]
chaperonin containing Tcpl, subunit 2 (beta) [Source:MGI Symbol:Acc:MGI:1071861
histone deacetylase 6 [Source:MGI Symbol:Acc:MGI:1333752]
predicted aene 4735 [Source:MGI Symbol:Acc:MGI:36455211
Rho-associated coiled-coil containing protein kinase 2 [Source:MGI Symbol;Acc:MGI:107926]
Son DNA binding protein [Source:MGI Symbol:Acc:MGI:98353]
activating factor 4 Symbol;A
eukaryotic translation initiation factor 5A [Source:MGI Symbol:Acc:MGI:106248]
predicted pseudogene 10259 [Source:MGI Symbol;Acc:MGI:3704211]
peptidylprolyl isomerase A [Source:MGI Symbol:Acc:MGI:97749]
REV1 homolog (S. cerevisiae) [Source:MGI Symbol:Acc:MGI:1929074]
eukaryotic translation initiation factor 2B, subunit 4 delta [Source:MGI Symbol:Acc:MGI:953001
nicalin homolog (zebrafish) [Source:MGI Symbol;Acc:MGI:19260811
G patch domain containing 4 [Source:MGI Symbol:Acc:MGI:19138641
HIRA interacting protein 3 [Source:MGI Symbol;Acc:MGI:2142364]
0
PHD finger protein 23 [Source:MGI Symbol:Acc:MGI:1925496]
extracellular matrix protein 1 [Source:MGI Symbol;Acc:MGI:1030601
CAMP responsive element modulator [Source:MGI Symbol:Acc:MGI:88495]
uDP 2 family. Svmbol:Acc:MGI:2140962]
angiotensinogen (serpin peptidase inhibitor, clade A, member 8) [Source:MGI Symbol:Acc:MGI:87963]
expressed sequence Al837181 [Source:MGI Symbol:Acc:MGI:2147598]
protein kinase C, delta [Source:MGI Symbol;Acc:MGI:97598]
solute carrier family 25 (mitochondrial carrier, peroxisomal membrane protein), member 17 [Source:MGI Symbol:Acc:MGI:1342248]
ribosomal protein S11 [Source:MGI Symbol;Acc:MGI:1351329]
WD repeat domain 61 [Source:MGI Symbol:Acc:MGI:1917493]
inhibitor of DNA binding 2 [Source:MGI Symbol:Acc:MGI:96397]
AGAP with RhoGAP domain, ankyrin repeat and PH domain 1 [Source:MGI Symbol:Acc:MGI:1916960]




ENSMUSG00000016619 Nup50
ENSMUSG00000001175 Calm1
ENSMUSG00000097099 AL672219.1
ENSMUSG00000065041 SNORAG2
ENSMUSG00000030282 Cmas
ENSMUSG00000028423 Nixl
ENSMUSG00000035725 Prkx
ENSMUSG00000034868 Myl12b
ENSMUSG00000070319 Eif3a
ENSMUSG00000081953 Gm12435
ENSMUSG00000029032 Arhaef16
ENSMUSG00000069808 Fam57a
ENSMUSG00000003549 Erccl
ENSMUSG00000032803 Cdv3
ENSMUSG00000024429 Gnl1
ENSMUSG00000022391 Rangapl
ENSMUSG00000020434 4921536K21Rik
ENSMUSG00000029868 Trové
ENSMUSG00000021392 Nol8
ENSMUSG00000026434 Nucksl
ENSMUSG00000010608 Rbm25
ENSMUSG00000000126 Wnt9a
ENSMUSG00000028268 Gbp3
ENSMUSG00000075470 Alg10b
ENSMUSG00000027951 Adar
ENSMUSG00000060887 Gm12960
ENSMUSG00000097729 AC108401.2
ENSMUSG00000028741 Mrtod
ENSMUSG00000053293 Pom121
ENSMUSG00000029475 Kdm2b
ENSMUSG00000073684 2610002J02Rik
ENSMUSG00000091021 Gm17300
ENSMUSG00000006476 Nelf
ENSMUSG00000035726 Supt16h
ENSMUSG00000085278 Gm12841
ENSMUSG00000066538 Gm6254
ENSMUSG00000049494 Gm12669
ENSMUSG00000025362 Rps26
ENSMUSG00000015966 1117rb
ENSMUSG00000028124 Gelm
ENSMUSG00000032562 Gnai2
ENSMUSG00000025745 Hadha
ENSMUSG00000037149 Ddx1
ENSMUSG00000001909 TrmtL
ENSMUSG00000022898 Dscr3
ENSMUSG00000028382 Rodl
ENSMUSG00000028919 Arhaef19
ENSMUSG00000000085 Scmhl
ENSMUSG00000059866 Tnip2
ENSMUSG00000020592 Sdel
ENSMUS(G00000026188 Tmem169
ENSMUSG00000051232 Tmem199
ENSMUSG00000062997 Rpl35
ENSMUSG00000043993 2900052L18Rik
ENSMUSG00000054598 9130230L23Rik
ENSMUSG00000071041 Gm15210
ENSMUSG00000022255 Mtdh
ENSMUSG00000028869 Gnl2
ENSMUSG00000019087 Atp6apl
ENSMUSG00000061787 Rps17
ENSMUSG00000010047 Hyal2
ENSMUSG00000061950 Pppdrl
ENSMUSG00000008683 Rps15a
ENSMUSG00000021959 Lats2
ENSMUSG00000063785 Utpl4a
ENSMUSG00000025880 Smad?
ENSMUSG00000001833 Sept?
ENSMUSG00000024603 Detnd
ENSMUSG00000002289 Anapti4
ENSMUSG00000038683 Paklipl
ENSMUSG00000022972 1110004E09Rik
ENSMUSG00000000282 Mnt
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calmodulin 1 [Source:MGI Symbol:Acc:MGI:88251]

1.00 0

1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00

1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00

1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00

1.00
1.00
1.00
1.00
1.00
1.00
1.00

14 00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00 N
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00

Small nucleolar RNA SNORAG2/SNORAG family [Sotrrce: RFAM;Ace: RFOOOQll
cvtidine N- acid synthetase mbol;
nuclear transcription factor, X-box binding 1 [Source:MGI Symbol;Acc:! MGI 1921414]
protein kinase, X-linked [Source:MGI Symbol:Acc:MGI:1309999]
myosin, light chain 128, requlatory [Source:MGI Symbol;Acc:MGI:107494]
eukaryotic translation initiation factor 3, subunit G [Source:MGI Symbol:Acc:MGI:1858258]
predicted gene 12435 [Source:MGI Symbol;Acc:MGI:3651950]
Rho quanine nucleotide exchange factor (GEF) 16 [Source:MGI Symbol;Acc:MGI:2446219]
family with sequence similarity 57, member A [Source:MGI Symbol;Acc:MGI:2151840]
excision repair cross-complementing rodent repair deficiency, complementation aroup 1 [Source:MGI Symbol;Acc:MG1:95412]
carnitine deficiency-associated gene expressed in ventricle 3 [Source:MGI Symbol;Acc:MGI:2448759]
quanine nucleotide binding protein-like 1 [Source:MGI Symbol;:Acc:MG1:95764]
RAN GTPase activating protein 1 [Source:MGI Symbol;Acc:MGI:103071]
RIKEN cDNA 4921536K21 gene [Source:MGI Symbol:Acc:MGI:19146801
transient receptor potential cation channel, subfamily V, member 6 [Source:MGI Symbol;Acc:MGI:1927259]
nucleolar protein 8 [Source:MGI Symbol;Acc:MGI:1918180]
nuclear casein kinase and cyclin-dependent kinase substrate 1 2
RNA bindina motif protein 25 [Source:MGI Symbol:Acc:MGI:1914289]
wingless-type MMTV integration site 9A [Source:MGI Symbol:Acc:MGI:2446084]
quanylate bmdma protein 3 lSource MGI Symbol:Acc:MGI:1926263]

B (alpha-1,.
adenosine deaminase, RNArspeclﬁc [Source:MGI Symbol:Acc:MGI:1889575]
Dredlcted gene 12960 [Source:MGI Symbol;Acc:MGI:3651525]

13371241

19348111

:2146159]

MRT4 MRNA turnover 4, homolog (S. cerevisiae) [Source:MGI Symbol:Acc:MGI:1917152]
nuclear pore membrane protein 121 [Source:MGI Symbol:Acc:MGI:21376241
lysine (K)-specific 1354737
RIKEN cDNA 2610002J02 gene [source MGI Symbol:Acc:MGI: 19147631
predicted gene, 17300 [Source:MGI Symbol:Acc:MGI:4936934]
nasal embryonic LHRH factor [Source:MGI Symbol:Acc:MG: 18617551
suppressor of Ty 16 homolog (S. cerevisiae) [Source:MGI Symbol;Acc:MGI:1890948]
predicted gene 12841 [Source:MGI Symbol:Acc:MGI:3651048]
predicted gene 6254 [Source:MGI Symbol:Acc:MGI:3648838]
predicted gene 12669 [Source:MGI Symbol:Acc:MGI:36516831
ribosomal protein S26 [Source:MGI Symbol;Acc:MGI:1351628]
interleukin 17 receptor B [Source:MGI Symbol:Acc:MGI:1355292]
alutamate-cysteine ligase, modifier subunit [Source:MGI Symbol;Acc:MGI:104995]
auanine nucleotide bindina protein (G protein), alpha inhibitng 2 [Source:MGI SymboliAcc:MG1957721
oenzyme A yI-Coenzyme
DEAD u-Al box Symbol:Acc:MGI:2144727]
TRMI tRNA methyltransferase 1 homolog (S cerevisiae) [Source:MGI Symbol;Acc:MGI:1289155]
Down syndrome critical redion gene 3 [Source:MGI Symbol:Acc:MGI: 1206040]
ROD1 requlator of (S. pombe) ?
Rho quanine nucleotide exchanae factor (GEF) 19 [Source:MGI svmbo\,Acc.MsLmzsglzl
sex comb on midleg homolog 1 [Source:MGI Symbol:Acc:MGI: 1352762]
TNFAIP3 interacting protein 2 [Source:MGI Symbol:Acc:MGI:23866431
syndecan 1 [Source:MGI Symbol;Acc:MGI:1349162]
transmembrane protein 169 [Source:MGI Symbol:Acc:MGI:24427811
transmembrane protein 199 [Source:MGI Symbol:Acc:MGI:2144113]
ribosomal protein L35 [Source:MGI Symbol:Acc:MGI:1913739]
RIKEN cDNA 2900052118 gene [Source:MGI Symbol:Acc:MGI:1924085]
RIKEN cDNA 913023023 gene [Source:MGI Symbol:Acc:MGI:3041166]
predicted gene 15210 [Source:MGI Symbol;Acc:MGI:3705743]
metadherin [Source:MGI Symbol:Acc:MGI:1914404]
quanine nucleotide binding protein-like 2 (nucleolar) [Source:MGI Symbol;Acc:MGI:2385207]
ATPase, H+ transportina. lysosomal accessory protein 1 [Source:MGI Symbol:Acc:MGI:1096291
ribosomal protein S17 [Source:MG| Symbol:Acc:MGI:1309526]
2 ? 119633
protein phosphatase 4, requlatory subunit 1 [Source:MGI Symbol:Acc:MGI:19176011
ribosomal protein S15A [Source:MGI Symbol:Acc:MGI:23890911
large tumor suppressor 2 [Source:MGI Symbol:Acc:MG: 13543861
UTP14, U3 small nucleolar ribonucleoprotein, homolod A (veast) [Source:MGI Symbol:Acc:MGI:19198041
SMAD family member 7 [Source:MGI Symbol;Acc:MGI:1100518]
sentin 7 [Source:MGI Symbol:Acc:MGI: 13350941
dynactin 4 [Source:MGI SymbolAcc:MG1:19149151
like 4 Symbol:Acc: 18889991
PAKL interacting protein 1 [Source:MGI Symbol:Acc:MGI:1915333]
RIKEN cDNA 1110004E09 aene [Source:MGI Symbol:Acc:MGI: 19152511
max binding protein [Source:MGI Symbol;Acc:MGI:109150]
potassium channel tetramerisation domain containing 15 [Source:MGI Symbol:Acc:MGI:23852761
solute carrier family 41, member 1 [Source:MGI Symbol:Acc:MGI:2444823]
of Stk11 : 13541701
proteasome (prosome, macropain) subunit, alpha type 1 [Source:MGI Symbol;Acc:MGI:1347005]
Max dimerization protein 4 [Source:MGI Symbof:Acc:MGI: 1049011
DNA Symbol; Acc:MGI:97073]
AMGAP with FG repeats 1 [Source:MGI Symbol:Acc:MGI:1333754]
CAMP responsive element binding protein 3 [Source:MGI Symbol:Acc:MGI:99946]
predicted gene 10768 [Source:MGI Symbol:Acc:MGI:3642139]
predicted dene 6397 [Source:MGI SymboliAcc:MGI:36485421
enzyme E2| Symbol;Acc:MGI:107365]
dehvdwuenase/veduclase (SDR family) member 13 [Source:MGI Symbol;Acc:MGI:1917701]
discoidin, CUB and LCCL domain containing 1 [Source:MGI Symbol;Acc:MGI:1913936]
pogo transposable element with KRAB domain [Source:MGI Symbol:Acc:MG:1918842]
small nucleolar RNA, HIACA box 65 [Source:MGI Symbol:Acc:MGI:2148176]
ring finger protein 135 [Source:MGI Symbol;Acc:MG1:1919206]
armadillo repeat gene deleted in velo-cardio-facial syndrome [Source:MGI Symbol;Acc:MG1:109620]
nardilysin, N-arginine dibasic convertase, NRD convertase 1 [Source:MGI Symbol;Acc:MGI:12013861
sema domain, domain (Ig), domain (TM) and short ic domain, in) 4B

asparagine synthetase [Source:MGI Symbol:Acc:MGI:1350929]
NOP14 nucleolar protein homolog (veast) [Source:MGI Symbol;Acc:MGI:1922666]
mitogen-activated protein kinase kinase kinase 9 [Source:MGI Symbol:Acc:MGI:2449952]
trichohyalin-like 1 [Source:MGI Symbol;Acc:MGI:1918575]
huntingtin interacting protein 1 related [Source:MGI Symbol;Acc:MGI:1352504]
calnexin [Source:MGI Symbol Acc:MGI:88261]
predicted gene 98 [Source:MGI Symbol;Acc:MGI:2684944]
ting finger protein 169 [Source:MGI Symbol;Acc:MGI:1920257]
lectin, binding-like mbol; 19161141
KATS requlatory NSL complex subunit 2 [Source:MGI Symbol;Acc:MGI:1916862]
tumor protein D52 [Source:MGI Symbol:Acc:MGI:107749]
DEAD (Asp-Glu-Al 54 Symbol;Acc:MGI:1919240]
quanvlate binding protein 7 [Source:MGI Symbol:Acc:MGI:24444211
predicted gene 20683 [Source:MGI Symbol;Acc:MGI:5313130]
zinc finger protein 367 [Source:MGI Symbol;Acc:MGI:2442266]
Ras association (RAIGDS/AF-6) and pleckstrin homology domains 1 [Source:MGI Symbol:Acc:MGI:1924550]
zinc finger and SCAN domain containing 21 [Source:MGI Symbol;Acc:MG1:99182]
CDK2-associated protein 2 [Source:MGI Symbol;Acc:MGI:1098779]
arginyl B) Symbol;
prune homolog (Drosophila) [Source:MGI Symbol;Acc:MGI:1925152]
ribonucleic acid binding protein S1 [Source:MGI Symbol;Acc:MGI:979601
predicted gene 20412 [Source:MGI Symbol;Acc:MGI:5141877]
iunction plakoglobin [Source:MGI Symbol;Acc:MGI:96650]
MORN repeat containing 4 [Source:MGI Symbol;Acc:MGI:2449568]
tripartite motif mbol: 3521
Kruppel-like factor 3 (basic) [Source:MGI Symbol:Acc:MGI:1342773]
cyvtochrome bS domain containing 1 [Source:MGI Symbol:Acc:MGI:26855861
acetyl-Coenzyme A Symbol; 6054551
ribosomal protein S6, pseudogene 3 [Source:MGI Symbol:Acc:MGI:36435651
nuclear import 7 homolog (S. cerevisiae) [Source:MGI Symbol:Acc:MGI:1913414]
alutamate-rich WD repeat containing 1 [Source:MGI Symbol:Acc:MGI:2141989]
RIKEN cDNA 4930539E08 gene [Source:MGI Symbol;Acc:MGI:1925441]
sodium channel, vol ted, type I, beta mbol; 471
predicted gene 10071 [Source:MGI Symbol;Acc:MGI:3642685]
minichromosome maintenance deficient 2 mitotin (S. cerevisiae) [Source:MGI Symbol:Acc:MG: 1053801
vacuolar protein sorting 26 homolog B (veast) [Source:MGI Symbol;Acc:MGI:1917656]
LIM domains containing 1 [Source:MGI Symbol:Acc:MGI:1352502]
nucleotide binding protein 1 [Source:MGI Symbol:Acc:MGI:1347073]
adreneraic receptor kinase, beta 1 [Source:MGI Symbol;Acc:MGI:879401
quanine nucleotide binding protein, alpha 11 [Source:MGI Symbol;Acc:MGI:95766]
progesterone receptor membrane component 1 [Source:MGI Symbol:Acc:MGI:1858305]
T cell, immune requlator 1, ATPase, H+ transporting, lysosomal VO protein A3 [Source:MGI Symbol:Acc:MGI:1350931]
proteoliid protein 2 [Source:MGI Symbol:Acc:MGI:1298382]
enoyl-Coenzyme A delta isomerase 1 [Source:MGI Symbol;Acc:MGI:94871]
predicted aene 6682 [Source:MGI Symbol:Acc:MGI:36471561
nucleolar and coiled-body phosphoprotein 1 [Source:MGI Symbol:Acc:MGI:1918019]
D4, zinc and double PHD fingers family 2 [Source:MGI Symbol;Acc:MGI:109529]
ELOVL family member 7, elongation of long chain fatty acids (veast) [Source:MGI Symbol:Acc:MGI:1921809]
Small nucleolar RNA SNORA48 [Source:RFAM;Acc:RF00554]
CDK2 (cyclin-dependent kinase d protein 1 Symbol;Acc:MGI:1202069]
ic-like 2 (Drosophila) Symbol:Acc:MGI:18604541
lysophospholipase 2 [Source:MGI Symbol;Acc:MGl:1347000]
family with sequence similarity 50, member A [Source:MGI Symbol:Acc:MGI:13516261
ribosomal protein S7 [Source:MGI Symbol;Acc:MGI:1333818]
tholrac quanine nucleotide exchange factor (GEF) 2 [Source:MGI Symbol:Acc:MGI:103264]
interferon requlatory factor 2 binding protein 2 [Source:MGI Symbol:Acc:MGI:2443921]
D21 protein (Cdc42/Rac)-activated kinase 1 [Source:MGI Symbol:Acc:MGI:1339975]
NHL repeat containing 2 [Source:MGI Symbol:Acc:MGI:1914116]
kelch domain containing 5 [Source:MGI Symbol:Acc:MGI:24447861
predicted gene 13436 [Source:MGI Symbol;Acc:MGI:3651005]
bromodomain containing 7 [Source:MGI Symbol:Acc:MGI:13497661
inositol ik Symbol;Acc:MGI:1333787]
i neuronal 5 Symbol:Acc:MGI:2442253]
transducin (beta)-like 1X-linked receptor 1 [Snurce MGI Symbol:Acc:MGI:2441730]
mbol;, 13290191

84902]

oenzyme A hydratase (trifunctional protein), alpha subunit [Source:MGI Symbol;Acc:MG1:2135593]

Symbol;Acc:MGI:107559]
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1 mbol; :21834411
adducin 1 (alpha) [Source:MGI Symbol;Acc: MGI 87918]
secretory carrier membrane protein 3 [Source:MGI Symbol; Acc MGI:1346346]
host cell factor C1 requlator 1 (XPOL Symbol;
expressed antigen 5 /mbol:; 19:
headcase homolog (Drosophila) [Source:MGI Symbol;Acc:MGI:2685715]
Nafi-A binding protein 1 [Source:MGI Symbol:Acc:MGI:107564]
2yin [Source:MGI Symbol; Acc:MGI:103072]
predicted gene 53 [Source:MGI Symbol:Acc:MGI:2684899]
ribosomal protein S27A [Source:MGI Symbol:Acc:MGI:1925544]
small nucleolar RNA host gene in codina) 3 mbol; 171
shosphatidic acid phosphatase type  domain containing 18 [Source:MG! SymbotACE:MGI-1919160]
CAMP responsive element binding protein 3-like 3 [Source:MGI Symbol:Acc:MGI:2384786]
ribosomal protein L7 [Source:MGI Symbol;Acc:MGI:98073]
lethal giant larvae homolod 2 (Drosophila) [Source:MGI Symbol:Acc: MGI 19155431
cerebral cavernous 2 Symbol; 24]
X-box bindina Droiem 1 lSource MGI Symbol: Acc:MGI:98970]
s 1017473)
RIKEN cDNA umooans qene [Source:MGI Symbol:Acc:MGI:1914638]
RIKEN cDNA 1700022111 gene [Source:MGI Symbol:Acc:MGI:1914567]
predicted gene 7860 [Source:MGI Symbol:Acc:MGI:3644843]
armadilo repeat containing 6 [Source:MGI Symbol:Acc:MGI:1924063]
zinc finer protein 217 [Source:MGI Symbol: Acc:MGI:26854081
SEC1d-like 2 (S. cerevisiae) [Source:MGI SymbolAcc:MGI:1915065]
Uncharacterized protein [Source:UniProtkB/TrEMBL:Acc:J30K23]
predicted gene 10076 [Source:MG Symbol; Acc:MGI:3704451]
requlator of chromosome condensation 2 [Source:MGI Symbol:Acc:MGI:1919784]

zinc finger protein 511 [Sour:e MGI Symbol: Acc:MGI:19170021
;ACC:MGI:1202298]
fina finger protein 4 ISmrce.MGl Symbol:Acc:MGI:1201691]
predicted gene 14165 [Source:MGI Symbol;Acc:MGI:3650537]
coiled-coil-helix-cailed-coil-helix domain containing 5 [Source:MGI Symbol:Acc:MGI:1913420]
sestrin 3 [Source:MGI Symbol;Acc:MG1:1922997]
gamma-aminobutyric acid receptor associated protein [Source:MGI Symbol:Acc:MGI:1861742]
riboflavin kinase [Source:MGI Symbol:Acc:MGI:1914688]
polymerase (DNA-directed), delta interacting protein 3 [Source:MGI Symbol:Acc:MGI:19210761
ribosomal protein S15 [Source:MGI Symbol;Acc:MGI:98117]
ed protein 1S Symbol:Acc:MGI: 2443304]
RNA ;.
serine protease inhibitor, Kunitz type 2 [Source:MGI Symbol;
interleukin 1 receptor antagonist [Source:MGI Symbol;Acc:MGI:96547]
oncogene B : : 51
interleukin enhancer binding factor 2 [Source:MGI Symbol;Acc:MGI:1915031]
mitogen-activated protein kinase kmase kinase 6 lscurce MGI Symbol:Acc:MGI:18556911
arowth arrest and DN ble 45 be 2 :107776]
PTK2 protein tyrosine kinase 2 beta [Source: MG\ Svm bol:Acc:MGI:104908]
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chloride channel 7 [Source:MGI Symbol:Acc:MGI:1347048]
mediator complex subunit 13 [Source:MGI Symbol;Acc:MGI:3029632]
thyroid hormone receptor interactor 10 [Source:MGI Symbol;:Acc:MG1:21469011
zinc finger, NFX1-type containing 1 [Source:MGI Symbol:Acc:MGI:2138982]
factor I (thrombin) ik Symbol:Acc:MGI:101910]
transmembrane emp24 protein transport domain containing 5 [Source:MGI Symbol;Acc:MGI:1921586]
Holliday junction recoanition protein [Source:MGI Symbol:Acc:MGI:26858211
apoptotic peptidase activating factor 1 [Source:MGI Symbol:Acc:MGI:1306796]
cell division cvcle 42 [Source:MGI Symbol: Acc MGI:106211]
DEAD box SymbolAcc:MGI: 4]

1 hosph:

O 2 acid beta) Symbol;
acid phosphatase 1, soluble [Source:MG! Svmbnl:Acc'MGl'NSBH
transducer of ERBB2. 2 [Source:MGI Symbol:Acc:MGI:18885251
arsA arsenite transporter, ATP-binding, homolog 1 (bacterial) [Source:MGI Symbol:Acc:MGI:1928379]
ribosomal protein S19, pseudodene 1 [Source:MGI Symbol:Acc:MGI:3782508]
ribosomal protein S18, 2 [Source:MGI Symbol; 6470731
RAN bindina protein 1 lSource MGI Symbol:Acc:MGI:962691
arowt 3 mbol;
DEAD Iu-Al h 19 Symbol:Acc:MGI:21482511
CD2 antigen (cytoplasmic tail) binding protein 2 [Source:MGI Symbol:Acc:MGI:1917483]
scribbled homoloa (Drosophila) [Source:MGI Symbol:Acc:MGI:21459501
UTP3, small subunit (SSU) processome component, homolog (S. cerevisiae) [Source:MGI Symbol;Acc:MGI:19192301
transmembrane and tetratricopeptide repeat containing 3 [Source:MGI Symbol:Acc:MGI:30362551
negative requlator of ubiquitin-like proteins 1 [Source:MGI Symbol:Acc:MGI:18890011
DEAH (Asp-Glu-Ala-His) box 38 vmbol Acc:MGI:1927617]
maior facilitator superfamily domain containing 12 [Source:MGI Symbol;Acc:MGI:3604804]
arainy-RNA synthetase [Source:MGI Symbol:Acc:MGI: 19142971
actin related Droteln 2/3 complex, subunit 18 [Suurce'MGI Symbol:Acc:MGI:1343142]

rotein 62 1394611

SCAN domain- comammu 1 [Source:MGI Svmbu\ Acc:MGI:1343132]
twinfilin, actin-bindina protein, homoloa 2 (Drosophila) [Source:MGI Symbol:Acc:MGI:1346078]
BTB (POZ) domain containing 19 [Source:MGI Symbol:Acc:MGI:1925861]
arrestin domain containing 4 [Source:MGI Symbol:Acc:MGI:19136621
proprotein convertase subtilisin/kexin type 9 [Source:MGI Symbol:Acc:MGI:21402601
expressed sequence Al646023 [Source:MGI Symbol;Acc:MGI:2143657]
dual-specificity tyrosine-(Y)-phosphorylation requlated kinase 1b [Source:MGI Symbol;Acc:MGI:1330302]
tumor necrosis factor (quand) superfamily, member 13 ISource MGI Svmho\ Acc:MGI:1916833]
tripartite motif Symbol;
uredmen nseudoqene 3991 ISource MGI Symbol;Acc:MGI: 3644227\
DEAI 56 Symbol;:Acc:MGI:1
relmmc acid receptor, alpha Isource MGI Symbol;Acc:MGI:97856]1
zinc binding alcohol dehydrogenase, domain containing 2 [Source:MGI Symbol;Acc:MGI:2444835]
predicted gene 5456 [Source:MGI Symbol:Acc:MGI:3643775]
SET domain containing 6 [Source:MGI Symbol;Acc:MGI:1913333]
atrophin 1 [Source:MGI Symbol,Acc:MGI:104725]
sal-like 1 (Drosophila) [Source:MGI Symbol;Acc:MGI:1889585]
predicted pseudogene 8172 [Source:MGI Symbol;Acc:MGI:3644930]
tRNA splicing endonuclease 54 homolog (S. cerevisiae) [Source:MGI Symbol;Acc:MGI:1923515]
SUMOL activating enzyme subuml 1 [Source:MGI Symbol:Acc:MGI:1929264]
ribosomal protein S2, Symbol; :3651115]
PHD finger protein 10 [Source: MG\ Symbol;Acc:MGI:1919307]
forkhead box J2 [Source:MGI Symbol;Acc:MGI:1926805]
general transcription factor Il A, 1 [Source:MGI Symbol;Acc:MGI:1933277]
alycolipid transfer protein [Source:MGI Symbol:Acc:MGI:1929253]
hemicentin 2 [Source:MGI Symbol;Acc:MGI:2677838]
SCO cytochrome oxidase deficient homolog 2 (veast) [Source:MGI Symbol;Acc:MGI:3818630]
RIKEN cDNA 9130017N09 gene [Source:MGI Symbol;Acc:MGI:1926156]
RanBP-type and C3HC4-type zinc finger containing 1 [Source:MGI Symbol:Acc:MGI:1344372]
talin alpha [Source:MGI Symbol;Acc:MGI:105968]

19187801

7172

protein phosphatase 2 (formerly 2A), requlatory subunit A (PR 65), alpha isoform [Source:MGI Symbol:Acc:MG1:1926334]

AF4/FMR2 family, member 4 [Source:MGI Symbol:Acc:MGI:2136171]

kinase 1 Symbol:Acc:MGI:24432811
sterol O-acyltransferase 1 [Source:MGI Svmbo\ Acc:MGI:104665]
MYC-associated zinc finger protein factor)
tubulin, beta 5 class | [Source:MGI Symbol:Acc:MG: 107512]

Symbol;Acc:MG1:1338823]

Symbol;/
zinc finger, SWIM domain containing 4 [Source:MGI Svmbol Acc:MGI:2443726]
CDNA sequence BC026590 [Source:MGI Symbol;Acc:MGI:26778501
fatty acid synthase [Source:MGI Symbol;Acc:MGI:95485]
villin 1 [Source:MGI Symbol:Acc:MGI:989301
tripartite motif- cumammq 28 lSuurce MGI Symbol;:Acc:MGI:109274]
chondroitin ;Acc:MGI: 1065761
ing finger protein 19A [Swrce MGI Symbol:Acc:MGI:1353623]
proteasome (prosome, macropain) 26S subunit, non-ATPase, 10 [Source:MGI Symbol:Acc:MGI: 18588981
phosphodiesterase 12 [Source:MGI Symbol; Acc:MGI:2443226]
predicted aene 7008 [Source:MGI Symbol:Acc:MGI:3647211]1
immediate early response 5-like [Source:MGI Symbol:Acc:MGI:1919750]

ATPase, Nat/K+ beta 3 :MGI Symbol:Acc:MG1:107788]
RNA binding motif protein 17 [Source:MGI Symbol:Acc:MGI:1924188]

RIKEN cDNA 1700017805 gene [Source:MGI Symbol:Acc:MGI:19214611

RIKEN cDNA 1110038812 gene [Source:MGI Symbol;Acc:MGI:1916013]

coiled-coil domain containing 108 [Source:MGI Symbol:Acc:MGI:2444274]

elongator complex subunit 5 Symbol;Acc:MGI:1859017]
sianal recoanition particle receptor, B subunit [Source:MGI Symbol:Acc:MGI:102964]

2841

pleckstrin homology domain containing, family A (phosphoinositide binding specific) member 1 [Source:MGI Symbol;Acc:MGI:2442213]

t-complex-associated testis expressed 3 [Source:MGI Symbol:Acc:MGI:986421
Kruppel-like factor 10 [Source:MGI Symbol:Acc:MGI:1101353]
predicted aene 13461 [Source:MGI Symbol:Acc:MGI:3650103]
RAR-related orphan receptor gamma [Source:MGI Symbol:Acc:MGI:104856]
G protein-coupled receptor, family C, aroup 5, member C [Source:MGI Symbol:Acc:MGI:19176051
ribosomal protein L9, pseudogene 6 [Source:MGI Symbol;Acc:MGI:3642682]
renin bindina protein [Source:MGI Symbol:Acc:MGI:1059401
alycan anchor class F
immediate early response 3 [Source:MGI Symbol;Acc:MGI:104814]
ribosomal RNA urocessmq 36 homolog (S. cerevisiae) [Source:MGI Symbol;Acc:MGI:2385053]
tripartite motif-conts mbol:Acc:MGI:97904]
member 5 Symbol;Acc:MGI:1919308]
RAB6A, member RAS oncogene family [Source:MGI Symbol:Acc:MGI:894313]
splicing factor 3a, subunit 2 [Source:MGI Symbol;Acc:MGI:104912]
predicted pseudogene 2904 ISource:MG! Symbol:Acc:MGI:37810821
core 1 synthase, N 1
dipeptidylpeptidase 9 [Source:MGI Symbol:Acc:MGI 244395ﬂ
small nucleolar RNA, C/D box 96A [Source:MGI Symbol;Acc:MGI:3819568]
protein 181A Symbol:Acc:MGI:1924356]
sema domain, transmembrane domain (TM), and domain, 6A
claudin 6 [Source:MGI Symbol:Acc:MGI: 18592841
TNFAIP3 interacting protein 1 [Source:MGI Symbol:Acc:MGI:1926194]
transmembrane protein 214 [Source:MGI Symbol:Acc:MGI:19160461

Symbol;Acc:MG1:99462]

19147621

Symbol;Acc:MGI:2151071]

Symbol;Acc:MGI:1203727]



ENSMUSG00000028086 Fbxw7
ENSMUSG00000034617 Mtrr
ENSMUSG00000029175 4930471M23Rik
ENSMUSG00000025995 Wdr75
ENSMUSG00000029726 Mepce
ENSMUSG00000063659 Zfp238
ENSMUSG00000027245 2310003F16Rik
ENSMUSG00000094737 Gm17045
ENSMUSG00000034274 ThocS
ENSMUSG00000020536 Ligl1
ENSMUSG00000018509 Cenpv
ENSMUSG00000062157 II28ra
ENSMUSG00000040054 Baz2a
ENSMUSG00000030533 UncdSa
ENSMUSG00000076431 Sox4
ENSMUSG00000063953 Amd2
ENSMUSG00000026135 Zfp142
ENSMUSG00000022512 Cldn1
ENSMUSG00000031226 2610029G23Rik
ENSMUSG00000082895 Rpsa-ps9
ENSMUSG00000077709 Snora64
ENSMUSG00000069270 Histlh2ac
ENSMUSG00000094388 Gm8783
ENSMUSG00000096592 Gm15801
ENSMUSG00000004085 B230120H23Rik
ENSMUSG00000094103 1700047117Rik2
ENSMUSG00000052415 Tchh
ENSMUSG00000030281 I117rc
ENSMUSG00000021009 Ptpn21
ENSMUSG00000080902 Gm11226
ENSMUSG00000049354 Dcaf?
ENSMUSG00000052429 Prmtl
ENSMUSG00000037960 1110007CO9Rik
ENSMUSG00000036151 Tm6sf2
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F-box and WD-40 domain protein 7 [Source:MGI Symbol;Acc:MG1:1354695]
5. reductase Symbol;Acc:MGI:1891037]

RIKEN cDNA 4930471M23 gene [Source:MGI Symbol:Acc:MGI:1922169]
WD repeat domain 75 [Source:MGI Symbol:Acc:MGI:1920924]
methviphosphate capping enzyme [Source:MGI Symbol:Acc:MGI:106477]
zinc finger protein 238 [Source:MGI Symbol:Acc:MGI:1353609]
RIKEN cDNA 2310003F16 cene [Source:MGI Symbol:Acc:MGI:1914943]
predicted gene 17045 [Source:MGI Symbol;Acc:MGI:4937872]
THO complex 5 [Source:MGI Symbol:Acc:MGI:1351333]
lethal giant larvae homolog 1 (Drosophila) [Source:MGI Symbol;Acc:MGI:102682]
centromere protein V [Source:MGI Symbol;Acc:MGI:1920389]
interleukin 28 receptor alpha [Source:MGI Symbol;Acc:MG1:2429859]
bromodomain adiacent to zinc finger domain, 2A [Source:MGI Symbol;:Acc:MGI:2151152]
unc-45 homolog A (C. elegans) [Source:MGI Symbol;Acc:MG1:2142246]
SRY-box containing aene 4 [Source:MGI Symbol:Acc:MGI:98366]
2 Symbol;Acc:MGI:1333111]
zine finger protein 142 [Source:MGI Symbol:Acc:MGI:1924514]
claudin 1 [Source:MGI Symbol;Acc:MGI:1276109]
RIKEN cDNA 2610029G23 gene [Source:MGI Symbol:Acc:MG1:1914933]
ribosomal protein SA, 9 : 650393]
small nucleolar RNA, H/ACA box 64 [Source:MGI Symbol:Acc:MGI:21481751
histone cluster 1, H2ac [Source:MGI Symbol;Acc:MGI:2448287]
predicted pseudogene 8783 [Source:MGI Symbol:Acc:MGI:3646027]
predicted gene 15801 [Source:MGI Symbol;Acc:MGI:37796251
RIKEN cDNA B230120H23 gene [Source:MGI Symbol:Acc:MGI:2443258]
RIKEN cDNA 1700047117 gene 2 [Source:MGI Symbol;Acc:MGI:3714351]
trichohyalin [Source:MGI Symbol:Acc:MGI:2177944]
interleukin 17 receptor C [Source:MGI Symbol:Acc:MGI:2159336]
protein tyrosine type 21 Symbol:Acc:MGI:1344406]
predicted gene 11226 [Source:MGI Symbol;Acc:MGI:3650241]
DDB1 and CUL4 associated factor 7 [Source:MGI Symbol:Acc:MG1:1919083]
protein arginine N- 1 ;Acc:MGI:107846]
RIKEN cDNA 1110007C09 gene [Source:MGI Symbol:Acc:MGI:1915730]
6 member 2 : 19;
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Sup. Table 1 SET Il
CPversus Sal  CPversus CP+DCA  DCA versus Sal

ENSEMBL Symbol logFC PValue FDR logFC PValue FDR logFC PValue FDR Desc

ENSMUSG0000006589z U6 5.08 0.00 0.00 -3.88 0.00 0.02 1.00 1.00 1.00 U6 spliceosomal RNA [Source:RFAM;Acc:RF00026]

ENSMUSG0000002491: Fosll 4.35 0.00 0.00 -3.39 0.00 0.00 -0.19 1.00 1.00 fos-like antigen 1 [Source:MGI Symbol;Acc:MGI:107179]

ENSMUSG0000004444] Olfr1442 4.26 0.00 0.01 -3.37 0.00 0.01 0.49 1.00 1.00 olfactory receptor 1442 [Source:MGI Symbol;Acc:MGI:3031276]

ENSMUSG0000003577¢ Krt20 7.52 0.00 0.00 -3.27 0.00 0.00 0.60 1.00 1.00 keratin 20 [Source:MGI Symbol;Acc:MGI:1914059]

ENSMUSG0000004503( Olfr1443 3.46 0.00 0.01 -2.89 0.00 0.03 051 1.00 1.00 olfactory receptor 1443 [Source:MGI Symbol;Acc:MGI:3031277]

ENSMUSG00000018774 Cd68 3.96 0.00 0.00 -2.77 0.00 0.00 -0.19 1.00 1.00 CD68 antigen [Source:MGI Symbol;Acc:MG:88342]

ENSMUSG0000003485¢ Cxcl10 3.74 0.00 0.00 -2.52 0.00 0.00 0.11 1.00 1.00 chemokine (C-X-C motif) ligand 10 [Source:MGI Symbol;Acc:MGI:1352450]
ENSMUSG0000008711: Gm11714 235 0.00 0.02 -2.49 0.00 0.03 -0.44 1.00 1.00 predicted gene 11714 [Source:MGI Symbol,Acc:MGI:3649214]

ENSMUSG0000003841¢ Egrl 4.08 0.00 0.00 -2.36 0.00 0.00 -0.26 1.00 1.00 early growth response 1 [Source:MGI Symbol;Acc:MGI:95295]

ENSMUSG0000005035¢ Sprrla 221 0.00 0.00 -2.29 0.00 0.00 -0.21 1.00 1.00 small proline-rich protein 1A [Source:MGI Symbol;Acc:MGI:106660]

ENSMUSG0000004728] Sfn 3.64 0.00 0.00 -2.28 0.00 0.00 -0.28 1.00 1.00 stratifin [Source:MGI Symbol;Acc:MG1:1891831]

ENSMUSG0000002888t SmpdI3b 4.82 0.00 0.00 -2.25 0.00 0.00 0.13 1.00 1.00 sphingomyelin phosphodiesterase, acid-like 3B [Source:MGI Symbol;Acc:MG1:1916022]
ENSMUSG0000002662¢ Atf3 3.86 0.00 0.00 -2.08 0.00 0.00 0.26 1.00 1.00 activating transcription factor 3 [Source:MGI Symbol;Acc:MGI:109384]

ENSMUSG0000002938( Cxcll 5.49 0.00 0.00 -2.02 0.00 0.00 0.48 1.00 1.00 chemokine (C-X-C motif) ligand 1 [Source:MGI Symbol;Acc:MG1:108068]
ENSMUSG00000034227 Foxil 5.19 0.00 0.00 -1.98 0.00 0.00 -0.25 1.00 1.00 forkhead box J1 [Source:MGI Symbol;Acc:MGI:1347474]

ENSMUSG00000019577 Pdk4 3.21 0.00 0.00 -1.96 0.00 0.00 -0.47 0.25 1.00 pyruvate dehydrogenase kinase, isoenzyme 4 [Source:MGI Symbol;Acc:MGI:1351481]
ENSMUSG00000031271 Serpina7 5.69 0.00 0.00 -1.95 0.00 0.00 -0.05 1.00 1.00 serine (or cysteine) peptidase inhibitor, clade A (alpha-1 antiproteinase, antitrypsin), member 7 [Source:MGI Symbol;Acc:MG1:3041197]
ENSMUSG0000002849¢ Plin2 4.74 0.00 0.00 -1.87 0.00 0.00 -0.06 0.91 1.00 perilipin 2 [Source:MGI Symbol;Acc:MGI:87920]

ENSMUSG00000041827 Oasl1 3.87 0.00 0.00 -1.81 0.00 0.00 -0.20 1.00 1.00 2-5'oligoadenylate synthetase-like 1 [Source:MGI Symbol;Acc:MG1:2180849]
ENSMUSG00000042622 Maff 3.72 0.00 0.00 -1.77 0.00 0.00 -0.12 1.00 1.00 v-maf \eurotic fibi Je family, protein F (avian) [Source:MG| Symbol;Acc:MG1:96910]
ENSMUSG0000002234¢ Myc 2.95 0.00 0.00 -1.61 0.00 0.00 -0.30 0.82 1.00 myelocytomatosis oncogene [Source:MGI Symbol;Acc:MGI:97250]

ENSMUSG00000052837 Junb 3.06 0.00 0.00 -1.61 0.00 0.00 -0.29 0.75 1.00 Jun-B oncogene [Source:MGI Symbol;Acc:MG1:96647]

ENSMUSG0000003476¢ Dusp5 241 0.00 0.00 -1.59 0.00 0.03 -0.38 1.00 1.00 dual specificity phosphatase 5 [Source:MGI Symbol;Acc:MGI:2685183]
ENSMUSG00000024521 Pmaipl 2.43 0.00 0.00 -1.59 0.00 0.00 -0.02 1.00 1.00 phorbol-12-myristate-13-acetate-induced protein 1 [Source:MGI Symbol;Acc:MGI:1930146]
ENSMUSG0000000541% Hmox1 2.89 0.00 0.00 -1.59 0.00 0.00 0.09 0.77 1.00 heme oxygenase (decycling) 1 [Source:MGI Symbol:Acc:MG1:96163]

ENSMUSG0000000644¢ Epha2 221 0.00 0.00 -1.56 0.00 0.00 -0.24 0.72 1.00 Eph receptor A2 [Source:MGI Symbol;Acc:MG1:95278]

ENSMUSG00000027171 Prrg4 3.53 0.00 0.00 -1.56 0.00 0.01 0.26 1.00 1.00 proline rich Gla (G- 0 ic acid) 4 [Source:MGI Symbol;Acc:MGI:2442211]
ENSMUSG0000001623¢ Lonrf3 2.42 0.00 0.00 -1.55 0.00 0.00 0.20 0.81 1.00 LON peptidase N-terminal domain and ring finger 3 [Source:MGI Symbol;Acc:MGI:1921615]
ENSMUSG0000002390¢ Tnfrsfl2a 4.05 0.00 0.00 -1.51 0.00 0.00 0.27 0.50 1.00 tumor necrosis factor receptor superfamily, member 12a [Source:MGI Symbol;Acc:MGI:1351484]
ENSMUSG0000002042: Btg2 3.83 0.00 0.00 -1.49 0.00 0.00 -0.03 1.00 1.00 B cell translocation gene 2, anti-proliferative [Source:MGI Symbol;Acc:MG1:108384]
ENSMUSG0000005370¢ B430305J03Rik  3.41 0.00 0.00 -1.47 0.00 0.00 -0.06 1.00 1.00 RIKEN cDNA B430305J03 gene [Source:MGI Symbol;Acc:MGI:3697707]
ENSMUSG0000003280zZ Srxnl 2.83 0.00 0.00 -1.44 0.00 0.00 -0.14 0.49 1.00 sulfiredoxin 1 homolog (S. cerevisiae) [Source:MGI Symbol;Acc:MGI:104971]
ENSMUSG0000003689¢ Rap2b 3.37 0.00 0.00 -1.44 0.00 0.00 0.02 1.00 1.00 RAP2B, member of RAS oncogene family [Source:MGI Symbol;Acc:MGI:1921262]
ENSMUSG0000002868( Plk3 235 0.00 0.00 -1.44 0.00 0.00 -0.31 0.49 1.00 polo-like kinase 3 [Source:MGI Symbol;Acc:MGI:109604]

ENSMUSG00000001627 Ifrd1 2.08 0.00 0.00 -1.41 0.00 0.00 0.08 0.83 1.00 interferon-related developmental requlator 1 [Source:MGI Symbol;Acc:MGI:1316717]
ENSMUSG0000002020¢ Phidal 1.82 0.00 0.00 -1.38 0.00 0.00 0.11 1.00 1.00 pleckstrin homology-like domain, family A, member 1 [Source:MG| Symbol;Acc:MG1:1096880]
ENSMUSG00000091747 D17H6S56E-5 2.46 0.00 0.00 -1.35 0.00 0.00 0.24 0.64 1.00 DNA segment, Chr 17, human D6S56E 5 [Source:MGI Symbol;Acc:MGI:1306799]
ENSMUSG0000004622% Plaur 1.89 0.00 0.00 -1.33 0.00 0.03 -0.03 1.00 1.00 plasminogen activator, urokinase receptor [Source:MGI Symbol;Acc:MGI:97612]
ENSMUSG00000047061 Gm9817 232 0.00 0.00 -1.33 0.00 0.03 0.01 1.00 1.00 predicted gene 9817 [Source:MGI Symbol;Acc:MGI:3809102]

ENSMUSG00000040511 Pvr 2.03 0.00 0.00 -1.32 0.00 0.00 0.03 1.00 1.00 poliovirus receptor [Source:MGI Symbol;Acc:MG1:107741]

ENSMUSG0000005674¢ Nfil3 218 0.00 0.00 -1.32 0.00 0.04 0.66 0.36 1.00 nuclear factor, interleukin 3, requlated [Source:MGI Symbol;Acc:MGI:109495]
ENSMUSG00000037887 Dusp8 2.59 0.00 0.00 -1.31 0.00 0.01 0.16 1.00 1.00 dual specificity phosphatase 8 [Source:MGI Symbol;Acc:MGI:106626]

ENSMUSG00000028001 Fga 254 0.00 0.00 -1.30 0.00 0.00 -0.16 0.72 1.00 fibrinogen alpha chain [Source:MGI Symbol;Acc:MGI:1316726]

ENSMUSG0000007891¢ Hsp25-ps1 2.28 0.00 0.00 -1.25 0.00 0.02 0.04 1.00 1.00 heat shock protein 25, pseudogene 1 [Source:MGI Symbol;Acc:MG1:96241]
ENSMUSG0000009692¢ mmu-mir-29b-2  1.28 0.00 0.00 -1.24 0.00 0.00 -0.06 0.82 1.00 mmu-mir-29b-2 [Source:miRBase;Acc:MI0000712]

ENSMUSG0000007479¢ Slc4all 1.65 0.00 0.00 -1.22 0.00 0.00 -0.35 0.19 1.00 solute carrier family 4, sodium bicarbonate transporter-like, member 11 [Source:MGI Symbol;Acc:MGI1:2138987]
ENSMUSG00000097971 0 338 0.00 0.00 -1.22 0.00 0.00 0.05 0.84 1.00

ENSMUSG0000000208: Bbc3 3.97 0.00 0.00 -1.22 0.00 0.00 -0.14 1.00 1.00 BCL2 binding component 3 [Source:MGI Symbol;Acc:MGI:2181667]

ENSMUSG0000000007¢ KIf6 234 0.00 0.00 -1.21 0.00 0.00 0.09 0.80 1.00 Kruppel-like factor 6 [Source:MGI Symbol;Acc:MGI:1346318]

ENSMUSG0000007418% Gstal 3.46 0.00 0.00 -1.19 0.00 0.00 -0.36 0.53 1.00 glutathione S-transferase, alpha 1 (Ya) [Source:MGI Symbol;Acc:MG1:1095417]
ENSMUSG0000002522¢ Nfkb2 2.20 0.00 0.00 -1.17 0.00 0.00 -0.08 0.92 1.00 nuclear factor of kappa light polypeptide gene enhancer in B cells 2, p49/p100 [Source:MGI Symbol;Acc:MGI:1099800]
ENSMUSG00000004951 Hspb1 221 0.00 0.00 -1.17 0.00 0.00 0.07 1.00 1.00 heat shock protein 1 [Source:MGI Symbol;Acc:MGI:96240]

ENSMUSG0000005268< Jun 243 0.00 0.00 -1.16 0.00 0.00 0.10 0.78 1.00 Jun oncogene [Source:MGI Symbol;Acc:MGI:96646]

ENSMUSG0000005374¢ Ptrh1 3.00 0.00 0.00 -1.16 0.00 0.01 0.13 1.00 1.00 peptidyl-tRNA hydrolase 1 homolog (S. cerevisiae) [Source:MGI Symbol;Acc:MGI:1913779]
ENSMUSG0000000048¢ Pdafb 1.44 0.00 0.00 -1.15 0.00 0.00 -0.22 0.59 1.00 platelet derived growth factor, B polypeptide [Source:MGI Symbol;Acc:MGI:97528]
ENSMUSG0000005317¢ Bcl3 222 0.00 0.00 -1.15 0.00 0.00 0.09 1.00 1.00 B cell leukemia/lymphoma 3 [Source:MGI Symbol;Acc:MGI:88140]

ENSMUSG0000003772¢ Ckap2 4.98 0.00 0.00 -1.15 0.00 0.02 -0.09 1.00 1.00 cytoskeleton associated protein 2 [Source:MGI Symbol;Acc:MG1:1931797]
ENSMUSG00000056501 Cebpb 2.24 0.00 0.00 -1.14 0.00 0.00 0.28 0.51 1.00 CCAAT/enhancer binding protein (C/EBP), beta [Source:MGI Symbol;Acc:MGI:88373]
ENSMUSG00000023067 Cdknla 6.63 0.00 0.00 -1.13 0.00 0.00 -0.48 0.63 1.00 cyclin-dependent kinase inhibitor 1A (P21) [Source:MGI Symbol;Acc:MGI:104556]
ENSMUSG00000042041 2010003K11Rik  3.25 0.00 0.00 -1.12 0.00 0.01 -0.66 0.75 1.00 RIKEN cDNA 2010003K11 gene [Source:MGI Symbol;Acc:MGI:1917111]
ENSMUSG0000005143¢ Cd14 2.30 0.00 0.00 -1.12 0.00 0.01 -0.13 1.00 1.00 CD14 antigen [Source:MGI Symbol;Acc:MG1:88318]

ENSMUSG0000002289: Adamts1 145 0.00 0.00 -1.09 0.00 0.00 0.25 0.17 1.00 adisintegrin-like and metallopeptidase (reprolysin type) with thrombospondin type 1 motif, 1 [Source:MGI Symbol;Acc:MGI:109249]
ENSMUSG0000004463¢ Csrnp2 225 0.00 0.00 -1.08 0.00 0.00 0.05 1.00 1.00 cysteine-serine-rich nuclear protein 2 [Source:MGI Symbol;Acc:MG1:2386852]
ENSMUSG00000046711 Hmgal 1.49 0.00 0.00 -1.08 0.00 0.00 -0.06 1.00 1.00 high mobility group AT-hook 1 [Source:MGI Symbol;Acc:MGI:96160]

ENSMUSG0000004958( Tsku 0.99 0.00 0.00 -1.08 0.00 0.00 -0.03 1.00 1.00 tsukushi [Source:MGI Symbol;Acc:MGI:2443855]

ENSMUSG0000007824¢ Hmgal-rs1 147  0.00 0.00 -1.08 0.0 0.00 -0.07  0.90 1.00 high mobility group AT-hook I, related sequence 1 [Source:MGI Symbol;Acc:MGI:96161]
ENSMUSG0000004066: Clcfl 2.26 0.00 0.00 -1.07 0.00 0.00 -0.22 0.86 1.00 cardiotrophin-like cytokine factor 1 [Source:MGI Symbol;Acc:MGI:1930088]
ENSMUSG0000009063¢ Gm8126 312 0.0 000 -1.07 0.0 0.02 0.07 1.00 1.00 predicted gene 8126 [Source:MGI Symbol;Acc:MG1:3646861]

ENSMUSG0000001985( Tnfaip3 1.89 0.00 0.00 -1.06 0.00 0.02 0.01 1.00 1.00 tumor necrosis factor, alpha-induced protein 3 [Source:MGI Symbol;Acc:MGI:1196377]
ENSMUSG00000047407 Tgifl 1.66 0.00 0.00 -1.05 0.00 0.00 -0.16 0.72 1.00 TGFB-induced factor homeobox 1 [Source:MGI Symbol,Acc:MGI:1194497]
ENSMUSG0000003850¢ Gdf15 4.82 0.00 0.00 -1.05 0.00 0.00 -0.02 1.00 1.00 growth differentiation factor 15 [Source:MGI Symbol;Acc:MG1:1346047]
ENSMUSG0000001459¢ Csfl 148 000 0.00 -1.04 0.0 0.03 -0.02 1.00 1.00 colony stimulating factor 1 (macrophage) [Source:MGI Symbol;Acc:MGI:1339753]
ENSMUSG0000000147% Tubb6 2.80 0.00 0.00 -1.04 0.00 0.00 0.07 1.00 1.00 tubulin, beta 6 class V [Source:MGI Symbol;Acc:MGI:1915201]

ENSMUSG0000005356( ler2 182 000 0.00 -1.04 000 000 -0.12  0.88 1.00 immediate early response 2 [Source:MGI Symbol;Acc:MGI:104815]

ENSMUSG0000004160% 5730559C18Rik  2.71 0.00 0.00 -1.04 0.00 0.00 -0.15 0.77 1.00 RIKEN cDNA 5730559C18 gene [Source:MGI Symbol;Acc:MGI:1921579]
ENSMUSG0000003535¢ Nfkbiz 2.08  0.00 000 -1.03 0.00 0.00 -0.21  0.67 1.00 nuclear factor of kappa light polypeptide gene enhancer in B cells inhibitor, zeta [Source:MGI Symbol;Acc:MG1:1931595]
ENSMUSG0000006051¢ Tor3a 1.54 0.00 0.00 -1.03 0.00 0.00 -0.12 0.80 1.00 torsin family 3, member A [Source:MGI Symbol;Acc:MGI:1353652]

ENSMUSG0000007501% Fix1 2.16 0.00 0.00 -1.03 0.00 0.00 -0.22 0.86 1.00 four jointed box 1 (Drosophila) [Source:MGI Symbol;Acc:MG1:1341907]
ENSMUSG00000024927 Rela 1.41 0.00 0.00 -1.02 0.00 0.00 -0.08 0.82 1.00 v-rel reticuloendotheliosis viral oncogene homolog A (avian) [Source:MGI Symbol;Acc:MG1:103290]
ENSMUSG0000002540z Nab2 1.00 0.00 0.00 -1.01 0.00 0.00 -0.11 0.83 1.00 Ngfi-A binding protein 2 [Source:MGI Symbol,Acc:MGI:107563]

ENSMUSG00000053581 Zfand2a 1.14 0.00 0.00 -1.00 0.00 0.01 0.06 0.91 1.00 zinc finger, AN1-type domain 2A [Source:MGI Symbol;Acc:MGI:2140729]
ENSMUSG0000001009¢ Slc3a2 173  0.00 0.00 -0.99  0.00 000 -022  0.11 1.00 solute carrier family 3 (activators of dibasic and neutral amino acid transport), member 2 [Source:MGI Symbol;Acc:MG1:96955]
ENSMUSG0000002913¢ Fosl2 142 0.00 0.00 -0.98 0.00 0.00 -0.31 0.46 1.00 fos-like antigen 2 [Source:MGI Symbol;Acc:MGI:102858]

ENSMUSG0000007406: Osginl 0.93  0.00 000 -0.98  0.00 0.00 0.12  0.56 1.00 oxidative stress induced growth inhibitor 1 [Source:MGI Symbol;Acc:MG1:1919089]
ENSMUSG0000004235¢ GnI3 1.20 0.00 0.00 -0.97 0.00 0.00 0.04 1.00 1.00 guanine nucleotide binding protein-like 3 (nucleolar) [Source:MGI Symbol;Acc:MGI:1353651]
ENSMUSG0000002025( Txnrd1 237 0.00 000 -0.97 0.00 0.00 0.08 0.56 1.00 thioredoxin reductase 1 [Source:MGI Symbol;Acc:MGI:1354175]

ENSMUSG0000003271% 2810474019Rik  1.69 0.00 0.00 -0.96 0.00 0.00 0.59 0.02 1.00 RIKEN cDNA 2810474019 gene [Source:MGI Symbol;Acc:MGI:1914496]
ENSMUSG0000002238¢ Gtsel 510  0.00 0.00 -0.96  0.00 0.01 -0.10 1.00 1.00 G two S phase expressed protein 1 [Source:MGI Symbol;Acc:MG:1352755]
ENSMUSG0000000375: Itpkc 1.19 0.00 0.00 -0.96 0.00 0.03 -0.09 1.00 1.00 inositol 1,4,5-trisphosphate 3-kinase C [Source:MGI Symbol;Acc:MG1:2442554]
ENSMUSG0000004012¢ Pnrcl 154 0.0 0.00 -0.95 0.0 0.00 -0.20  0.40 1.00 proline-rich nuclear receptor coactivator 1 [Source:MGI Symbol;Acc:MG1:1917838]
ENSMUSG0000003390< Ccp110 1.50 0.00 0.00 -0.95 0.00 0.00 -0.10 0.82 1.00 centriolar coiled coil protein 110 [Source:MGI Symbol;Acc:MGI1:2141942]
ENSMUSG0000005670¢ ler5 247  0.00 000 -0.95 0.00 0.00 -0.03 1.00 1.00 immediate early response 5 [Source:MGI Symbol;Acc:MG:1337072]

ENSMUSG0000002540¢ Ddit3 1.40 0.00 0.00 -0.94 0.00 0.01 0.14 0.79 1.00 DNA-damage inducible transcript 3 [Source:MGI Symbol;Acc:MG1:109247]
ENSMUSG0000000298: Relb 171 0.00 0.00 -0.94 0.00 0.04 -0.12 1.00 1.00 avian reticuloer iosis viral (v-rel) related B | Symbol;Acc:MG1:103289]
ENSMUSG0000005452( Sh3bp2 1.00 0.00 0.00 -0.94 0.00 0.00 0.63 0.02 1.00 SH3-domain binding protein 2 [Source:MGI Symbol;Acc:MGI:1346349]
ENSMUSG0000001714¢ Rnd3 1.91 0.00 0.00 -0.94 0.00 0.00 0.12 0.78 1.00 Rho family GTPase 3 [Source:MGI Symbol;Acc:MG1:1921444]

ENSMUSG0000002740% Nop56 112 0.00 0.00 -0.94 0.00 0.00 -0.11 0.69 1.00 NOPS56 ribonucleoprotein homolog (yeast) [Source:MGI Symbol;Acc:MG1:1914384]
ENSMUSG00000047501 Cldn4 173 0.00 0.00 -0.94 0.00 0.00 -0.13 0.82 1.00 claudin 4 [Source:MGI Symbol;Acc:MGI:1313314]

ENSMUSG00000048807 Slc35e4 1.82 0.00 0.00 -0.93 0.00 0.02 -0.36 0.49 1.00 solute carrier family 35, member E4 [Source:MGI Symbol;Acc:MG1:2144150]
ENSMUSG0000002221¢ Tgm1 0.94 0.00 0.00 -0.93 0.00 0.00 0.43 0.03 1.00 transglutaminase 1, K i | Symbol;A 301
ENSMUSG0000000838¢ Sertadl 1.64 0.00 0.00 -0.93 0.00 0.00 -0.12 0.89 1.00 SERTA domain containing 1 [Source:MGI Symbol;Acc:MGI:1913438]

ENSMUSG0000002595¢ Metti21a 170 0.00 0.00 -0.93 0.00 0.01 0.07 1.00 1.00 1sferase like 21A :MGI Symbol;Acc:MG1:1914349]

ENSMUSG00000027397 Slc20al 2.30 0.00 0.00 -0.93 0.00 0.00 0.21 0.33 1.00 solute carrier family 20, member 1 [Source:MGI Symbol;Acc:MGI:108392]
ENSMUSG0000001889¢ Irf1 101 000 0.00 -0.92 000 002 -023  0.62 1.00 interferon regulatory factor 1 [Source:MGI Symbol;Acc:MG1:96590]

ENSMUSG0000009158¢ Cyp4af17 1.47 0.00 0.00 -0.92 0.00 0.04 -0.22 0.75 1.00 cytochrome P450, family 4, subfamily f, polypeptide 17 [Source:MGI Symbol;Acc:MG1:3646233]
ENSMUSG0000003740¢ Icam1 212  0.00 000 -0.92  0.00 0.00 0.02 1.00 1.00 intercellular adhesion molecule 1 [Source:MGI Symbol;Acc:MG1:96392]
ENSMUSG00000020941 Map3k14 1.62 0.00 0.00 -0.92 0.00 0.00 -0.12 0.81 1.00 mitogen-activated protein kinase kinase kinase 14 [Source:MGI Symbol;Acc:MG1:1858204]
ENSMUSG0000001348: Card14 117  0.00 0.00 -0.92 000 0.02 -0.31 050 1.00 caspase recruitment domain family, member 14 [Source:MGI Symbol;Acc:MGI:2386258]
ENSMUSG0000007047¢ Cldn3 1.48 0.00 0.00 -0.92 0.00 0.04 -0.05 1.00 1.00 claudin 3 [Source:MGI Symbol;Acc:MGI:1329044]

ENSMUSG0000003280¢ Sic10a3 117  0.00 0.00 -091 0.0 0.03 -0.09 0.89 1.00 solute carrier family 10 (sodium/bile acid cotransporter family), member 3 [Source:MGI Symbol;Acc:MG1:95048]
ENSMUSG00000097417 AC108401.1 1.65 0.00 0.00 -0.91 0.00 0.00 -0.11 0.64 1.00

ENSMUSG00000028211 Trp53inpl 3.40  0.00 000 -0.91  0.00 0.00 -0.03 1.00 1.00 transformation related protein 53 inducible nuclear protein 1 [Source:MGI Symbol;Acc:MG1:1926609]
ENSMUSG00000021127 Zfp36I1 1.67 0.00 0.00 -0.91 0.00 0.00 -0.11 0.51 1.00 zinc finger protein 36, C3H type-like 1 [Source:MGI Symbol;Acc:MGI:107946]
ENSMUSG0000003499: Vatl 233 0.00 000 -0.91  0.00 0.00 -0.06  0.83 1.00 vesicle amine transport protein 1 homolog (T californica) [Source:MGI Symbol;Acc:MGI:1349450]
ENSMUSG0000004065¢ Efhd2 1.63 0.00 0.00 -0.91 0.00 0.00 -0.15 0.75 1.00 EF hand domain containing 2 [Source:MGI Symbol;Acc:MGI:106504]

ENSMUSG0000004040¢ Haverl 218  0.00 000 -0.91  0.00 0.00 0.54  0.01 1.00 hepatitis A virus cellular receptor 1 [Source:MGI Symbol;Acc:MGI:2159680]
ENSMUSG00000055491 Pprcl 1.18 0.00 0.00 -0.91 0.00 0.00 0.11 0.75 1.00 peroxisome proliferative activated receptor, gamma, coactivator-related 1 [Source:MGI Symbol;Acc:MG1:2385096]
ENSMUSG00000026831 1700007K13Rik  6.54 0.00 0.00 -0.90 0.00 0.00 -0.20 1.00 1.00 RIKEN cDNA 1700007K13 gene [Source:MGI Symbol;Acc:MGI:1916577]
ENSMUSG0000003567: Sbno2 1.15 0.00 0.00 -0.90 0.00 0.00 -0.10 0.79 1.00 strawberry notch homolog 2 (Drosophila) [Source:MGI Symbol;Acc:MG1:2448490]
ENSMUSG00000022951 Rcanl 244 000 000 -0.89 0.000.00 028 0.13 1.00 requlator of calcineurin 1 [Source:MGI Symbol:Acc:MG1:1890564]

ENSMUSG00000021701 Plk2 3.57 0.00 0.00 -0.88 0.00 0.00 0.07 1.00 1.00 polo-like kinase 2 [Source:MGI Symbol;Acc:MG1:1099790]

ENSMUSG0000000410C Ppan 0.92 0.00 0.01 -0.87 0.00 0.03 -0.10 0.91 1.00 peter pan homolog (Drosophila) [Source:MGI Symbol;Acc:MGI:2178445]
ENSMUSG00000046962 Zfp295 141 0.00 0.00 -0.87 0.00 0.01 0.09 0.90 1.00 zinc finger protein 295 [Source:MGI Symbol;Acc:MGI:1927240]

ENSMUSG0000002585¢ Pdgfa 162 000 0.00 -0.86 000 000 -0.15 0.73 1.00 platelet derived growth factor, alpha [Source:MGI Symbol,Acc:MGI:97527]
ENSMUSG0000002448¢ Hbegf 1.01 0.00 0.01 -0.86 0.00 0.04 -0.09 1.00 1.00 heparin-binding EGF-like growth factor [Source:MGI Symbol;Acc:MG1:96070]

ENSMUSG0000003923¢ Zfp750 1.99 0.00 0.00 -0.85 0.00 0.02 -0.20 0.74 1.00 zinc finger protein 750 [Source:MGI Symbol;Acc:MGI:2442210]



ENSMUSG00000036057 Ptpn23 142 0.00 0.00 -0.85 0.00 0.00 -0.03 0.96 1.00 protein tyrosine phosphatase, non-receptor type 23 [Source:MGI Symbol;Acc:MGI:2144837]

ENSMUSG0000002606¢ Ptp4al 1.74 0.00 0.00 -0.85 0.00 0.00 0.11 0.54 1.00 protein tyrosine phosphatase 4al [Source:MGI| Symbol;Acc:MGI:1277096]
ENSMUSG0000002080¢ Rhbdf2 233 0.00 0.00 -0.85 0.00 0.00 -0.11 0.78 1.00 rhomboid 5 homolog 2 (Drosophila) [Source:MGI Symbol;Acc:MGI:2442473]
ENSMUSG0000003554( Gc 4.15 0.00 0.00 -0.85 0.00 0.00 -0.61 0.12 1.00 group specific component [Source:MGI Symbol;Acc:MGI:95669]

ENSMUSG0000000404( Stat3 163  0.00 0.00 -0.84 0.0 0.00 -0.07 0.77 1.00 signal transducer and activator of transcription 3 [Source:MGI Symbol;Acc:MGI:103038]
ENSMUSG0000008752¢ 9830144P21Rik  2.20 0.00 0.00 -0.84 0.00 0.02 0.14 0.87 1.00 RIKEN cDNA 9830144P21 gene [Source:MGI Symbol;Acc:MGI:3041171]
ENSMUSG0000002659¢ Abl2 134 000 0.00 -0.83 000000 015 0.66 1.00 v-abl Abelson murine leukemia viral oncogene 2 (arg, Abelson-related gene) [Source:MGI Symbol;Acc:MGI:87860]
ENSMUSG0000002819¢ Cyr61 281 0.00 0.00 -0.81 0.00 0.00 0.32 0.33 1.00 cysteine rich protein 61 [Source:MGI Symbol;Acc:MG1:88613]

ENSMUSG00000039801 2410089E03Rik  1.30 0.00 0.00 -0.81 0.00 0.00 -0.15 0.68 1.00 RIKEN cDNA 2410089E03 gene [Source:MGI Symbol;Acc:MG1:1920942]
ENSMUSG0000002010¢ Ddit4 1.71 0.00 0.00 -0.80 0.00 0.00 0.40 0.18 1.00 DNA-damage-inducible transcript 4 [Source:MGI Symbol;Acc:MG1:1921997]
ENSMUSG00000015837 Sastml 1.30 0.00 0.00 -0.80 0.00 0.00 -0.18 0.04 1.00 sequestosome 1 [Source:MGI Symbol;Acc:MGI:107931]

ENSMUSG0000004687¢ Irgm1 0.87 0.00 0.00 -0.79 0.00 0.00 -0.06 0.82 1.00 immunity-related GTPase family M member 1 [Source:MGI Symbol;Acc:MG1:107567]
ENSMUSG00000032501] Trib1 1.07 0.00 0.00 -0.79 0.00 0.01 0.08 0.84 1.00 tribbles homolog 1 (Drosophila) [Source:MGI Symbol;Acc:MGI:2443397]
ENSMUSG0000007417¢ Gm10639 251 0.00 0.00 -0.78 0.00 0.00 -0.27 0.51 1.00 predicted gene 10639 [Source:MGI Symbol;Acc:MGI:3704339]

ENSMUSG0000002189( Eafl 0.74 0.00 0.00 -0.76 0.00 0.00 0.05 0.81 1.00 ELL associated factor 1 [Source:MGI Symbol;Acc:MG:1921677]

ENSMUSG0000002250( Litaf 1.30 0.00 0.00 -0.76 0.00 0.00 -0.15 0.58 1.00 LPS-induced TN factor [Source:MGI Symbol;Acc:MG1:1929512]

ENSMUSG0000000839: Carhspl 1.23 0.00 0.00 -0.76 0.00 0.00 -0.11 0.63 1.00 calcium regulated heat stable protein 1 [Source:MGI Symbol;Acc:MGI:1196368]
ENSMUSG0000002602( Nop58 1.03 0.00 0.00 -0.76 0.00 0.01 0.15 0.59 1.00 NOP58 ribonucleoprotein homolog (yeast) [Source:MGI Symbol;Acc:MG1:1933184]
ENSMUSG0000003040: Vasp 111 0.00 0.00 -0.76 0.00 0.00 -0.01 1.00 1.00 i i pr [Source:MGI Symbol;Acc:MGI:109268]
ENSMUSG0000004043¢ Ppplrl5a 1.28 0.00 0.00 -0.75 0.00 0.03 -0.05 1.00 1.00 protein phosphatase 1, regulatory (inhibitor) subunit 15A [Source:MGI Symbol;Acc:MGI:1927072]
ENSMUSG0000001814: Mafk 0.80 0.00 0.00 -0.75 0.00 0.00 -0.18 0.47 1.00 v-maf reurotic fil family, protein K (avian) [Source:MGI Symbol;Acc:MG1:99951]
ENSMUSG0000002207< Tnfrsf10b 3.28 0.00 0.00 -0.75 0.00 0.05 0.03 1.00 1.00 tumor necrosis factor receptor superfamily, member 10b [Source:MGI Symbol;Acc:MGI:1341090]
ENSMUSG0000002766( Skil 1.28 0.00 0.00 -0.75 0.00 0.00 0.08 0.80 1.00 SKI-like [Source:MGI Symbol;Acc:MGI:106203]

ENSMUSG0000008514¢ Mir22hg 0.54 0.00 0.01 -0.75 0.00 0.00 0.16 0.40 1.00 Mir22 host gene (non-protein coding) [Source:MGI Symbol;Acc:MG1:1914348]
ENSMUSG0000002889¢ Recl 0.88 0.00 0.00 -0.74 0.00 0.02 -0.16 0.62 1.00 requlator of chromosome condensation 1 [Source:MGI Symbol;Acc:MGI:1913989]
ENSMUSG00000039982 Dtx4 2.69 0.00 0.00 -0.74 0.00 0.00 -0.18 0.59 1.00 deltex 4 homolog (Drosophila) [Source:MGI Symbol;Acc:MGI:2672905]
ENSMUSG0000002416< C3 3.41 0.00 0.00 -0.74 0.00 0.00 0.12 0.73 1.00 complement component 3 [Source:MGI Symbol;Acc:MG1:88227]

ENSMUSG0000006887¢ Cgn 111 0.00 0.00 -0.74 0.00 0.00 -0.89 0.00 0.03 cingulin [Source:MGI Symbol;Acc:MGI:1927237]

ENSMUSG00000041237 Pkir 1.78 0.00 0.00 -0.73 0.00 0.00 -0.17 0.50 1.00 pyruvate kinase liver and red blood cell [Source:MGI Symbol;Acc:MG1:97604]
ENSMUSG0000002289¢ Ets2 1.09 0.00 0.00 -0.73 0.00 0.00 -0.03 0.90 1.00 E26 avian leukemia oncogene 2, 3' domain [Source:MGI Symbol;Acc:MGI:95456]
ENSMUSG0000002803¢ Dnajb4 132 0.00 0.00 -0.73 0.00 0.00 0.32 0.19 1.00 DnaJ (Hsp40) homolog, subfamily B, member 4 [Source:MGI Symbol;Acc:MGI:1914285]
ENSMUSG00000002891 ll17ra 0.70 0.00 0.01 -0.73 0.00 0.01 0.18 0.44 1.00 interleukin 17 receptor A [Source:MGI Symbol;Acc:MGI:107399]

ENSMUSG00000026107 Nabpl 1.36 0.00 0.00 -0.73 0.00 0.00 -0.05 0.76 1.00 nucleic acid binding protein 1 [Source:MGI Symbol;Acc:MGI:1923258]
ENSMUSG00000028327 1300002K09Rik  2.89 0.00 0.00 -0.72 0.00 0.00 -0.20 0.66 1.00 RIKEN cDNA 1300002K09 gene [Source:MGI Symbol;Acc:MGI:1921402]
ENSMUSG0000000082¢ Dnaic5 1.07 0.00 0.00 -0.72 0.00 0.00 0.01 0.97 1.00 DnaJ (Hsp40) homolog, subfamily C, member 5 [Source:MGI Symbol;Acc:MGI:892995]
ENSMUSG0000004278¢ Mucl 142 0.00 0.00 -0.72 0.00 0.05 -0.06 1.00 1.00 mucin 1, transmembrane [Source:MGI Symbol;Acc:MGI:97231]

ENSMUSG0000001362¢ Cad 143 000 0.00 -0.72  0.00 0.02 -0.02  1.00 1.00 carbamoyl-phosphate synthetase 2, aspartate transcarbamylase, and dihydroorotase [Source:MGI Symbol;Acc:MGI:1916969]
ENSMUSG0000003153( Dusp4 1.69 0.00 0.00 -0.71 0.00 0.02 -0.07 0.90 1.00 dual specificity phosphatase 4 [Source:MGI Symbol;Acc:MGI1:2442191]
ENSMUSG0000004268¢ Mapké 1.03 0.00 0.00 -0.71 0.00 0.00 0.04 0.94 1.00 mitogen-activated protein kinase 6 [Source:MGI Symbol;Acc:MGI:1354946]
ENSMUSG0000000787Z 1d3 1.00 0.00 0.00 -0.70 0.00 0.00 -0.06 0.77 1.00 inhibitor of DNA binding 3 [Source:MGI Symbol;Acc:MGI:96398]

ENSMUSG00000030847 Bag3 0.92 0.00 0.00 -0.70 0.00 0.01 012 0.66 1.00 BCL2-associated athanogene 3 [Source:MGI Symbol;Acc:MGI:1352493]
ENSMUSG0000005955Z Trp53 1.01 0.00 0.00 -0.70 0.00 0.00 -0.09 0.81 1.00 transformation related protein 53 [Source:MGI Symbol;Acc:MG1:98834]
ENSMUSG0000002519¢ Abcc2 167 000 0.00 -0.70 0.0 0.00 0.04 0.81 1.00 ATP-binding cassette, sub-family C (CFTR/MRP), member 2 [Source:MGI Symbol;Acc:MGI:1352447]
ENSMUSG0000002286% Cxadr 1.13 0.00 0.00 -0.69 0.00 0.00 0.11 0.63 1.00 coxsackie virus and adenovirus receptor [Source:MGI Symbol;Acc:MG1:1201679]
ENSMUSG0000003235( Gelc 137 0.00 0.00 -0.69 0.00 0.00 0.27 0.08 1.00 glutamate-cysteine ligase, catalytic subunit [Source:MGI Symbol;Acc:MGI:104990]
ENSMUSG00000030341 Tnfrsfla 1.37 0.00 0.00 -0.69 0.00 0.00 -0.12 0.62 1.00 tumor necrosis factor receptor superfamily, member 1a [Source:MGI Symbol;Acc:MGI:1314884]
ENSMUSG00000067781 Blcap 0.98  0.00 0.00 -0.69  0.00 0.00 -0.01  1.00 1.00 bladder cancer associated protein homolog (human) [Source:MGI Symbol;Acc:MGI:1858907]
ENSMUSG0000003539¢ 3230401D17Rik  0.83 0.00 0.00 -0.68 0.00 0.03 -0.01 1.00 1.00 RIKEN cDNA 3230401D17 gene [Source:MGI Symbol;Acc:MGI:1913930]
ENSMUSG0000004180] Phida3 534 000 000 -0.68 0.0 0.00 015 100 1.00 pleckstrin homology-like domain, family A, member 3 [Source:MGI Symbol:Acc:MGI:1351485]
ENSMUSG0000005793: Gsta2 2.20 0.00 0.00 -0.68 0.00 0.00 -0.47 0.09 1.00 glutathione S-transferase, alpha 2 (Yc2) [Source:MGI Symbol;Acc:MGI:95863]
ENSMUSG0000002256¢ Plec 1.26 0.00 0.00 -0.68 0.00 0.00 0.06 0.73 1.00 plectin [Source:MGI Symbol;Acc:MGI:1277961]

ENSMUSG00000028771 Ptpn12 1.12 0.00 0.00 -0.68 0.00 0.01 0.07 0.85 1.00 protein tyrosine phosphatase, non-receptor type 12 [Source:MGI| Symbol;Acc:MGI:104673]
ENSMUSG0000003596¢ Rusc2 1.27 0.00 0.00 -0.67 0.00 0.01 -0.16 0.62 1.00 RUN and SH3 domain containing 2 [Source:MGI Symbol:Acc:MG1:2140371]
ENSMUSG0000002884¢ Mtap7d1 1.02 0.00 0.00 -0.67 0.00 0.01 0.04 0.93 1.00 microtubule-associated protein 7 domain containing 1 [Source:MGI Symbol;Acc:MGI:2384297]
ENSMUSG0000007370C KIhi21 0.78 0.00 0.00 -0.67 0.00 0.00 -0.08 0.82 1.00 kelch-like 21 (Drosophila) [Source:MGI Symbol;Acc:MGI:1919288]

ENSMUSG0000005436¢ Rhob 1.37 0.00 0.00 -0.66 0.00 0.00 -0.06 0.78 1.00 ras homolog gene family, member B [Source:MGI Symbol;Acc:MG1:107949]
ENSMUSG00000090877 Hspalb 118 0.00 0.00 -0.66 0.00 0.00 0.15 0.45 1.00 heat shock protein 1B [Source:MGI Symbol;Acc:MGI:99517]

ENSMUSG0000002863: Ctps 1.27 0.00 0.00 -0.66 0.00 0.00 0.26 0.25 1.00 cytidine 5'-triphosphate synthase [Source:MGI Symbol;Acc:MGI:1858304]
ENSMUSG0000003140( G6pdx 168  0.00 0.00 -0.66  0.00 0.00 -0.01  1.00 1.00 glucose-6-phosphate dehydrogenase X-linked [Source:MGI Symbol;Acc:MGI:105979]
ENSMUSG00000018362 Kpna2 0.92 0.00 0.00 -0.66 0.00 0.03 0.12 0.72 1.00 karyopherin (importin) alpha 2 [Source:MGI Symbol;Acc:MGI:103561]
ENSMUSG00000091971 Hspala 111 0.00 0.00 -0.66 0.00 0.00 0.12 0.62 1.00 heat shock protein 1A [Source:MGI Symbol;Acc:MGI:96244]

ENSMUSG00000028961 Pgd 1.77 0.00 0.00 -0.66 0.00 0.00 -0.04 0.82 1.00 phosphogluconate dehydrogenase [Source:MGI Symbol;Acc:MGI:97553]
ENSMUSG0000002018¢ Mdm2 2.30 0.00 0.00 -0.65 0.00 0.00 0.11 0.57 1.00 transformed mouse 3T3 cell double minute 2 [Source:MGI Symbol;Acc:MGI:96952]
ENSMUSG0000000013¢ Tfe3 0.98 0.00 0.00 -0.65 0.00 0.02 0.00 1.00 1.00 transcription factor E3 [Source:MGI Symbol;Acc:MGI:98511]

ENSMUSG00000018427 Ypel2 223 0.00 0.00 -0.65 0.00 0.00 -0.27 0.46 1.00 vippee-like 2 (Drosophila) [Source:MGI Symbol;Acc:MG1:1925114]

ENSMUSG0000000505¢ Cstb 179 0.00 0.00 -0.65 0.00 0.00 0.00 1.00 1.00 cystatin B [Source:MGI Symbol;Acc:MGIl:109514]

ENSMUSG0000002102¢ Nfkbia 117 0.00 0.00 -0.65 0.00 0.01 -0.13 0.66 1.00 nuclear factor of kappa light polypeptide gene enhancer in B cells inhibitor, alpha [Source:MGI Symbol;Acc:MGI:104741]
ENSMUSG0000002296¢ Ifngr2 1.40 0.00 0.00 -0.65 0.00 0.01 0.09 0.77 1.00 interferon gamma receptor 2 [Source:MGI Symbol;Acc:MG1:107654]
ENSMUSG00000097047 AC140326.1 1.02 0.00 0.00 -0.64 0.00 0.04 -0.23 0.54 1.00

ENSMUSG0000000596¢ Tuftl 152 0.00 0.00 -0.63 0.00 0.00 0.17 0.39 1.00 tuftelin 1 [Source:MGI Symbol;Acc:MGI:109572]

ENSMUSG0000000519¢ Polr2a 1.01 0.00 0.00 -0.63 0.00 0.00 -0.11 0.48 1.00 polymerase (RNA) Il (DNA directed) polypeptide A [Source:MGI Symbol;Acc:MG1:98086]
ENSMUSG0000002007¢ Ddx21 0.89 0.00 0.00 -0.63 0.00 0.00 0.10 0.61 1.00 DEAD (Asp-Glu-Ala-Asp) box polypeptide 21 [Source:MGI Symbol;,Acc:MG1:1860494]
ENSMUSG0000004143¢ Cirhla 1.05 0.00 0.00 -0.63 0.00 0.03 0.06 0.85 1.00 cirrhosis, autosomal recessive 1A (human) [Source:MGI Symbol;Acc:MG1:1096573]
ENSMUSG00000035621 Midn 0.93 0.00 0.00 -0.62 0.00 0.00 -0.24 0.20 1.00 midnolin [Source:MGI Symbol;Acc:MG1:1890222]

ENSMUSG0000002883: Ncdn 0.92 0.00 0.00 -0.62 0.00 0.04 -0.11 0.78 1.00 neurochondrin [Source:MGI Symbol;Acc:MGI:1347351]

ENSMUSG0000004857Z Tmem252 214  0.00 000 -0.62  0.00 0.00 -0.61  0.00 0.93 transmembrane protein 252 [Source:MGI Symbol;Acc:MG1:3583948]
ENSMUSG00000018171 Vmp1l 1.32 0.00 0.00 -0.62 0.00 0.00 0.01 0.94 1.00 vacuole membrane protein 1 [Source:MGI Symbol;Acc:MGI:1923159]
ENSMUSG0000005033¢ Lgals3 114  0.00 0.00 -0.61 000 002 -0.16 0.65 1.00 lectin, galactose binding, soluble 3 [Source:MGI Symbol;Acc:MGI:96778]
ENSMUSG0000005407¢ Utp18 0.90 0.00 0.00 -0.61 0.00 0.05 0.03 1.00 1.00 UTP18, small subunit (SSU) processome component, homolog (yeast) [Source:MGI Symbol;Acc:MG1:1923402]
ENSMUSG0000009238¢ Gm20536 0.69  0.00 0.00 -0.60  0.00 0.01 -0.08  0.77 1.00 predicted gene 20536 [Source:MGI Symbol;Acc:MGI:5142001]

ENSMUSG00000006301 Tmbhim1 1.51 0.00 0.00 -0.60 0.00 0.00 -0.05 0.86 1.00 transmembrane BAX inhibitor motif containing 1 [Source:MGI Symbol;Acc:MG1:1916910]
ENSMUSG0000009556: CR536618.1 0.96 0.00 0.00 -0.60 0.00 0.04 0.05 0.88 1.00 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:J3QM40]
ENSMUSG00000029201 Ugdh 112 0.00 0.00 -0.60 0.00 0.00 0.04 0.79 1.00 UDP-glucose dehydrogenase [Source:MGI Symbol;Acc:MGI:1306785]
ENSMUSG00000043091 Tubalc 114  0.00 0.00 -0.60 0.0 0.00 -0.15  0.23 1.00 tubulin, alpha 1C [Source:MGI Symbol;Acc:MGI:1095409]

ENSMUSG0000002201( Tsc22d1 1.55 0.00 0.00 -0.59 0.00 0.00 0.10 0.43 1.00 TSC22 domain family, member 1 [Source:MGI Symbol;Acc:MG1:109127]
ENSMUSG00000058672 Tubb2a 1.00 0.00 0.00 -0.59 0.00 0.01 -0.19 0.44 1.00 tubulin, beta 2A class IIA [Source:MGI Symbol,Acc:MGI:107861]

ENSMUSG00000027342 Pcna 0.81 0.00 0.00 -0.58 0.00 0.01 -0.13 0.60 1.00 proliferating cell nuclear antigen [Source:MGI Symbol;Acc:MGI:97503]
ENSMUSG0000008220¢ Eif4a-ps4 0.95  0.00 0.00 -0.58  0.00 0.00 0.12  0.47 1.00 eukaryotic translation initiation factor 4A, pseudogene 4 [Source:MGI Symbol;Acc:MG:1195958]
ENSMUSG0000006123% H2-K1 0.53 0.00 0.03 -0.58 0.00 0.02 -0.07 0.78 1.00 histocompatibility 2, K1, K region [Source:MGI Symbol;Acc:MG1:95904]
ENSMUSG0000002955: Tes 165 0.00 0.00 -0.58  0.00 003 005 0.92 1.00 testis derived transcript [Source:MGI Symbol;Acc:MG1:105081]

ENSMUSG0000000803¢ Midlipl 1.67 0.00 0.00 -0.58 0.00 0.00 0.01 1.00 1.00 Mid1 interacting protein 1 (gastrulation specific G12-like (zebrafish)) [Source:MGI Symbol;Acc:MG1:1915291]
ENSMUSG0000009817¢ 0 101 0.00 0.00 -0.58 0.00 0.00 0.69 0.19 1.00

ENSMUSG0000002217¢ Jub 1.68 0.00 0.00 -0.58 0.00 0.00 -0.04 0.88 1.00 ajuba [Source:MGI Symbol;Acc:MGI:1341886]

ENSMUSG0000000901% Dynil1 0.69 0.00 0.00 -0.57 0.00 0.00 0.15 0.42 1.00 dynein light chain LC8-type 1 [Source:MGI Symbol,Acc:MGI:1861457]
ENSMUSG0000002112¢ Arg2 231 0.00 0.00 -0.57 0.00 0.01 -0.15 0.81 1.00 arginase type Il [Source:MGI Symbol;Acc:MGI:1330806]

ENSMUSG0000005979¢ Eif4al 0.93  0.00 0.00 -0.57  0.00 0.00 0.09  0.35 1.00 eukaryotic translation initiation factor 4A1 [Source:MGI Symbol;Acc:MGI:95303]
ENSMUSG0000002484: Chka 0.66 0.00 0.00 -0.57 0.00 0.00 -0.17 0.29 1.00 choline kinase alpha [Source:MGI Symbol;Acc:MGI:107760]

ENSMUSG0000005642¢ Tgoinl 0.68  0.00 0.00 -0.57  0.00 0.00 -0.09  0.34 1.00 trans-golgi network protein [Source:MGI Symbol;Acc:MGI:105080]

ENSMUSG0000002839: Bspry 1.19 0.00 0.00 -0.57 0.00 0.03 -0.04 1.00 1.00 B-box and SPRY domain containing [Source:MGI| Symbol;Acc:MG1:2177191]
ENSMUSG0000002416¢ Hn1l 121 0.00 0.00 -0.56 0.00 0.03 -0.27 0.35 1.00 } ical and i 1-like [Source:MGI Symbol;Acc:MGI:1196260]
ENSMUSG0000007223¢ Tubala 1.06 0.00 0.00 -0.56 0.00 0.00 -0.12 0.45 1.00 tubulin, alpha 1A [Source:MGI Symbol;Acc:MG1:98869]

ENSMUSG0000008280¢ Gm14150 1.05 0.00 0.00 -0.56 0.00 0.00 -0.18 0.31 1.00 predicted gene 14150 [Source:MGI Symbol;Acc:MGI:3651006]

ENSMUSG00000034201 Gas2I1 1.40 0.00 0.00 -0.56 0.00 0.02 0.04 0.93 1.00 growth arrest-specific 2 like 1 [Source:MGI Symbol;Acc:MGI:1926176]
ENSMUSG0000002806: Lmna 1.62 0.00 0.00 -0.56 0.00 0.00 -0.09 0.63 1.00 lamin A [Source:MGI Symbol;Acc:MGI:96794]

ENSMUSG0000002475( Zfand5 0.75 0.00 0.00 -0.55 0.00 0.00 -0.02 1.00 1.00 zinc finger, AN1-type domain 5 [Source:MGI Symbol;Acc:MG1:1278334]
ENSMUSG0000004230¢ Setdla 0.98 0.00 0.00 -0.55 0.00 0.00 -0.05 0.85 1.00 SET domain containing 1A [Source:MGI Symbol,Acc:MGI:2446244]
ENSMUSG0000005690¢ Gm5620 1.02 0.00 0.00 -0.55 0.00 0.01 -0.29 0.19 1.00 predicted gene 5620 [Source:MGI Symbol;Acc:MG1:3647798]

ENSMUSG0000002794( Tpm3 105 0.00 0.00 -055 0.0 0.00 -0.02 0.93 1.00 tropomyosin 3, gamma [Source:MGI Symbol;Acc:MGI:1890149]

ENSMUSG0000002433¢ Brd2 0.81 0.00 0.00 -0.55 0.00 0.00 -0.04 0.74 1.00 bromodomain containing 2 [Source:MGI Symbol;Acc:MG1:99495]

ENSMUSG0000005086¢ Clrn3 137 0.00 0.00 -0.55 0.00 0.00 -0.14 0.46 1.00 clarin 3 [Source:MGI Symbol,Acc:MGI:2142022]

ENSMUSG00000062867 Impdh2 0.96 0.00 0.00 -0.55 0.00 0.02 -0.09 0.71 1.00 inosine 5'-phosphate dehydrogenase 2 [Source:MGI Symbol;Acc:MG1:109367]
ENSMUSG0000002300¢ Tubalb 1.00 0.00 0.00 -0.55 0.00 0.00 -0.21 0.10 1.00 tubulin, alpha 1B [Source:MGI Symbol;Acc:MG1:107804]

ENSMUSG0000005862¢ Gm17383 1.05 0.00 0.00 -0.55 0.00 0.00 -0.18 0.38 1.00 predicted gene, 17383 [Source:MGI Symbol;Acc:MGI:4937017]

ENSMUSG00000030681 Mvp 114 000 0.00 -0.55 0.0 0.00 -0.18  0.44 1.00 major vault protein [Source:MGI Symbol;Acc:MGI:1925638]

ENSMUSG0000008289¢ Gm5844 1.07 0.00 0.00 -0.54 0.00 0.00 0.21 0.26 1.00 predicted gene 5844 [Source:MGI Symbol;Acc:MG1:3645252]

ENSMUSG00000022474 Pmm1 181  0.00 0.00 -0.54 0.0 0.04 0.02 1.00 1.00 phosphomannomutase 1 [Source:MGI Symbol;Acc:MGI:1353418]

ENSMUSG0000002077: Trim47 112 0.00 0.00 -0.54 0.00 0.01 0.25 0.23 1.00 tripartite motif-containing 47 [Source:MGI Symbol;Acc:MGI:1917374]
ENSMUSG0000004478¢ Zfp36 110 0.0 0.00 -0.54 000 005 -0.17  0.59 1.00 zinc finger protein 36 [Source:MGI Symbol;Acc:MG1:99180]

ENSMUSG0000003010: Bhlhe40 0.65 0.00 0.00 -0.54 0.00 0.00 -0.01 0.97 1.00 basic helix-loop-helix family, member e40 [Source:MGI Symbol;Acc:MG1:1097714]
ENSMUSG0000008389¢ Gm12346 1.07 0.00 0.00 -0.53 0.00 0.00 0.22 0.16 1.00 predicted gene 12346 [Source:MGI Symbol;Acc:MGI:3649810]

ENSMUSG0000005812¢ Tpm3-rs7 1.04 0.00 0.00 -0.53 0.00 0.00 -0.04 0.81 1.00 tropomyosin 3, related sequence 7 [Source:MGI Symbol;Acc:MGI:99705]
ENSMUSG0000001996( Dusp6 121 0.00 0.00 -0.53 0.00 0.02 -0.16 0.52 1.00 dual ificity phosphatase 6 ! Symbol,Acc:MGI:1914853]
ENSMUSG0000002002¢ Tmce3 1.49 0.00 0.00 -0.53 0.00 0.03 0.28 0.33 1.00 transmembrane and coiled coil domains 3 [Source:MGI Symbol;Acc:MGI1:2442900]
ENSMUSG0000002070¢ Ftsj3 0.71 0.00 0.00 -0.52 0.00 0.02 -0.01 1.00 1.00 FtsJ homolog 3 (E. coli) [Source:MGI Symbol;Acc:MGI:1860295]

ENSMUSG0000004046% Mybbpla 0.71 0.00 0.00 -0.52 0.00 0.00 -0.14 0.47 1.00 MYB binding protein (P160) 1a [Source:MGI Symbol;Acc:MGI:106181]
ENSMUSG0000003142: Morf4l2 0.83 0.00 0.00 -0.52 0.00 0.00 0.12 0.52 1.00 mortality factor 4 like 2 [Source:MGI Symbol;Acc:MG:1927167]

ENSMUSG0000003009t Tmem43 2.03 0.00 0.00 -0.51 0.00 0.01 -0.10 0.84 1.00 transmembrane protein 43 [Source:MGI Symbol;Acc:MG1:1921372]
ENSMUSG0000004755¢ Tmem41b 0.60  0.00 0.00 -0.51  0.00 0.04 0.08 0.74 1.00 transmembrane protein 41B [Source:MGI Symbol;Acc:MGI:1289225]

ENSMUSG0000006158¢ Dot1l 0.55 0.00 0.00 -0.51 0.00 0.01 0.03 0.87 1.00 DOT1-like, histone H3 methyltransferase (S. cerevisiae) [Source:MGI Symbol;Acc:MGI:2143886]
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-0.02
-0.02
-0.20
0.03
-0.13
-0.25
0.04
-0.04
-0.01
0.01
0.03
-0.01
0.05
0.27
0.10
0.01
0.09
-0.03
0.11
0.00
0.13
0.16
-0.08
0.10
0.03
-0.01
0.11
-0.04
0.07
-0.03
-0.03
-0.03
-0.07
-0.10
0.07
0.14
0.15
-0.07
0.02
-0.12
-0.02
-0.04
-0.03
-0.09
0.17
0.08
0.00
-0.16
0.06
-0.48
-0.09
0.09
-0.41
0.00
-0.06
0.11
-0.03
0.10
0.05

-0.04
0.06
-0.03
0.02
0.10
-0.05
0.10
0.05
0.37
-0.24
-0.11
-0.05
0.12
0.11
0.14
-0.35
-0.08
0.12
0.07
0.09

0.78
0.74
0.68
0.25
0.74

1.00
0.47
0.61
0.53
0.74
0.78
0.07
0.03
0.81
0.71
0.54
0.54
0.89
0.94
0.34
0.95
0.57
0.33
0.87
0.86
0.96
1.00
0.88
0.94

0.30
0.62
1.00
0.55
0.89
043
1.00
0.57
0.36
0.45
0.46
0.87
1.00
0.58
0.82
0.62
0.90
0.86
0.88
0.36
0.63
0.69
0.18
0.44
0.69
0.90
0.44
0.82
0.81
0.94
0.57
0.36
0.65
1.00

0.74
0.02
0.52
0.59
0.05
1.00
0.69
0.48
0.79
0.54
0.67
0.80
0.65
0.79
0.79
0.47
0.94
031
0.43
0.19
0.58
0.25
0.36
0.84
0.94
0.22
0.80
0.66
0.76
0.88
0.32
0.71
0.47
0.71
0.00
0.03
0.38
0.55
0.29
0.36
0.21
0.00

0.24
0.46
0.33

1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
0.46
1.00
1.00
1.00
1.00
1.00
1.00
0.14
1.00
1.00
1.00
1.00

neuroepithelial cell transforming gene 1 [Source:MGI Symbol;Acc:MG:1927138]
ith-M

\genis region, 8 homolog (human) [Source:MGI Symbol;Acc:MG1:2444720]
transportin 2 (importin 3, karyopherin beta 2b) [Source:MGI Symbol;Acc:MG1:2384849]
tyrosine 3-| ptophan 5- 1ase activation protein, gamma polypeptide [Source:MGI Symbol;Acc:MGI:108109]

eukaryotic translation initiation factor 1A [Source:MGI Symbol;:Acc:MG1:95298]
family with sequence similarity 160, member A2 [Source:MGI Symbol;Acc:MGI:1921599]
mannoside acetylglucosaminyltransferase 4, isoenzyme B [Source:MGI Symbol;Acc:MGI:2143974]
apoptosis enhancing nuclease [Source:MGI Symbol;Acc:MGI1:1915298]
RIKEN cDNA 2310021P13 gene [Source:MGI Symbol;Acc:MG:1919156]
G protein-coupled receptor kinase-interactor 1 [Source:MGI Symbol;Acc:MGI1:1927140]
mitogen-activated protein kinase kinase 3 [Source:MGI Symbol;Acc:MG:1346868]
lipolysis stimulated lipoprotein receptor [Source:MGI Symbol;Acc:MG1:1927471]
heat shock protein 90, alpha (cytosolic), class A member 1 [Source:MGI Symbol;Acc:MG1:96250]
ATP-binding cassette, sub-family B (MDR/TAP), member 1B [Source:MGI Symbol;Acc:MGI:97568]
growth arrest and DNA-damage-inducible 45 alpha [Source:MGI Symbol;Acc:MGI:107799]
inhibitor of DNA binding 1 [Source:MGI Symbol;Acc:MGI:96396]
ras homolog gene family, member C [Source:MGI Symbol;Acc:MG1:106028]
NAD(P)H dehydrogenase, quinone 1 [Source:MGI Symbol;Acc:MGI:103187]
idi ine N1-acetyl 1 [Source:MGI Symbol;Acc:MG1:98233]
serine protease inhibitor, Kunitz type 1 [Source:MGI Symbol;Acc:MGI:1338033]
interferon regulatory factor 2 binding protein-like [Source:MGI Symbol;Acc:MG1:2442463]
Tax1 (human T cell leukemia virus type 1) binding protein 3 [Source:MGI Symbol;Acc:MGI:1923531]
interferon gamma inducible protein 30 [Source:MGI Symbol;Acc:MGI:2137648]
carbonyl reductase 1 [Source:MGI Symbol;Acc:MGI:88284]
leucine rich repeat containing 59 [Source:MGI Symbol;Acc:MGI:2138133]
splicing factor 3b, subunit 3 [Source:MGI Symbol;Acc:MG1:1289341]
Rho guanine nucleotide exchange factor (GEF) 5 [Source:MGI Symbol;Acc:MGI:1858952]
tripartite motif-containing 8 [Source:MGI Symbol;Acc:MG1:1933302]
proliferation-associated 2G4 [Source:MGI Symbol;Acc:MGI:894684]
actin, beta [Source:MGI Symbol;Acc:MGI:87904]
eukaryotic translation initiation factor 6 [Source:MGI Symbol;Acc:MG1:1196288]
lectin, galactose binding, soluble 1 [Source:MGI Symbol;Acc:MGI:96777]
charged multivesicular body protein 2B [Source:MGI Symbol;Acc:MGI:1916192]
plexin Al [Source:MGI Symbol;Acc:MG1:107685]
chloride intracellular channel 1 [Source:MGI Symbol;Acc:MG1:2148924]
CD151 antigen [Source:MGI| Symbol;Acc:MGI1:1096360]
RAN, member RAS oncogene family [Source:MGI Symbol;Acc:MGI:1333112]
CD2-associated protein [Source:MGI Symbol;Acc:MGI1:1330281]
cell division cycle 34 [Source:MGI Symbol;Acc:MG:1026571
AE binding protein 2 [Source:MGI Symbol;Acc:MGI:1338038]
secreted phosphoprotein 1 [Source:MGI Symbol;Acc:MG1:98389]
nucleosome assembly protein 1-like 1 [Source:MGI Symbol;Acc:MGI:1855693]
fragile X mental retardation, autosomal homolog 2 [Source:MGI Symbol;Acc:MGI:1346074]
expressed sequence AW555464 [Source:MGI Symbol;Acc:MG1:2145043]
tyrosine 3-monoy ptophan 5-
reticulon 4 [Source:MGI Symbol;Acc:MG1:1915835]
membrane protein, palmitoylated [Source:MGI Symbol;Acc:MGI:105941]
predicted gene 11175 [Source:MGI Symbol;Acc:MGI:3809055]
proteasome (prosome, macropain) 26S subunit, non-ATPase, 4 [Source:MGI Symbol:Acc:MGI:1201670]
TAP binding protein [Source:MGI Symbol;Acc:MGI1:1201689]
cathepsin B [Source:MGI Symbol;Acc:MG1:88561]
ADP-ribosylation factor-like 8A [Source:MGI Symbol;Acc:MGI:1915974]
adhesion requlating molecule 1 [Source:MGI Symbol;Acc:MGI:1929289]
nucleolin [Source:MGI Symbol;Acc:MG1:97286]
exportin 1, CRM1 homolog (veast) [Source:MGI Symbol:Acc:MG1:2144013]
F11 receptor [Source:MG| Symbol;Acc:MG1:1321398]
basic leucine zipper and W2 domains 1 [Source:MGI Symbol:Acc:MGI:1914132]
predicted gene 8399 [Source:MGI Symbol;Acc:MG1:3647971]
cathepsin L [Source:MGI Symbol;Acc:MG1:88564]
alanyl-tRNA synthetase [Source:MGI Symbol;Acc:MGI:2384560]
tubulointerstitial nephritis antigen-like 1 [Source:MGI Symbol;Acc:MGI:21376171
ZW 10 interactor [Source:MGI Symbol;Acc:MG1:1289227]
abhydrolase domain containing 5 [Source:MGI Symbol;Acc:MGI:1914719]
S-adenosylmethionine decarboxylase 1 [Source:MGI Symbol;Acc:MGI:88004]
myosin, heavy polypeptide 9, non-muscle [Source:MGI Symbol;Acc:MGI:107717]
cellular repressor of E1A-stimulated genes 1 [Source:MG| Symbol;Acc:MG1:1344382]
proteasome (prosome, macropain) 26S subunit, non-ATPase, 11 [Source:MGI Symbol:Acc:MGI:19163271
glutathione 1 [Source:MGI Symbol;Acc:MG1:1913850]

serine palmitoyltransferase, long chain base subunit 2 [Source:MGI Symbol;Acc:MG1:108074]
quanine nucleotide binding protein, alpha 13 [Source:MGI Symbol;Acc:MG1:95768]
sestrin 2 [Source:MGI Symbol;Acc:MG1:2651874]
histocompatibility 2, D region locus 1 [Source:MGI Symbol;Acc:MGI:95896]
myotubularin related protein 11 [Source:MGI Symbol;Acc:MGI:2652817]
adenylosuccinate synthetase, non muscle [Source:MGI Symbol;Acc:MG1:87948]
LIM and SH3 protein 1 [Source:MGI Symbol;Acc:MGI:109656]
UBX domain protein 4 [Source:MGI Symbol;Acc:MGI:1915062]
proteasome (prosome, macropain) 26S subunit, non-ATPase, 2 [Source:MGI Symbol;Acc:MG1:1096584]
nucleophosmin 1 [Source:MGI Symbol;Acc:MG1:106184]
golgi associated, gamma adaptin ear containing, ARF binding protein 2 [Source:MGI Symbol;Acc:MG1:1921355]
PERP, TP53 apoptosis effector [Source:MGI Symbol;Acc:MG1:1929938]
CTF8, chromosome transmission fidelity factor 8 [Source:MGI Symbol;Acc:MG1:2443370]
AHNAK nucleoprotein (desmoyokin) [Source:MGI Symbol,Acc:MG1:1316648]
syndecan binding protein [Source:MGI Symbol;Acc:MGI:1337026]
eukaryotic translation termination factor 1 [Source:MGI Symbol;Acc:MGI:2385071]
transgelin 2 [Source:MGI Symbol;Acc:MGI:1312985]
actin, gamma, cytoplasmic 1 [Source:MGI Symbol;Acc:MGI:87906]
ataxin 2-like [Source:MGI Symbol;Acc:MGI1:2446242]

din E synthase 3 lic) [Source:MGI Symbol;Acc:MG1:1929282]
SET nuclear oncogene [Source:MGI Symbol;Acc:MG1:1860267]
f C nuclear ril in F [Source:MGI Symbol;,Acc:MGI:2138741]
keratin 8 [Source:MGI Symbol;Acc:MGI:96705]
predicted gene 12715 [Source:MGI Symbol;Acc:MGI:3650759]
Jun proto-oncogene related gene d [Source:MGI Symbol;Acc:MG1:96648]
solute carrier family 48 (heme transporter), member 1 [Source:MGI Symbol;Acc:MG1:1914989]
cofilin 1, non-muscle [Source:MGI Symbol;Acc:MG1:101757]
i protein L12 | Symbol;As 002]
eukaryotic translation initiation factor 5 [Source:MGI Symbol;Acc:MG1:95309]
myeloid cell leukemia sequence 1 [Source:MGI Symbol;Acc:MGI:101769]
CDC42 small effector 1 [Source:MGI Symbol;Acc:MG1:1889510]
glutathione reductase [Source:MGI Symbol;Acc:MG1:95804]
ubiquitin C [Source:MGI Symbol;Acc:MG1:98889]
transglutaminase 2, C { | Symbol;Al 311
tubulin, beta 4B class IVB [Source:MGI Symbol;Acc:MGI:1915472]
catenin (cadherin i protein), beta 1 | Symbol;A :88276]
f us nuclear ri in A/B [Source:MGI Symbol;Acc:MGI:1330294]
profilin 1 [Source:MGI Symbol;Acc:MGI:97549]
poly(A) binding protein, cytoplasmic 1 [Source:MGI Symbol;Acc:MGI:1349722]
plasminogen activator, urokinase [Source:MGI Symbol;Acc:MGI:97611]
H3 histone, family 3B [Source:MGI Symbol;Acc:MGI:1101768]
f nuclear ri in U [Source:MGI Symbol;Acc:MGI:1858195]
valosin containing protein [Source:MGI Symbol;Acc:MG1:99919]
eukaryotic translation initiation factor 4, gamma 1 [Source:MGI Symbol;Acc:MG1:2384784]

1ase activation protein, eta polypeptide [Source:MGI Symbol;Acc:MG1:109194]



Sup. Table 1 SET Il

CP versus Sal

ENSEMBL Symbol logFC PValue FDR
ENSMUSG00000064346 mt-Tw -1.97 0.00 0.00
ENSMUSG00000020641 Rsad2 0.67 0.02 0.11
ENSMUSG00000057137 Tmem140 0.37 0.03 0.17
ENSMUSG00000046806 3110062M04Rik  0.35 0.05 0.23
ENSMUSG00000019132 BC005537 0.16 0.12 0.47
ENSMUSG00000006273 Atp6v1b2 0.16 0.05 0.26
ENSMUSG00000075602 Ly6a 0.27 0.01 0.07
ENSMUSG00000002985 Apoe -0.36 0.00 0.01

CP versus CP+DCA

logFC PValue
-1.59 0.00
-0.91 0.00
-0.74 0.00
-0.67 0.00
-0.42 0.00
-0.35 0.00
-0.30 0.00
-0.44 0.00

FDR
0.00
0.03
0.00
0.00
0.00
0.00
0.01
0.01

DCA versus Sal
logFC PValue FDR Desc

0.13
-0.03
-0.17
-0.17

0.01
-0.02

0.10
-0.71

0.82
1.00
0.41
0.43
0.94
0.85
0.36
0.00

1.00 mitochondrially encoded tRNA tryptophan [Source:MGI Symbol;Acc:MGI:102471]

1.00 radical S-adenosyl methionine domain containing 2 [Source:MGI Symbol;Acc:MG1:1929628]
1.00 transmembrane protein 140 [Source:MGI Symbol;Acc:MGI:1915737]

1.00 RIKEN cDNA 3110062M04 gene [Source:MGI Symbol;Acc:MG1:1925662]

1.00 cDNA sequence BC005537 [Source:MGI Symbol;Acc:MGI:2441726]

1.00 ATPase, H+ transporting, lysosomal V1 subunit B2 [Source:MGI Symbol;Acc:MGI:109618]
1.00 lymphocyte antigen 6 complex, locus A [Source:MGI Symbol;Acc:MGI:107527]

0.00 apolipoprotein E [Source:MGI Symbol;Acc:MGI:88057]



Sup. Table 1 SET IV

ENSEMBL Symbol
ENSMUSG00000084058 Gm15263
ENSMUSG00000087720 U6
ENSMUSG00000081355 Gm15264
ENSMUSG00000005268 Prir
ENSMUSG00000068876 Cgn
ENSMUSG00000030359 Pzp
ENSMUSG00000002985 Apoe
ENSMUSG00000055137 5033411D12Rik
ENSMUSG00000022445 Cyp2d26
ENSMUSG00000063796 Slc22a8
ENSMUSG00000070348 Ccndl
ENSMUSG00000029455 Aldh2

CP versus Sal
FDR logFC PValue

logFC PValue
-6.58 0.00
-5.56 0.00
-1.47 0.00
-1.11 0.00
111 0.00
-2.80 0.00
-0.36 0.00
-1.35 0.00
-0.30 0.01
-1.57 0.00
-1.72 0.00
-0.31 0.00

0.00
0.00
0.03
0.00
0.00
0.00
0.01
0.00
0.08
0.00
0.00
0.00

CP versus CP+DCA

0.19
0.47
-0.59
-0.49
-0.74
-0.06
-0.44
-0.38
0.31
0.86
0.58
0.16

1.00
1.00
0.21
0.13
0.00
0.87
0.00
0.01
0.00
0.00
0.00
0.01

FDR
1.00
1.00
1.00
0.96
0.00
1.00
0.01
0.13
0.08
0.00
0.00
0.14

DCA versus Sal

logFC PValue
-5.49 0.00
-5.01 0.00
-2.74 0.00
-1.39 0.00
-0.89 0.00
-0.79 0.00
-0.71 0.00
-0.63 0.00
-0.61 0.00
-0.55 0.00
-0.44 0.00
-0.31 0.00

FDR
0.00
0.00
0.03
0.00
0.03
0.00
0.00
0.00
0.01
0.02
0.03
0.05

Desc

predicted gene 15263 [Source:MGI Symbol;Acc:MGI:3705753]

U6 spliceosomal RNA [Source:RFAM;Acc:RF00026]

predicted gene 15264 [Source:MGI Symbol;Acc:MGI:3705845]

prolactin receptor [Source:MGI Symbol;Acc:MG1:97763]

cingulin [Source:MGI Symbol;Acc:MGI:1927237]

pregnancy zone protein [Source:MGI Symbol;Acc:MGI:87854]

apolipoprotein E [Source:MGI Symbol;Acc:MGI:88057]

RIKEN cDNA 5033411D12 gene [Source:MGI Symbol;Acc:MG1:1923221]

cytochrome P450, family 2, subfamily d, polypeptide 26 [Source:MGI Symbol;Acc:MGI:1923529]
solute carrier family 22 (organic anion transporter), member 8 [Source:MGI Symbol;Acc:MGI:1336187]
cyclin D1 [Source:MGI Symbol;Acc:MGI:88313]

aldehyde dehydrogenase 2, mitochondrial [Source:MGI Symbol;Acc:MGI:99600]



Sup. Table 1 SET V

CPvs. Sal CPvs. CP+DCA DCA vs Sal
ENSEMBL Symbol logFC PValue FDR logFC PValue FDR logFC PValue FDR Description
ENSMUSG00000028017 Egf 281 000 000 027 014 100 -0.10  0.28 100 epidermal growth factor [Source:MGI SymbolAcc:MGI:95290]
ENSMUSG00000038224 Serpinf2 <184 000 000 -0.35 001 011 -0.09  0.32 100 serine (or cysteine) peptidase inhibitor, clade F, member 2 [Source:MGI Symbol;Acc:MGI:107173]
ENSMUSG00000001467 Cyp51 238 000 000 042 001 018 004 075 100 cytochrome P450, family 51 [Source:MGI Symbol:Acc:MGI:106040]
ENSMUSG00000030359 Pzp 280 000 000 -0.06 087 100 -0.79  0.00 0.00 pregnancy zone protein [Source:MGI Symbol;Acc:MGI:87854]
ENSMUSG00000087560 Gm15396 <123 000 000 020 001 015 -0.19  0.01 100 predicted gene 15396 [Source:MGI Symbol:Acc:MGI:3705202]
ENSMUSG00000054843 Atrni1 353 000 000 076 004 041 024 008 100 attractin like 1 [Source:MGI Symbol:Acc:MGI:2147749]
ENSMUSG00000041650 Pcca 237 000 000 044 002 030 -0.16  0.18 100 propionyl-Coenzyme A alpha Symbol;Acc:MGI:97499]
ENSMUSG00000039463 Slc9a8 211 000 000 034 002 031 005 0.73 100 solute carrier family 9 (sodium/hydrogen exchanger), member 8 [Source:MGI Symbol:Acc:MGI:1924281]
ENSMUSG00000004668 Abcal3 245 000 000 010 076 100 -0.11  0.45 100 ATP-binding cassette, sub-family A (ABC1), member 13 [Source:MGI Symbol:Acc:MGI:2388707]
ENSMUSG00000026417 Pigr <140 000 000 016 008 0.70 -0.57  0.00 0.24 polymeric immunoglobulin receptor [Source:MGI Symbol;Acc:MGI:103080]
ENSMUSG00000047921 Trappcd -390 000 000 038 058 100 000 100 100 trafficking protein particle complex 9 [Source:MGI SymbolAcc:MGI:1923760]
ENSMUSG00000033308 Dpyd 258 000 000 -020 059 1.00 -0.36  0.02 100 :MGI Symbol:Acc:MGI:2139667]

G00000075044  Slc22a29 398 000 000 089 014 100 -0.40  0.11 100 solute carrier family 22. member 29 [Source:MGI Symbol:Acc:MGI:3605624]
ENSMUSG00000026368 F13b 204 000 000 054 001 012 -0.36  0.01 1.00 coagulation factor XIll, beta subunit [Source:MGI Symbol:Acc:MGI:88379]

G00000020681 Ace <146 000 000 029 003 036 -0.03 0.78 1.00 angiotensin | converting enzyme (peptidyl-dipeptidase A) 1 [Source:MGI Symbol:Acc:MGI:87874]
ENSMUSG00000033306 Lpp 222 000 000 036 015 1.00 021  0.14 100 LIM domain containing preferred translocation partner in lipoma [Source:MGI Symbol;Acc:MGI:2441849)]
ENSMUSG00000038526 Carld 215 000 000 050 003 034 -0.32  0.03 100 carbonic anhydrase 14 [Source:MGI Symbol;Acc:MGI:1344341]

ENSMUSG00000034687 Frasl 257 000 000 064 003 039 007 0.68 100 Fraser syndrome 1 homolog (human) [Source:MGI Symbol:Acc:MGI:2385368]
MUSG00000032758 Kap <139 000 000 034 000 0.06 024  0.00 051 kidneyandrogen regulated protein [Source:MGI Symbol:Acc:MGI:96653]
ENSMUSG00000064359 mt-Tg 517 000 000 018 086 100 -1.16  0.03 1.00 mitochondrially encoded tRNA glycine [Source:MGI Symbol:Acc:MGI:102486]
USG00000032590 Apeh <122 000 000 029 001 012 001 090 100 hydrolase :MGI Symbol;A :88041]
ENSMUSG00000025545 Clybl 240 000 000 065 002 027 -0.02  0.93 100 citrate lyase beta lie [Source:MGI Symbol:Acc:MGI:1916884]
ENSMUSG00000021416 Eci3 -158 000 000 032 004 041 009 045 100 enoy-Coenzyme A delta isomerase 3 [Source:MGI Symbol:Acc:MGI:1916373]
ENSMUSG00000064361 mt-Tr -496 000 000 000 100 100 -1.12  0.04 100 mitochondrially encoded tRNA arginine [Source:MGI Symbol:Acc:MGI:102476]
MUSGO0000055137 5033411D12RK  -135 000 0.00 033 0.01 013 -063  0.00 0.00 RIKEN cDNA 5033411D12 gene [Source:MGI SymboliAcc:MG:1923221]
ENSMUSG00000042102 Dmg <148 000 000 037 001 016 -0.43 000 0.23 precursor Symbol;Acc:MGI:1921379]
ENSMUSG00000026295 Spp2 202 000 000 042 005 054 -0.12  0.41 100 secreted phosphoprotein 2 [Source:MGI Symbol:Acc:MGI:1922646]
ENSMUSG00000085711 Gm15163 <174 000 000 045 001 021 -0.25  0.07 100 predicted gene 15163 [Source:MGI Symbol:Acc:MGI:3642430]
ENSMUSG00000001424 Snd1 262 000 000 057 011 0.87 003  0.88 100 staphylococcal nuclease and tudor domain containing 1 [Source:MGI Symbol:Acc:MGI:1929266]
ENSMUSG00000023951 Vegfa <113 000 000 025 002 026 -0.15  0.14 100 vascular endothelial growth factor A :MGI Symbol:Acc:MGI:103178]
USG00000021745 Ptprg 270 000 000 047 027 100 004 083 100 protein tyrosine phosphatase, receptor type, G [Source:MGI Symbol:Acc:MGI:97814]
ENSMUSG00000089634 Nat8b 213 000000 088 00101 027 011 100 N-acetyiransferase B [Source: MG\ SymbolAcc:MGI:3644831]

SG00000021420 Fars2 322 000 000 097 003 032 005 085 100 :MG| Symbol;Acc:MGI:1917205]
ENSMUSG00000039007 Pgcp <195 000 000 007 087 100 -0.17  0.28 100 plasmaglutamate camuxypepmase [Source:MGI SymbolAcc:MG1:1889205]
ENSMUSG00000028080 Lrba 182 000 000 037 009 0.75 004 085 100 LP beige-like anchor :MGI Symbol:Acc:MGI:1933162]
ENSMUSG00000064364 mt-Th 4403 000 000 -0.08 090 1.00 -0.67  0.10 1.00 mitochondrially encoded tRNA histidine [Source:MGI Symbol;Acc:MGI:102485]

SMUSG00000048911 Rnf24 201 000 000 034 010 0.80 078  0.00 0.07 ring finger protein 24 [Source:MGI Symbol:Acc:MGI:1261771]
ENSMUSG00000029705 Cuxl <137 000 000 029 006 058 -0.10 041 100 cut-like homeobox 1 [Source:MGI Symbol:Acc:MGI:88568]

SG00000029482 Aacs <170 000 000 025 015 100 032 0.1 100 acetoacetyl-CoA synthetase [Source:MGI SymbolAcc:MGI:1926144]

ENSMUSG00000058258 Idi1 <143 000 000 016 035 1.00 0.6  0.20 100 isopentenyi-diphosphate delta isomerase [Source:MGI Symbol:Acc:MGI:2442264]
ENSMUSG00000064365 mt-Ts2 379 000 000 -0.12 083 100 -0.64  0.12 1.00 mitochondrially encoded tRNA serine 2 [Source:MGI Symbol:Acc:MGI:102474]
ENSMUSG00000030963 Umod <111 000 000 -0.09 051 1.00 -0.15  0.06 100 Symbol; :102674]

ENSMUSG00000064355 mt-Tk 541 000 000 004 100 100 -0.23  0.67 100 mitochondrially encoded tRNA lysine [Source:MGI Symbol;Acc:MGI:102483]
ENSMUSG00000097815 AC136215.1 091 000 000 -0.07 044 100 -0.01  0.97 100 0

ENSMUSG00000046876 Atnl 292 000 000 120 000 0.05 -0.34  0.10 100 ataxin 1 [Source:MGI Symbol:Acc:MGI:104783]

ENSMUSG00000026415 Feamr 280 000 000 081 005 050 -0.26  0.21 100 Fc receptor, IgA, IgM, high affinity [Source:MGI Symbol;Acc:MG1:1927803]
ENSMUSG00000026721 Rabgapll 219 000 000 053 006 0.60 0.4 043 1.00 RAB GTPase activating protein 1-like [Source:MGI Symbol;Acc:MGI:1352507]
ENSMUSG00000037646 Vps13b 252 000 000 054 015 1.00 003  0.86 100 vacuolar protein sorting 138 (veast) [Source:MGI Symbol:Acc:MGI:1916380]
ENSMUSG00000024357 Sil1 297 000 000 090 004 044 -0.03  0.95 1.00 endoplasmic reticulum chaperone SIL1 homolog (S. cerevisiae) [Source:MGI Symbol;Acc:MG:1932040]
ENSMUSG00000021665 Hexb <100 000 000 015 014 100 -0.19  0.07 100 B :MGI Symbol; 4

ENSMUSG00000064353 mt-Td 524 000 000 -1.32 004 047 0.8  0.73 100 mitochondrially encoded tRNA aspartic acid [Source:MGI SymbolAcc:MGI:102489]
ENSMUSG00000028976 Slc2a5 <179 000 000 064 000 0.08 -0.39  0.02 100 solute carrier family 2 (facilitated glucose transporter), member 5 [Source:MGI Symbol:Acc:MG1:1928369]
ENSMUSG00000060459 Kng2 <100 000 000 021 007 0.65 -0.11  0.31 100 kininogen 2 [Source:MGI Symbol;Acc:MGI:3027157)

ENSMUSG00000000805 Card <169 000 000 053 001 011 -0.10  0.54 100 carbonic anhydrase 4 [Source:MGI Symbol:Acc:MGI:1096574]

ENSMUSG00000043760 Pkhdl 128 000 000 040 00012 -011 042 100 polyoysiicKidney and hepaiic disease 1 [Source:MGI SymbolAcC:MGI:2155808]
ENSMUSG00000039304 Tnfsf10 <173 000 000 039 009 0.74 025  0.10 100 tumor necrosis factor (igand) member 10 ymbol:Acc:MGI:107414]
ENSMUSG00000064366 mt-TI2 338 000 000 -0.31 029 100 -0.59  0.15 1.00 mitochondrially encoded tRNA leucine 2 [Source:MGI Symbol;Acc:MGI:102481]
ENSMUSG00000024766 Lipol <182 000 000 023 039 100 -0.02 096 100 lipase, member O1 [Source:MGI Symbol;Acc:MGI:2147592]

ENSMUSG00000025089 Gfral 366 000 000 143 003 035 001 100 100 glial cel line derived neurotrophic factor family receptor alpha 1 [Source:MGI Symbol;Acc:MGI:1100842]
ENSMUSG00000032527 Pcch 086 000 000 021 002 021 -0.22  0.03 100 propionyl Coenzyme A carboxylase, beta polypeptide [Source:MGI Symbol:Acc:MGI:1914154]
ENSMUSG00000031958 Ldhd 081 000 000 -0.02 084 100 -0.20 0.04 100 lactate dehydrogenase D [Source:MGI Symbol;Acc:MGI:106428]

ENSMUSG00000052139 Bre 273 000 000 073 011 087 -0.13  0.57 100 brain and reproductive organ-expressed protein [Source:MGI Symbol;Acc:MGI:1333875]
ENSMUSG00000035472 Slc25a21 519 000 000 229 007 0.62 -0.18 0.58 1.00 solute carrier family 25 (mitochondrial oxodicarboxylate carrier), member 21 [Source:MGI Symbol;Acc:MGI:2445059]
ENSMUSG00000058690 Geapld 098 000 000 017 012 090 005  0.66 1.00 granule cell antiserum positive 14 [Source:MGI Symbol;Acc:MGI:101859]
ENSMUSG00000025137 Pcyt2 091 000 000 024 002 026 -0.17  0.10 100 phosphate cytidylyltransferase 2, ethanolamine [Source:MGI Symbol:Acc:MGI:1915921]
ENSMUSG00000021322 Aoah -204 000 000 083 000 008 -006 077 100 acyloxyacyl hydrolase [Source:MGI Symbol;Acc:MGI1350928)

ENSMUSG00000030287  Itpr2 <184 000 000 056 003 039 -0.25  0.17 100 inositol 1,4,5 receptor 2 :MGI Symbol;Acc:MG1:99418]
ENSMUSG00000028435 Aqp3 <125 000 000 038 002 022 -0.07  0.63 100 aquaporin 3 [Source:MGI Symbol:Acc:MGI:1333777]

ENSMUSG00000040640 Erc2 282 000 000 065 021 100 011 062 100 ELKS/RABG-interacting/CAST family member 2 [Source:MGI Symbol;Acc:MGI:1098749]
ENSMUSG00000038497 Tmco3 <131 000 000 039 002 025 026 005 100 transmembrane and coiled-coil domains 3 [Source:MGI Symbol:Acc:MGI:2444946]
ENSMUSG00000051177 Plcbl 320 000 000 068 031 100 005 087 1.00 phospholipase C, beta 1 [Source:MGI Symbol;Acc:MGI:97613]

ENSMUSG00000021081 Serpinalf <154 000 000 055 001 016 -0.29  0.08 100 serine (or cysteine) peptidase inhibitor, clade A, member 1F [Source:MGI Symbol:Acc:MGI:1915598]
ENSMUSG00000027957 Slc35a3 <108 000 000 035 001 012 006 0.66 1.00 solute carrier family 35 (UDP-N-acetylglucosamine (UDP-GIGNAG) transporter), member 3 [Source:MGI Symbol:Acc:MGI:1917648]
ENSMUSG00000072575 Eddm3b 304 000 000 023 084 100 -0.25  0.33 100 epididymal protein 3B [Source:MGI Symbol:Acc:MGI:2684921]

ENSMUSG00000027820 Mme 4119 000 000 031 004 047 -013  0.34 1.00 membrane metallo endopeptidase [Source:MGI Symbol;Acc:MGI:97004]

ENSMUSG00000064367 mt-Nd5 073 000 000 017 000 0.08 013 011 100 encoded NADH 5 :MGI Symbol:Acc:MGI:102496]
ENSMUSG00000005981 Trapl 079 000 000 026 000 007 -0.11  0.27 1.00 TNF receptor-associated protein 1 [Source:MGI Symbol;Acc:MGI:1915265]
ENSMUSG00000013611 Snx31 294 000 000 069 022 100 016 054 100 sorting nexin 31 [Source:MGI Symbol:Acc:MGI:1913946]

ENSMUSG00000036256 Igfbp? 081 000 000 017 003 039 -017  0.06 1.00 insulin-like growth factor binding protein 7 [Source:MGI Symbol:Acc:MGI:1352480]
ENSMUSG00000010307 Tmem86a <168 000 000 032 023 100 -0.14 044 100 transmembrane protein 86A [Source MG! Symbol:Acc:MGI:1915143]

ENSMUSG00000025403 Shmt2 086 000 000 016 0.3 099 -011  0.33 1.00 serine ial) [Source:MGI Symbol;Acc:MGI:1277989]
ENSMUSG00000021892 Sh3bps <137 000 000 041 003 035 003  0.87 100 SH3-domain binding protein 5 (BTV Symbol:Acc:MGI:1344391]
ENSMUSG00000031996 Aplp2 065 000 000 014 007 066 -0.10 0.2 1.00 amyloid beta (Ad) precursor-like protein 2 [Source:MGI Symbol;Acc:MGI:88047]
ENSMUSG00000005716 Pvalb 223 000 000 061 011 089 -0.07  0.79 100 parvalbumin [Source:MGI Symbol;Acc:MGI:97821]

ENSMUSG00000043252 Tmem64 <109 000 000 010 053 1.00 -021  0.10 1.00 transmembrane protein 64 [Source:MGI Symbol;Acc:MGI:2140359]

ENSMUSG00000031548 Sfrpl <136 000 000 020 033 100 002 090 100 secreted frizzled-related protein 1 [Source:MGI Symbol;Acc:MGI:892014]
ENSMUSG00000046959 Slc26al 077 000 000 017 006 058 -0.13  0.21 1.00 solute carrier family 26 (sulfate transporter), member 1 [Source:MGI Symbol:Acc:MGI:2385894]
ENSMUSG00000022231 SemaSa <177 000 000 036 023 1.00 -0.02 100 100 sema domain, seven thrombospondin repeats (type 1 and type 1-like)

ENSMUSG00000020719 Ddx5 038 000 000 005 022 100 001 090 1.00 DEAD (Asp-Glu-Ala-Asp) box polypeptide 5 [Source:MGI Symbol:Acc:MGI:105037]
ENSMUSG00000064356 mt-Atp8 064 000 000 020 000 0.06 025 000 056 mitochondrially encoded ATP synthase 8 [Source:MGI Symbol:Acc:MG1:99926]
ENSMUSG00000048701 Codc6 <112 000 000 038 001 011 026 0.05 1.00 coiled-coil domain containing 6 [Source:MGI Symbol:Acc:MGI:1923801]

ENSMUSG00000021666 Gfm2 088 000 000 024 003 039 -0.10 037 100 G elongation factor, mitochondrial 2 [Source:MGI Symbol;Acc:MGI:2444783]
ENSMUSG00000025486 Sirt3 <125 000 000 049 000 007 -0.06  0.69 1.00 sirtuin 3 (silent mating type information regulation 2, homolog) 3 (S. cerevisiae) [Source:MGI Symbol:Acc:MGI:1927665]
ENSMUSG00000058921 Slc10a5 <180 000 000 079 000 0.07 032  0.07 100 solute carrier family 10 (sodiumbile acid cotransporter family), member 5 [Source:MGI Symbol:Acc:MGI:2685251]
ENSMUSG00000034593 MyoSa 4158 000 000 026 032 1.00 047  0.01 1.00 myosin VA [Source:MGI Symbol:Acc:MGI:105976]

ENSMUSG00000086706 Gm15848 276 000 000 084 010 081 -0.25  0.32 100 predicted gene 15848 [Source:MGI Symbol:Acc:MGI:3802054]

ENSMUSG00000030323  1ft122 <141 000 000 041 006 060 011 052 1.00 intraflagellar transport 122 [Source:MGI Symbol:Acc:MGI:1932386]

ENSMUSG00000028085 Pet112l <144 000 000 048 003 035 -0.30  0.09 100 PET112-like (yeast) [Source:MGI Symbol:Acc:MGI:2442496]

ENSMUSG00000025082 Vwa2 238 000 000 095 002 025 -025 0.28 1.00 von Willebrand factor A domain containing 2 [Source:MGI Symbol:Acc:MGI:2684334]
ENSMUSG00000041654 Slc39a11 252 000 000 003 100 1.00 012  0.65 100 solute carrier family 39 (metal ion transporter), member 11 [Source:MGI Symbol;Acc:MGI:1917056]
ENSMUSG00000036892 Prodh2 4167 000 000 056 003 034 -031 0.0 1.00 proline dehydrogenase (oxidase) 2 [Source:MGI Symbol;Acc:MGI:1929093]
ENSMUSG00000039230 Thed <184 000 000 070 002 025 003 0.95 100 tubulin-specific chaperone d [Source:MGI Symbol:Acc:MGI:1919686]

ENSMUSG00000024070 Prkd3 <121 000 000 046 001 011 010 052 1.00 protein kinase D3 [Source:MGI Symbol:Acc:MGI:1922542]

ENSMUSG00000038641 Akrldl <157 000 000 005 093 100 -0.05  0.79 100 aldo-keto reductase famiy 1, member D1 [Source:MGI Symbol:Acc:MGI:2384785]
ENSMUSG00000021676 Iqgap2 206 000 000 074 003 036 007 074 1.00 IQ motif containing GTPase activating protein 2 [Source:MGI Symbol:Acc:MGI:2449975]
ENSMUSG00000089635 Gm16559 <136 000 000 056 000 0.08 046  0.00 0.90 predicted gene 16559 [Source:MGI Symbol:Acc:MGI:4414979]

ENSMUSG00000092220 Gm20528 087 000 000 031 000 008 -020 009 1.00 predicted gene 20528 [Source:MGI Symbol:Acc:MGI:5141993]

ENSMUSG00000031072 Oraovl <122 000 000 039 003 032 -0.31  0.04 100 oral cancer overexpressed 1 [Source:MGI Symbol;Acc:MGI:1919534]

ENSMUSG00000061353 Cxcl12 <101 000 000 007 067 1.00 013  0.38 1.00 chemokine (C-X-C motif) ligand 12 [Source:MGI Symbol;Acc:MGI:103556]
ENSMUSG00000024665 Fads2 <110 000 000 023 016 100 -0.10  0.49 100 fatty acid desaturase 2 [Source:MGI Symbol:Acc:MGI:1930079]

ENSMUSG00000096852 Cyp2d12 182 000 000 050 009 075 -0.77  0.00 0.16 cytochrome P450, family 2, subfamily d, polypeptide 12 [Source:MGI SymbolAcc:MGI:88604]
ENSMUSG00000028222 Calbl <109 000 000 032 001 012 020  0.20 100 calbindin 1 [Source:MGI Symbol:Acc:MGI:88248]

ENSMUSG00000034295 Fhod3 <179 000 000 065 003 034 -0.02  0.95 1.00 formin homology 2 domain containing 3 [Source:MGI Symbol;Acc:MGI:1925847]
ENSMUSG00000089744 Gm16146 <104 000 000 023 011 0.87 -0.01  0.95 100 predicted gene 16146 [Source:MGI Symbol:Acc:MGI:3801801]

ENSMUSG00000083457 Gm12839 4158 000 000 038 001 016 -038 0.03 1.00 predicted gene 12839 [Source:MGI Symbol:Acc:MGI:3649236]

ENSMUSG00000018211 Wfdc15h <109 000 000 008 071 100 -0.16  0.23 100 WAP four-disulfide core domain 15B [Source:MGI Symbol:Acc:MGI:2445041]
ENSMUSG00000024983 Vtila 222 000 000 106 000 007 -0.02  0.94 1.00 vesicle transport through interaction with t-SNARES homolog 1A (yeast) [Source:MGI Symbol:Acc:MGI:1855699]
ENSMUSG00000037541 Shank2 201 000 000 028 047 100 -0.26  0.22 1.00 SH3/ankyrin domain gene 2 [Source:MGI Symbol:Acc:MGI:2671987]

ENSMUSG00000059439 Bcas3 254 000 000 033 061 1.00 -0.09 075 1.00 breast carcinoma amplified sequence 3 [Source:MGI Symbol;Acc:MGI:2385848]
ENSMUSG00000030244 Gys2 259 000 000 082 011 0.86 005  0.87 100 glycogen synthase 2 [Source:MGI Symbol:Acc:MGI:2385254]

ENSMUSG00000022026 Olfm4 282 000 000 115 002 027 -008  0.80 1.00 olfactomedin 4 [Source:MGI Symbol:Acc:MGI:2685142]

ENSMUSG00000033032 Afaplll <161 000 000 071 000 0.08 004  0.87 100 actin filament associated protein 1-like 1 [Source:MGI Symbol:Acc:MGI:2147199]
ENSMUSG00000022040 Ephx2 068 000 000 017 005 048 017 0.1 1.00 epoxide hydrolase 2, cytoplasmic [Source:MGI Symbol;Acc:MGI:99500]

ENSMUSG00000097509 B230322FO3RIK -1.31  0.00 0.00 051 000 005 068 000 0.01 MCG147051 [Source:UniProtkB/TrEMBLACC:Q8BR17]

ENSMUSG00000021460 Auh 4117 000 000 050 000 005 -0.05 0.78 1.00 AURNA binding protein/enoyl-coenzyme A hydratase [Source:MGI Symbol:Acc:MGI:1338011]
ENSMUSG00000021415 4933417A18Rk -1.75 000 0.00 032 030 100 011 057 1.00 RIKEN cDNA 4933417A18 gene [Source:MGI Symbol:Acc:MGI:1914011]
ENSMUSG00000027887 Sypl2 145 000 000 063 000 007 027 0.4 1.00 synaptophysin-like 2 [Source:MGI Symbol:Acc:MGI:1328311]

ENSMUSG00000073940 Hbb-b2 216 000 000 019 050 100 -0.14  0.69 1.00 hemoglobin, beta adult minor chain [Source:MGI Symbol:Acc:MGI:96022]
ENSMUSG00000020609 Apob 228 000 000 -034 063 1.00 -0.76  0.00 0.81 apolipoprotein B [Source:MGI Symbol;Acc:MGI:88052]

ENSMUSG00000042647 Acad12 <125 000 000 052 001 0.09 -0.13 046 100 acy-Coenzyme A dehydmgenasefamny, member 12 [Source:MGI Symbol:Acc:MGI:2443320]
ENSMUSG00000029763 Exoc4 214 000 000 081 004 040 023  0.29 1.00 exocystcomplex :MGI Symbol; :1096376]

ENSMUSG00000021876 Rnase4 <151 000 000 016 059 100 -0.34  0.08 100 ribonuclease, RNase A 'am\IyA [Source:MGI Symbol:Acc:MGI:1926217]
ENSMUSG00000031556 Tm2d2 <106 000 000 046 000 0.05 004  0.80 1.00 TM2 domain containing 2 [Source:MGI Symbol:Acc:MGI:1916992]

ENSMUSG00000095463 ENTPD4 113 000 000 040 002 023 014 035 100 4 [Source:UniProtkB/Swiss-Prot;Acc:QIDBT4]
ENSMUSG00000040462 Os9 079 000 000 022 005 050 -0.20 0.08 1.00 amplified in osteosarcoma [Source:MGI Symbol:Acc:MGI:1924301]

ENSMUSG00000001270 Ckb <111 000 000 008 064 100 -0.29  0.12 100 creatine kinase, brain [Source:MGI Symbol;Acc:MG:88407]

ENSMUSG00000024713 Pcsks 227 000 000 076 008 0.68 -0.19  0.47 100 proprotein type 5 :MGI Symbol;Acc:MGI:97515]

ENSMUSG00000047583 Tyw3 194 000 000 045 024 1.00 026  0.18 1.00 RNA-YW synthesizing protein 3 homolog (S. cerevisiae) [Source:MGI Symbol:Acc:MG:2445040]



ENSMUSG00000052305 Hbb-b1 -2.16 0.00 0.00 0.20 0.41 100 -0.16 0.66 1.00 hemoglobin, beta adult major chain [Source:MGI Symbol;Acc:MG1:96021]

ENSMUSG00000015474 Ppt2 094 000 000 015 028 1.00 021  0.09 1.00 palmitoyl-protein thioesterase 2 [Source:MGI Symbol:Acc:MGI:1860075]
ENSMUSG00000022836 Mylk 4113 000 000 013 051 1.00 -0.09  0.57 1.00 myosin, light polypeptide kinase [Source:MGI Symbol:Acc:MG1:894806]
ENSMUSG00000069917 Hba-a2 218 000 000 030 024 1.00 -0.07  0.87 1.00 hemoglobin alpha, adult chain 2 [Source:MGI Symbol:Acc:MGI:96016]
ENSMUSG00000003623 Crot 060 000 000 012 0.3 095 025 000 0.93 camitine O [Source:MGI Symbol;Acc:MGI:1921364]
ENSMUSG00000024575 Pde6a 346 000 000 049 077 1.00 -0.14  0.68 1.00 phosphodiesterase 6A, cGMP-specific, rod, alpha [Source:MGI Symbol:Acc:MGI:97524]
ENSMUSG00000044674 Fzd1 4119 000 000 037 005 053 -020 0.2 1.00 frizzled homolog 1 (Drosophila) [Source:MGI Symbol:Acc:MGI:1196625]
ENSMUSG00000090213 Tmem189 075 000 000 029 000 005 017  0.15 1.00 transmembrane protein 189 [Source:MGI Symbol:Acc:MGI:2142624]
ENSMUSG00000069919 Hba-al 217 000 000 030 025 1.00 -0.06  0.87 1.00 hemoglobin alpha, adult chain 1 [Source:MGI Symbol:Acc:MGI:96015]
ENSMUSG00000023923 Thelds 293 000 000 102 008 068 001 100 1.00 TBC1 domain family, member 5 [Source:MGI Symbol:Acc:MGI:1919488]
ENSMUSG00000052534 Pbx1 <140 000 000 050 003 040 003  0.87 1.00 pre B cell leukemia homeobox 1 [Source:MGI Symbol;Acc:MGI:97495]
ENSMUSG00000045095 Magil 272 000 000 053 044 100 -0.13 072 100 membrane associated guanylate kinase, WW and PDZ domain containing 1 [Source:MGI Symbol;Acc:MGI:1203522]
ENSMUSG00000024391 Apom 4115 000 000 048 001 009 -024  0.14 1.00 apoli M :MGI Symbol; :1930124]
ENSMUSG00000028465 Tinl 066 000 000 014 013 096 -0.09  0.37 1.0 talin 1 [Source:MGI Symbol:Acc:MGI:1099832]
ENSMUSG00000035699 Osta <124 000 000 043 001 009 024  0.17 1.00 organic Solute transporter alpha [Source:MGI Symbol:Acc:MGI:2146634]
ENSMUSG00000030654 Arl6ipl 060 000 000 003 064 1.00 -0.02  0.87 1.00 ADP-ribosylation factor-like 6 interacting protein 1 [Source:MGI Symbol:Acc:MGI:1858943]
ENSMUSG00000036330 Slc18al 4116 0.00 000 -007 078 1.00 023  0.14 1.00 solute carrier family 18 (vesicular monoamine), member 1 [Source:MGI Symbol:Acc:MGI:106684]
ENSMUSG00000035142 Nubpl -2.73 0.00 0.00 0.54 042 1.00 0.07 0.86 1.00 nucleotide binding protein-like [Source:MGI Symbol;Acc:MGI:1924076]
ENSMUSG00000045038 Prkce 270 000 000 043 069 1.00 0.4  0.66 1.00 protein kinase C, epsilon [Source:MGI SymbolAcc:MGI:97599]
ISMUSG00000024757 Slc22a19 -1.08 0.00 000 0.11 056 1.00 -0.17 0.25 1.00 solute carrier family 22 (organic anion transporter), member 19 [Source:MGI Symbol;Acc:MG1:2442751]
ENSMUSG00000049858 Suox <106 000 000 037 002 031 -0.08 0.60 1.00 sulfite oxidase [Source:MGI Symbol:Acc:MGI:2446117)

MUSG00000002475 Abhd3 -1.08 0.00 0.00 0.35 0.04 046 0.04 0.81 1.00 abhydrolase domain containing 3 [Source:MGI Symbol;Acc:MG1:2147183]
ENSMUSG00000004558 Ndrg2 <107 000 000 042 001 019 000 100 1.00 N-myc downstream regulated gene 2 [Source:MGI Symbol:Acc:MGI:1352498]
ENSMUSG00000058325 Dockl -1.46 0.00 0.00 -0.06 0.85 1.00 0.00 1.00 1.00 dedicator of cytokinesis 1 [Source:MGI Symbol;Acc:MG1:2429765]

ENSMUSG00000000538 Tomi1I2 085 000 000 031 002 026 -0.09 050 1.00 target of mybi-like 2 (chicken) [Source:MGI Symbol;Acc:MGI:2443306]

G00000030770 Parva -0.99 0.00 0.00 0.42 0.01 011 0.00 1.00 1.00 parvin, alpha [Source:MGI Symbol;Acc:MGI:1931144]
ENSMUSG00000044349 Snhgl1 083 000 000 -001 100 1.00 -0.19  0.18 1.00 small nucleolar RNA host gene 11 [Source:MGI Symbol:Acc:MGI:2441845]

G00000051517 Arhgef39 -2.55 0.00 000 121 0.01 017 -0.11 0.72 1.00 Rho guanine nucleotide exchange factor (GEF) 39 [Source:MGI Symbol;Acc:MG1:3036286]
ENSMUSG00000031703 Itfgl 083 000 000 033 001 012 009 047 1.00 integrin alpha FG-GAP repeat containing 1 [Source:MGI Symbol:Acc:MGI:106419]
ENSMUSG00000035765 Dym -2.45 0.00 0.00 1.08 0.02 0.26 -0.07 0.86 1.00 dymeclin [Source:MGI Symbol;Acc:MGI:1918480]

ENSMUSG00000027363 Usps 2077 000 000 026 002 030 010  0.39 1.00 ubiquitin Specific peptidase 8 [Source:MGI Symbol;Acc:MGI:1934029]

G00000092701 AC098732.1 -2.78 0.00 0.00 0.38 0.66 1.00 -0.07 0.92 1.00 0
ENSMUSG00000034544 Rsrcl 305 000 000 039 080 1.00 002 100 1.00 arginine/serine-rich coiled-coil 1 [Source:MGI Symbol;Acc:MGI:1914130]

MUSG00000027679 Dnajc19 -1.09 0.00 0.00 051 0.00 006 0.11 0.47 1.00 Dnal (Hsp40) homolog, subfamily C, member 19 [Source:MGI Symbol;Acc:MG1:1914963]
ENSMUSG00000044444 Pfn3 233 000 000 077 0.2 090 -0.0L 100 1.00 profilin 3 [Source:MGI Symbol:Acc:MGI:2178800]

ENSMUSG00000089781 Gm15756 -1.33 0.00 0.00 0.65 0.00 0.07 0.06 0.78 1.00 predicted gene 15756 [Source:MGI Symbol;Acc:MGI:3783199]

ENSMUSG00000015451 Cda -L67 000000 012 073100 -022 031 100 complement component 4A (Rodgers biood group) [Source:MGI SymboliAcc:MGI98320]

IUSG00000028032 Papssl -1.00 0.00 0.00 0.37 0.02 029 0.36 0.01 1.00 3 synthase 1 i Symbol;Acc:MG1:1330587]

ENSMUSG00000032042 Srpr 083 000 000 027 004 048 004  0.77 1.00 signal recognition particle receptor (‘docking protein) [Source:MGI Symbol:Acc:MGI:1914648)
ISG00000020576 Nbas -2.16 0.00 0.00 1.06 0.01 0.16 -0.04 0.93 1.00 neuroblastoma amplified sequence [Source:MGI Symbol;Acc:MG1:1918419]

ENSMUSG00000051864 Thcld22a 211 000 000 056 025 1.00 -0.14  0.61 1.00 TBC1 domain family, member 22a [Source:MGI Symbol;Acc:MGI:1289265]

ENSMUSG00000026839 Upp2 -2.74 0.00 0.00 0.72 0.31 1.00 038 0.15 1.00 uridine phosphorylase 2 [Source:MGI Symbol;Acc:MG1:1923904]

ENSMUSG00000084058 Gm15263 658 000 000 019 100 1.00 -549  0.00 0.00 predicted gene 15263 [Source:MGI Symbol:Acc:MGI:3705753]

G00000035919 Bbs9 -3.63 0.00 0.00 0.18 1.00 1.00 -0.07 0.91 1.00 Bardet-Biedl syndrome 9 (human) [Source:MGI Symbol;Acc:MGI:2442833]
ENSMUSG00000031119 Gped 094 000 000 047 001 010 007  0.68 1.00 glypican 4 [Source:MGI Symbol:Acc:MGI:104902]

ENSMUSG00000010025 Aldh3a2 -0.68 0.00 0.00 0.25 0.02 0.22 -0.03 0.82 1.00 aldehyde dehydrogenase family 3, subfamily A2 [Source:MGI Symbol;Acc:MG1:1353452]
ENSMUSG00000061808 Ttr <114 000 000 058 001 018 0.3 048 1.00 :MGI Symbol;

ENSMUSG00000020064 Herc4 -1.01 0.00 0.00 0.39 0.02 027 0.06 0.68 1.00 hect domain and RLD 4 [Source:MGI Symbol;Acc:MGI:1914595]
ENSMUSG00000066258 Trim12a 163 000 000 029 044 1.00 022  0.31 1.00 tripartite motif-containing 12A :MGI Symbol; 11923931
ENSMUSG00000049799 Lrrcl9 -0.70 0.00 0.00 0.27 0.01 017 0.05 0.71 1.00 leucine rich repeat containing 19 [Source:MGI Symbol;Acc:MGI:2140219]
ENSMUSG00000078622 Cedcd? 088 000 000 020 0.8 1.00 003  0.83 1.00 coiled-coil domain containing 47 [Source:MGI SymbolAcc:MGI:1914413]
ENSMUSG00000023019 Gpdl -0.52 0.00 000 0.11 0.12 094 -0.09 0.34 1.00 gl I-3-phosph: 1 (soluble) i Symbol;Acc: ! 9]
ENSMUSG00000004633 Chn2 226 000000 093 005055 010 080 100 chimerin (chimaerin) 2 [Source:MGI SymbolACGMGI1917243]

ENSMUSG00000030086 Chchd6 -2.66 0.00 0.00 051 052 1.00 0.02 1.00 1.00 coiled-coil-helix-coiled-coil-helix domain containing 6 [Source:MGI Symbol;Acc:MG1:1913348]
ENSMUSG00000052085 Docks 118 000 000 049 002 029 0.4  0.44 1.00 dedicator of 8 :MGI Symbol; :1921396]
ENSMUSG00000043789 Vwce -2.54 0.00 000 119 0.02 031 -0.11 0.77 1.00 von Willebrand factor C and EGF domains [Source:MGI Symbol;Acc:MGI:1919018]
ENSMUSG00000027559 Car3 252 000 000 047 058 1.00 -0.13  0.69 1.00 carbonic anhydrase 3 [Source:MGI Symbol:Acc:MGI:88270]

ENSMUSG00000053333 Dis3I2 -2.35 0.00 0.00 0.55 0.38 1.00 -0.05 0.93 1.00 DIS3 mitotic control homolog (S. cerevisiae)-like 2 [Source:MGI Symbol;Acc:MG1:2442555]
ENSMUSG00000085455 1810059H22Rik -1.63  0.00 0.00 0.84 001 009 -0.21  0.37 1.00 RIKEN cDNA 1810059H22 gene [Source:MGI Symbol;Acc:MGI:1917070]
ENSMUSG00000025607 Copg2 -1.39 0.00 0.00 0.74 0.00 0.06 -0.02 0.95 1.00 coatomer protein complex, subunit gamma 2 [Source:MGI Symbol;Acc:MGI:1858683]
ENSMUSG00000020803 Txndc17 078 000 000 019 0.1 089 004  0.80 1.00 thioredoxin domain containing 17 [Source:MGI Symbol;Acc:MGI:1289248]
ENSMUSG00000073609 D2hgdh -1.27 0.00 0.00 0.5 0.02 025 -0.11 0.54 1.00 D Symbol;Acc:MG1:2138209]
ENSMUSG00000019989 Enpp3 <106 000 000 036 007 062 006  0.74 1.00 3 :MGI Symbol:Acc:MGI:2143702)
ENSMUSG00000026727 Rsul -1.80 0.00 0.00 0.28 053 1.00 -0.15 0.58 1.00 Ras suppressor protein 1 [Source:MGI Symbol;Acc:MGI:103040]
ENSMUSG00000089862 Gm16039 <124 000000 064 000007 01l 0S8 100 predicted gene 16039 [Source:MGI SymbokACc:MGI:3840148]

ENSMUSG00000032098 Treh -0.91 0.00 0.00 0.39 0.01 018 -0.01 1.00 1.00 trehalase (brush-borde Symbol;Acc:MG1:1926230]
ENSMUSG00000002279 Lmf1 201 000 000 078 008 068 -0.14  0.60 1.00 lipase maturation factor 1 [Source:MGI Symbol;Acc:MGI:1923733]
ENSMUSG00000087720 U6 -5.56 0.00 0.00 047 1.00 1.00 -5.01 0.00 0.00 U6 spliceosomal RNA [Source:RFAM;Acc:RF00026]

ENSMUSG00000031708 Tecr 075 000 000 032 001 014 -0.10 044 1.00 trans-2,3-enoyl-CoA reductase [Source:MGI Symbol:Acc:MGI:1915408]
ENSMUSG00000014418 HpsS -0.86 0.00 0.00 0.39 0.01 013 0.06 0.69 1.00 Hermansky-Pudlak syndrome 5 homolog (human) [Source:MGI Symhal /Acc:MGI:2180307]
ENSMUSG00000032263 Bckdhb <107 000 000 012 057 1.00 -0.03  0.88 1.00 branched chain ketoacid E1, beta Symbol;Acc:MGI:88137]
ENSMUSG00000020429 Igfbpl -2.73 0.00 0.00 043 0.63 1.00 -1.17 0.00 0.75 insulin-like growth factor binding protein 1 [Source:MGI Symbol;Acc:MG1:96436]
ENSMUSG00000028755 Cda 084 000 000 040 000 0.05 002 090 1.00 cytidine :MGI Symbol; :1919519]

ENSMUSG00000041351 Raplgap -0.91 0.00 0.00 0.6 0.35 1.00 -0.31 0.04 1.00 Rapl GTPase-activating protein [Source:MGI Symbol;Acc:MGI:109338]
ENSMUSG00000033545 Znrf1 065 000 000 001 095 1.00 -0.15 0.8 1.00 zinc and ring finger 1 [Source:MGI Symbol:Acc:MGI:2177308]

ENSMUSG00000034480 Diap2 230 000 000 023 085100 011 078 100 diaphanous homolog 2 (Drosophila) [Source:MGI SymbolAcc:MGI:1858500]
ENSMUSG00000020319 Wdpcp 313 000 000 065 058 1.00 -0.02 100 1.00 WD repeat containing planar cell polarity effector [Source:MGI Symbol:Acc:MG1:2144467]
ENSMUSG00000035954 Dockd 228 000 000 114 001 020 005 093 100 dedicator of cytokinesis 4 [Source:MGI Symbol:Acc:MGI:1918006]

ENSMUSG00000055061 4931431C16Rik -1.87 0.00 0.00 0.68 0.09 0.74 0.03 0.93 1.00 RIKEN cDNA 4931431C16 gene [Source:MGI Symbol;Acc:MG1:1921614]
ENSMUSG00000032743 D430042009Rik  -1.96 0.00 0.00 0.88 0.03 0.38 -0.06 0.86 1.00 RIKEN cDNA D430042009 gene [Source:MGI Symbol;Acc:MG1:2442760]

ENSMUSG00000085358 Gm14437 213 000 000 095 004 0.44 -0.18  0.57 1.00 predicted gene 14437 [Source:MGI Symbol:Acc:MGI:3652089]
ENSMUSG00000031274 Coldas 121 000 000 060 001 013 -0.05 081 100 collagen, type IV, alpha 5 [Source:MGI SymbolAcc:MGI:88456]

ENSMUSG00000015224 Cyp2j9 166 0.00 000 065 006 056 -0.11  0.70 1.00 cytochrome P4SO, family 2, subfamily j, 9 :MGI Symbol; :1921769]
ENSMUSG00000067071 Hes6 <108 000 000 050 001 019 -0.03 092 1.00 hairy and enhancer of spit 6 (Drosophila) [Source:MGI Symbol:Acc:MGI:1859852]
ENSMUSG00000028463 Card 228 000 000 091 0.0 081 002 100 1.00 carbonic anhydrase 9 [Source:MGI Symbol:Acc:MGI:2447188]

ENSMUSG00000033216 Eefsec -L72 000 000 095 000 0.07 -027 032 100 eukaryotic elongation factor, selenocysteine-tRNA-specific [Source:MGI Symbol;Acc:MG1:2137092]
ENSMUSG00000023965 Fbx17 203 000 000 071 0.1 087 005 093 1.00 F-boxand leucine-rich repeat protein 17 [Source:MGI Symbol:Acc:MGI:1354704]
ENSMUSG00000025231 Sufu 098 000 000 051 000 007 022 020 1.00 suppressor of fused homolog (Drosophila) [Source:MGI Symbol:Acc:MGI:1345643]
ENSMUSG00000020532 Acaca 199 000 000 090 004 041 006  0.86 1.00 acety-Coenzyme A alpha :MGI Symbol; :108451]
ENSMUSG00000064343 mt-Tq 272 000 000 008 080 100 -027 061 1.00 mitochondrially encoded tRNA glutamine [Source:MGI Symbol:Acc:MGI:102477)
ENSMUSG00000020163 Ugcrll 077 000 000 035 000 005 005 0.73 1.00 ubiquinol-cytochrome ¢ reductase, complex Iil subunit XI [Source:MGI Symbol:Acc:MGI:1913844]
ENSMUSG00000001786 Fbxo? 077 000 000 033 001 020 010 047 100 F-box protein 7 [Source:MGI SymbolAcc:MGI:1917004]

ENSMUSG00000064344 mt-Tm 269 000 000 012 068 1.00 026  0.63 1.00 encoded tRNA ymbol; 102480]
ENSMUSG00000035780 Ugt2a3 369 000 000 070 058 100 034 056 1.00 UDP 2 family, A3 [Source:MGI SymboliAcc:MGI:1919344]
ENSMUSG00000042705 Commd10 226 000 000 088 0.0 081 002 100 1.00 COMM domain containing 10 [Source:MGI Symbol:Acc:MGI:1916706]
ENSMUSG00000038240 Pdss2 224 000 000 133 000 0.06 006 092 100 prenyl (solanesyl) diphosphate synthase, subunit 2 [Source:MGI SymbolAcc:MGI:1918615]
ENSMUSG00000035936 Aldh5al 083 000 000 041 000 008 008 057 1.00 aldhehyde dehydrogenase family 5, subfamily A1 [Source:MGI Symbol:Acc:MGI:2441982]
ENSMUSG00000019768 Esrl 305 000 000 072 058 100 009 082 100 estrogen receptor 1 (alpha) [Source:MGI SymbolAcc:MGI:1352467]

ENSMUSG00000041115 Igsec2 <108 000 000 035 0.1 089 -0.03  0.91 1.00 IQ motif and Sec? domain 2 [Source:MGI Symbol:Acc:MGI:3528396]
ENSMUSG00000055493 Epm2a 239 000 000 115 004 040 -0.06 100 100 epilepsy, progressive myoclonic epilepsy, type 2 gene alpha [Source:MGI Symbol:Acc:MGI:1341085]
ENSMUSG00000083863 Gm13341 041 000 000 013 002 026 023  0.00 0.06 predicted gene 13341 [Source:MGI Symbol:Acc:MGI:3650228]

ENSMUSG00000030364 Cleczh 258 000 000 055 050 100 -0.34 037 100 C-type lectin domain family 2, member h [Source:MGI SymbolAcc:MGI:2136934]
ENSMUSG00000020903 St@ 225 000 000 045 047 1.00 009  0.85 1.00 Syntaxin 8 [Source:MGI Symbol:Acc:MGI:1890156]

ENSMUSG00000006216 Clenkb 068 000 000 019 010 081 -0.14 031 100 chioride channel Kb [Source:MGI Symbol:Acc:MGI:1930643]

ENSMUSG00000068663 Clecl6a 130 000 000 071 001 009 007  0.70 1.00 C-type lectin domain family 16, member A [Source:MGI Symbol:Acc:MGI:1921624]
ENSMUSG00000086868 Gm15883 211 000 000 077 012 090 -0.45 015 1.00 predicted gene 15883 [Source:MGI Symbol:Acc:MGI:3801875]

ENSMUSG00000019806 Aigl 148 000 000 061 005 051 -0.05 0.88 1.00 androgen-induced 1 [Source:MGI Symbol;Acc:MGI:1913503]

ENSMUSG00000097715 CT030166.1 4115 000 000 042 007 067 011 056 1.00 0

ENSMUSG00000041782 Ladl 091 000 000 003 090 1.00 -029  0.08 1.00 ladinin [Source:MGI Symbol:Acc:MGI:109343]

ENSMUSG00000054676 1600014C10RKk -1.02 000 000 032 012 089 -0.07 072 1.00 RIKEN cDNA 1600014C10 gene [Source:MGI SymbolAcc:MGI:1919494]
ENSMUSG00000031109 Enox2 273 000 000 106 0.3 099 -0.13  0.73 1.00 ecto-NOX disulfide-thiol exchanger 2 [Source:MGI Symbol:Acc:MGI:2384799]
ENSMUSG00000062646 Ganc 4112 000 000 060 001 010 -0.15 046 100 glucosidase, alpha; neutral C [Source:MGI Symbol:Acc:MGI:1923301]
ENSMUSG00000026200 Glb1l 063 000 000 020 007 064 -023 005 1.00 galactosidase, beta 1-like [Source:MGI SymbolAcc:MGI:1921827]

ENSMUSG00000071708 Sms <104 000 000 029 018 100 -0.04 083 100 spermine synthase [Source:MGI SymbolAcc:MGI:109490]

ENSMUSG00000027642 Rpn2 062 000 000 017 0.3 095 -0.08 053 1.00 ribophorin Il [Source:MGI Symbol:Acc:MGI:98085]

ENSMUSG00000027371 Fahd2a 0.98 000 000 043 003 033 -0.14 044 100 fumarylacetoacetate hydrolase domain containing 2A [Source:MGI SymbolAcc:MGI:1915376]
ENSMUSG00000027386 Fbin7 197 000 000 022 074 1.00 -0.06  0.93 1.00 fibulin 7 [Source:MGI Symbol:Acc:MGI:1917620]

ENSMUSG00000078300 Gm2606 036 000 000 016 000 0.05 000 100 100 predicted pseudogene 2606 [Source:MGI Symbol:Acc:MGI:3780774]
ENSMUSG00000087221 BC037032 128 000 000 050 007 065 003  0.95 1.00 cDNA Sequence BC037032 [Source:MGI Symbol;Acc:MGI:3040924]
ENSMUSG00000026663 Atf6 4105 000 000 052 001 017 013 049 100 activating transcription factor 6 [Source:MGI Symbol:Acc:MGI:1926157]
ENSMUSG00000025130 P4hb 040 000 000 007 024 1.00 -0.03  0.74 1.00 prolyl 4-hydroxylase, beta polypeptide [Source:MGI Symbol:Acc:MGI:97464]
ENSMUSG00000020102 Slc16a7 0.96 000 000 019 039 100 -0.10 058 1.00 solute carrier family 16 (monocarboxylic acid transporters), member 7 [Source:MGI SymbolAcc:MGI:1330284]
ENSMUSG00000086358 Gm13270 230 000 000 128 001 017 -0.18 059 1.00 predicted gene 13270 [Source:MGI Symbol:Acc:MGI:3651704]

ENSMUSG00000062209 Erbba 183 000 000 018 076 100 002 100 100 v-erb-aerythroblastic leukemia viral oncogene homolog 4 (avian) [Source:MGI Symbol:Acc:MGI:104771]
ENSMUSG00000057530 Ecel 092 000 000 024 019 1.00 -0.12  0.47 1.00 endothelin converting enzyme 1 [Source:MGI Symbol:Acc:MGI:1101357)
ENSMUSG00000029516 Cit 261 000 000 144 002 0.26 024 052 100 citron [Source:MGI Symbol;Acc:MGI:105313]

ENSMUSG00000027784 Ppml 175 000 000 026 058 1.00 008  0.80 1.00 protein phosphatase 1 (formerly 2C)-like [Source:MGI Symbol:Acc:MGI:2139740]
ENSMUSG00000009376 Met 061 000 000 014 017 100 022 009 1.00 metproto-oncogene [Source:MGI SymbolAcc:MGI:96969]

ENSMUSG00000028102 Pex11b 152 000 000 036 035 1.00 -0.03 100 1.00 factor 11 beta Symbol:Acc:MGI:1338882]
ENSMUSG00000023243 Kenk5 058 000 000 037 000 0.08 005 071 100 potassium channel, subfamily K, member 5 [Source:MGI SymbolAcc:MGI:1336175]
ENSMUSG00000027248 Pdia3 045 000 000 012 008 0.70 010  0.33 1.00 protein disulfide isomerase ted 3 :MGI Symbol:Acc:MGI:95834]
ENSMUSG00000064342 mt-Ti 246 000 000 009 076 100 -021 069 1.00 mitochondrially encoded tRNA isoleucine [Source:MGI SymbolAcc:MGI:102484]
ENSMUSG00000062110 Scfd2 284 000 000 091 033 1.00 009 091 1.00 Secl family domain containing 2 [Source:MGI SymbolAcc:MGI:2443446]
ENSMUSG00000036275 9530068EO7RK -0.49 000 000 005 056 1.00 010 031 100 RIKEN cDNA 9530068E07 gene [Source:MGI SymbolAcc:MGI:2654705]
ENSMUSG00000019210 Atpéviel 056 000 000 024 002021 00l 098 1.00 ATPase, H+ transporting, lysosomal V1 subunit E1 [Source:MGI Symbol;Acc:MG1:894326]
ENSMUSG00000092176 Gm20460 090 000 000 010 062 1.00 021  0.18 1.00 predicted gene 20460 [Source:MGI Symbol:Acc:MGI:5141925]

ENSMUSG00000033416 1110038D17Rik -0.63 ~ 0.00 0.00 034 000 0.06 -0.08 050 1.00 RIKEN cDNA 1110038D17 gene [Source:MGI Symbol:Acc:MGI:1916028]
ENSMUSG00000061306 Slc38a10 060 000 000 027 001018 -0.12 031 1.00 solute carrier family 38, member 10 [Source:MGI Symbol:Acc:MGI:1919305]
ENSMUSG00000024621 Csfir 085 000 000 022 021100 -0.08 0.67 1.00 colony stimulating factor 1 receptor [Source:MGI Symbol:Acc:MGI:1339758]
ENSMUSG00000041528 Rnf123 084 000 000 012 053 1.00 -0.06  0.73 1.00 ring finger protein 123 [Source:MGI Symbol:Acc:MGI:2148796]

ENSMUSG00000022751 Nit2 067 000 000 032 001013 000 100 1.00 nitrilase family, member 2 [Source:MGI Symbol:Acc:MGI:1261838]

ENSMUSG00000040548 Tex2 -0.73 0.00 0.00 041 0.00 0.06 0.05 0.71 1.00 testis expressed gene 2 [Source:MGI Symbol;Acc:MG1:102465]



ENSMUSG00000015750 Aphla 062 000 000 010 041 1.00 -0.07  0.58 1.00 anterior pharynx defective 1a homolog (C. elegans) [Source:MGI Symbol:Acc:MGI:2385110]

ENSMUSG00000086297 GM15632 -137 000 000 046 013096 007 077 100 predicted gene 15632 [Source:MGI SymbolAcc:MGI:3783076]
ENSMUSG00000021993 Mipep 112 000 000 062 001 010 008  0.66 1.00 peptidase :MGI Symbol; :1917728]
ENSMUSG00000040213 Ccbl2 096 000 000 049 001 018 002 0.96 1.00 cysteine conjugate-beta lyase 2 Symbol; 7849)
ENSMUSG00000031609 Sap30 4115 000 000 014 066 1.00 024  0.22 1.00 sin3 :MGI Symbol;Acc:MGI:1929129]
ENSMUSG00000060044 Tmem26 231 000 000 077 025 1.00 -025 0.49 1.00 transmembrane protein 26 [Source:MGI SymbolAcc:MGI:2143537]
ENSMUSG00000027195 Hsd17b12 084 000 000 037 002 029 008 061 1.00 (17-beta) 12 :MGI Symbol; :1926967)
ENSMUSG00000058740 Kentl 132 000 000 039 020 1.00 020  0.37 1.00 potassium channel, subfamily T, member 1 [Source:MGI Symbol:Acc:MGI:1924627]
ENSMUSG00000047193 Dync2hl 4159 000 000 075 003 039 018 052 1.00 dynein cytoplasmic 2 heavy chain 1 [Source:MGI Symbol:Acc:MGI:107736]
ENSMUSG00000046352 Gjb2 086 000 000 014 038 1.00 001  0.97 1.00 gapjunction protein, beta 2 [Source:MGI Symbol:Acc:MGI:95720]
ENSMUSG00000037416 Dmxi1 076 000 000 036 002 022 007 067 1.00 Dmxlike 1 [Source:MGI Symbol;Acc:MGI:2443926]
ENSMUSG00000037347 Chst? 150 000 0.00 062 007 065 026 0.28 1.00 N :MGI Symbol:Acc:MGI:1891767]
ENSMUSG00000029189 Sel1l3 068 000 000 031 002 025 -0.19  0.14 1.00 sel-1suppressor of lin-12-like 3 (C. elegans) [Source: MGI Symbol:Acc:MGI:1916941]
ENSMUSG00000062202 Btbd9 143 000 000 041 023 1.00 008 0.76 1.00 BTB (POZ) domain containing 9 [Source:MGI Symbol:Acc:MGI:1916625]
ENSMUSG00000027710 Acad9 073 000 000 027 006 056 015 0.20 1.00 acyl-Coenzyme A dehydrogenase family, member 9 [Source:MGI Symbol:Acc:MGI:1914272)
ENSMUSG00000052062 Pard3b 249 000 000 007 100 1.00 -0.08  0.91 1.00 par-3 partitioning defective 3 homolog B (C. elegans) [Source:MGI Symbol:Acc:MGI:1919301]
ENSMUSG00000091192 Gm17071 145 000 000 076 001 018 -0.03  0.94 1.00 predicted gene 17071 [Source:MGI Symbol:Acc:MGI:4937898]
ENSMUSG00000038844 Kif16b -1.27 0.00 0.00 063 0.02 029 0.04 0.89 1.00 kinesin family member 16B [Source:MGI Symbol;Acc:MGI:1098240]
ENSMUSG00000028528 Dnajcé 148 000 000 077 002 024 036  0.11 1.00 DnaJ (Hsp40) homolog, subfamily C, member 6 [Source:MGI Symbol;Acc:MGI:1919935]

ISMUSG00000040269 Mrps28 -1.80 0.00 0.00 0.93 0.02 029 0.08 0.85 1.00 mitochondrial ribosomal protein $28 [Source:MGI Symbol;Acc:MGI:1913480]
ENSMUSG00000064127 Med14 080 000 000 043 001 011 029  0.04 1.00 mediator complex subunit 14 [Source:MGI Symbol:Acc:MGI:1349442]

MUSG00000034007 Scaper -2.72 0.00 0.00 0.59 0.61 1.00 -0.01 1.00 1.00 S phase cyclin ted protein in the ER = Symbol;Acc:MG1:1925976]

ENSMUSG00000021186 Fbins <106 000 000 011 064 1.00 001  1.00 1.00 fibulin 5 [Source:MGI Symbol:Acc:MGI:1346091]

ENSMUSG00000013539 D16H22S680E  -0.87  0.00 0.00 037 004 041 000 100 1.00 DNA segment, Chr 16, human D22S680E, expressed [Source:MGI Symbol;Acc:MGI:101825]
ENSMUSG00000038122 D630037F22Rik  -2.23 0.00 0.00 0.79 0.20 1.00 -0.03 1.00 1.00 RIKEN cDNA D630037F22 gene [Source:MGI Symbol,Acc:MG:2442827]

USG00000068740 Celsr2 .73 000 000 018 025 100 -0.25  0.09 100 cadherin, EGF LAG seven-pass G-type receptor 2 (flamingo homolog, Drosophila) [Source:MGI Symbol:Acc:MGI:1858235]
ENSMUSG00000050965 Prkca 214 000 000 007 100 1.00 0.0  0.76 100 protein kinase C, alpha [Source:MGI Symbol:Acc:MGI:97595]

G00000025176 Hogal 059 000 000 018 011 0.84 -0.04  0.75 100 4-hyd aldolase 1 SymbolAcc:MGI:1914682]
ENSMUSGO0000010297 2610027L16RK -055 000 000 020 004 045 002 085 100 RIKEN cDNA 2610027116 gene [Source:MG! SymbolACC:MG:1915092]
ENSMUSG00000036452 Arhgap26 <180 000 000 039 037 100 -0.10  0.78 1.00 Rho GTPase activating protein 26 [Source:MGI Symbol;Acc:MGI:1918552]
ENSMUSG00000063652 Slc22a21 .88 000 000 047 001 0.09 -0.08 0.68 100 solute carrier family 22 (organic cation transporter), member 21 [Source:MGI Symbol:Acc:MGI:1929481]

G00000025175 Fn3k -168 000 000 098 001 012 -0.25  0.41 100 fructosamine 3 kinase [Source:MGI Symbol;Acc:MGI:1926834]

ENSMUSG00000026623 Lpgatl 060 000 000 026 003 031 019 011 100 lysophosphatidylglycerol acyitransferase 1 [Source:MGI Symbol:Acc:MGI:2446186]
SGO0000087334 AWA495222 <146 000 000 035 036 100 -0.38 0.5 1.00 expressed sequence AW495222 [Source:MGI Symbol;Acc:MGI:2145435]
ENSMUSG00000024371 C: 055 000 000 026 001 011 -0.21  0.08 1.00 complement component 2 (within H-2S) [Source:MGI Symbol:Acc:MGI:88226]
ENSMUSG00000021371 Cedc90a 056 000 000 031 000 0.06 0.3  0.25 100 coiled-coil domain containing 90A [Source:MGI Symbol:Acc:MGI:1923387]
ENSMUSG00000039166 Akap? 239 000 000 072 040 100 -0.13  0.82 100 A kinase (PRKA) anchor protein 7 [Source:MGI Symbol:Acc:MGI:1859150]

G00000039221 Rpl22I1 <103 000 000 016 058 100 -0.01 100 100 ribosomal protein L22 like 1 [Source:MGI Symbol:Acc:MGI:1915278]

ENSMUSG00000039578 Fam190a 328 000 000 033 100 1.00 -0.05 100 100 familywith sequence similarity 190, member A [Source:MGI Symbol;Acc:MGI:3045354]

G00000059027 9630013D21Rik -1.90  0.00 0.00 076 013 0.95 -0.03  0.92 1.00 RIKEN cDNA 9630013D21 gene [Source:MGI Symbol:Acc:MGI:2442649]
ENSMUSG00000020859 Spag9d 058 000 000 027 002 021 010 040 100 sperm associated antigen 9 [Source:MGI Symbol;Acc:MGI:1918084]

ENSMUSG00000021763 BC067074 <137 000 000 028 045 100 -0.02 100 100 cDNA sequence BC067074 [Source:MGI Symbol:Acc:MGI:3040697]
ENSMUSG00000042942 Grebil <195 000 000 091 004 047 -0.51  0.16 1.00 growth regulation by estrogen in breast like [Source:MGI Symbol:Acc:MGI:3576497]

G00000038831 Ralgps1 <194 000 000 111 002 025 004 100 100 Ral GEF with PH domain and SH3 binding motif 1 [Source:MGI Symbol;Acc:MGI:1922008]
ENSMUSG00000081957 AK3I2-ps <170 000 000 074 008 0.71 054  0.03 100 adenylate kinase 3-like 2, pseudogene [Source:MGI Symbol;Acc:MGI:3574349]
ENSMUSG00000041895 Wipil <109 000 000 054 002 0.28 -0.05 0.85 100 WD repeat domain, phosphoinositide interacting 1 [Source:MGI Symbol;Acc:MGI:1261864]
ENSMUSG00000022199 Slc22a17 <111 000 000 032 023 100 -0.35  0.09 100 solute carrier family 22 (organic cation transporter), member 17 [Source:MGI Symbol:Acc:MGI:1926225]
ENSMUSG00000048264 Dip2c <173 000 000 080 006 0.57 -0.03 100 100 DIP2 disco-interacting protein 2 homolog C (Drosophila) [Source:MGI SymbolAcc:MGI:1920179]
ENSMUSG00000039530 Tusc3 099 000 000 043 004 046 008  0.69 100 tumor candidate 3 :MGI Symbol;Acc:MGI:1933134]
ENSMUSG00000027207 Galk2 <103 000 000 062 000 0.07 -0.04 090 100 galactokinase 2 [Source:MGI SymbolAcc:MGI:1917226]

ENSMUSG00000031558 Slit2 150 000 000 049 019 100 -002 100 100 siithomolog 2 (Drosophila) [Source:MGI Symbol:Acc:MGI:1315205]

ENSMUSG00000031168 Ebp 085 000 000 027 03 097 -0.01 100 100 Ca2+ antagonist il) binding protein [Source:MGI Symbol;Acc:MGI:107822]
ENSMUSG00000026062 Slc9a2 <111 000 000 069 000 0.07 003  0.95 100 solute carrier family 9 (sodium/hydrogen exchanger), member 2 [Source:MGI Symbol:Acc:MGI:105075]
ENSMUSG00000093168 AL663049.1 085 000 000 029 012 090 003  0.88 100 0

ENSMUSG00000039678 Thcld13 -061 000 000 029 002024 -015 026 100 TBC1domain family, member 13 [Source:MGI SymbolAcc:MGI:2385326]
ENSMUSG00000024424 Ttc39c 116 000 000 056 003 036 025 021 100 repeat domain 39C :MGI Symbol;Acc:MGI:1919997]
ENSMUSG00000058756 Thra 081 000 000 039 002 025 -0.26  0.12 1.00 thyroid hormone receptor alpha [Source:MGI Symbol:Acc:MGI:98742]
ENSMUSG00000019820 Utrn <101 000 000 008 081 100 003 090 100 utrophin [Source:MGI Symbol;Acc:MGI:104631]

ENSMUSG00000025724 Seclla 076 000 000 039 001 012 033 004 100 SEC11homologA (S. :MGI Symbol; :1929464]
ENSMUSG00000027896 Slc16a4 078 000 000 029 007 0.66 005 0.80 100 solute carrier family 16 acid member 4 :MGI Symbol;A
ENSMUSG00000087439 Gm15788 <138 000 000 058 009 0.74 -0.04  0.87 100 predicted gene 15788 [Source:MGI Symbol:Acc:MGI:3783230]

ENSMUSG00000024697 Gnald 228 000 000 147 001 012 029 041 100 guanine nucleotide binding protein, alpha 14 [Source:MGI Symbol:Acc:MGI:95769]
ENSMUSG00000062054 lah1 097 000 000 041 006 057 -0.05 0.86 100 isoamyl acetate-hydrolyzing esterase 1 homolog (S. cerevisiae) [Source:MGI Symbol;Acc:MG:1914982]
ENSMUSG00000027202 Slc12al 067 000 000 012 048 100 -0.10  0.53 100 solute carrier family 12, member 1 [Source:MGI Symbol;Acc:MGI:103150]
ENSMUSG00000038267 Slc22a23 083 000 000 027 013 097 -0.27 0.2 100 solute carrier family 22, member 23 [Source:MGI Symbol:Acc:MGI:1920352]
ENSMUSG00000086329 Gm14233 <170 000 000 029 055 100 056  0.03 100 predicted gene 14233 [Source:MGI Symbol:Acc:MGI:3705115]

ENSMUSG00000046603 D9Etd402e 087 000 000 051 001 010 031 006 1.00 DNA segment, Chr9, ERATO Doi 402, expressed [Source:MGI Symbol:Acc:MGI:1196217]
ENSMUSG00000032827 Ppplr9a <165 000 000 039 041 100 -0.02 100 100 protein phosphatase 1, regulatory (inhibitor) subunit 9A [Source:MGI Symbol:Acc:MGI:2442401]
ENSMUSG00000064138 Fam172a 254 000 000 037 080 100 -0.07 100 100 familywith sequence similarity 172, member A [Source:MGI Symbol:Acc:MGI:1915925]
ENSMUSG00000028836 Slc30a2 084 000 000 047 001 010 021 019 100 solute carrier family 30 (zinc transporter), member 2 [Source:MGI Symbol;Acc:MGI:106637]
ENSMUSG00000029173 Sepsecs 089 000 000 029 015 100 007 071 100 Sep (O tRNA:Sec tRNA synthase [Source:MGI Symbol;Acc:MGI:1098791]
ENSMUSG00000096917 AC130841.1 161 000 000 069 009 0.74 005  0.93 100 0

ENSMUSG00000005142 Man2b1 059 000 000 012 033 1.00 -0.31  0.02 100 mannosidase 2, alpha B1 [Source:MGI Symbol;Acc:MGI:107286]

ENSMUSG00000048371 Pdp2 -115 000 000 057 003 035 006  0.83 100 pyruvate dehyrogenase phosphatase catalytic subunit 2 [Source:MGI Symbol:Acc:MGI:1918878]
ENSMUSG00000079508 Apoo .78 000 000 039 002 024 010 054 100 apolipoprotein O [Source:MGI Symbol:Acc:MGI:1915566]

ENSMUSG00000045962 Wkl 042 000 000 015 008 068 013  0.24 1.00 WNK lysine deficient protein kinase 1 [Source:MGI Symbol:Acc:MGI:2442092]
ENSMUSG00000009291 Ptiglip 041 000 000 004 059 100 -0.16  0.09 100 pituitary tumor-transforming 1 interacting protein [Source:MGI Symbol:Acc:MGI:2652132]
ENSMUSG00000096603 Gm7694 4168 000 000 071 010 081 -030  0.32 1.00 predicted gene 7694 [Source:MGI Symbol:Acc:MGI:3649135]

ENSMUSG00000023861 Mpcl 045 000 000 025 000 0.07 006 059 1.00 mitochondrial pyruvate carrier 1 [Source:MGI Symbol:Acc:MGI:1915240]
ENSMUSG00000021594 Srd5al 152 000 000 037 037 1.00 -0.08 079 1.00 steroid 5 alpha-reductase 1 [Source:MGI Symbol;Acc:MGI:98400]

ENSMUSG00000040560 Wdr7 <150 000 000 091 001 011 008  0.80 100 WD repeat domain 7 [Source:MGI Symbol:Acc:MGI:1860197)

ENSMUSG00000019232 Agxt2i1 <149 000 000 059 009 077 -0.71  0.02 1.00 alanine-glyoxylate aminotransferase 2-like 1 [Source:MGI Symbol:Acc:MGI:1919010]
ENSMUSG00000029291 Rufy3 087 000 000 033 010 0.80 003  0.88 100 RUN and FYVE domain containing 3 [Source:MGI Symbol:Acc:MGI:106484]
ENSMUSG00000020111 Micul «0.95 000 000 061 0.0 006 -00L 100 100 mitochondria calcium upiake 1 [Source:MGI SymbolAce:MGI:2384909)
ENSMUSG00000004383 Large 287 000 000 -0.10 100 100 -0.10  0.89 100 lik Symbol; :1342270]

ENSMUSG00000068270 Shroomd: 088 000 000 057 000 005 004 083 1.00 shroom family member 4 [Source:MGI Symbol:Acc: MG\ 2655570]

ENSMUSG00000034563 Ccpgl 058 000 000 027 002 028 002 088 100 cell cycle :MGI Symbol; 196419]

ENSMUSG00000082424 Gm13202 034 000 000 017 001 009 000 096 1.00 predicted gene 13292 [source MGI Symbol:Acc:MGI 3849470]

ENSMUSG00000025240 Sacml 061 000 000 029 002 025 009 052 100 SACI (suppressor of actin mutations 1, homolog)-like (S. :MGI Symbol:Acc:MGI:1933169]
ENSMUSG00000097695 AC163097.1 052 000 000 016 012 090 002 091 1.00 0

ENSMUSG00000024538 Ppic 078 000 000 -0.03 090 100 -0.28 0.10 100 peptidylprolyl isomerase C [Source:MGI Symbol:Acc:MGI:97751]

ENSMUSG00000032328 Tmem30a 043 000 000 010 027 1.00 028  0.00 0.93 transmembrane protein 30A [Source:MGI Symbol;Acc:MGI:106402]

ENSMUSG00000025920 Stau2 <155 000 000 062 012 094 002 100 100 staufen (RNA binding protein) homolog 2 (Drosophila) [Source:MGI Symbol:Acc:MGI:1352508]
ENSMUSG00000057234 Mettl15 268 000 000 107 021 100 010 090 1.00 methyltransferase like 15 [Source:MGI Symbol;Acc:MGI:1924144]

ENSMUSG00000078592 Gm4609 035 000 000 017 001 014 000 100 100 predicted gene 4609 [Source:MGI Symbol:Acc:MGI:3782792]

ENSMUSG00000027430 Dtd1 207 000 000 075 022 100 004 092 1.00 D-tyrosy-RNA deacylase 1 homolog (S. cerevisiae) [Source:MGI Symbol:Acc:MG:1913294]
ENSMUSG00000090236 Carl5 075 000 000 004 082 100 -0.10  0.56 100 carbonic anhydrase 15 [Source:MGI Symbol:Acc:MGI:1931324]

ENSMUSG00000036278 Macrod1 117 000 000 069 001015 019 040 100 MACRO domain containing 1 [SourceMGI SymbolAce:MGI:2147583)
ENSMUSG00000019762 lyd 080 000 000 030 010 0.80 001 100 100 Symbol; :1917587]

ENSMUSG00000029458 Brap 053 000 000 013 022 1.00 007 054 1.00 BRCAL associated protein [Source:MGI Symbol;:Acc:MGI:1919649]

ENSMUSG00000020427 Igfbp3 083 000 000 008 065 1.00 -0.16  0.44 100 insulin-like growth factor binding protein 3 [Source:MGI Symbol:Acc:MGI:96438]
ENSMUSG00000020340 Cyfip2 062 000 000 021 009 077 -017  0.23 1.00 cytoplasmic FMR1 interacting protein 2 [Source:MGI Symbol:Acc:MGI:1924134]
ENSMUSG00000025791 Pgm2 069 000 000 040 001 011 006  0.69 100 phosphoglucomutase 2 [Source:MGI Symbol:Acc:MGI:97565]

ENSMUSG00000054263 Lifr 076 000 000 038 002 027 011 051 1.00 leukemiainhibitory factor receptor [Source:MGI SymbolAcc: MG\ 96788)
ENSMUSG00000029455 Aldh2 031 000 000 016 001 014 -0.31  0.00 0.05 aldehyde 2, Sym

ENSMUSG00000028357 Kif12 054 000 000 014 016 1.00 -0.16  0.20 1.00 Kinesin family member 12 [Source:MGI Symbol:Acc:MGI 1098232]

ENSMUSG00000024236 Svil <111 000 000 046 009 0.76 -0.28  0.23 100 supenvilin [Source:MGI Symbol:Acc:MGI:2147319]

ENSMUSG00000057963  Itpkl 136 000 000 085 001 010 -0.04  0.93 1.00 inositol 1,3 4-triphosphate 5/6 kinase [Source:MGI Symbol:Acc:MGI:2446159]
ENSMUSG00000055067 Smyd3 355 000 000 050 100 100 -0.07 100 100 SET and MYND domain containing 3 [Source:MGI Symbol:Acc:MGI:1916976]
ENSMUSG00000034707 Gns 040 000 000 009 026 1.00 -0.06 0.52 1.00 glucosamine (N-acetyl)-6-sulfatase [Source:MGI Symbol:Acc:MGI:1922862]
ENSMUSG00000025198 Erlinl 078 000 000 030 010 0.81 020  0.24 100 ER lipid raft ted 1 Symbol; 613]

ENSMUSG00000042251 Pm20d1 044 000 000 020 002 028 -0.16  0.14 1.00 peptidase M20 domain containing 1 [Source:MGI Symbol:Acc:MGI:2442939]
ENSMUSG00000092215 Gm20419 <199 000 000 026 069 100 -0.01 100 100 predicted gene 20419 [Source:MGI Symbol:Acc:MGI:5141884]

ENSMUSG00000038372 Gmds 275 000 000 015 100 1.00 012  0.90 1.00 GDP-mannose 4, 6-dehydratase [Source:MGI Symbol;Acc:MGI:1891112]
ENSMUSG00000025525 Apool 115 000 000 056 005 048 003  0.94 100 apolipoprotein O-like [Source:MGI Symbol:Acc:MGI:1915367]

ENSMUSG00000017929 B4galts 072 000 000 000 100 1.00 050  0.01 1.00 UDP-Gal beta 1,4 5 [Source:MGI SymbolAcc:MGI:1927169]
ENSMUSG00000089865 Gm20510 059 000 000 026 004 045 003  0.87 100 predicted gene 20510 [Source:MGI Symbol:Acc:MGI:5141975]

ENSMUSG00000022136 Dnajc3 055 000 000 029 001019 019 011 1.00 Dnal (Hsp40) homolog, subfamily C, member 3 [Source:MGI Symbol:Acc:MGI:107373]
ENSMUSG00000034858 BC031353 081 000 000 047 001 016 -0.18 031 100 cDNA sequence BC031353 [Source:MGI Symbol:Acc:MGI:2387648]

ENSMUSG00000057440 Mpp? 163 000 000 080 005 050 013  0.71 1.00 membrane protein, paimitoylated 7 (MAGUK pS5 subfamily member 7) [Source:MGI Symbol:Acc:MGI:1922989]
ENSMUSG00000032434 Cmtmé 049 000 000 007 047 100 016  0.17 100 CKLF-ike MARVEL transmembrane domain containing 6 [Source:MGI Symbol:Acc:MGI:2447165]
ENSMUSG00000009733 Tfcp2 091 000 000 030 016 1.00 -020  0.28 1.00 transcription factor CP2 [Source:MGI Symbol;Acc:MGI:98509]

ENSMUSG00000040978 Gm11992 <110 000 000 067 001 011 -0.13  0.57 100 predicted gene 11992 [Source:MGI Symbol:Acc:MGI:3651127]

ENSMUSG00000027198 Ext2 094 000 000 045 004 043 -0.03 090 1.00 exostoses (multiple) 2 [Source:MGI Symbol;Acc:MGI:108050]

ENSMUSG00000029369 Afm <100 000 000 065 000 0.07 001 100 1.00 afamin [Source:MGI Symbol:Acc:MGI:2429409]

ENSMUSG00000025780 ItihS <141 000 000 064 007 063 020 041 1.00 inter-alpha (globulin) inhibitor H5 [Source:MGI Symbol:Acc:MGI:1925751]
ENSMUSG00000022215 Fitm1 <141 000 000 087 001 014 012  0.68 100 fat storage-ind protein 1 Symbol;Acc:MGI:1915930]
ENSMUSG00000028292 Rars2 093 000000 040 007 063 016 038 100 arginy-RNA synthetase 2, mitochondiial [Source:MG! SymbolACc:MGI:1923596]
ENSMUSG00000030201 Lrp6 054 000 000 028 001 020 0.7  0.16 100 low density lipoprotein receptor-related protein 6 [Source:MGI Symbol:Acc:MGI:1298218]
ENSMUSG00000036257 Pnplag 057 000 000 033 001011 006 0.65 1.00 patatin-like phospholipase domain containing 8 [Source:MGI Symbol;Acc:MGI:1914702]
ENSMUSG00000036833 Pnpla? <134 000 000 067 004 042 -0.27  0.33 100 patatin-like phospholipase domain containing 7 [Source:MGI Symbol:Acc:MGI:2385325]
ENSMUSG00000041625 A2Id1 076 000 000 037 002 031 -015 038 100 AlG2-like domain L [Source:MGI SymbolAcC:MGI:2385008]

ENSMUSG00000058317 Ube2e2 277 000 000 049 075 100 008 100 100 ubiquit enzyme E2E 2 Symbol:A :2384997]
ENSMUSG00000042359 Osbpl6 055 000 000 029 001018 018  0.14 1.00 oxysterol binding protein-like 6 [Source:MGI Symbol;Acc:MGI:2139014]
ENSMUSG00000026042 Colsa2 <184 000 000 -0.08 100 100 0.0  0.76 1.00 collagen, type V, alpha 2 [Source:MGI Symbol:Acc:MGI:88458]

ENSMUSG00000035031 C8a <112 000 000 012 077 1.00 001 100 100 8, alpha [Source:MGI Symbol;:Acc:MGI:2668347)
ENSMUSG00000005268 Prir <111 000 000 -0.49 013 0.96 -1.39  0.00 0.00 prolactin receptor [Source:MGI Symbol:Acc:MGI:97763]

ENSMUSG00000028344 Invs <147 000 000 095 001 013 017  0.54 100 inversin [Source:MGI Symbol:Acc:MGI:1335082]

ENSMUSG00000027774 Gfm1 057 000 000 035 000 0.08 0.3 029 100 G elongation factor, mitochondrial 1 [Source:MGI Symbol;Acc:MGI:107339]
ENSMUSG00000022707 Gbel <135 000 000 044 025 1.00 -0.01 100 100 glucan (L4-alpha-), branching enzyme 1 [Source:MGI Symbol:Acc:MGI:1921435]
ENSMUSG00000030340 Scnnla .75 000 000 036 003 037 000 100 100 sodium channel, nonvoltage-gated 1 alpha [Source:MGI Symbol:Acc:MGI:101782]

ENSMUSG00000036356 Csgalnactl -2.34 0.00 0.00 063 050 1.00 0.22 0.56 1.00 sulfate N- 1 [Source:MGI Symbol;Acc:MGI:2442354]




ENSMUSG00000022672 Prkdc -1.58 0.00 0.00 0.68 0.08 071 012 0.71 1.00 protein kinase, DNA activated, catalytic | Symbol;Acc: :104779]

ENSMUSG00000039218 Srrm2 035 000 000 000 099 1.00 -0.02 0.85 1.00 serinefarginine repetitive matrix 2 [Source:MGI Symbol:Acc:MGI:1923206]

ENSMUSG00000066150 Slc31al 047 000 000 022 002 030 008 047 1.00 solute carrier family 31, member 1 [Source:MGI Symbol:Acc:MGI:1333843]

ENSMUSG00000078162 Gm2574 034 000 000 017 000 006 001  0.95 1.00 predicted pseudogene 2574 [Source:MGI Symbol:Acc:MGI:3780741]

ENSMUSG00000035441 Myold 097 000 000 016 056 1.00 -0.11  0.64 1.00 myosin ID [Source:MGI Symbol:Acc:MGI:107728]

ENSMUSG00000081772 Gm13131 106 000 000 062 001 021 016 045 1.00 predicted gene 13131 [Source:MGI Symbol:Acc:MGI:3651062]

ENSMUSG00000017978 Cadps2 257 000 000 039 077 1.00 006 100 1.00 Ca2+dependent activator protein for secretion 2 [Source:MGI Symbol;Acc:MGI:2443963]

ENSMUSG00000020623 Map2k6 145 000 000 069 007 066 0.1  0.66 1.00 mitogen-activated protein kinase kinase 6 [Source:MGI Symbol:Acc:MGI:1346870]

ENSMUSG00000006574 Slcdal 095 000 000 013 063 1.00 -0.15 051 1.00 solute carrier family 4 (anion exchanger), member 1 [Source:MGI Symbol:Acc:MGI:109393]

ENSMUSG00000025404 R3hdm2 069 000 0.00 044 000 007 001  0.97 1.00 R3H domain containing 2 [Source:MGI Symbol:Acc:MGI:1919000]

ENSMUSG00000003824 Syce2 4110 000 000 051 006 058 -0.0L 100 1.00 synaptonemal complex central element protein 2 [Source:MGI Symbol:Acc:MGI:1919096]

ENSMUSG00000006469 Slc34a3 091 000 000 044 005 049 -024  0.21 1.00 solute carrier family 34 (sodium phosphate), member 3 [Source:MGI Symbol:Acc:MGI:2159410]

ENSMUSG00000029819 Npy 122 000 000 040 025 1.00 -0.19  0.51 1.00 neuropeptide Y [Source:MGI Symbol:Acc:MGI:97374]

ENSMUSG00000079501 GmS5138 033 000 000 017 001 012 000 098 1.00 predicted gene 5138 [Source:MGI Symbol:Acc:MGI:3779464]

ENSMUSG00000041144 Dnahc7b 246 000 000 065 045 1.00 -0.05 100 1.00 dynein, axonemal, heavy chain 7B [Source:MGI Symbol:Acc:MGI:2684953]

ENSMUSG00000032076 Cadml 245 000 000 062 061 1.00 016  0.70 1.00 cell adhesion molecule 1 [Source:MGI SymbolAcc:MGI:1889272]

ENSMUSG00000085297 Gm11651 4137 000 000 023 061 1.00 -0.02 100 1.00 predicted gene 11651 [Source:MGI Symbol:Acc:MGI:3651203]

ENSMUSG00000024219 Anks1 -0.84 0.00 0.00 0.39 0.06 057 -0.27 0.14 1.00 ankyrin repeat and SAM domain containing 1 [Source:MGI Symbol;Acc:MGI:2446180]

ENSMUSG00000020309 Chac2 091 000 000 041 006 060 019 031 1.00 ChaC, cation transport regulator 2 [Source:MGI Symbol;Acc:MGI:1915294]
MUSG00000034108 Ccs -0.61 0.00 0.00 0.33 0.01 020 0.05 0.77 1.00 copper chaperone for superoxide dismutase [Source:MGI Symbol;Acc:MG1:1333783]

ENSMUSG00000056666 Retsat 054 000 000 030 001 012 -0.12  0.36 1.00 retinol saturase (all trans retinol 13,14 reductase) [Source:MGI Symbol;Acc:MGI:1914692]

G00000030621 Me3 -0.84 0.00 000 0.11 0.67 1.00 -0.05 0.86 1.00 malic enzyme 3, NADP(+)-dependent, mitochondrial [Source:MGI Symbol;Acc:MGI:1916679]
ENSMUSG00000031283 Chrdl1 228 000 000 133 004 040 046  0.18 1.00 chordin-like 1 [Source:MGI Symbol:Acc:MGI:1933172]

ENSMUSG00000019945 1700040L02Rik  -2.21 0.00 0.00 0.49 0.50 1.00 -0.09 0.90 1.00 RIKEN cDNA 1700040L02 gene [Source:MGI Symbol;Acc:MGI:1920537]
ENSMUSG00000038056 MII3 080 000 000 053 000 007 007 071 1.00 or mixed-ineage leukemia 3 Symbol:Acc:MGI:2444959]

G00000053303 Slc22a26 -1.27 0.00 0.00 -0.16 0.71 1.00 -0.27 0.34 1.00 solute carrier family 22 (organic cation transporter), member 26 [Source:MGI Symbol;Acc:MG1:2385316]
ENSMUSG00000027706 Sec62 038 000 000 020 001016 008 044 100 SEC62homolog (S. cerevisiae) [Source:MGI Symbu\ Acc:MGI:1916526]

G00000037370 Enppl -1.00 0.00 0.00 0.40 0.11 088 -0.11 0.63 1.00 ;i Symbol;Acc:MG1:97370]
ENSMUSG00000079484 Phyhd1 072 000 000 041 001 014 -0.07  0.65 1.00 phytanoyl-CoA dioxygenase domain containing 1 [Scurce.MGI Symbol:Acc:MGI:3612860]
ENSMUSG00000027601 Mtfrl -0.56 0.00 0.00 0.24 0.06 056 0.11 0.41 1.00 mitochondrial fission regulator 1 [Source:MGI Symbol;Acc:MGI:1914722]

ENSMUSG00000022875 Kngl <104 000 000 022 046 1.00 -0.08  0.77 1.00 kininogen 1 [Source:MGI Symbol;Acc:MGI:1097705]

G00000032898 Fbxo21 -0.85 0.00 0.00 0.26 0.25 1.00 -0.24 0.21 1.00 F-box protein 21 [Source:MGI Symbol;Acc:MG1:1924223]
ENSMUSG00000025016 Tm9sf3 038 000 000 021 001 010 013  0.15 1.00 transmembrane 9 superfamiy member 3 [Source:MGI Symbol:Acc:MGI:1914262]

G00000006269 Atp6vibl -0.73 0.00 0.00 0.24 0.17 1.00 -0.02 0.93 1.00 ATPase, H+ transporting, lysosomal V1 subunit B1 [Source:MGI Symbo\ Acc:MGI:103285]
ENSMUSG00000025728 Pigq 044 000 000 020 004 045 000 100 1.00 glycan anchor class Q Symbol; 11333114
ENSMUSG00000016252 AtpSe -0.56 0.00 0.00 0.31 0.00 0.05 0.06 0.65 1.00 ATP synthase, H+ transporting, mitochondrial F1 complex, epsilon subunit [Source:MGI Symbol;Acc:MGI:1855697]
ENSMUSG00000021615 Xrccd 253 000 000 074 042 1.00 -0.02 100 1.00 X-ray repair complementing defective repair in Chinese hamster cells 4 [Source:MGI Symbol:Acc:MGI:1333799]

G00000086600 CO30005K06Rik -1.70 0.00 0.00 0.93 0.05 055 0.04 1.00 1.00 RIKEN cDNA C030005K06 gene [Source:MGI Symbol;Acc:MG1:1925945]

ENSMUSG00000005417 Mprip 044 000 000 018 005 053 -0.13  0.19 1.00 myosin phosphatase Rho interacting protein [Source:MGI Symbol:Acc:MGI:1349438)
MUSG00000017412 Cacnb4 -1.29 0.00 0.00 0.29 0.42 1.00 -0.03 1.00 1.00 calcium channel, voltage-dependent, beta 4 subunit [Source:MGI Symbol;Acc:MGI:103301]
ENSMUSG00000064346 mt-Tw 2197 000 000 -159  0.00 0.00 0.3  0.82 1.00 mitochondrially encoded tRNA tryptophan [Source:MGI Symbol;Acc:MG1:102471]
ENSMUSG00000051355 Commd1l -0.65 0.00 0.00 0.06 0.76 1.00 0.00 1.00 1.00 COMM domain containing 1 [Source:MGI Symbol;Acc:MG1:109474]
ENSMUSG00000036792 Mbd5 175 000 000 078 0.2 090 006  0.92 1.00 methyl-CpG binding domain protein 5 [Source:MGI Symbol;Acc:MGI:2138934]

G00000029650 Slc46a3 -1.74 0.00 0.00 0.59 0.32 1.00 024 0.47 1.00 solute carrier family 46, member 3 [Source:MGI Symbol;Acc:MG1:1918956]

ENSMUSG00000022338 Eny2 070 000 000 024 0.6 1.00 009  0.59 1.00 enhancer of yellow 2 homolog (Drosophila) [Source:MGI Symbol;Acc:MGI:1919286]
ENSMUSG00000005514 Por -0.42 0.00 0.00 0.08 0.37 1.00 0.10 0.35 1.00 P450 (cytochrome) oxidoreductase [Source:MGI Symhnl /Acc:MGI:97744]

ENSMUSG00000032006 Pdgfd 178 000 000 037 060 1.00 -0.09  0.91 1.00 platelet-derived growth factor, D Symbol; :1919035]
ENSMUSG00000024228 Nudt12 -0.73 0.00 0.00 0.25 0.16 1.00 0.05 0.77 1.00 nudix (nucleoside diphosphate linked moiety X)-type motif 12 [Source:MGI Symbol;Acc:MG1:1915243]
ENSMUSG00000043300 B3galntl 204 000 000 036 068 1.00 -0.05 100 1.00 UDP-GalNAc: beta 1, 1 :MGI Symbol;Acc:MGI:1349405]
ENSMUSG00000087303 Lipo2 -2.08 0.00 0.00 0.34 0.66 1.00 0.04 1.00 1.00 lipase, member O2 [Source:MGI Symbol;Acc:MG1:3644466]

ENSMUSG00000071528 Usmgs 058 000 000 032 001 014 015 0.26 1.00 upregulated during ske\ela\ muscle growth 5 [Source:MGI Symbo\ Acc:MGI:1891435]
ENSMUSG00000031483 Erlin2 -0.49 0.00 0.00 0.23 0.04 041 0.08 0.51 1.00 ER lipid raft Symbol; : 15]

ENSMUSG00000020990 Cdkil 064 000 000 031 004 043 -025 0.0 1.00 cyclin-dependent klnaser\lke 1 (CDC2-related kinase) [Source.MGl Symbol:Acc:MG:1918341]
ENSMUSG00000082884 Gm13339 -0.32 0.00 0.00 017 0.01 013 0.24 0.00 0.56 predicted gene 13339 [Source:MGI Symbol;Acc:MGI:3650221]

ENSMUSG00000029823 Luc7I2 046 000 000 026 001 015 003 081 1.00 LUCT-like 2 (S. :MGI Symbol; :2183260]

ENSMUSG00000084799 Gm11602 -0.79 0.00 0.00 0.37 0.06 056 0.12 0.52 1.00 predicted gene 11602 [Source:MGI Symbol;Acc:MGI:3651861]

ENSMUSG00000026526 Fhl 042 000 000 026 000 0.05 008 041 100 fumarate hydratase 1 [Source MG Symbol:Acc:MGI:95530]

ENSMUSG00000029534 St7 -1.73 0.00 0.00 0.73 0.15 1.00 0.06 0.92 1.00 of i Symbol;Acc:MGI:1927450]

ENSMUSG00000046314 Stxbp6 <127 000 000 087 001 010 -0.05 0.93 1.00 syntaxin binding protein 6 (am\syn) [Source:MGI Symbol:Acc:MGI:2384963]
ENSMUSG00000055805 Fmnl1 -0.63 0.00 0.00 0.28 0.05 055 0.24 0.09 1.00 formin-like 1 [Source:MGI Symbol;Acc:MG1:1888994]

ENSMUSG00000024180 Tmem8 043 000 000 028 000 006 022 005 1.00 protein 8 (five g domains) : mbol; 1926283]
ENSMUSG00000072432 Gm10358 -0.33 0.00 0.00 017 0.01 017 0.00 0.98 1.00 predicted gene 10358 [Source:MGI Symbal /Acc:MGI:3708786]

ENSMUSG00000028136 Srx27 060 000 000 031 003 037 019  0.18 1.00 sorting nexin family member 27 [Source:MGI Symbol:Acc:MGI:1923992]

ENSMUSG00000029161 Cgrefl -0.48 0.00 0.00 0.15 0.16 1.00 -0.06 0.63 1.00 cell growth regulator with EF hand domain 1 [Source:MGI Symbol;Acc:MGI:1915817]
ENSMUSG00000081933 Gm14767 180 000 000 110 002 026 024 052 100 predicted gene 14767 [Source:MGI SymbolAcc:MGI:3705402]

ENSMUSG00000020857 Nme2 -0.42 0.00 000 017 0.01 021 0.01 0.95 1.00 kinase 2 | Symbol;Acc:MGI:97356]
ENSMUSG00000028944 Prkag2 098 000 000 053 003 038 -0.18  0.43 1.00 protein kinase, AMP-activated, gamma 2 non-catalytic subunit [Source:MGI Symbol;Acc:MGI:1336153]
ENSMUSG00000067206 Lrrc66 -1.28 0.00 0.00 0.58 0.09 0.75 -0.26 0.41 1.00 leucine rich repeat containing 66 [Source:MGI Symbol;Acc:MGI:2387634]

ENSMUSG00000033769 Exoch 150 000 000 028 066 1.00 004 100 1.00 exacystcomplex [} :MGI Symbol; :1923164]

ENSMUSG00000022490 Ppplria 061 000 000 002 095 1.00 -008 058 1.00 protein phosphatase 1, regulatory (inhibitor) subunit 1A [Source:MGI Symbol;Acc:MGI:1889595]
ENSMUSG00000002365 Snx9 064 000 000 025 0.1 084 -0.03  0.86 1.00 sorting nexin 9 [Source:MGI Symbol:Acc:MGI:1913866]

ENSMUSG00000041248 Kcnjl -0.46 0.00 0.00 0.08 0.50 1.00 0.04 0.72 1.00 potassium inwardly-rectifying channel, subfamily J, member 1 [Source:MGI Symbol;Acc:MG1:1927248]
ENSMUSG00000003559 As3mt 070 000 000 038 003 036 -0.03 092 1.00 arsenic (+3 oxidation state) [Source:MGI SymbolAcc:MG1:1929882]
ENSMUSG00000042271 Nxt2 -0.70 0.00 0.00 0.31 0.08 0.70 0.06 0.77 1.00 nuclear transport factor 2-like export factor 2 [Source:MGI Symbol;Acc:MGI:2147914]
ENSMUSG00000031891 Hsd11b2 052 000 000 031 001 012 -0.06  0.64 1.00 11-beta 2 :MGI Symbol; :104720]
ENSMUSG00000029864 Gstkl 076 000 000 044 002 028 -011 057 1.00 glutathione S-transferase kappa 1 [Source:MGI Symbol:Acc:MGI:1923513]

ENSMUSG00000093245 SNORDS9 048 000 000 022 005052 011  0.35 1.00 Small nucleolar RNA SNORDSO [Source:RFAM;Acc:RF00273]

ENSMUSG00000021000 CtageS 038 000 000 014 008 072 007 048 1.00 CTAGE family, member 5 [Source:MGI Symbol:Acc:MGI:1346056]

ENSMUSG00000026185 Igfbps 065 000 000 -004 071 1.00 -0.18  0.27 1.00 insulin-like growth factor binding protein 5 [Source:MGI Symbol:Acc:MGI:96440]
ENSMUSG00000028834 Trim63 <167 000 000 074 012 090 003 100 1.00 tripartite motif-containing 63 [Source:MGI Symbol:Acc:MGI:2447992]

ENSMUSG00000021327 Zkscan3 063 000 000 020 019 1.00 000 100 1.00 zinc finger with KRAB and SCAN domains 3 [Source:MGI Symbol:Acc:MGI:1919989]
ENSMUSG00000038624 Nepn <141 000 000 082 003 033 -028 043 1.00 nephrocan [Source:MGI Symbol;Acc:MGI:1913900]

ENSMUSG00000028618 Tmems9 036 000 000 020 001 014 003 075 1.00 transmembrane protein 59 [Source:MGI SymbolAcc:MGI:1929278]

ENSMUSG00000028488 Shagl2 4154 000 000 042 037 100 004 100 1.00 SH3-domain GRB2-like 2 [Source:MGI Symbol:Acc:MGI:700009]

ENSMUSG00000092470 Gm20518 -054 000 000 001 097 100 -0.04 0.1 100 predicted gene 20518 [Source:MGI SymbolAce:MGI:5141983]

ENSMUSG00000016427 Ndufal 058 000 000 029 003 037 010 046 1.00 NADH 1alpha 1 [Source:MGI Symbol:Acc:MGI:1929511]
ENSMUSG00000080994 Gm13464 035 000 000 017 002 031 -0.02 082 1.00 predicted gene 13464 [Source:MGI Symbol:Acc:MGI:3649845]

ENSMUSG00000091498 Mpcl-ps 046 000 000 026 001 018 007 054 1.00 mitochondrial pyruvate carrier 1, pseudogene [Source:MGI Symbol:Acc:MGI:3781628]
ENSMUSG00000054823 Whsclil 061 000 000 038 001012 011 043 1.00 Wolf-Hirschhor syndrome candidate 1-fike 1 (human) [Source:MGI Symbol:Acc:MGI:2142581]
ENSMUSG00000027761 Aadac 058 000 000 036 001 015 -0.04 079 1.00 arylacetamide deacetylase (esterase) [Source:MGI Symbol;Acc:MGI:1915008]
ENSMUSG00000041945 Mfsd9 118 000 000 065 005 049 003  0.93 1.00 major facilitator superfamily domain containing 9 [Source:MGI Symbol:Acc:MGl:2443548]
ENSMUSG00000022329 Stk3 184 000 000 060 038 1.00 023 052 1.00 serinefthreonine kinase 3 [Source:MGI Symbol;:Acc:MGI:1928487]

ENSMUSG00000020150 Gamt 150 000 0.00 041 047 1.00 -0.40  0.24 1.00 :MGI Symbol; :1098221]
ENSMUSG00000025138 Sirt7 069 000 000 015 043 1.00 -0.05 0.76 1.00 sirtuin 7 (silent mating type information regulation 2, homolog) 7 (S. cerevisiae) [Source:MGI Symbol:Acc:MGI:2385849]
ENSMUSG00000018126 Baiap2i2 055 000 000 028 004 040 -0.14 033 1.00 BAll-associated protein 2-like 2 [Source:MGI Symbol:Acc:MGI:2652819]

ENSMUSG00000029207 Apbb2 090 000 000 058 001 016 018  0.37 1.00 amyloid beta (Ad) precursor protein-binding, family B, member 2 [Source:MGI Symbol;Acc:MGI:108405]
ENSMUSG00000058444 Map2ks 137 000 000 085 002 025 003 100 1.00 mitogen-activated protein kinase kinase 5 [Source:MGI Symbol:Acc:MGI:1346345]
ENSMUSG00000096438 CH36-22E6.1  -0.32  0.00 000 017 001 012 001  0.88 1.00 0

ENSMUSG00000024639 Gnag 088 000 000 061 000 008 009  0.70 1.00 guanine nucleotide binding protein, alpha q Symbol:Acc:MGI:95776]
ENSMUSG00000060227 Cascd 066 000 000 041 001 015 029  0.05 1.00 cancer susceptibility candidate 4 [Source:MGI Symbol:Acc:MGI: 2443129]

ENSMUSG00000057133 Chd6 074 000 000 049 001 014 -0.01 100 1.00 chromodomain helicase DNA binding protein 6 [Source:MGI Symbol:Acc:MGI:1918639]
ENSMUSG00000097930 AC132389.1 299 000 000 08 073 1.00 -052 031 1.00 0

ENSMUSG00000026627 Tmem206 111 000 000 034 026 1.00 -028  0.28 1.00 transmembrane protein 206 [Source:MGI Symbol:Acc:MGI:1914200]

ENSMUSG00000034762 Glis1 <160 000 000 099 002 030 -0.07 091 1.00 GLIS family zinc finger 1 [Source:MGI Symbol:Acc:MGI:2386723]

ENSMUSG00000064225 Pagrd 099 000 000 015 058 1.00 013  0.57 1.00 progestin and adipoQ receptor family member IX [Source:MGI Symbol:Acc:MGI:1922802]
ENSMUSG00000003316 Glgl 043 000 000 021 003 038 014  0.23 1.00 golgi apparatus protein 1 [Source:MGI Symbol:Acc:MGI:104967]

ENSMUSG00000034566 AtpSh 042 000 000 022 001 018 009  0.42 1.00 ATP synthase, H+ transporting, mitochondrial FO complex, subunit d [Source:MGI Symbol:Acc:MG1:1918929]
ENSMUSG00000058248 Kenhl 394 000 000 083 100 1.00 -001  1.00 1.00 potassium voltage- galed channel, subfamily H (eag-related), member 1 [Source:MGI Symbol;Acc:MGI:1341721]
ENSMUSG00000030657 Xyltl 331 000 000 153 020 1.00 010 100 1.00 Symbol:Acc:MGI:2451073]

ENSMUSG00000028600 Podn 099 000 000 038 0.8 1.00 -0.04 0.88 1.00 podocan [Source: MGI Symbol; Acc:MGI:2674939]

ENSMUSG00000084854 GM12678 215 000 000 103 013 099 033 038 1.00 predicted gene 12678 [Source:MGI Symbol:Acc:MGI:3650923]

ENSMUSG00000024644 Cndp2 043 000 000 010 003 037 031 004 1.00 CNDP dipeptidase 2 (metallopeptidase M20 family) [Source:MGI Symbol;Acc:MGI:1913304]
ENSMUSG00000064778 SNORDS9 051 000 000 030 001019 007 057 1.00 Small nucleolar RNA SNORDSS [Source:RFAM;AcC:RF00273]

ENSMUSG00000038368 BC057079 167 000 000 -015 100 1.00 -0.09  0.91 1.00 cDNA sequence BCO57079 [Source:MGI Symbol;Acc:MGI:2676921]

ENSMUSG00000025867 Cpix2 161 000 000 064 021 1.00 007 091 1.00 complexin 2 [Source:MGI Symbol:Acc:MGI:104726]

ENSMUSG00000025418 Bsnd 078 000 000 014 052 1.00 -0.16  0.39 1.00 Bartter syndrome, infantile, with sensorineural deafness (Barttin) [Source:MGI Symbol:Acc:MGI:2153465]
ENSMUSG00000028601 Echdc2 047 000 000 018 0.1 0.85 -0.04 0.75 1.00 enoyl Coenzyme A hydratase domain containing 2 [Source:MGI Symbol:Acc:MGI:1289238]
ENSMUSG00000052428 Tmcol 052 000 000 028 003 032 002 089 1.00 transmembrane and coiled-coil domains 1 [Source:MGI Symbol:Acc:MGI:1921173]
ENSMUSG00000090098 Alms1-ps2 151 000 000 094 003 036 035 0.20 1.00 Alstrom syndrome 1, pseudogene 2 [Source:MGI Symbol:Acc:MGI:3779593]
ENSMUSG00000038879 Nipal2 094 000 000 056 002 030 005 0.89 1.00 NIPAlike domain containing 2 [Source:MGI Symbol;Acc:MGI:1924488]

ENSMUSG00000021619 Atg10 293 000 000 055 073 1.00 003 100 1.00 autophagy related 10 [Source:MGI Symbol:Acc:MGI:1914045]

ENSMUSG00000035305 Rorl 272 000 000 125 0.5 100 -0.15  0.88 1.00 receptor tyrosine kinase-like orphan receptor 1 [Source:MGI Symbol:Acc:MGI:1347520]
ENSMUSG00000079360 Gm3839 035 000 000 017 003 034 -0.0L  0.89 1.00 predicted pseudogene 3839 [Source:MGI Symbol;Acc:MGI:3782011]

ENSMUSG00000036565 Ttyh3 087 000 000 033 0.6 1.00 -0.07  0.79 1.00 tweety homolog 3 (Drosophila) [Source:MGI Symbol:Acc:MGI 1925589]

ENSMUSG00000074892 B3galts 074 000 000 053 000 007 014  0.43 1.00 UDP- beta 13 :MGI Symbol:Acc:MGI:2136878]
ENSMUSG00000021785 Nglyl 074 000 000 037 006 058 001  0.96 1.00 N-glycanase 1 [Source:MGI Symbol;Acc:MGI:1913276]

ENSMUSG00000001521 Tulp3 073 000 000 007 078 1.00 023  0.21 1.00 tubby-like protein 3 [Source:MGI Symbol;Acc:MGI:1329045]

ENSMUSG00000097148 GAPDH 035 000 000 017 001 020 000 099 1.00 GAPDH [Source:UniProtkB/TrEMBLIACC:Q2VWQ4]

ENSMUSG00000078967 Gm3272 031 000 000 017 001 010 002 086 1.00 predicted pseudogene 3272 [Source:MGI Symbol;Acc:MGI:3781450]

ENSMUSG00000048538 Gm9826 086 000 000 041 007 067 007 074 1.00 predicted gene 9826 [Source:MGI Symbol:Acc:MGI:3642725]

ENSMUSG00000034258 Mfsd7c 138 000 000 027 058 1.00 -054  0.09 1.00 major facilitator superfamily domain containing 7C [Source:MGI Symbol:Acc:MGI:2384974]
ENSMUSG00000020422 Tns3 050 000 000 024 004 047 -0.04 076 1.00 tensin 3 [Source:MGI Symbol:Acc:MGI:2443012]

ENSMUSG00000031930 Wwp2 068 000 000 045 001 016 -0.07  0.75 1.00 WW domain containing E3 ubiquitin protein ligase 2 [Source:MGI Symbol;Acc:MGI:1914144]
ENSMUSG00000033726 Emxl 099 000 000 049 007 067 -002 100 1.00 empty spiracles homeobox 1 [Source:MGI Symbol:Acc:MGI:95387]

ENSMUSG00000029270 Famé9a 075 000 000 017 041 1.00 -0.17  0.36 1.00 family with sequence similarity 69, member A [Source:MGI Symbol:Acc:MGI:1914516]
ENSMUSG00000019312 Grb7 052 000 000 035 001 010 -0.15  0.20 1.00 growth factor receptor bound protein 7 [Source:MGI Symbol:Acc:MGI:102683]
ENSMUSG00000009545 Kengl 134 000 000 040 036 1.00 -0.02 100 1.00 potassium voltage-gated channel, subfamily Q, member 1 [Source:MGI Symbol:Acc:MGI:108083]
ENSMUSG00000060579 Fhit -454 000 000 062 100 1.00 -0.02 100 1.00 fragile histidine triad gene [Source:MGI Symbol:Acc:MGI:1277947]

ENSMUSG00000009681 Bcr 079 000 000 029 020 1.00 -0.08 0.1 1.00 breakpoint cluster region [Source:MGI Symbol:Acc:MGI:88141]

ENSMUSG00000060923 Acyp2 133 000 000 071 004 045 -0.04 093 1.00 acylphosphatase 2, muscle type [Source:MGI Symbol;Acc:MGI:1922822]

ENSMUSG00000005320 Fgfr4 067 000 000 044 001 014 004 081 1.00 fibroblast growth factor receptor 4 [Source:MGI Symbol:Acc:MGI:95525]

ENSMUSG00000037071 Scdl -0.63 0.00 0.00 -0.14 0.32 1.00 0.5 0.83 1.00 stearoyl-Coenzyme A 1 [Source:MGI Symbol;
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glycan anchor class K Symbol:Acc:MGI:1913863]

0

B cell 11B | Symbol; :1929913]

immunoglobulin-like domain containing receptor 2 [Source:MGI Symbol:Acc:MGI:1196370]

solute carrier family 1 (glial high affinity glutamate transporter), member 2 [Source:MGI Symbol;Acc:MGI:101931]

cytochrome P450, family 2, subfamily f, polypeptide 2 [Source:MGI Symbol:Acc:MGI:88608]
enoyl Coenzyme A hydratase domain containing 3 [Source:MGI Symbol:Acc:MG1:1915106]
nuclear transcription factor-Y gamma [Source:MGI Symbol:Acc:MGI:107901]
transferrin receptor [Source:MGI Symbol:Acc:MG1:98822)
protein kinase inhibitor beta, CAMP dependent, testis specific [Source:MGI Symbol:Acc:MGI:101937]
RIKEN cDNA 1110031102 gene [Source:MGI Symbol;Acc:MG:1913429]
IscU iron-sulfur cluster scaffold homolog (E. coli) [Source:MGI Symbol:Acc:MGI:1913633]
FIG4 homolog (S. cerevisiae) [Source:MGI Symbol:Acc:MG1:2143585]
transmembrane protein 56 [Suurce MG Symbol:Acc:MGI:1923195]
Rhesus blood group :MGI Symbol:Acc:MGI:1888517)
ATP-binding cassette, sub-famny D (ALD), member 4 [Source:MGI Symbol:Acc:MGI:1349217]
tetraspanin 9 [Source:MGI Symbol;Acc:MGI:1924558]
NADH dehydrogenase (ubiquinone) Fe-S protein 8 [Source:MGI Symbol:Acc:MGI:2385079)]
Nedd4 family interacting protein 1 [Source:MGI Symbol;Acc:MGI:1929601]
fibroblast growth factor receptor substrate 3 [Source:MGI Symbol:Acc:MGI:2135965]
LYR motif containing 5 [Source:MGI Symbol;Acc:MGI:1914886]

lipase :MGI Symbol; :1346042]
methionyl type 1D Symbol;Acc:MGI:1913809]
thioredoxin domain containing 16 [Source:MGI Symbol;Acc:MGI:1917811]
predicted pseudogene 3222 [Source:MGI Symbol;Acc:MGI:3781401]
suppressor of Ty 3 homolog (S Symbol;Acc:MGI:1923723]

Symbol:Acc:MGI:2179733]
ELKS/RABS-interacting/CAST family member 1 [Source:MGI Symbol:Acc:MGI:2151013]
integrator complex subunit 2 [Source:MGI Symbol:Acc:MGI:1917672)
transcription factor Dp 2 [Source:MGI Symbol:Acc:MGI:107167)
CDKS regulatory subunit associated protein 1-like 1 [Source:MGI Symbol;Acc:MGI:1921765]
erythrocyte protein band 4.1-like 3 [Source:MGI Symbol;Acc:MGI:103008]
zinc and ring finger 2 [Source:MGI Symbol:Acc:MGI:1196246]
ATP5S-like [Source:MGI Symbol;Acc:MGI:1913599]
adisintegrin and metallopeptidase domain 9 (meltrin gamma) [Source:MGI Symbol:Acc:MGI:105376]
ATPase, class Il, type 9B [Source:MGI SymbolAcc:MGI:1354757]
NHS-like 2 [Source:MGI Symbol;Acc:MGI:3645090]

delta-, Symbol;

0
leuci Ik regulator, 1 Symbol:Acc:MGI:1914113)
myctubularin related protein 12 [Source:MGI Symbol:Acc:MGI:2443034]

23 :MGI Symbol:Acc:MGI:2142489)
DNA segment, Chr 18, ERATO Doi 653, expressed [Source:MGI Symbol:Acc:MGI:1277150]
calcium/calmodulin-dependent serine protein kinase (MAGUK famiy) [Source:MGI Symbol;Acc:MGI:1309489]
alpha-1.4-N [Source:MGI Symbol; :2143261]
abhydrolase domain containing 14A [Source:MGI SymbolAcc:MGI:1915894]
predicted gene 15373 [Source:MGI Symbol:Acc:MGI:3707583]
RIKEN cDNA 2410015M20 gene [Source:MGI Symbol:Acc:MG1:2442174]
CAMP element binding protein-like 2 Symbol:Acc:MGI:1889385]
cytoplasmic polyadenytation element binding protein 4 [Source:MGI Symbol;Acc:MGI:1914829]
BTB and CNC homology 2 [Source:MGI Symbol;Acc:MG1:894679]
predicted gene 20538 [Source:MGI SymbolAcc:MGI:5142003]

1 (Drosophila) :MGI Symbol:Acc:MGI:1
EGL nine homolog 1 (C. elegans) [Source:MGI Symbol;Acc:MGI:1932286]
nischarin [Source:MGI Symbol:Acc:MGI:1928323)
predicted gene 15370 [Source:MGI SymbolAcc:MGI:3707467]
predicted gene 15372 [Source:MGI Symbol:Acc:MGI:3707469]
cytochrome ¢ oxidase, subunit VIb polypeptide 1 [Source:MGI Symbol:Acc:MGI:107460]
predicted pseudogene 10108 [Source:MGI Symbol:Acc:MGI:3642431]
dystrobrevin, beta [Source:MGI Symbol:Acc:MGI:1203728)
iron-sulfur cluster assembly 1 homolog (S. cerevisiae) [Source: MG Symbol:Acc:MGI:1916296]

TRM2 tRNA 2 homolog B (S. Symbnl Acc:MGI:2442530]
of inner brane 9 [Source:MGI Symbol; 53436]

vacuolar protein sorting 53 (yeast) [Source:MGI Symbol;Acc:MGI:1915549]

RIKEN cDNA gene :MGI Symbol;Acc:MGI:3612486]

potassium voltage-gated channel, subfamily G, member 1 [Source:MGI Symbol;Acc:MG:3616086]
LIM domain and actin binding 1 [Source:MGI Symbol:Acc:MGI1:1920992]

GH regulated TBC protein 1 [Source:MGI Symbol;Acc:MGI:1914040]

Obg-like ATPase 1 [Source:MGI Symbol:Acc:MGI:1914309]

solute carrier family 39 (metal ion transporter), member 8 [Source:MGI Symbol;Acc:MGI:1914797]

La ribonucleoprotein domain family, member 4B [Source:MGI Symbol;Acc:MGI:106330]

predicted gene 13502 [Source:MGI Symbol;Acc:MGI:3649894]

leucine rich repeat containing 16A [Source:MGI Symbol:Acc:MG:1915982]

growth hormone inducible transmembrane protein [Source:MGI Symbol;Acc:MGI:1913342]
CAP-GLY domain containing linker protein family, member 4 [Source:MGI Symbol:Acc:MGI:1919100]
phosphofructokinase, muscle [Source:MGI Symbol;Acc:MGI:97548]

kinase insert domain protein receptor [Source:MGI Symbol:Acc:MGI:96683]

pleckstrin homology domain containing, family B (evectins) member 2 [Source:MGI Symbol;Acc:MGI:2385825]
metallophosphoesterase domain containing 1 [Source:MGI Symbol;Acc:MGI:106316]

secretion regulating guanine nucleotide exchange factor [Source:MGI Symbol:Acc:MGI:1351630]
RIKEN cDNA C130074G19 gene [Source:MGI Symbol:Acc:MGI:2444831]

OCIA domain containing 2 [Source:MGI Symbol:Acc:MGI:1916377]

suppressor of cancer cell invasion [Source:MGI Symbol:Acc:MGI:2443716]

protein disulfide isomerase associated 6 [Source:MGI Symbol:Acc:MGI:1919103]

solute carrier family 41, member 2 [Source:MGI Symbol:Acc:MG1:2442940]

Symbol:Acc:MGI:1914304]

v-erb-b2 erythroblastic leukemia viral oncogene homolog 2, neuro/glioblastoma derived oncogene homolog (avian) [Source:MGI Symbol; Acc:MG1:95410]

Fas-associated factor 1 [Source:MGI Symbol:Acc:MGI:109419]
claudin 8 [Source:MGI Symbol;Acc:MGI:1859286]
furry homolog-like (Drosophila) [Source:MGI SymbolAcc:MGI:1919563]
cordon-bleu [Source:MGI Symbol;Acc:MGI: 105056]
ribosomal protein L3 [Source:MGI Symbol;Acc:MGI:1351605]
malonyl-CoA decarboxylase [Source:MGI Symbol:Acc:MGI:1928485]
predicted gene 16537 [Source:MGI Symbol:Acc:MG1:4414957)
beta-transducin repeat containing protein [Source:MGI Symbol;Acc:MGI:1338871]
secernin 3 [Source:MGI SymbolAcc:MGI:1921866]
fatty acid binding protein 3, muscle and heart [Source:MGI Symbol:ACC:MGI95476]
protein B :MGI Symbol; 6]
solute carrier family 43, member 2 [Source:MGI Symbol;Acc:MG1:2442746]
solute carrier family 25 (mitochondrial carrier, Aralar), member 12 [Source:MGI Symbol:Acc:MGI:1926080]
LETM1 domain containing 1 [Source:MGI Symbol;Acc:MGI:1915864]
predicted pseudogene 10291 [Source:MGI Symbol:Acc:MGI:3641638]
mahogunin, ring finger 1 [Source:MGI Symbol;Acc:MGI:2447670]
nuclear prelamin A recognition factor [Source:MGI Symbol:Acc:MGI:1914858]
SRC kinase signaling inhibitor 1 [Source:MGI Symbol:Acc:MGI:1933179]
2 :MGI Symbol:Acc:MGI:108388]

angiotensin Il receptor, type 1a [Source:MGI Symbol;Acc:MGI:87964]

protein 150A Symbol;Acc: 44]
hydroxy-delta-5-steroid dehydrogenase, 3 beta- and steroid delta-isomerase 6 [Source:MGI Symbol:Acc:MGI:109598]
predicted gene 15369 [Source:MGI Symbol:Acc:MGI:3707466]
predicted gene 15374 [Source:MGI Symbol:Acc:MGI:3707463]
predicted gene 15371 [Source:MGI Symbol:Acc:MGI:3707464]
prohibitin [Source:MGI Symbol:Acc:MGI:97572)
PHD finger protein 17 [Source:MGI Symbol;Acc:MGI:1925835]
stromal membrane-associated protein 1 [Source:MGI Symbol;Acc:MGI:2138261]
zinc finger protein 618 [Source:MGI Symbol:Acc:MG:1919950]
alanyl-RNA synthetase domain containing 1 [Source:MGI Symbol;Acc:MGI:1916934]
superkiller viralicidic activity 2-like 2 (S. cerevisiae) [Source:MGI Symbol:Acc:MGI:1919448]
RIKEN cDNA 3632451006 gene [Source:MGI Symbol;Acc:MG1:1914669]
RIKEN cDNA 2410066E13 gene [Source:MGI Symbol;Acc:MGI:1915485]
PH domain and leucinerich epeat protein phosphatase 1 [Source:MOI Symbol:Acc: MGI:2138327]

ww d :MGI Symbol:Acc:MGI:1931237]
conserved helix- Icop -helix ubiquitous Kinase [Source:MG! SymbolAcc: MG 99484]
serine small subunit A Symbol;Acc:MGI:1913399]

StAR-related lipid transfer (START) domain containing 4 [Source:MGI Symbol;Acc:MG1:2156764]
START domain containing 7 [Source:MGI Symbol;Acc:MGI:2139090]

glucagon receptor [Source:MGI SymbolAcc:MGI:99572]

7SK RNA [Source:RFAM;Acc:RF00100]

predicted pseudogene 10293 [Source:MGI Symbol;Acc:MGI:3704216]

family with sequence similarity 20, member C [Source:MGI Symbol;Acc:MGI:2136853]

autophagy related 7 [Source:MGI Symbol;Acc:MGI:1921494]

mitochondrial carier triple repeat 1 [Source:MGI Symbol:Acc:MGI:2684984]

solute carrier family 17 (anion/sugar transporter), member 5 [Source:MGI Symbol; Acc:MGI:1924105]
calcium binding and coiled coil domain 1 [Source:MGI Symbol:Acc:MGI:1914738]

predicted gene 17029 [Source:MGI Symbol;Acc:MG1:4937856]

5-nucleotidase domain containing 1 [Source:MGI Symbol:Acc:MGI:2442446]

GLIS family zinc finger 2 [Source:MGI Symbol:Acc:MG:1932535]

CDC-like kinase 1 [Source:MGI Symbol:Acc:MGI:107403]

Small nucleolar RNA SNORA17 [Source:RFAM; Acc:RF00560]

predicted gene 16277 [Source:MGI Symbol:Ace:MGI:3826543]



ENSMUSG00000088456 7SK -2.67 0.00 0.00 133 0.15 1.00 -0.11 0.87 1.00 7SK RNA [Source:RFAM;Acc:RF00100]

ENSMUSG00000028672 Hmgcl 045 000 000 023 004 048 -0.09 048 1.00 3-hydroxy-3-methylglutaryl-Coenzyme A lyase [Source:MGI Symbol:Acc:MGI:96158]
ENSMUSG00000037818 3110057012Rk -1.08 ~ 0.00 0.00 059 007 066 0.0  0.73 1.00 RIKEN cDNA 3110057012 gene [Source:MGI Symbol:Acc:MGI:1915468]
ENSMUSG00000039878 Slc39a5 095 000 000 053 006 060 011  0.69 1.00 solute carrier family 39 (metal ion transporter), member 5 [Source:MGI SymbolAcc:MGI:1919336]
ENSMUSG00000068115 Ninl 078 000 000 020 039 1.00 -0.11  0.63 1.00 ninein-like [Source:MGI Symbol:Acc:MGI:1925427)

ENSMUSG00000021748 Pdhb 2040 000 000 021 005051 008 048 1.00 pyruvate beta Symbol:Acc:MGI:1915513]
ENSMUSG00000028036 Ptgfr <134 000 000 061 0.3 099 000 100 100 prostaglandin F receptor [Source:MGI Symbol:Acc:MGI:97796]

ENSMUSG00000061718 Ppplrib 063 000 000 021 025 100 -025 0.23 1.00 protein phosphatase 1, regulatory (inhibitor) subunit 1B [Source:MGI Symbol:Acc:MG1:94860]
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x 0.00 031 0.02 0.26 -0.04 0.79 1.00 all-trans retinoic acid induced differentiation factor [Source:MGI Symbol;Acc:MG1:1918918]
ENSMUSG00000073067 9130019P16Rik  -2.00 0.00 0.00 061 0.48 1.00 0.06 1.00 1.00 RIKEN cDNA 9130019P16 gene [Source:MGI Symbol;Acc:MGI:1918824]

ENSMUSG00000020964 Selll 051 000 000 028 004 044 035 002 1.00 sel-1suppressor of lin-12-like (C. elegans) [Source:MGI Symbol;Acc:MGI:1329016]
ENSMUSG00000042032 Mat2b 051 000 000 022 011 089 001 097 1.00 II, beta Symbol:Acc:MGI:1913667]
ENSMUSG00000034165 Ccnd3 056 000 000 025 0.2 089 -0.04 082 1.00 cyclin D3 [Source:MGI Symbol:Acc:MGI:88315]
ENSMUSG00000080977 Gm13772 053 000 000 026 008 0.71 036 0.0l 1.00 predicted gene 13772 [Source:MGI Symbol:Acc:MGI:3650155]
ENSMUSG00000031216 Stard8 058 000 000 027 010 082 -0.13  0.42 1.00 START domain containing 8 [Source:MGI Symbol:Acc:MGI:2448556]
ENSMUSG00000041765 Ubac2 081 000 000 057 002 022 004 0.89 1.00 ubiquitin associated domain containing 2 [Source:MGI Symbol:Acc:MGI:1916139]
ENSMUSG00000036172 Cd200r3 086 000 000 030 029 1.00 -0.02  0.94 1.00 CD200 receptor 3 [Source:MGI Symbol:Acc:MGI:1921853]
ENSMUSG00000031583 Wrn -1.67 0.00 0.00 0.73 0.22 1.00 0.01 1.00 1.00 Werner syndrome homolog (human) [Source:MGI Symbol;Acc:MG1:109635]
ENSMUSG00000057522 Spop 051 000 000 027 005055 010 053 1.00 speckle-type POZ protein :MGI Symbol; :1343085]
G00000015968 Cacnald -0.60 0.00 0.00 0.46 0.00 0.07 0.06 0.77 1.00 calcium channel, voltage-dependent, L type, alpha 1D subunit [Source:MGI Symbol;Acc:MGI:88293]
ENSMUSG00000081600 Gm12286 031 000 000 016 004 042 -0.01  0.94 1.00 predicted gene 12286 [Source:MGI Symbol:Acc:MGI:3649467]
MUSG00000004319 Clcn3 -0.40 0.00 0.00 0.26 0.01 019 0.23 0.05 1.00 chloride channel 3 [Source:MGI Symbol;Acc:MG1:103555]

ENSMUSG00000040998 Npnt 045 000 000 -015 023 1.00 -0.40  0.01 1.00 nephronectin [Source:MGI Symbol:Acc:MGI:2148811]
ENSMUSG00000024610 Cd74 054 000 000 -016 032 1.00 -0.03 091 1.00 CD74 antigen (invariant polypeptide of major histocompatibility complex, class 11 antig i :MGI Symbol;
ENSMUSG00000060969 Incl 076 000 000 012 069 1.00 002  0.95 1.00 Iroquois related homeobox 1 (Drosophila) [Source:MGI Symbol:Acc:MGI:1197515]

ISMUSG00000045294 Insigl -0.68 0.00 0.00 -0.09 0.72 1.00 -0.08 0.72 1.00 insulin induced gene 1 [Source:MGI Symbol;Acc:MG1:1916289]
ENSMUSG00000026199 Ankzfl 054 000 000 021 0.8 1.00 -0.13  0.43 1.00 ankyrin repeat and zinc finger domain containing 1 [Source:MGI Symbol:Acc:MGI:1098746]

G00000098192 - -0.31 0.00 0.00 0.15 0.05 055 0.01 0.91 1.00 0

ENSMUSG00000057147 Atphd4 <127 000 000 079 004 046 001 100 1.00 ATP binding domain 4 [Source:MGI Symbol;Acc:MGI:1913882]
ENSMUSG00000028343 Erp44 -0.60 0.00 0.00 0.37 0.03 034 021 0.23 1.00 endoplasmic reticulum protein 44 [Source:MGI Symbol;Acc:MG1:1923549]
ENSMUSG00000043998 Mgat2 049 000 000 018 020 1.00 -0.06  0.69 1.00 2 :MGI Symbol:Acc:MGI:2384966]
ENSMUSG00000058809 Gm12141 -0.45 0.00 0.00 0.25 0.04 044 025 0.05 1.00 predicted gene 12141 [Source:MGI Symbol;Acc:MGI:3651246]
ENSMUSGO0000087478 4930506C21Rik -0.43  0.00 0.00 024 004 045 006  0.65 1.00 RIKEN cDNA 4930506C21 gene [Source:MGI Symbol;Acc:MGI:1922310]

ISMUSG00000040188 Scamp2 -0.46 0.00 0.00 0.26 0.04 042 -0.07 0.64 1.00 secretory carrier membrane protein 2 [Source:MGI Symbol;Acc:MGI:1346518]
ENSMUSG00000077497 SNORA26 164 000 000 083 0.1 087 -0.14  0.79 1.00 Small nucleolar RNA SNORA26 [Source:RFAM;Acc:RFO0568]
ENSMUSG00000026656 Fcgr2b -0.67 0.00 0.00 0.36 0.07 063 -0.21 0.29 1.00 Fc receptor, IgG, low affinity IIb [Source:MGI Symbol;Acc:MGI:95499]
ENSMUSG00000061887 Ssbp3 077 000 000 050 003 034 -0.11  0.62 1.00 single-stranded DNA binding protein 3 [Source:MGI Symbol:Acc:MGI:1919725]

ISMUSG00000041594 Tmtc4 -1.06 0.00 0.00 051 0.13 098 0.08 0.86 1.00 transmembrane and tetratricopeptide repeat containing 4 [Source:MGI Symbol;Acc:MG1:1921050]
ENSMUSG00000054312 Mrps21 062 000 000 034 005051 017  0.35 1.00 mitochondrial ribosomal protein S21 [Source:MGI Symbol;Acc:MGI:1913542]

MUSG00000038422 Hdhd3 -0.98 0.00 0.00 0.46 0.16 1.00 -0.04 0.93 1.00 haloacid dehalogenase-like hydrolase domain containing 3 [Source:MGI Symbol;Acc:MG1:1919998]
ENSMUSG00000018566 Slc2ad 098 000 000 030 035 1.00 -0.15  0.61 1.00 solute carrier family 2 (facilitated g\ucose transporter), member 4 [Source: MG SymbolAcc:MGH95758]
ENSMUSG00000090256 Alms1-psl -1.54 0.00 0.00 0.98 0.04 047 033 0.37 1.00 Alstrom syndrome 1, i Symbol;Acc: :3646394]
ENSMUSG00000015536 Mocs2 052 000 000 016 030 1.00 010  0.51 1.00 molybdenum cofactor synthesis 2 [Source MG Symbol:Acc:MGI:1336894]

G00000028532 Cachdl -1.01 0.00 0.00 0.69 0.02 0.24 -0.06 0.93 1.00 cache domain containing 1 [Source:MGI Symbol;Acc:MGI:2444177]
ENSMUSG00000055670 Zzefl 062 000 000 042 002 022 000 100 1.00 zincfinger, ZZ-type with EF hand domain 1 [Source:MGI Symbol:Acc:MGI:2444286]
ENSMUSG00000021990 Spatal3 -0.60 0.00 0.00 0.30 0.09 0.74 -0.27 0.13 1.00 spermatogenesis associated 13 [Source:MGI Symbol;Acc:MG1:104838]
ENSMUSG00000038459 Fam108c 044 000 000 018 014 1.00 -0.11  0.42 1.00 familywith sequence similarity 108, member C [Source:MGI Symbol:Acc:MGI:1917428]
ENSMUSG00000042444 Fam63b -0.53 0.00 0.00 0.23 0.15 1.00 0.04 0.80 1.00 family with sequence similarity 63, member B [Source:MGI Symbol;Acc:MGI:2443086]
ENSMUSG00000035933 Cog5 <120 000 000 052 021 1.00 001  1.00 1.00 component of oligomeric golgi complex 5 [Source:MGI Symbol:Acc:MGI:2145130]
ENSMUSG00000031835 Mbtps1 -0.53 0.00 0.00 0.24 0.12 090 0.01 0.96 1.00 membrane-bound transcription factor peptidase, site 1 [Source:MGI Symbol;Acc:MGI:1927235]
ENSMUSG00000010721 Lmbrl 146 000 000 064 021 1.00 -0.15  0.73 1.00 limb region 1 [Source:MGI Symbol;Acc:MGI:1861746]
ENSMUSG00000041685 Fcho2 -0.44 0.00 0.00 0.29 0.02 024 013 0.31 1.00 FCH domain only 2 [Source:MGI Symbol;Acc:MGI:3505790]
ENSMUSG00000083277 Gm15376 095 000 000 036 024 1.00 -026 031 1.00 predicted gene 15376 [Source:MGI Symbol:Acc:MGI:3707460]
ENSMUSG00000081488 Gm15368 -0.95 0.00 0.00 0.35 0.28 1.00 -0.26 0.31 1.00 predicted gene 15368 [Source:MGI Symbol;Acc:MGI:3707462]
ENSMUSG00000027303 Ptpra 057 000000 036 003 032 -0.03 089 100 protei tyrosine phosphatase, receptor ype. A [Source:MGI SymbokAcc:MG97808]
ENSMUSG00000020003 Pex7 -0.62 0.00 0.00 0.38 0.04 041 0.00 1.00 1.00 factor 7 Symbol;Acc:MG1:1321392]
ENSMUSG00000038481 Cdk19 097 000 000 064 003 037 -0.07 086 1.00 cyclin-dependent kinase 19 [Source:MGI Symbol:Acc:MGI:1925584]
ENSMUSG00000016028 Celsrl -0.89 0.00 0.00 0.75 0.00 007 0.8 0.49 1.00 cadherin, EGF LAG seven-pass G-type receptor 1 (flamingo homo\og, Drosophila) [Source:l MGI Symbnl /Acc:MGI:1100883]
ENSMUSG00000032203 Pigh 060 000 000 031 008 0.72 -0.02 096 1.00 glycan anchor class B Symbol;Acc:MGI:1891
ENSMUSG00000020647 Ncoal -0.79 0.00 0.00 0.62 0.01 013 0.12 0.57 1.00 nuclear receptor coactivator 1 [Source:MGI Symbol;Acc:MGI:1276523]
ENSMUSG00000063015 Ceni 031 000 000 013 0.0 0.80 007  0.47 1.00 cyclin | [Source:MGI Symbol;Acc:MGI:1341077]
ENSMUSG00000038717 Atp5| -0.35 0.00 0.00 0.25 0.00 005 0.14 0.18 1.00 ATP synthase, H+ transporting, mitochondrial FO complex, subunit g [Source:MGI Symbol;Acc:MGI:1351597]
ENSMUSG00000095311 U6 234 000 000 073 055 1.00 -0.08 100 1.00 U spliceosomal RNA [Source:RFAM;AcC:RF00026]
ENSMUSG00000061825 Ces2c -0.39 0.00 0.00 0.05 0.65 1.00 0.10 0.38 1.00 il Symbol;As . 5]
ENSMUSG00000022742 Cpox 045 000 000 009 051 1.00 002 092 1.00 oxmase :MGI Symbol; :104841]
ENSMUSG00000093624 Gm20704 -1.85 0.00 001 101 0.15 1.00 0.10 0.89 1.00 predicted gene 20704 [Source:MGI Symbol;Acc:MGI:5313151]
ENSMUSG00000093687 Gm20637 184 000 001 100 0.5 1.00 009 100 1.00 predicted gene 20637 [Source:MGI Symbol:Acc:MGI:5313084]
ENSMUSG00000067889 Spnb3 -0.59 0.00 001 0.25 0.14 1.00 -0.16 0.38 1.00 spectrin beta 3 [Source:MGI Symbol;Acc:MG1:1313261]
ENSMUSG00000057265 Ccdc176 059 000 001 038 002 031 001  0.96 1.00 coiled-coil domain containing 176 [Source:MGI Symbol:Acc:MGI:1920123]
ENSMUSG00000043531 Sorcsl -3.61 0.00 0.01 059 1.00 1.00 0.81 0.10 1.00 VPS10 domain receptor protein SORCS 1 [Source:MGI Symbo\ Acc:MGI:1929666]
ENSMUSG00000051984 Sec3lb 237 000 001 044 075 1.00 -0.18  0.74 1.00 Sec31 homolog B (S. :MGI Symbol;
ENSMUSG00000029554 Mad1l1 -2.21 0.00 0.01 -0.04 1.00 1.00 -0.03 1.00 1.00 MAD1 mitotic arrest deficient 1-like 1 [Source:MGI Symbol;Acc:MGI:1341857]
ENSMUSG00000077993 AC113244.1 208 000 001 088 024 1.00 011  0.89 1.00 0
ENSMUSG00000020674 Pxdn -1.15 0.00 001 027 0.60 1.00 -0.05 0.92 1.00 peroxidasin homolog (Drosophila) [Source:MGI Symbol;Acc:MG1:1916925]
ENSMUSG00000030249 Abccd -L14 000 001 -0.03 100 100 -020 054 100 ATP-bincing cassette, sub-family C (CFTRIMRP), member 9 [Source:MGI SymbofAcc:MG:1352630]
ENSMUSG00000041779 Tram2 143 000 001 055 026 1.00 014 073 1.00 protein 2 [Source:MGI Symbol;Acc:MGI:1924817)
ENSMUSG00000096810 RP23-30B3.1  -0.32  0.00 001 0.8 003 035 001  0.91 1.00 0
ENSMUSG00000091803 Cox16 082 000 001 043 009 078 002 100 1.00 COXL6 cytochrome c oxidase assembly homolog (S. cerevisiae) [Source:MGI Symbol:Acc:MGI:1913522]
ENSMUSGO0000087904 7SK 134 000 001 075 0.1 087 066  0.03 1.00 7SK RNA [Source:RFAM;Acc:RF00100]
ENSMUSG00000004341 Gpx6 084 000 001 017 053 1.00 -021  0.39 1.00 glutathione peroxidase 6 [Source:MGI Symbol:Acc:MGI:1922762]
ENSMUSG00000052426 Gm9877 2106 000 001 091 000 006 025 033 1.00 predicted gene 9877 [Source:MGI Symbol:Acc:MGI:3708538]
ENSMUSG00000064350 mt-Ty 150 000 001 -068 002 022 013  0.81 1.00 mitochondrially encoded tRNA tyrosine [Source:MGI Symbol;Acc:MGI:102470]
ENSMUSG00000031990 Jam3 099 000 001 037 028 1.00 -0.30  0.31 1.00 junction adhesion molecule 3 [Source:MGI Symbol:Acc:MGI:1933825]
ENSMUSG00000046808 Atp10d 078 000 001 056 002 023 020 031 1.00 ATPase, class V, type 10D [Source:MGI Symbol:Acc:MGI:2450125]
ENSMUSG00000026986 Hnmt 2109 000 001 055 0.1 084 -0.19  0.56 1.00 histamine N-methyltransferase [Source:MGI Symbol;Acc:MGI:2153181]
ENSMUSG00000098111 - 031 000 001 016 005049 002 086 1.00 0
ENSMUSG00000034120 Srsf2 030 000 001 -010 021 1.00 -0.07 049 1.00 h splicing factor 2 mbol:Acc: 84]
ENSMUSG00000035545 Leng8 031 000 001 -006 046 1.00 -026  0.01 1.00 leukocyte receptor cluster (LRC) member 8 [source MGI Symbol:Acc:MGI:2142195]
ENSMUSG00000027167 Elp4 4150 000 001 108 002 029 003 100 1.00 elongation protein 4 homolog (S. cerevisiae) [Source:MGI Symbol;Acc:MGI:1925016]
ENSMUSG00000022099 Epbd.9 047 000 001 036 001 010 -0.04 078 1.00 erythrocyte protein band 4.9 [Source:MGI Symbol:Acc:MGI:99670]
ENSMUSG00000056698 Elmod3 089 000 001 037 0.9 1.00 -0.17 051 1.00 ELMO/CED-12 domain containing 3 [Source:MGI Symbol:Acc:MGI:2445168]
ENSMUSG00000031667 Aktip 046 000 001 025 006 058 -0.07  0.62 1.00 thymoma viral proto-oncogene 1 interacting protein [Source:MGI Symbol;Acc:MGI:3693832]
ENSMUSG00000027253 Lrp4 097 000 001 075 001 014 -025  0.37 1.00 low density lipoprotein receptor-related protein 4 [Source:MGI Symbol:Acc:MGI:2442252]
ENSMUSG00000025092 Hspal2a 096 000 001 023 053 1.00 -026  0.38 1.00 heat shock protein 12A [Source:MGI Symbol;Acc:MGI:1920692]
ENSMUSG00000038496 Slc19a3 2100 000 001 058 009 0.76 -0.20  0.52 1.00 Solute carrier family 19, member 3 [Source:MGI Symbol:Acc:MGI:1931307)
ENSMUSG00000055897 Pppdrll-ps 074 000 001 037 0.1 087 -011  0.63 1.00 protein phosphatase 4, regu\amry subunit 1-like, pseudogene [source MGI Symbol:Acc:MGI:1924560]
ENSMUSG00000024190 Duspl 067 000 001 043 003 035 009  0.68 1.00 dual specificity SymbolAcc
ENSMUSG00000032067 Pts 065 000 001 031 0.2 090 -005 0.85 1.00 6-pyruvoyhtetrahydropterin syr\lhase [Source:MGI SymboliAcc: MGI 1338783]
ENSMUSG00000042988 Notum 081 000 001 032 023 1.00 -026  0.28 1.00 notum pectinacetylesterase homolog (Drosophila) [Source:MGI Symbol;Acc:MG1:1924833]
ENSMUSG00000050608 Minos1 043 000 001 032 001 010 011  0.42 1.00 mitochondrial inner membrane organizing system 1 [Source:MGI Symbol:Acc:MGI:1913628]
ENSMUSG00000039048 Foxred1 068 000 001 032 014 1.00 000 100 1.00 FAD-dependent oxidoreductase domain containing 1 [Source:MGI Symbol:Acc:MGI:2446262)
ENSMUSG00000035776 Cd99i2 068 000 001 053 001013 005 080 1.00 CD99 antigen-like 2 [Source:MGI Symbol:Acc:MGI:2177151]
ENSMUSG00000033423 Eri3 083 000 001 044 0.0 082 -0.14 059 1.00 exoribonuclease 3 [Source:MGI Symbol:Acc:MGI:2153887]
ENSMUSG00000047746 Fbxod0 066 000 001 033 0.1 089 017 037 1.00 F-box protein 40 [Source:MGI Symbol;Acc:MGI:2443753]
ENSMUSG00000022829 Stxbps| 265 000 001 145 023 1.00 012  0.86 1.00 Syntaxin binding protein 5-like [Source:MGI Symbol:Acc:MGI:2443815]
ENSMUSG00000070530 Wfdc16 265 000 001 010 100 1.00 -055  0.44 1.00 WAP four-disulfide core domain 16 [Source:MGI Symbol:Acc:MGI:2670994]
ENSMUSG00000091082 Gm17130 260 000 001 083 073 1.00 026  0.71 1.00 predicted gene 17130 [Source:MGI Symbol:Acc:MGI:4937957]
ENSMUSG00000051671 1810063B05Rik -0.78  0.00 0.01 042 010 082 0.7 044 1.00 RIKEN cDNA 1810063805 gene [Source:MGI Symbol:Acc:MGI:1915142]
ENSMUSG00000052928 Ctif 187 000 001 027 081 1.00 004 100 1.00 CBP80/20-dependent translation initiation factor [Source:MGI Symbol:Acc:MGI:2685518]
ENSMUSG00000070025 Gm10284 031 000 001 015 006 061 001  0.95 1.00 predicted pseudogene 10284 [Source:MGI Symbol:Acc:MGI:3704311]
ENSMUSG00000081984 Dnajb3 091 000 001 033 029 1.00 -027  0.31 1.00 Dnal (Hsp40) homolog, subfamily B, member 3 [Source:MGI Symbol:Acc:MGI:1306822]
ENSMUSG00000022498 Txndc11 070 000 001 036 0.1 08 010 070 1.00 thioredoxin domain containing 11 [Source:MGI Symbol;Acc:MGI:1923620]
ENSMUSG00000033768 Nrxn2 038 000 001 026 001 010 -0.11  0.32 1.00 neurexin Il [Source:MGI Symbol:Acc:MGI:1096362]
ENSMUSG00000019894 Slc6als 092 000 001 049 0.1 089 040  0.10 1.00 solute carrier family 6 (neurotransmitter transporter), member 15 [Source:MGI Symbol:Acc:MGI:2143484]
ENSMUSG00000029925 Thxasl 142 000 001 085 007 062 -052  0.20 1.00 thromboxane A synthase 1, platelet [Source:MGI Symbol:Acc:MGI:98497]
ENSMUSG00000013033 Lphn1 074 000 001 033 0.6 1.00 006  0.78 1.00 latrophilin 1 [Source:MGI Symbol;Acc:MGI:1929461]
ENSMUSG00000020153 Ndufs7 042 000 001 031 001 012 -001  0.92 1.00 NADH dehydrogenase (ubiquinone) Fe-S protein 7 [Source:MGI Symbol:Acc:MGI:1922656]
ENSMUSG00000065594 Mir107 189 000 001 072 038 1.00 005 100 1.00 microRNA 107 [Source:MGI Symbol:Acc:MGI:3619063]
ENSMUSG00000092488 Gm18159 181 000 001 084 029 1.00 000 100 1.00 predicted gene, 18159 [Source:MGI Symbol:Acc:MGI:5010344]
ENSMUSG00000044485 KIk1b11 098 000 001 046 0.4 100 -0.18  0.52 1.00 Kallikrein 1-related peptidase b11 [Source:MGI Symbol;Acc:MGI:892023]
ENSMUSG00000040407 Akapd 056 000 001 043 001 012 007 0.70 1.00 Akinase (PRKA) anchor protein (yotiao) 9 [Source:MGI Symbol:Acc:MGI:2178217)
ENSMUSG00000074661 Pdedd 4158 000 001 108 003 039 -0.06 100 1.00 phosphodiesterase 4D, cAMP specific [Source:MGI Symbol:Acc:MGI:99555]
ENSMUSG00000043019 Edem3 051 000 001 036 002 023 015 033 1.00 ER enhancer, alpha-like 3 Symbol:Acc:MGI:1914217)
ENSMUSG00000022763 Aifm3 086 000 001 046 009 075 -0.04 0.94 1.00 apoptosis-inducing factor, 3 [Source:MGI SymbolAcc:MGI 1919418]
ENSMUSG00000021904 Sema3g 061 000001 008 073100 020 028 100 sema domain, immunoglobulin domain (Ig), short basic domain, secreted, :MGI Symbol:Acc:MG1:3041242]
ENSMUSG00000000385 Tmprss2 038 000 001 018 0.1 085 -0.12  0.35 1.00 transmembrane protease, serine 2 [Source:MGI Symbol;Acc:MGI:1354381]
ENSMUSG00000071252 2210408121Rk 249  0.00 0.01 000 100 1.00 0.6  0.87 1.00 RIKEN cDNA 2210408121 gene [Source:MGI Symbol:Acc:MGI:1919621]
ENSMUSG00000044937 BC030307 227 000 001 093 039 100 -004 100 100 cDNA sequence BCO30307 [Source:MGI SymbolAce: MGI:2387653)
ENSMUSG00000029263 Pigg 077 000 001 037 014 1.00 007  0.78 1.00 glycan anchor class G Symbol:Acc:MGI:3576484]
ENSMUSG00000069376 GmS507 032 000 001 017 006 057 001  0.94 1.00 predicted gene 5507 [Source:MGI Symbol:Acc:MGI:3648656]
ENSMUSG00000086645 GM15743 138 000 001 052 028 1.00 023 052 1.00 predicted gene 15743 [Source:MGI Symbol:Acc:MGI:3783185]
ENSMUSG00000078429 Ctdsp2 034 000 001 015 0.1 089 -007 053 1.00 CTD (carboxy I domain, RNA i, A) small 2 [Source:MGI Symbol;Acc:MGI:1098748]
ENSMUSG00000028988 Ctnnbipl 099 000 001 048 0.6 1.00 001 100 1.00 catenin beta interacting protein 1 [Source:MGI Symbol:Acc:MGI:1915756]
ENSMUSG00000033632 AW554918 201 000 001 045 061 1.00 -0.05 100 1.00 expressed sequence AW554918 [Source:MGI Symbol:Acc:MGI:2147376]
ENSMUSG00000071573 Rnis 191 000 001 003 100 1.00 001 100 1.00 renalase, FAD-dependent amine oxidase [Source:MGI Symbol:Acc:MGI:1915045]
ENSMUSG00000024099 Ndufv2 036 000 001 028 001 009 014 020 1.00 NADH in 2 [Source:MGI Symbol;Acc:MGI:1920150]
ENSMUSG00000097239 AARSD1L 078 000 001 026 035100 005 083 1.00 Alany-RNA synthetase domain containing 1; Alany-tRNA-editing protein Aarsd1 [Source:UniProtkB/TrEMBLIACC:A2A4P3]
ENSMUSG00000053477 Tcfd 090 000 001 029 036 1.00 000 100 1.00 transcription factor 4 [Source:MGI Symbol:Acc:MGI:98506]
ENSMUSG00000051166 Emi5 057 000 001 019 030 1.00 011 054 1.00 ted protein like 5 :MGI Symbol:Acc:MGI:2442513]
ENSMUSG00000068036 Miltd 044 000 001 027 003 039 010  0.47 1.00 myeloid/lymphoid or mixed-ineage leukemia (trithorax homolog, D to,4 :MGI Symbol:Acc:MGI:1314653]
ENSMUSG00000095669 ENTPD4 116 000 001 035 044 1.00 013  0.77 1.00 Entpdé protein; Uncharacterized protein [Source:UniProtkB/TrEMBL;Acc:Q80WRS]

ENSMUSG00000048281 Dleu? -0.90 0.00 0.01 047 0.11 086 0.10 0.75 1.00 deleted in lymphocytic leukemia, 7 [Source:MGI Symbol;Acc:MG1:2447771]
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RIKEN cDNA 2310008H04 gene [Source:MGI SymbolAcc:MGI:1924834]

cell wall biogenesis 43 C-terminal homolog (S. cerevisiae) [Source:MGI Symbol:Acc:MG1:2444131]

centlein, centrosomal protein [Source:MGI Symbol:Acc:MGI:2443104]

solute carrier family 28 (sodium-coupled nucleoside transporter), member 1 [Source:MGI Symbol:Acc:MGI:3605073]
anaphase promoting complex subunit 13 [Source:MGI Symbol:Acc:MGI:1916260]

sedoheptulokinase [Source:MGI Symbol;Acc:MGI:1921887]

myeloid/lymphoid or mixed-lineage leukemia (trithorax homolog, D 10,3 :MGI Symbol:Acc:MGI:1917372)
rabphilin 3A-like (without C2 domains) [Source:MGI Symbol:Acc:MGI:1923492]

ankyrin repeat domain 29 [Source:MGI Symbol;Acc:MGI:2687055]

proline synthetase co-transcribed [Source:MGI Symbol:Acc:MGI:1891207)

retinoid X receptor alpha [Source:MGI Symbol:Acc:MGI:98214]

glycine cleavage system protein H (aminomethyl carrier) [Source:MGI Symbol;Acc:MGI:1915383]

mulllp\e coagulation factor deﬂclency 2 [Suuvce MGI Symbul Acc:MGI:2183439)

NA beta :MGI Symbol;Acc:MG1:1915448]
andrcgen dependent TFPI regulalmg protein [Source: MG\ Symbol:Acc:MGI:1924596]

family :MGI Symbol:Acc:MGI:2442258)
proprotein type 6 :MGI Symbol:Acc:MGI:102897]

RIKEN cDNA 4933403F05 gene [Source:MGI Symbol:Acc:MGI:1914000]
syntaxin binding protein 4 [Source:MGI Symbol:Acc:MGI:1342296]
Ral GEF with PH domain and SH3 binding motif 2 [Source:MGI Symbol:Acc:MGI:1925505]
ATPase, class VI, type 11C [Source:MGI Symbol:Acc:MGI:1859661]
solute carrier family 22 (organic anion transporter), member 7 [Source:MGI Symbol:Acc:MGI:1859559]
binding protein 9 :MGI Symbol; :1347074]
g 7 Symbol:Acc:MGI:1913385]
predicted gene 7092 [Source:MGI Symbol:Acc:MGI:3646269]
TBC1 domain family, member 19 [Source:MGI Symbol:Acc:MGI:1914499)
transmembrane protein 178 [Source:MGI Symbol;Acc:MGI:1915277]
non-SMC condensin Il complex, subunit D3 [Source:MGI SymbolAcc:MGI:2142989]
F-box and WD-40 domain protein 8 [Source:MGI SymbolAcc:MGI:1923041]
alpha, acid :MGI Symbol:Acc:MGI:95609]
formin binding protein 1 [Source:MGI Symbol;Acc:MGI:109606]
pyruvate dehydrogenase kinase, isoenzyme 3 [Source:MGI Symbol:Acc:MGI:2384308]
glycosyitransferase-like domain containing 1 [Source:MGI Symbol;Acc:MGI:2444269]
DNA segment, Chr 3, ERATO Doi 751, expressed [Source:MGI Symbol:Acc:MGI:1289213)
nuclear receptor subfamily 3, group C, member 2 [Source:MGI Symbol:Acc:MGI:99459]
8 cell CLLlymphoma 7A [Source:MGI Symbol:Acc:MGI:1924295]
aquaporin 11 [Source:MGI Symbol;Acc:MG1:1913583]
transmembrane protein 213 [Source:MGI Symbol;Acc:MGI:1924772]
Rho guanine nucleotide exchange factor (GEF) 11 [Source:MGI SymboliAcc:MGI:2441869]
E Symbol:Acc 1
Slc12a6 protein; Uncharacterized protein [Source:UniProtkB/TrEMBL;ACc:Q6P6PS]
family with sequence similarity 103, member B [Source:MGI Symbol;Acc:MGI:2385851]
transcription factor 12 [Source:MGI Symbol:Acc:MGI:101877)
signal sequence receptor, gamma [Source:MGI Symbol:Acc:MGI:1914687]
predicted gene 20390 [Source:MGI Symbol;Acc:MGI:5141855]
phenazine biosynthesis-like protein domain containing 2 [Source:MGI SymbolAcc:MGI:1914557]
WD repeat domain 72 [Source:MGI Symbol;Acc:MGI:3583957]
arylsulfatase K [Source:MGI Symbol:Acc:MGI:1924291]
piccolo (presynaptic cytomarix protei) [Source: MGI SymbolAcc:MG:1349390]

(biotin- [propr oenzyme (AT ing)] ligase) :MGI Symbol; Acc:MG1:894646]

carboxypeptidase E [Source:MGI Symbol:Acc:MGI:101932]
transforming growth factor, beta receptor |1 [Source:MGI Symbol;Acc:MGI:98729]
tubulin tyrosine ligase-like family, member 5 [Source:MGI Symbol:Acc:MGI:2443657)

repeat domain 28 :MGI Symbol;Acc:MGI:2140873)
thyroid adenoma associated [Source:MGI SymbolAce: MG13039623)
glutamine 1 Symbol:Acc:MGI:95740]

poly(rC) binding protein 3 [Source:MGI Symbol:Acc:MGI:1890470]
myotubularin related protein 10 [Source:MGI Symbol;Acc:MG1:2142292]
sphingomyelin phosphodiesterase 1 acid lysosomal [Source:MG Symbol:Acc:MG1:98325]
N: i Symbol;Acc:MGI:1277124]
dolichol-phosphate (beta-D) 1 :MGI Symbol:Acc:MGI:1330239]
KH domain containing, RNA binding, signal transduction associated 3 [Source:MGI Symbol;Acc:MGI:1313312]
RIKEN cDNA A930039A15 gene [Source:MGI Symbol:Acc:MGI:3641728]
adipocyte plasma membr protein :MGI Symbol;Acc:MGI:1919131]
RIKEN cDNA 5830403116 gene [Source:MGI Symbol;Acc:MGI:1923273]
catenin (cadherin associated protein), alpha 2 [Source:MGI Symbol;Acc:MG1:88275]
leucine rich repeat containing 58 [Source:MGI SymbolAcc:MGI:2443542]
transmembrane protein 245 [Source:MGI Symbol;Acc:MGI:2445107)
potassium inwardly-rectifying channel, subfamily J, member 10 [Source:MGI Symbol:Acc:MGI:1194504]
alpha glucosidase 2 alpha neutral subunit [Source:MGI Symbol;Acc:MGI:1097667]
DnaJ (Hsp40) homolog, subfamily C, member 15 [Source:MGI Symbol;Acc:MGI:1913398]
ELOVL family member 5, elongation of long chain fatty acids (yeast) [Source:MGI Symbol;Acc:MGI:1916051]
KATS regulatory NSL complex subunit 3 [Source:MGI Symbol:Acc:MGI:1918055]
RAP1 GTPase activating protein 2 [Source:MGI Symbol;Acc:MG1:3028623]
microtubule associated serine/threonine kinase 3 [Source:MGI Symbol;Acc:MGI:2683541]
reticulon 4 interacting protein 1 [Source:MGI SymbolAcc:MGI:2178759]
kalirin, RhoGEF kinase [Source:MGI Symbol:Acc:MGI:2685385]
LanC (bacterial lantibiotic synthetase component C)-like 2 [Source:MGI Symbol:Acc:MG1:1919085]
meteorin, glialcell differentiation regulator-like [Source:MGI Symbol;Acc:MG!:2384806]
NADH 1alpha 2 [Source:MGI Symbol;Acc:MG1:1343103]
arrestin, beta 1 [Source:MGI Symbol:Acc:MG1:99473]
expressed sequence C78339 [Source:MGI Symbol:Acc:MGI:2145496]
predicted gene 14002 [Source:MGI Symbol:Acc:MGI:3650401]
amino-terminal enhancer of spit [Source: MG! SymboACc:MGI:95806]
Ts translation elongation factor, Symbol;Acc:MGI:1913649]
collagen, type XV, alpha 1 [Source:MGI Symbol;Acc:MG1:88449]
Kruppel-like factor 9 [Source:MGI Symbol:Acc:MGI:1333856]
leucine rich repeat containing 8A [Source:MGI Symbol:Acc:MGI:2652847]
inter-alpha trypsin inhibitor, heavy chain 2 [Source:MGI Symbol;Acc:MG1:96619]
predicted gene 15638 [Source:MGI Symbol;Acc:MGI:3783082]
carboxylesterase 2D, pseudogene [Source:MGI Symbol;Acc:MG1:3704319]
F-box and WD-40 domain protein 11 [Source:MGI Symbol;Acc:MG1:2144023]
predicted gene 15655 [Source:MGI Symbol:Acc:MGI:3805551]
ADP-ribosylation factor-like 15 [Source:MGI Symbol;Acc:MGI:2442308)
ribosomal protein L10 [Source:MGI Symbol:Acc:MGI:105943]
ribonuclease T2B [Source:MGI Symbol;Acc:MGI:3702087)
magnesium transporter 1 [Source:MGI Symbol;Acc:MGI:1914325]
spermatogenesis associated, serine-rich 2-like [Source:MGI Symbol;Acc:MGI:1914448]
drosha. ribonuciease type I [Source:MG1 SymbofAcc:MGH1261425]
ion 9 (alpha 1,2 [Source:MGI Symbol:Acc:MGI:1924753]

us spucecsomal RNA [Source:RFAM;ACC:RF00026]
0
pogo transposable element with ZNF domain [Source:MGI Symbol;Acc:MG1:2442117]
zinc finger CCCH type containing 78 [Source:MGI Symbol:Acc:MGI:1328310]
RIKEN cDNA 2010107E04 gene [Source:MGI Symbol;Acc:MGI:1917507]
protein-L-i (D-asp: o domain containing 1 [Source:MGI Symbol;Acc:MGI:2441773]
selenoprotein [Source:MGI Symbol:Acc:MGI:1927947]
predicted gene 15348 [Source:MGI SymbolAcc:MGI:3642533)
RFNG O 3-b :MGI Symbol:Acc:MGI:894275]
ting finger protein 167 [Source:MGI Symbol:Acc:MGI:1917760]
predicted gene 13075 [Source:MGI Symbol:Acc:MGI:3651958]
charged multivesicular body protein 6 [Source:MGI Symbol:Acc:MGI:3583942]
anoctamin 6 [Source:MGI Symbol:Acc:MG1:2145890]
ribonuclease T2A [Source:MGI Symbol;Acc:MGI:1915445]
anterior pharynx defective 1c homolog (C. elegans) [Source:MGI Symbol:Acc:MGI:1915568]
biotinidase [Source:MGI Symbol:Acc:MGI:1347001]
melanoma associated antigen (mutated) 1 [Source:MGI Symbol:Acc:MGI:1915364]
omithine decarboxylase antizyme 1 [Source:MGI Symbol:Acc:MG1:109433]
neurobeachin [Source:MGI Symbol;Acc:MGI:1347075]
VCP-interacting membrane protein [Source:MGI SymbolAcc:MG1:95994]

(E2 of pyruvate complex) ;MG SymbolAcc:MGI: 1
cytochrome P450, family 2, subfamily d, polypeptide 10 [Source:MGI Symbol;Acc:MG1:88602]
mitochondrially encoded tRNA alanine [Source:MGI Symbol:Acc:MGI:102491]
lysophosphatidic acid receptor 3 [Source:MGI Symbol:Acc:MGI:1929469]
peptidylprolyl isomerase B [Source:MGI Symbol:Acc:MGI:97750]
chemokine (C-C moti) receptor-like 1 [Source:MGI Symbol:Acc:MG1:2181676]
predicted pseudogene 10327 [Source:MGI Symbol:Acc:MGI:3704356]
transmembrane emp24 protein transport domain containing 4 [Source:MGI Symbol; Acc:MGI:1915070]
predicted gene, 16599 [Source:MGI Symbol:Acc:MG:4439523]
f-box protein 9 [Source:MGI Symbol:Acc:MGI:1918788]
casein kinase 1, gamma 3 [Source:MGI Symbol:Acc:MG1:1917675]
tripartite motif-containing 2 [Source:MGI SymbolAcc:MGI:1933163]
RIKEN cDNA 1700112E06 gene [Source:MGI Symbol;Acc:MGI:1923883]
kinesin family member 21A [Source:MGI Symbol;Acc:MGI:109188]
required for meiotic nuclear division 5 homolog A (S. cerevisiae) [Source:MGI Symbol:Acc:MGI:1915727)
zinc finger, MYM-type 3 [Source:MGI Symbol:Acc:MGI:1927231]
family with sequence similarity 96, member A [Source:MGI Symbol:Acc:MGI:1915500]
coronin 7 [Source:MGI Symbol;Acc:MGI:1926135]
phospholipid scramblase 4 [Source:MGI Symbol:Acc:MGI:2143267]
plasma membrane proteolipid [Source:MGI Symbol:Acc:MGI 1915051]

like 8 Symbol;

predicted gene 12231 [Source:MGI SymbolAcc:MGI: 3651344]




ENSMUSG00000078772
ENSMUSG00000026495
ENSMUSG00000075304
ENSMUSG00000022246
ENSMUSG00000047347
ENSMUSG00000030101
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ENSMUSG00000041949
ENSMUSG00000021981
ENSMUSG00000066839
ENSMUSG00000044308
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00440:

ENSMUSG00000067567
ENSMUSG00000073719
ENSMUSG00000058254
ENSMUSG00000041737
ENSMUSG00000037685
ENSMUSG00000005547
ENSMUSG00000024795
ENSMUSG00000074749
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ENSMUSG00000019769
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ENSMUSG00000083076
ENSMUSG00000030022
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ENSMUSG00000009739
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ENSMUSG00000031684
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predicted gene 12353 [Source:MGI Symbol;Acc:MG1:3699710]
EF-hand calcium binding domain 2 [Source:MGI Symbol:Acc:MGI:1915476]
trans-acting transcription factor 5 [Source:MGI Symbol:Acc:MGI:1927715]
retinoic acid induced 14 [Source:MGI Symbol:Acc:MGI:1922896]
predicted gene 5806 [Source:MGI Symbol:Acc:MGI:3645587]
sulfatase modifying factor 1 [Source:MGI Symbol:Acc:MGI:1889844]
expressed sequence ol; 148030]
myosin I1IB [Source:MGI Symbol:Acc:MGI 24435301
transmembrane and coiled-coil domains 7 [Source:MGI Symbol:Acc:MGI:2142786]
calcium binding protein 39-like [Source:MGI Symbol:Acc:MGI:1914081]
ECSIT homolog (Drosophila) [Source:MGI Symbol;Acc:MGI:1349469]
ubiquitin protein ligase E3 component n-recognin 3 [Source:MGI Symbol:Acc:MGI:1861100]
Ral GTPase aciivaiing profein, alpha subunt 1 [Source:MG! SymbolAcc: MGI:1931050]
:MGI Symbol:Acc:MG:1920832]
predicted pseudugene 6378 [Source:MGI Symbol:Acc:MGI:3647253]
prostate tumor over expressed gene 1 [Source:MGI Symbol:Acc:MGI:1933946]
kinesin family member 13A [Source:MGI Symbol;Acc:MGI:1098264]
RERL retention in endoplasmic reticulum 1 homolog (S. cerevisiae) [Source:MGI Symbol;Acc:MGI:191508
DnaJ (Hsp40) homolog, subfamily A, member 1 [Source:MGI Symbol:Acc:MGI:1270129]
leucine rich repeat and fibronectin type 11l domain containing 4 [Source:MGI Symbol;Acc:MGI:2385612]
CASP2 and RIPK1 domain containing adaptor with death domain [Source:MGI SymbolAcc:MGI:1336168]
RIKEN cDNA D630024D03 gene [Source:MGI Symbol;Acc:MG1:3041224]
leucine rich repeat containing 61 [Source:MGI SymbolAcc:MGI:2652848]
ring finger protein 145 [Source:MGI Symbol;Acc:MGI:1921565]
collagen, type IV, alpha 2 [Source:MGI Symbol:Acc:MGI:88455]
zinc finger protein 101 [Source:MGI Symbol;Acc:MGI:107547]
Ras association (RalGDS/AF-6) domain family member 2 [Source:MGI Symbol:Acc:MGI:2442060]
microRNA 568 [Source:MGI Symbol;Acc:MGI:3718548]
Sad1 and UNC84 domain containing 1 [Source:MGI Symbol;Acc:MGI:1924303]
predicted gene 10221 [Source:MGI Symbol;Acc:MGI:3708709]
bone morphagenetic protein 7 [Source: G Symbo\ Acc:MGI:103302]
protein, Y Symbol;Acc:MGI:1923046]
inter-alpha trypsin inhibitor, heavy chain 1 [Source.MGI Symbol:Acc:MGI:96618]
cDNA sequence AK157302 [Source:MGI Symbol;Acc:MG1:3574096]
kelch-like 2, Mayven (Drosophila) [Source:MGI SymbolAcc:MGI:1924363]
branched chain ketoacid dehydrogenase kinase [Source:MGI Symbol;Acc:MGI:1276121]
transmembrane protein 191C [Source:MGI Symbol:Acc:MGI:107238]
unc-5 homolog C (C. elegans) [Source:MGI Symbol;Acc:MGI:1095412]
fibromodulin [Source:MGI Symbol;Acc:MGI:1328364]

0]

Ras association (RaIGDS/AF-6) domain family (N-terminal) member 8 [Source:MGI Symbol;Acc:MGI:1918573]
0168]

DDB1 and CUL4 ted factor 11 :MGI Symbol;

RIKEN cDNA 1810027010 gene [Source:MGI Symbol;Acc:MGI:1916436]
U6 spliceosomal RNA [Source:RFAM;Acc:RF00026]

transmembrane protein 164 [Source:MGI Symbol;Acc:MGI:2148020]

CD47 antigen (Rh-related antigen, integrin-associated signal transducer) [Source:MGI Symbol:Acc:MG1:96617]

ataxin 7-like 1 [Source:MGI Symbol;Acc:MGI:3584458]
cyclin M2 [Source:MGI Symbol:Acc:MG:2151054]
neogenin [Source:MGI Symbol;Acc:MGI:1097159]
interleukin 11 receptor, alpha chain 1 [Source:MGI Symbol;Acc:MG1:107426]
eukaryotic translation initiation factor 4A2 [Source:MGI Symbol;Acc:MGI:106906]
3 Symbol; 87329]

mutS homolog 3 (E. coli) [Source:MGI Symbol;Acc:MGI:109519]
FYVE, RhoGEF and PH domain containing 4 [Source:MGI Symbol:Acc:MGI:2183747)
chromodomain helicase DNA binding protein 3 [Source:MGI Symbol:Acc:MGI:1344395)

of outer 20 homolog (yeast) [Source:MGI Symbol;Acc:MG1:1915202]
transmembrane protein 20 [Source:MGI Symbol:Acc:MGI:2444789)
ATP-binding cassette, sub-family B (MDR/TAP), member 8 [Source:MGI Symbol;Acc:MGI:1351667]
histone deacetylase 8 [Source:MGI Symbol:Acc:MGI:1917565]
vacuolar protein sorting 13 D (yeast) [Source:MGI Symbol;Acc:MG1:2448530]
tetraspanin 7 [Source:MGI Symbol;Acc:MGI:1298407]
transmembrane protein 45b [Source:MGI Symbol;Acc:MGI:2384574]

ATPase, aminophospholipid transporter (APLT), class I, type 8A, member 1 [Source:MGI Symbol;Acc:MGI:1330848]
7]

cytochrome P450, family 2, subfamily a, 5 Symbol;
kinesin family member 208 [Source:MGI SymbolAcc:MGI 2444576]
polo-like kinase 1 substrate 1 [Source:MGI Symbol;Acc:MG:2684960]
CD164 antigen [Source:MGI SymbolAcc:MGI:1859568]

TBC1 domain family, member 4 [Source:MGI Symbol:Acc:MGI:2429660]
intraflagellar transport 140 [Source:MGI Symbol;Acc:MGI:2146906]

sorting nexin 25 [Source:MGI Symbol:Acc:MGI:2142610]

Synapic nuclear envelope 1 [Source:MGI SymbofACc:MGI:1927152)

protein disulfide isomerase ted 5 Symbol:Acc:MG1:1919849]
predicted gene 11408 [Source:MGI Symbol;Acc:MGI:3651130]
a disintegrin-like and metallopeptidase (reprolysin type) with type 1 motif, 9 Symbol; :1916320]

ArfGAP with SH3 domain, ankyrin repeat and PH domain1 [Source:MGI Symbol;Acc:MGI:1342335]
SFT2 domain containing 1 [Source:MGI Symbol:Acc:MGI:1918689]
POU domain, class 6, transcription factor 1 [Source:MGI Symbol; Acc MGI 102935]
factor h :MGI Symbol;
crystallin, mu [Source:MGI Symbol;Acc:MGI:102675]
clavesin 1 [Source:MGI Symbol:Acc:MGI:1921688]

solute carrier family 10 (sodiumvbile acid cotransporter family), member 7 [Source:MGI SymbolAcc:MGI:1924025]

predicted gene 14540 [Source:MGI Symbol:Acc:MGI:3705140]
armadillo repeal containing 1 [Source:MGI Symbol:Acc:MGI:1921502]
:MGI Symbol; :2137678]
solute carrier lamwly 44, member 1 [Source:MGI Symbol:Acc:MGI:2140592]
synthase :MGI Symbol:A 8]
chimerin (chimaerin) 1 [Source:MGI Symbol;Acc:MGI:1915674]
RPA interacting protein [Source:MGI Symbol;Acc:MGI:1916973]
centrosomal protein 128 [Source:MGI Symbol;Acc:MGI:1922466]
predicted gene 10566 [Source:MGI Symbol:Acc:MG1:3642220]

hydroxy-delta-5-steroid dehydrogenase, 3 beta- and steroid delta-isomerase 5 [Source:MGI Symbol;Acc:MGI:104645]

solute carrier family 25 (mitochondrial thiamine pyrophosphate carier), member 19 [Source:MGI Symbol:Acc:MGI:1914533]

glutamine fructose-6-phosphate transaminase 1 [Source:MGI SymbolAcc:MGI:95698]
discs, large homolog 1 (Drosophila) [Source:MGI Symbol;Acc:MGI:107231]
family with sequence similarity 82, member B [Source:MGI Symbol:Acc:MGI:1913552)
POC1 centriolar protein homolog B (C Symbol:Acc:MGI:1918511]
glypican 3 [Source:MGI Symbol:Acc:MGI:104903]
polyadenylate-binding protein-interacting protein 2 [Source:MGI Symbol;Acc:MGI:1915119]
family with sequence similarity 188, member A [Source:MGI Symbol;Acc:MG1:1914210]
DENN/MADD domain containing 3 [Source:MGI Symbol:Acc:MGI:2146009]
ribokinase [Source:MGI Symbol;Acc:MGI:1918586]
kinase 328 :MGI Symbol; :1927552]

predicted pseudogene 15429 [Source:MG Symbol;Acc:MGI:3642423]
protein kinase, cAMP dependent, catalytic, beta [Source:MGI Symbol:Acc:MGI:97594]
zona pellucida like domain containing 1 [Source:MGI SymbolAcc:MGI:2443415)
contactin associated protein-like 5A :MGI Symbol; :3643623]
RIKEN cDNA 4930452B06 gene [Source:MGI Symbol;Acc:MG1:1926154]
ting finger protein 181 [Source:MGI Symbol:Acc:MGI:1913760]
omithine decarboxylase antizyme 2 [Source:MGI Symbol:Acc:MG1:109492]
mitogen-activated protein kinase 4 [Source:MGI Symbol;Acc:MGI:2444559]
superoxide dismutase 1, soluble [Source:MGI Symbol;Acc:MG1:98351]

nucleotide 3 :MGI Symbol:Acc:MGI:1921330]
predicted gene 12454 [Source:MGI Symbol;Acc:MGI:3649695]
sortlin-related receptor, LDLR class A repeats-containing [Source:MGI Symbol:Acc:MGI:1202296]
EF hand domain family A1 [Source:MGI Symbol;Acc:MGI:1915764]
G-rich RNA sequence binding factor 1 [Source:MGI Symbol:Acc:MGI:106479]
AE binding protein 1 [Source:MGI Symbol;Acc:MGI:1197012]
transducin-like enhancer of split 2, homolog of Drosophila E(spl) [Source:MGI Symbol;Acc:MG1:104635]
fatty acid desaturase domain family, member 6 [Source:MGI Symbol:Acc:MG1:3039592]
organic solute transporter beta [Source:MGI Symbol:Acc:MGI:3582052]
N 2 (arylamine N [Source:MGI Symbol;Acc:MGI:109201]
WNK lysine deficient protein kinase 2 [Source:MGI SymbolAcc:MGI:1922857]
myosm light polypeptide 9, regulatory [Source:MGI Symbol;Acc:MGI:2138915]

asubunit Symbol:Acc:MGI:1860443]

o
predicted gene 14308 [Source:MGI Symbol:Acc:MG1:3782021]

interaction protein for cytohesin exchange factors 1 [Source:MGI Symbol:Acc:MGI:2444159]

F-box protein 8 [Source:MGI Symbol:Acc:MGI:1354696]

solute carrier family 22, member 27 [Source:MGI Symbol:Acc:MG1:3042283]

MAF1 homolog (S. cerevisiae) [Source:MGI Symbol:Acc:MGI:1916127)

predicted gene 15264 [Source:MGI Symbol:Acc:MGI:3705845]

WD repeat domain 25 [Source:MGI Symbol:Acc:MGI:3045255]

cms small ribosomal subunit 1 [Source:MGI Symbol;Acc:MGI:1913747]

predicted gene, 20721 [Source:MGI Symbol:Acc:MGI:5313030]

growth arrest specific 1 [Source:MGI SymbolAcc:MGI:95655]

B cell receptor associated protein 31 [Source:MGI Symbol:Acc:MG1:1350933]

carcinoembryonic antigen-related cell adhesion molecule 2 [Source:MGI Symbol:Acc:MGI:1347246]
golgi autoantigen, golgin subfamily a, 4 [Source:MGI Symbol:Acc:MGI:1859646]

EGFd pecific O-linked N ine (GIcNAC) t :MGI Symbol;

p f nuclease) ymbolAcc:MGI:1921358]
nuciear receptor binding protein 2 [Source:MGI SymbolAcc:MGI:2385017]

kelch-like 3 (Drosophila) [Source:MGI Symbol:Acc:MGI:2445185]

family with sequence similarity 188, member B [Source:MGI Symbol;Acc:MGI:3583959]

:2141669]



ENSMUSG00000022309 Angptl -1.29 0.00 0.03 0.28 0.72 1.00 -0.03 1.00 1.00 in 1 [Source:MGI Symbol;Acc: 108448]

ENSMUSG00000027634 Ndrg3 044 000 003 031 004 040 -0.03  0.89 1.00 N-myc downstream regulated gene 3 [Source:MGI Symbol:Acc:MGI:1352499]
ENSMUSG00000042302 Ehbpl <118 000 003 101 001 021 009  0.91 1.00 EH domain binding protein 1 [Source:MGI Symbol:Acc:MGI:2667252]
ENSMUSG00000037490 Slc2a12 116 000 003 064 014 1.00 -0.06 091 1.00 solute carrier family 2 (facilitated glucose transporter), member 12 [Source:MGI Symbol:Acc:MGI:3052471]
ENSMUSG00000042675 Ypel3 046 000 003 011 050 1.00 -0.15  0.39 1.00 yippee-like 3 (Drosophila) [Source:MGI Symbol:Acc:MGI:1913340]
ENSMUSG00000036863 Syde2 071 000 003 061 001 019 -0.08 0.75 1.00 Synapse defective 1, Rho GTPase, homolog 2 (C. elegans) [Source:MGI Symbol:Acc:MGI:3036264]
ENSMUSG00000029016 Clcn 070 000 003 030 025 1.00 -022  0.37 100 chioride channel 6 [Source:MGI Symbol:Acc:MGI:1347049)
ENSMUSG00000026179 Pnkd 040 000 003 036 001 009 -0.10 052 1.00 dyskinesia Symbol:Acc:MGI:1930773]
ENSMUSG00000037016 Frem2 <120 000 003 034 051 1.00 -001 100 1.00 Frasl related extracellular matrix protein 2 [Source:MGI Symbol;Acc:MGI:2444465]
ENSMUSG00000045100 Slc25a26 102 000 003 059 0.0 0.84 -0.05 0.92 1.00 solute carrier family 25 (mitochondrial carier, phosphate carrier), member 26 [Source:MGI Symbol:Acc:MG1:1914832]
ENSMUSG00000028188 Spatal 085 000 003 039 024 1.00 009 078 1.00 1 [Source:MGI Symbol:Acc:MG1:1918201]
ENSMUSG00000030225 Dera 052 000 003 036 004 046 004  0.86 1.00 2-deoxyribose-5-phosphate aldolase homolog (C. elegans) [Source:MGI Symbol:Acc:MGI:1913762]
ENSMUSG00000036322 H2-Ea-ps 075 000 003 -006 092 1.00 -0.06  0.87 1.00 histocompatibility 2, class Il antigen E alpha, [Source:MGI SymbolAcc:
ENSMUSG00000025702 Marchg 028 000003 017 005058 001 094 100 membrane-associated ring finger (C3HCA) 8 [Source:MGI SymboAGCMGH1919029]
ENSMUSG00000028763 Hspg2 050 000 004 -013 047 1.00 -025  0.20 1.00 perlecan (heparan sulfate 2) :MGI Symbol;
ENSMUSG00000005640 Insrr 060 000 004 028 020 1.00 -0.09 0.73 1.00 insulin receptor-related receptor [Source:MGI Symbol:Acc:MGI:1346037]
ENSMUSG00000038695 Josd2 051 000004 -0.06 084 100 -003 091 100 Josephin domain contaning 2 [Source:MG! SymbofAcc: MGI:1913374]
ENSMUSG00000027808 Serpl -0.28 0.00 0.04 0.02 0.88 1.00 0.14 0.20 1.00 st iic reticulum protein 1 ;i mbol;; !
ENSMUSG00000059851 Suv420h2 052 000004 040 003 035 -0.03 095 100 suppressor of variegation 4-20 homolog 2 (Drosophia) [Source:MGI Symbol:Acc:MGI:2385262]
ISMUSG00000043671 Dpy19I3 -1.06 0.00 0.04 0.56 0.15 1.00 -0.09 0.82 1.00 dpy-19-like 3 (C. elegans) [Source:MGI Symbol;Acc:MG1:2443952]
ENSMUSG00000039763 Dnajc28 092 001 004 041 025100 006  0.92 1.00 Dnal (Hsp40) homolog, subfamily C, member 28 [Source:MGI Symbol:Acc:MGI:2181053]
G00000059022 Kcp -0.92 0.01 0.04 045 0.21 1.00 -0.16 0.61 1.00 kielin/chordin-like protein [Source:MGI Symbol;Acc:MG1:2141640]
ENSMUSG00000060681 Slc9a6 055 001 004 032 0.3 096 008 071 1.00 solute carrier family 9 (sodiumihydrogen exchanger), member 6 [Source:MGI Symbol;Acc:MGI:2443511]
ENSMUSG00000028556 Dock7 -0.62 0.01 004 038 0.08 0.73 -0.12 0.62 1.00 dedicator of cytokinesis 7 [Source:MGI Symbol;Acc:MG1:1914549]
ENSMUSG00000072683 Gm7457 143 001 004 098 008 071 030  0.60 1.00 predicted gene 7457 [Source:MGI Symbol:Acc:MGI:3648132)
ISMUSG00000046480 Scnab -0.72 0.01 004 035 0.18 1.00 0.06 0.88 1.00 sodium channel, type IV, beta [Source:MGI Symbol;Acc:MGI:2687406]
ENSMUSG00000051339 2900026A02Rik -0.70 ~ 0.01 0.04 059 002 030 000 100 1.00 RIKEN cDNA 2900026A02 gene [Source:MGI Symbol:Acc:MGI:1920194]
G00000024286 Ccny -0.43 0.01 004 031 0.04 041 0.07 0.67 1.00 cyclin Y [Source:MGI Symbol;Acc:MG1:1915224]
ENSMUSG00000052331 Ankrd44 111 001 004 032 056 1.00 -0.04 100 1.00 ankyrin repeat domain 44 [Source:MGI Symbol:Acc:MGI:3045243]
ENSMUSG00000031608 Galnt7 -1.09 0.01 004 0.74 0.08 0.71 013 0.74 1.00 UDP-N-acetyl-alpha-D- N- i 7 | Symbol;Acc:MG1:1349449]
ENSMUSG00000044447 Dock5 062 001 004 040 008 069 011  0.62 1.00 dedicator of 5 Symbol; 1)
G00000077733 SNORAL7 -0.62 0.01 004 041 0.08 069 0.20 0.37 1.00 Small nucleolar RNA SNORA17 [Source RFAM;Acc:| RFOOSGU]
ENSMUSG00000078370 Gm6316 035 001 004 018 0.4 1.00 -0.02 089 1.00 predicted pseudogene 6316 [Source:MGI Symbol;Acc:MGI:3646088]
IUSG00000037949 Anol0 -0.67 0.01 004 067 0.01 009 012 0.65 1.00 anoctamin 10 [Source:MGI Symbol;Acc:MGI:2143103]
ENSMUSG00000040350 Trim7 030 001 004 009 037 1.00 006  0.64 1.00 tripartite motif 97 nbol; 137353]
ENSMUSG00000026669 Mcm10 -1.64 0.01 004 077 0.38 1.00 0.36 0.47 1.00 mis deficient 10 (S. i Symbol;Acc:MG1:1917274]
ENSMUSG00000036298 Slc2al3 163 001004 063 050 100 016 077 100 solute carrer family 2 facilated glucose transporter), member 13 [Source:MGI SymbobACC:MG:2146030]
ISMUSG00000040929 Rfx3 -1.58 0.01 004 084 0.29 1.00 0.09 1.00 1.00 regulatory factor X, 3 HLAclass Il Symbol;Acc:MG1:106582]
ENSMUSG00000027365 Trpm? 031 001 004 022 003 039 -00L  0.95 1.00 transient receptor potential cation channel, subfamily M, member 7 [Source:MGI Symbol:Acc:MGI:1929996]
ISMUSG00000046668 Cxxc5 -0.39 0.01 004 0.26 0.06 056 -0.25 0.10 1.00 CXXC finger 5 [Source:MGI Symbol;Acc:MG1:1914643]
ENSMUSG00000052459 Atpévia 022 001 004 014 002 023 019 005 1.00 ATPase, H+ transporting, lysosomal V1 subunit A [Source:MGI Symbol:Acc:MGI:1201780]
ENSMUSG00000053317 Sec61b -0.59 0.01 004 032 0.15 1.00 0.06 0.84 1.00 Sec61 beta subunit [Source:MGI Symbol;Acc:MGI:1913462]
ENSMUSG00000068732 Tmem167b 046 001 004 015 037 1.00 000 100 1.00 transmembrane protein 1678 [Source:MGI Symbol:Acc:MGI:1914745]
G00000090105 Gm15890 -1.14 0.01 004 097 0.02 023 0.05 0.91 1.00 predicted gene 15890 [Source:MGI Symbol;Acc:MGI:3802160]
ENSMUSG00000064792 SNORA32 111 001 004 047 030 1.00 0.4  0.82 1.00 Small nucleolar RNA SNORA32 [Source:RFAM;Acc:RF00421]
ENSMUSG00000059586 Nsmce2 -1.10 0.01 004 068 0.13 095 -0.09 0.91 1.00 non-SMC element 2 homolog (MMS21, S. cerevisiae) [Source:MGI Symbol;Acc:MGI:1915751]
ENSMUSG00000022361 ZhxL 051 001 004 034 006 0.60 007  0.69 1.00 zincfingers and 1 [Source:MGI Symbol; 1109271]
ENSMUSG00000064349 mt-Tc -1.21 0.01 0.04 -0.60 0.02 031 014 0.80 1.00 mitochondrially encoded tRNA cysteine [Source:MGI Symbol;Acc:MGI:102490]
ENSMUSG00000064254 Ethel 033 001 004 003 082 1.00 -0.04 079 1.00 ethylmalonic encephalopathy 1 [Source:MGI Symbol;Acc:MGI:1913321]
ENSMUSG00000026740 Dnajcl -0.52 0.01 004 0.36 0.06 0.56 0.06 0.81 1.00 Dnal (Hsp40) homolog, subfamily C, member 1 [Source:MGI Symbol;Acc:MGI:103268]
ENSMUSG00000006057 AtpSgl 031 001 004 026 001 010 013  0.26 1.00 ATP synthase, H+ transporting, mitochondrial FO complex, subunit c1 (subunit 9) [Source:MGI Symbol:Acc:MGI:107653]
ENSMUSG00000028121 Bcar3 -0.70 0.01 004 032 0.22 1.00 -0.23 0.37 1.00 breast cancer anti-estrogen resistance 3 [Source:MGI Symbol;Acc:MGI:1352501]
ENSMUSG00000041220 Elovie 079 001 004 028 041 1.00 -0.16  0.59 1.00 ELOVL family member 6, elongation of long chain fatty acids (yeast) [Source:MGI Symbol:Acc:MGI:2156528]
ENSMUSG00000033004 Mycbp2 -0.46 0.01 004 0.36 0.02 029 0.06 0.74 1.00 MYC binding protein 2 [Source:MGI Symbol;Acc:MGI:2179432]
ENSMUSG00000028937 Acot? 120 001 004 085 008 070 -0.13  0.90 1.00 acyl-CoA thioesterase 7 [Source:MGI Symbol;Acc:MGI:1917275]
ENSMUSG00000032066 Bco2 -1.18 0.01 004 064 0.17 1.00 -0.10 0.90 1.00 beta-carotene oxygenase 2 [Source:MGI Symbol;Acc:MGI:2177469]
ENSMUSG00000005682 Pan2 056 001 004 015 051 1.00 -0.12  0.59 1.00 PAN2 polyA specific ribonuclease subunit homolog (S. :MGI Symbol:Acc:MGI:1918984]
ENSMUSG00000021044 Adckl -0.88 0.01 0.04 0.50 0.13 098 -0.15 0.63 1.00 aarF domain containing kinase 1 [Source:MGI Symbol;Acc:MGI:1919363]
ENSMUSG00000024462 Gabbrl 060 001 004 015 059 1.00 -0.05 0.83 1.00 gamma-aminobutyric acid (GABA) B receptor, 1 [Source:MGI Symbol:Acc:MGI:1860139)
ENSMUSG00000087260 Hbxip -0.43 0.01 004 0.34 0.02 023 0.07 0.71 1.00 hepatitis B virus x interacting protein [Source:MGI Symbol;Acc:MGI:1915826]
ENSMUSG00000009073 Nf2 038 001 004 027 004 041 007  0.63 1.00 neurofibromatosis 2 [Source:MGI Symbol:Acc:MGI:97307]
ENSMUSG00000048731 Ggnbpl -0.57 0.01 004 0.08 0.76 1.00 -0.01 1.00 1.00 binding protein 1 Symbol;Acc:MG1:3055306]
ENSMUSG00000034724 Cnotél 048 001 004 022 025100 004 087 1.00 CCR4-NOT transcription complex, subunit 6-like [Source:MGI Symbol;Acc:MG1:2443154]
ENSMUSG00000026603 Smyd2 -0.75 0.01 004 028 0.38 1.00 -0.14 0.66 1.00 SET and MYND domain containing 2 [Source:MGI Symbol;Acc:MG1:1915889]
ENSMUSG00000010663 Fadsl 036 001 004 006 068 1.00 -0.04 077 1.00 fattyacid 1 :MGI Symbol; 11923517
ENSMUSG00000081752 Gm14680 -0.96 0.01 004 024 0.52 1.00 -0.07 0.92 1.00 predicted gene 14680 [Source:MGI Symbol;Acc:MGI:3705601]
ENSMUSG00000075033 Nxpe3 079 001 004 014 068100 029 028 100 neurexophiin and PC-esterase domain family, member 3 [Source:MGI SymbolAcc:MGI:2686598]
ENSMUSG00000021013 Ttc8 -0.78 0.01 004 037 0.23 1.00 -0.03 1.00 1.00 repeat domain 8 i Symbol;Acc:MGI:1923510]
ENSMUSG00000093772 4931403E22Rik -1.05 ~ 001 0.04 052 022 1.00 032  0.34 1.00 RIKEN cDNA 4931403E22 gene [Source:MGI Symbol:Acc:MGI:1918192]
ENSMUSG00000024727 Trpmé -1.72 0.01 004 017 1.00 1.00 -0.04 1.00 1.00 transient receptor potential cation channel, subfamily M, member 6 [Source:MGI Symbol;Acc:MG1:2675603]
ENSMUSG00000022861 Dgkg -L60 001004 102 03099 -0dL 100 100 dicyiglycerol Knase, gamma [Source:MGI SymbobAC:MGLLOS060]
ENSMUSG00000054455 Vaph -0.36 0.01 004 024 0.06 056 0.04 0.80 1.00 b protein, iated protein B and C [Source:MGI Symbol;:Acc:MG1:1928744]
ENSMUSG00000036641 Ccdc148 154 001 004 028 082 1.00 005 100 1.00 coiled-coil domain containing 148 [Source:MGI Symbol:Acc:MGI:3039583]
ENSMUSG00000027523 Gnas 020 001 004 005 039 1.00 -004 063 1.00 GNAS (guanine nucleotide binding protein, alpha stimulating) complex locus [Source:MGI Symbol;Acc:MGI:95777]
ENSMUSG00000098113 - 033 001 004 017 014 099 -002 090 1.00 0
ENSMUSG00000033624 Pdpr 056 001 004 038 006 060 013 052 1.00 pyruvate dehydrogenase phosphatase regulatory subunit [Source:MGI Symbol:Acc:MGI:2442188]
ENSMUSG00000022790 Igsf11 044 001 004 038 001 018 -024  0.16 1.00 immunoglobulin superfamily, member 11 [Source:MGI Symbol:Acc:MGI:2388477]
ENSMUSG00000064917 snoz39 061 001 004 037 010 083 013 057 1.00 Small nucleolar RNA Z39 [Source:RFAM;ACC:RF00341]
ENSMUSG00000066632 Pgk1-rs7 027 001 004 020 002 024 019 007 1.00 kinase-1, related seq mbol:Acc:MG1:97562]
ENSMUSG00000085793 Lin52 087 001 004 050 0.5 100 008  0.85 1.00 lin-52 homolog (C. elegans) [Source:MGI Symbol:Acc:MGI:3045391]
ENSMUSG00000001151 Pent 069 001 004 059 002 023 -0.03 100 1.00 pericentrin (kendrin) [Source:MGI Symbol:Acc:MGI:102722]
ENSMUSG00000020709 Adap2 068 001 004 033 023100 00l 100 1.00 AfGAP with dual PH domains 2 [Source:MGI Symbol:Acc:MGI:2663075]
ENSMUSG00000019763 Rmnd1 046 001 004 028 0.1 085 -0.03  0.92 1.00 required for meiotic nuclear division 1 homolog (S. Symbol:Acc:MGI:1913334]
ENSMUSGO0000048442 2210020MOIRK 111 001 004 043 038 100 002 10D 100 RIKEN cDNA 2210020MOL gene [Saurce:MG! SymbolAce:MGI:1913776]
ENSMUSG00000042662 Dusp15 111 001 004 014 088 1.00 -024  0.63 1.00 dual specificity 15 Symbol:Acc:MGI:1934928]
ENSMUSG00000023764 Sfil 024 001 004 010 021 100 -022  0.05 1.00 Sfil homolog, spindle assembly associated (yeast) [Source:MGI Symbol:Acc:MGI:1926137]
ENSMUSG00000055447 Cd47 046 001 004 032 005054 025 0.4 1.00 CDA7 antigen (Rh-related antigen, integrin-associated signal transducer) [Source:MGI Symbol:Acc:MG1:96617]
ENSMUSG00000000959 Oxall 038 001 004 036 001 009 -005 075 1.00 oxidase assembly 1-like [Source:MGI Symbol:Acc:MGI:1916339]
ENSMUSG00000039410 Prdm16 098 001 004 041 037 1.00 -024 051 1.00 PR domain containing 16 [Source:MGI Symbol;Acc:MGI:1917923]
ENSMUSG00000009566 Fpgs 042 001 004 020 0.8 1.00 -021  0.19 1.00 folylpolyglutamyl synthetase [Source:MGI Symbol:Acc:MGI:95576]
ENSMUSG00000036086 Zranb3 271 001 004 046 100 1.00 -0.37  0.81 1.00 zinc finger, RAN-binding domain containing 3 [Source:MGI Symbol:Acc:MGI:1918362]
ENSMUSG00000083880 Hspel-ps6 4135 001 005 119 002 030 025 0.60 1.00 heat shock protein 1 (chaperonin 10), pseudogene 6 [Source:MGI Symbol:Acc:MGI:1935167]
ENSMUSG00000021336 Slc17a4 132 001 005 049 046 1.00 -020  0.67 1.00 solute carrier family 17 (sodium phosphate), member 4 [Source:MGI Symbol:Acc:MGI:2442850]

ENSMUSG00000062822 4833420G17Rik -0.56 0.01 0.05 034 0.10 0.84 -0.02 0.95 1.00 RIKEN cDNA 4833420G17 gene [Source:MGI Symbol;Acc:MGI:1914642]

ENSMUSG00000097388 RP24-9808.1 -0.32 0.01 0.05 0.16 0.15 1.00 0.00 1.00 1.00 O

ENSMUSG00000048997 Atxn7I2 -0.66 0.01 0.05 044 0.06 060 037 0.08 1.00 ataxin 7-like 2 [Source:MGI Symbol;Acc:MG1:1919772]

ENSMUSG00000027165 B230118HO7Rik -0.66 0.01 0.05 048 0.07 063 0.03 1.00 1.00 RIKEN cDNA B230118H07 gene [Source:MGI Symbol;Acc:MG1:1915420]
k1

ENSMUSG00000025574 TI 091 001 005 047 019 100 001 100 100 thymidine kinase 1 [Source:MGI Symbol:Acc:MGI:98763]

ENSMUSG00000022415 Syngrl 081 001 005 031 033 1.00 -0.16  0.63 1.00 synaptogyrin 1 [Source:MGI Symbol:Acc:MGI:1328323]

ENSMUSG00000020628 Trappel2 058 001 005 044 004 042 -0.06 084 100 trafficking protein particle complex 12 [Source:MGI Symbol:Acc:MGI:2445089]
ENSMUSG00000020566 Atp6vic2 060 001 005 013 058 100 -0.15 051 1.00 ATPase, H+ transporting, lysosomal V1 subunit C2 [Source:MGI Symbol;Acc:MGI:1916025]
ENSMUSG00000033295 Ptprf 029 001005 024 001018 -012 032 100 protein tyrosine phosphatase, receptor type, F [Source:MGI Symbol:Acc:MGI:102695)
ENSMUSG00000098240 - 030 001 005 015 014 1.00 001 095 1.00 0

ENSMUSG00000031712 1115 <100 001 005 061 016 100 005 091 100 interleukin 15 [Source:MGI SymbolAcc:MGI:103014]

ENSMUSG00000031163 Glods 071 001 005 060 002 030 011  0.69 1.00 glyoxalase domain containing 5 [Source:MGI Symbol:Acc:MGI:1917074]
ENSMUSG00000004798 Ulk2 055 001005 029 017 100 009 065 100 unc-51 like kinase 2 [Source:MGI Symbol:Acc:MGI:1352758]
ENSMUSG00000035900 Gramda 063 001 005 012 067 1.00 -025 031 1.00 GRAM domain containing 4 [Source:MGI Symbol:Acc:MGI:2676308]
ENSMUSG00000042770 Hebpl 067 001 005 042 009 0.78 001 100 1.00 heme binding protein 1 [Source:MGI Symbol:Acc:MGI:1333880]
ENSMUSG00000003662 Ciaol 045 001 005 020 026 1.00 003  0.88 1.00 cytosolic iron-sulfur protein assembly 1 [Source:MGI Symbol:Acc:MGI:1346998]
ENSMUSG00000002781 Tmem143 059 001 005 040 008 0.72 -0.04 089 100 transmembrane protein 143 [Source:MGI Symbol;Acc:MGI:1917459]
ENSMUSG00000006395 Hyi 055 001 005 029 0.8 1.00 -0.03  0.95 1.00 hydroxypyruvate isomerase homolog (E. coli) [Source:MGI Symbol:Acc:MGI:1915430]
ENSMUSG00000091078 Gm17218 -L50 001 005 084 023 100 007 100 1.00 predicted gene 17218 [Source:MGI Symbol:Acc:MGI:4938045]
ENSMUSG00000038576 Susd4 149 001 005 031 082 1.00 -0.08 100 1.00 sushidomain containing 4 [Source:MGI Symbol:Acc:MGI:2138351]
ENSMUSG00000039364 Sectmib <143 001 005 089 017 100 -0.14 088 1.00 secreted and transmembrane 18 [Source:MGI SymbolAcc:MGI:1929083]
ENSMUSG00000027102 Hoxd8 043 001 005 011 050 1.00 001 100 1.00 homeobox D8 [Source:MGI Symbol:Acc:MGI:96209]

ENSMUSG00000045667 Smtni2 078 001 005 045 013 098 -0.15 065 1.00 smoothelin-iike 2 [Source:MGI Symbol;Acc:MGI:2442764]

ENSMUSG00000069008 GMS5537 027 001 005 020 002 027 019 007 1.00 predicted gene 5537 [Source:MGI Symbol:Acc:MGI:3643179]
ENSMUSG00000068120 Gm10231 038 001 005 022 010 084 -0.02 091 100 predicted pseudogene 10231 [Source:MGI Symbo\ Acc:MGI:3704468]

ENSMUSG00000069835 Sat2 -0.95 0.01 0.05 045 0.26 1.00 -0.10 0.83 1.00 N1-acetyl Symbol;Acc:MG1:1916465]




Sup. Table 1 SET VI

ENSEMBL Symbol
ENSMUSG00000027199 Gatm
ENSMUSG00000021490 Slc34al
ENSMUSG00000028713 Cyp4bl
ENSMUSG00000005980 Dnasel
ENSMUSG00000022186 Oxctl
ENSMUSG00000024892 Pcx
ENSMUSG00000025479 Cyp2el
ENSMUSG00000031441 Atplla
ENSMUSG00000024866 Acy3
ENSMUSG00000084790 Gm15879
ENSMUSG00000020051 Pah
ENSMUSG00000097458 AL831764.1
ENSMUSG00000076441 Ass1
ENSMUSG00000022613 Miox
ENSMUSG00000049152 Ugt3a2
ENSMUSG00000002204 Napsa
ENSMUSG00000031766 Sic12a3
ENSMUSG00000052562 Slc22a30
ENSMUSG00000046687 Gm5424
ENSMUSG00000063590 Slc22a28
ENSMUSG00000027227 Sord
ENSMUSG00000061838 Suclg2
ENSMUSG00000035878 Agphdl
ENSMUSG00000003477 Inmt
ENSMUSG00000024313 Meplb
ENSMUSG00000033610 Pankl
ENSMUSG00000033533 Acsm1
ENSMUSG00000032047 Acatl
ENSMUSG00000022679 Mpv17l
ENSMUSG00000054733 Msra

ENSMUSG00000055312 0610012HO03Rik

ENSMUSG00000030935 Acsm3
ENSMUSG00000030945 Acsm2
ENSMUSG00000058997 Vwa8
ENSMUSG00000032373 Carl2
ENSMUSG00000026726 Cubn
ENSMUSG00000039197 Adk
ENSMUSG00000052698 Tin2
ENSMUSG00000072664 Ugt3al
ENSMUSG00000058914 Clqtnf3
ENSMUSG00000022244 Amacr
ENSMUSG00000057880 Abat
ENSMUSG00000055373 Fut9
ENSMUSG00000069805 Fbpl
ENSMUSG00000027359 Slc27a2
ENSMUSG00000038072 Galnt11
ENSMUSG00000020072 Pbld1l
ENSMUSG00000021207 Akrlc21

ENSMUSG00000031294 D630029K05Rik

ENSMUSG00000039438 Ttc36
ENSMUSG00000018459 Sic13a3
ENSMUSG00000041052 Slc7al3
ENSMUSG00000030541 Idh2
ENSMUSG00000020062 Slc5a8
ENSMUSG00000058488 KI
ENSMUSG00000068205 Macrod2
ENSMUSG00000038745 Nirp6
ENSMUSG00000025911 Adhfel
ENSMUSG00000027070 Lrp2
ENSMUSG00000057425 Ugt2b37
ENSMUSG00000072941 Sod3
ENSMUSG00000031517 Gpméa
ENSMUSG00000037098 Rab11fip3
ENSMUSG00000030088 Aldhi1
ENSMUSG00000070348 Cendl
ENSMUSG00000023914 Mepla
ENSMUSG00000006342 Susd2
ENSMUSG00000025937 Lactb2
ENSMUSG00000027513 Pckl
ENSMUSG00000055737 Ghr
ENSMUSG00000028766 Alpl
ENSMUSG00000079262 Slcolaé
ENSMUSG00000056162 Cndpl
ENSMUSG00000015568 Lpl
ENSMUSG00000023262 Acyl
ENSMUSG00000054630 Ugt2bs
ENSMUSG00000046598 Bdhl
ENSMUSG00000061906 Ugt2b38
ENSMUSG00000029735 Tpkl
ENSMUSG00000070867 Gm12824
ENSMUSG00000037686 Aspg
ENSMUSG00000025790 Slco3al
ENSMUSG00000027332 Ivd
ENSMUSG00000029098 Acox3
ENSMUSG00000056487 Metti7a2
ENSMUSG00000028737 Aldhdal
ENSMUSG00000059602 Syn3
ENSMUSG00000052520 Cyp2j5
ENSMUSG00000046082 Tmem174
ENSMUSG00000025792 Slc25a10
ENSMUSG00000009614 Sardh
ENSMUSG00000039519 Cyp7bl
ENSMUSG00000063931 Pepd
ENSMUSG00000025243 Slc6a20b
ENSMUSG00000063730 Hsd3b2
ENSMUSG00000030630 Fah
ENSMUSG00000078650 G6pc
ENSMUSG00000033965 Slc16a2
ENSMUSG00000022892 App
ENSMUSG00000021565 Sic6al9
ENSMUSG00000066097 Cyp2j11
ENSMUSG00000022708 Zbtb20
ENSMUSG00000055932 Fto
ENSMUSG00000025453 Nnt
ENSMUSG00000022366 Slc22a22
ENSMUSG00000041720 Pidka
ENSMUSG00000006345 Ggtl
ENSMUSG00000028399 Ptprd
ENSMUSG00000028989 Angpti7
ENSMUSG00000025558 Dock9
ENSMUSG00000027605 Acss2
ENSMUSG00000029695 Aass
ENSMUSG00000064370 mt-Cyth
ENSMUSG00000003809 Gedh
ENSMUSG00000020044 Timp3
ENSMUSG00000032978 Guca2b
ENSMUSG00000057103 Cml1
ENSMUSG00000030283 St8sial
ENSMUSG00000029445 Hpd
ENSMUSG00000030781 Slc5a2

ENSMUSG00000025871 4833439L19Rik

ENSMUSG00000021947 Cryll
ENSMUSG00000025059 Gyk
ENSMUSG00000033715 Akrlcl4
ENSMUSG00000047454 Gphn
ENSMUSG00000000673 Haao
ENSMUSG00000032492 Pthir
ENSMUSG00000033427 Upb1
ENSMUSG00000003949 Hif
ENSMUSG00000024130 Abca3
ENSMUSG00000064363 mt-Nd4
ENSMUSG00000028573 Fggy
ENSMUSG00000028199 Cryz
ENSMUSG00000036764 Dnajc12
ENSMUSG00000030972 Acsm5
ENSMUSG00000041644 Sic5al2
ENSMUSG00000042082 Arsb
ENSMUSG00000030929 Eri2
ENSMUSG00000064358 mt-Co3
ENSMUSG00000017493 Igfbp4
ENSMUSG00000032114 Slc37a4
ENSMUSG00000068587 Mgam
ENSMUSG00000038704 Aspdh
ENSMUSG00000065947 mt-Nd4!
ENSMUSG00000045672 Col27al

CP versus Sal
logFC PValue FDR logFC PValue

251
-1.98
-1.74
223
-1.69
-2.36
-2.90
224
-1.83
-2.81
-1.97
-1.58
-2.03
-1.90
-2.31
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solute carrier family 13 (sodium-dependent dicarboxylate transporter), member 3 [Source:MGI Symbol;Acc:MGI:2149635]
solute carrier family 7, (cationic amino acid transporter, y+ system) member 13 [Source:MGI Symbol;Acc:MGI:1921337]
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solute carrier family 5 (iodide transporter), member 8 [Source:MGI Symbol:Acc:MGI:2384916]
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low density lipoprotein receptor-related protein 2 ymbol;

upP 2 family, B37 [Source:MGI Symbol:Acc:MGI:2148239)
dismutase 3, Symbol;Acc:MGI:103181]
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sushi domain containing 2 [Source:MGI Symbol;Acc:MGI:1918983]
lactamase, beta 2 [Source:MGI Symbol:Acc:MG:2442551]
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upD family, B38 [Source:MGI Symbol;Acc:MG1:2140794]
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cytochrome P450, family 2, subfamily j, polypeptide 11 [Source:MGI Symbol:Acc:MGI:2140224]
zin finger and BTB domain containing 20 [Source:MGI Symbol:Acc:MGI:1929213]
fat mass and obesity associated [Source:MGI Symbol:Acc:MGI:1347093]
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solute carrier family 22 (organic cation transporter), member 22 [Source:MGI Symbol:Acc:MGI:2446114]
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dedicator of 9 [Source:MGI Symbol; 106321]
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glutaryl-Coenzyme A dehydrcgenase [Source:MGI SymbolAce:MGI: 104541]
tissue inhibitor of Symbol; 54]
guanylate cyclase activator 2b (rellna) [Source:MGI Symbol;Acc:MGI:1270851]
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RIKEN cDNA 4833439119 gene [Source:MGI Symbol:Acc:MGI:1921162]
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glycerol kinase [Source:MGI Symbol;Acc:MGI:106594]

aldo-keto reductase family 1, member C14 [Source:MGI Symbol;Acc:MGI:2145458]
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34

Symbol;Acc:MGI:1349444]
parathyroid hormone 1 receptor [Source:MGI Symbol;Acc:MGI:97801]

ureidopropionase, beta [Source:MGI Symbol;Acc:MGI:2143535]

hepatic leukemia factor [Source:MGI Symbol:Acc:MGI:96108]

ATP-binding cassette, sub-family A (ABC1), member 3 [Source:MGI Symbol;Acc:MGI:1351617]
mitochondrially encoded NADH dehydrogenase 4 [Source:MGI Symbol:Acc:MGI:102498]
FGGY carbohydrate kinase domain containing [Source:MGI Symbol;Acc:MGI:1922828]
crystallin, zeta [Source:MGI Symbol:Acc:MG1:88527)

DnaJ (Hsp40) homolog, subfamily C, member 12 [Source:MGI Symbol;Acc:MGI:1353428]

acyl-CoA synthetase medium-chain family member 5 [Source:MGI Symbol;Acc:MGI:2444086]
solute carrier family 5 ), member 12 :MGI Symbol; :2138890]
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insulin-like growth factor binding protein 4 [Source:MGI SymbolAcc:MGI:96439]
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It urce:MGI Symbol;Acc:MGI:1203495]

aspartate dehydrogenase domain containing [Source:MGI Symbol:Acc:MGI:1915602]

mitochondrially encoded NADH dehydrogenase 4L [Source:MGI Symbol;Acc:MGI:102497]
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ENSMUSG00000030880 Polr3e
ENSMUSG00000030087 KIf15
ENSMUSG00000081006 Gm12832
ENSMUSG00000033676 Gabrb3
ENSMUSG00000020456 Ogdh
ENSMUSG00000053644 Aldh7al
ENSMUSG00000089694 Gm4477
ENSMUSG00000027577 Chrnad
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solute carrier family 4 (anion exchanger), member 4 [Source:MGI Symbol;Acc:MGI:1927555]
aquaporin 1 [Source:MGI Symbol:Acc:MGI:103201]
carborylesterase 1E [Source:MGI SymbolAce:MGI95432]
Symbol:Acc:MGI:1889802)
b-5 [Source:MGI Symbol:Acc:MGI:1926952]
pyruvate dehydrogenase kinase, isoenzyme 2 [Source:MGI Symbol:Acc:MGI:1343087)
syndecan 2 [Source:MGI Symbol;Acc:MGI:1349165]
malate 1, NAD (soluble)
aspartoacylase [Source:MG| Symbol;Acc:MGI:87914]
thyrotroph embryonic factor [Source:MGI Symbol;Acc:MG1:98663]
protein tyrosine phosphatase, receptor type, K [Source:MGI Symbol;Acc:MGI:103310]
vacuolar protein sorting 8 homolog (S. cerevisiae) [Source:MGI Symbol;Acc:MGI:2146407]
acyl-Coenzyme A dehydrogenase family, member 10 [Source:MGI Symbol:Acc:MGI:1919235]
DENN/MADD domain containing 1A [Source:MGI Symbol:Acc:MG:2442794]
aconitase 1 [Source:MGI Symbol;Acc:MGI:87879]
transmembrane BAX inhibitor motif containing 6 [Source:MGI Symbol:Acc:MG1:99682]
pleckstrin homology domain containing, family A member 6 [Source:MGI Symbol:Acc:MG:2388662]
inducibl reticulum ducible, ubiquitin-lie domain member 1
predicted gene 15347 [Source:MGI Symbol:Acc:MGI:3705310]
alkylglycerone phosphate synthase [Source:MGI Symbol;Acc:MG1:2443065]
cytochrome P450, family 2, subfamily d, 9 [Source:MGI Symbol;
carboxylesterase 1F [Source:MGI Symbol:Acc:MGI:2142687]
adenylate kinase 4 [Source:MGI Symbol;Acc:MGI:87979]
cadherin 16 [Source:MGI SymbolACc:MGI:L06671)
yI-CoA reductase SymbolAcc:MGI:2148199]
solute carrier family 22 (organic anion transporter), member 8 [Source:MGI Symbol;Acc:MGI:1336187]
acyl-CoA synthetase short-chain family member 1 [Source:MGI Symbol:Acc:MGI:1915988]
solute carrier family 5 ). member 10 ‘Symbol:Acc:MG1:1926089)
mitochondrially encoded tRNA glutamic acid [Source:MGI SymbolAcc:MG1:102488]
Uncharacterized protein [Source:UniProtkB/TrEMBL:ACc:33QIZ1]
alcohol dehydrogenase 1 (class 1) [Source:MGI Symbol:Acc:MGI:87921]
coiled-coi-helxcoiled-coihlix domain contaning 3 [Source:MGI SymboAcGMGI:1913325)
glyowyl 2 SymbolAcc:MGI:2146052]
solute carrier lamwly 47, member 1 [Source:MGI Symbol;Acc:MGI:1914723]
methylmalonyl-Coenzyme A mutase [Source:MGI Symbol:Acc:MGI:97239]
sorting nexin 29 [Source:MGI Symbol;Acc:MGI:1921728]
inositol 1,4,5 receptor 1 Symbol;
lysophospholipase 1 [Source:MGI Symbol;Acc:MGI:1344588]

Symbol;Acc:MGI:97051]

Symbol:Acc:MGI:1927406]

plakophilin 4 [Source:MGI Symbol:Acc:MG1:109281]
RIKEN cDNA 0610005C13 gene [Source:MGI Symbol;Acc:MGI1:1918911]

homolog (H. SymbolAcc:MGI:2142985]
mitochondrially encoded NADH dehydrogenase 6 [Source:MGI Symbol;Acc:MGI:102495]
solute carrier family 17 (sodium member 3 [Source:MGI SymbolAcc:MGI:2389216]
amino SymboliA
acyl-Coenzyme A , medium chain Symbol:ACC:MGI:87867)

avian musculoaponeurotic fibrosarcoma (v-maf) AS42 oncogene homolog [Source:MGI Symbol:Acc:MGI:96909]

1.00 solute carrier family 22 (organic cation transporter), member 18 [Source:MGI Symbol;Acc:MGI:1336884]
1.00 ATPase, H+ transporting, lysosomal VO subunit A4 [Source:MGI Symbol;Acc:MGI:2153480]

1.00 3 type 2 [Source:MGI Symbol;Acc:MGI:1917022]

1.00 zetal [Source:MGI Symbol;Acc:MG1:1341859]

1.00 solute carrier family 13 (sodium-dependent dicarboxylate transporter), member 2 [Source:MGI Symbol:Acc:MGI:1276558]

1.00 solute carrier family 25 (mitochondrial carrier, adenine nucleotide translocator), member 13 [Source:MGI Symbol;Acc:MGI:1354721]
1.00 choline 1 :MGI Symbol; 4841]
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predicted gene 15350 [Source:MGI Symbol;Acc:MGI:3705181]

PDZ domain containing 1 [Source:MGI Symbol:Acc:MG:1928901]

dimethylarginine dimethylaminohydrolase 1 [Source:MGI Symbol;Acc:MGI:1916469]

aconitase 2, mitochondrial [Source:MGI Symbol;Acc:MGI:87880]

leucine-rich repeat kinase 2 [Source:MGI Symbol;Acc:MGI:1913975]

polycystic kidney disease 2 [Source:MGI Symbol:Acc:MGI:1099818]

ketohexokinase [Source:MGI Symbol:Acc:MGI:1096353]

upP 1 family, ATC [Source:MGI Symbol:Acc:MGI:30326361

transcobalamin 2 [Source:MGI Symbol;Acc:MG1:98534]

methyltransferase like 7A3 [Source:MGI Symbol;Acc:MGI:3710670]

enoyl Coenzyme A hydratase, short chain, 1, mitochondrial [Source:MGI Symbol;Acc:MGI:2136460]

G protein-coupled receptor 1378 [Source:MGI Symbol:Acc:MGI:1891463]

CcDNA sequence AB099516 [Source:MGI Symbol;Acc:MGI:3845761]

isochorismatase domain containing 2a [Source:MGI Symbol:Acc:MG1:3609243]

proline dehydrogenase [Source:MGI Symbol;Acc:MGI:97770]

membrane-associated ring finger (C3HC4) 6 [Source:MGI Symbol:Acc:MG1:2442773]

transmembrane protein 27 [Source:MGI Symbol;Acc:MGI:1926234]

biphenyl hydrolase-like (serine hydrolase, breast epithelial mucin-associated antigen) [Source:MGI Symbol:Acc:MGI:1915271]
0

aarF domain containing kinase 3 [Source:MGI Symbol;Acc:MGI:1914676]
low density lipoprotein receptor-related protein associated protein 1 [Source:MGI Symbol;Acc:MGI:96829]
protein 25 Symbol;Acc:MG:191893
cytochrome P450, family 4, subfamily a, pu\ypepme 12a [Source: MG Symbol:AceMGI:88612]
1 3-phosphate O Symbol;Acc:MGI:1336186]
SWI/SNF related, matrix associated, actin dependenl regulator of chromatin, subfamily a, member 2 [Source:MGI Symbol;Acc:MGI:99603]
activating signal cointegrator 1 complex subunit 1 [Source:MGI Symbol;Acc:MGI:1916340]
pipecolic acid oxidase [Source:MGI Symbol;Acc:MGI:1197006]
CcDNA sequence BC017158 [Source:MGI Symbol:Acc:MGI:2384572]
Gp pled receptor 89 :MGI Symbol; 1914799]
regulated kinase 2 Symbol:Acc:MGI:1351318]
aldehyde dehydrogenase 8 family, member Al [Source:MGI Symbol;Acc:MG1:2653900]
3 Symbol:Acc:MGI:104532]
4 domain and | SNAP25-like protein homolog 1 (C. elegans) [Source:MGI Symbol;Acc:MGI:1278344]
plexin domain containing 2 [Source:MGI Symbol:Acc:MGI:1914698]
tensin 1 [Source:MGI Symbol;Acc:MGI:104552]
myosin VB [Source:MGI Symbol;Acc:MGI:106598]
PDZ domain containing 2 [Source:MGI Symbol:Acc:MGI:1922394]
ArfGAP with GTPase domain, ankyrin repeat and PH domain 1 [Source:MGI Symbol:Acc:MGI:2653690]
solute carrier organic anion transporter family, member 1al [Source:MGI Symbol;Acc:MGI:1351891]
NADPH oxidase 4 [Source:MGI Symbol:Acc:MGI:1354184]
aldolase B, fructose-bisphosphate [Source:MGI Symbol;Acc:MGI:87995]
ATP synthase, H+ transporting, mitochondrial F1 complex, alpha subunit 1 [Source:MGI Symbol:Acc:MG1:88115]
solute carrer family 3, member 1 [Source:MG! SymboliAct:MGI:1195264]
(ERGIC) 1 Symbol;Acc:MGI:1914708]
dehychogenase E1 and ransketolase domain containing 1 [Source:MG! SymbolACC:MG1:2445096]
2 :MGI Symbol;Acc:MGI:1891379]
beta 1 :MGI Symbol; 151]
family with sequence similarity 107, member A [Source:MGI Symbol;Acc:MGI:3041256]
potassium inwardly-rectifying channel, subfamily J, member 15 [Source:MGI Symbol;Acc:MGI:1310000]
solute carier family 17 (sodium phosphate), member 1 [Souroe:MGI Symbok:Acc: MGI 103209]
UDP- yl-alpha-D- Symbol;Acc:MG1:1918935]
Solute carrer family 7 (cationic amino acid transporter, y+ system), member 7 [Suurce MGI Symbol:Acc:MGI:1337120]
carnitine palmitoyltransferase 1a, liver [Source:MGI Symbol;Acc:MGI:1098296]
solute carrier family 36 (proton/amino acid symporter), member 1 [Source:MGI Symbol:Acc:MGI:2445299]
tumor necrosis factor, alpha-induced protein 8 [Source:MGI Symbol;Acc:MGI:2147191]
nudix (nucleoside diphosphate linked moiety X)-type motif 19 [Source:MGI Symbol;Acc:MGI:94203]
(17»beta) 11 [Source:MGI Symbol; 2149821]

electron alpha Symbol;Acc:MGI:106092]
transmembrane protein 229A [Source:MGI Symbol:Acc:MG1:2442812)
(N-acetyl) 1, core 2 [Source:MGI Symbol; :95676]
TBC1 domain family, member 16 [Source:MGI Symbol:Acc:MGI:2652878]
ral guanine nucleotide dissociation stimulator -like 1 [Source:MGI Symbol;Acc:MGI:107484]
oenzyme A 1 (alpha) :MGI Symbol;Acc:MGI:1919289]
aldo-keto reductase family 7, member AS (aflatoxin aldehyde reductase) [Source:MGI Symbol;Acc:MGI:107796]
fucosyltransferase 8 [Source:MGI Symbol;Acc:MGI:1858901]
ATPase, Na+/K+ alpha 1
b h

Symbol;Acc:MGI:88105]

ymbol
solute carrier family 6 (neurotransmitter transporter, taurine), member 6 [Source:MGI Symbol;Acc:MGI:98488]
branched chain ketoacid E1, alpha Symbol:Acc:MGI:107701]
llo-like 3 ymbol; 136449]
dihydrofolate reductase [Source:MGI Symbol;Acc:MGI:94890]
estrogen-related receptor gamma [Source:MGI Symbol;Acc:MGI:1347056]
carboxylesterase 1D [Source:MGI Symbol;Acc:MGI:2148202]
SET binding factor 2 [Source:MGI Symbol:Acc:MGI:1921831]
cholecystokinin A receptor [Source:MGI Symbol;Acc:MGI:99478]
quinoid dihydropteridine reductase [Source:MGI Symbol;Acc:MGI:97836]
four and a half LIM domains 1 [Source:MGI Symbol:Acc:MGI:1298387]
aquaporin 4 [Source:MG| Symbol;Acc:MGI:107387]
predicted gene 10222 [Source:MGI Symbol:Acc:MGI:3642643]
GATS protein-like 2 [Source:MGI SymbolAcc:MGI:1933384]
solute carrier family 22 (organic cation transporter), member 2 [Source:MGI Symhol Acc MGI 1335072]
oenzyme A 2 (beta) [Source:MGI Symbol;
1I, alpha Symbol; Acc.MG\.2443731]
pyruvate dehydrogenase E1 alpha 1 [Source:MGI Symbol;Acc:MGI:97532)
succinate dehydrogenase complex, subunit B, iron sulfur (Ip) [Source:MGI Symbol Acc:MGI:1914930]
abhydrolase domain containing 14b [Source:MGI Symbol;Acc:MGI:1923741]
polymerase (RNA) 11l (DNA directed) polypeptide E [Source:MGI Symbol;Acc:MGI:1349452]
Kruppel-like factor 15 [Source:MGI Symbol:Acc:MGI:1929988]
predicted gene 12832 [Source:MGI Symbol:Acc:MGI:3651921]
gamma-aminobutyric acid (GABA) A receptor, subunit beta 3 [Source:MGI Symbol:Acc:MG1:95621]
:MGI Symbol;Acc:MGI:1098267]
aldehyde dehydrogenase family 7, member Al [Source:MGI Symbol;Acc:MGI:108186]
predicted gene 4477 [Source:MGI Symbol;Acc:MGI:3782661]
cholinergic receptor, nicotinic, alpha polypeptide 4 [Source:MGI Symbol:Acc:MGI:87888]




ENSMUSG00000020988 L2hgdh
ENSMUSG00000022066 Entpd4
ENSMUSG00000028756 Pinkl
ENSMUSG00000079495 Gm11128
ENSMUSG00000022235 Cmbl
ENSMUSG00000021509 Slc25248
ENSMUSG00000063903 Klk1
ENSMUSG00000021751 Acox2
ENSMUSG00000026473 Glul
ENSMUSG00000025968 Ndufsl
ENSMUSG00000021238 Aldh6al
ENSMUSG00000027597 Ahcy
ENSMUSG00000031303 Map3k15
ENSMUSG00000030498 Gas2
ENSMUSG00000078597 Cyp4al2b
ENSMUSG00000068874 Selenbpl
ENSMUSG00000054226 Tprkb
ENSMUSG00000040430 Pitpncl
ENSMUSG00000038775 Vill
ENSMUSG00000064360 mt-Nd3
ENSMUSG00000026687 Aldh9al
ENSMUSG00000089675 Ugtlas
ENSMUSG00000089943 Ugtla5
ENSMUSG00000089960 Ugtlal
ENSMUSG00000090175 Ugtla9
ENSMUSG00000038290 Smgé
ENSMUSG00000090145 Ugtlaéb
ENSMUSG00000040351 Ankibl
ENSMUSG00000029499 Pxmp2
ENSMUSG00000090171 Ugtla2
ENSMUSG00000048087 Gm4737
ENSMUSG00000037703 Prosapipl
ENSMUSG00000031842 Pdedc
ENSMUSG00000021779 Thrb
ENSMUSG00000040111 Gramd1b
ENSMUSG00000064357 mt-Atp6
ENSMUSG00000000340 Dbt
ENSMUSG00000019996 Mtap?
ENSMUSG00000022425 Enpp2
ENSMUSG00000068877 Selenbp2
ENSMUSG00000030160 Tmem52b
ENSMUSG00000030268 Bcatl
ENSMUSG00000028024 Enpep
ENSMUSG00000054545 Ugtla6a
ENSMUSG00000032854 Ugt8a
ENSMUSG00000064354 mt-Co2
ENSMUSG00000053329 D10Jhu8le
ENSMUSG00000026576 Atplbl
ENSMUSG00000064345 mt-Nd2
ENSMUSG00000059412 Fxyd2
ENSMUSG00000067158 Col4ad
ENSMUSG00000017718 Afmid

ENSMUSG00000073437 D330041HO3Rik

ENSMUSG00000024899 Papss2
ENSMUSG00000028603 Scp2
ENSMUSG00000017950 Hnfda
ENSMUSG00000032418 Mel
ENSMUSG00000026664 Phyh
ENSMUSG00000024887 Asah2
ENSMUSG00000018339 Gpx3
ENSMUSG00000028571 Cyp2j13
ENSMUSG00000037348 Paqr7
ENSMUSG00000027187 Cat
ENSMUSG00000003746 Manla
ENSMUSG00000020189 Osbpl8
ENSMUSG00000048058 Ldirad3
ENSMUSG00000025781 Atpscl
ENSMUSG00000025393 AtpSh
ENSMUSG00000034612 Chst1l
ENSMUSG00000030861 Acadsb
ENSMUSG00000020679 Hnf1b
ENSMUSG00000017756 Slc12a7
ENSMUSG00000027984 Hadh
ENSMUSG00000043719 Col6a6
ENSMUSG00000024650 Slc22a6
ENSMUSG00000024386 Proc
ENSMUSG00000022508 Bcl6
ENSMUSG00000022821 Hgd
ENSMUSG00000024782 Ak3
ENSMUSG00000041058 Wwpl
ENSMUSG00000034390 Cmip
ENSMUSG00000020334 Sic22a4
ENSMUSG00000016756 Cmah
ENSMUSG00000021577 Sdha
ENSMUSG00000090165 Ugtlal0
ENSMUSG00000024127 Prepl
ENSMUSG00000050730 Arhgap42
ENSMUSG00000021048 Mthfdl
ENSMUSG00000093930 Hmgcs1
ENSMUSG00000059824 Dbp
ENSMUSG00000030800 Prss8
ENSMUSG00000090150 Acad1l
ENSMUSG00000002346 Slc25a42
ENSMUSG00000066026 Dhrs3
ENSMUSG00000035357 Pdzrn3
ENSMUSG00000033530 Ttc7b
ENSMUSG00000054619 Mettl7al
ENSMUSG00000000420 Galntl
ENSMUSG00000032010 Usp2
ENSMUSG00000028565 Nfia
ENSMUSG00000040855 Reps2
ENSMUSG00000026554 Dcaf8

ENSMUSG00000079671 2610203C22Rik

ENSMUSG00000069769 Msi2
ENSMUSG00000028991 Mtor
ENSMUSG00000023044 Csad
ENSMUSG00000020889 Nrldl
ENSMUSG00000037762 Slc16a9
ENSMUSG00000033453 Adamts15

ENSMUSG00000086529 4930471120Rik

ENSMUSG00000032560 Dnajc13
ENSMUSG00000020777 Acoxl
ENSMUSG00000018411 Mapt
ENSMUSG00000039682 Lap3
ENSMUSG00000018900 Slc22a5
ENSMUSG00000027843 Ptpn22
ENSMUSG00000047719 Ubiadl
ENSMUSG00000027831 Vephl
ENSMUSG00000036402 Gngl12
ENSMUSG00000026156 B3gat2
ENSMUSG00000075025 Gm10804
ENSMUSG00000079465 Col4a3
ENSMUSG00000020402 Vdacl
ENSMUSG00000002944 Cd36
ENSMUSG00000036123 Slc9a3
ENSMUSG00000053580 Tanc2
ENSMUSG00000033720 Sfxn5
ENSMUSG00000016534 Lamp2
ENSMUSG00000036814 Slc6a20a
ENSMUSG00000039031 Arhgap18
ENSMUSG00000021451 Semadd
ENSMUSG00000041119 Pde9a
ENSMUSG00000038648 Creb3I2
ENSMUSG00000083563 Gm13340
ENSMUSG00000032500 Delk3
ENSMUSG00000031349 Nsdhl
ENSMUSG00000032246 Calml4
ENSMUSG00000001827 Folrl
ENSMUSG00000037754 Ppplri6b
ENSMUSG00000023959 Clics
ENSMUSG00000028760 Eif4g3
ENSMUSG00000022110 Sucla2
ENSMUSG00000001829 Clpb
ENSMUSG00000042096 Dao
ENSMUSG00000035247 Hectdl
ENSMUSG00000037148 Arhgap10
ENSMUSG00000020186 Csrp2
ENSMUSG00000002010 Idh3g

-0.70
-0.45
-0.80
-1.07
-1.22
-0.94
-0.74
-0.74
-1.04
-0.95
-0.79
-1.81

-1.85
-0.82
-0.67
-0.93
-0.67
-0.95
-154
‘112
-1.56
0.75
-0.98

0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00

0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00

0.00

0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00

0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00

0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00

0.00
0.00
0.00
0.00
0.00

0.00

0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.05
0.00
0.01
0.00
0.00
0.01
0.01
0.01
0.01
0.02
0.01
0.00
0.02
0.01
0.00
0.00
0.00
0.00
0.00
0.00
0.01
0.00
0.00
0.00
0.00
0.01
0.00
0.01
0.00
0.01
0.01
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.01
0.01
0.00
0.00
0.01
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.01
0.00
0.00
0.00
0.00
0.00
0.00
0.02
0.00
0.00
0.00
0.00
0.04
0.00
0.00
0.02
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.01
0.00
0.00
0.00
0.03
0.02
0.00
0.00
0.00
0.02
0.00

0.01
0.00
0.02
0.00
0.00
0.00
0.03
0.00
0.00
0.00
0.00
0.02
0.00
0.00
0.00
0.01
0.00
0.03
0.00

0.00
0.01
0.00
0.00
0.01
0.00
0.00
0.00
0.00
0.00
0.05
0.00
0.00

0.00
0.03
0.00
0.00
0.00

017
0.49
0.91
017
0.31
019
0.42
0.88
0.96
0.00
0.77
0.40
0.93

1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00

1.00
1.00
1.00
1.00
1.00
1.00

1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00

1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00

1.00
0.03
1.00
1.00
0.01
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00 N
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
0.93
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
0.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
011
1.00
1.00
1.00

L :MGI Symbol:Acc:MGI:2384968]
4 Symbol:Acc:MGI:1914714]
PTEN induced putative kinase 1 [Source:MGI Symbol;Acc:MGI:1916193]
predicted gene 11128 [Source:MGI Symbol:Acc:MGI:3779382]
Jike

Symbol; Acc:MGI:1916824]

solute carrier family 25, member 48 [Source:MGI Symbol:Acc:MGI:2145373]

Kallikrein 1 [Source:MGI Symbol;Acc:MGI:102850]

acyl-Coenzyme A oxidase 2, branched chain [Source:MGI Symbol:Acc:MGI:1934852]

glutamat ligase (glutamine Symbol;Acc:MGI:95739]

NADH Fe-S protein 1 Symbol:ACC:MGI:2443241]

aldehyde dehydrogenase family 6, subfamily A1 [Source:MGI SymbolAcc:MGI:1915077]

hydrolase :MGI Symbol:Acc:MGI:87968]

mitogen-activated protein kinase kinase kinase 15 [Source:MGI Symbol;Acc:MGI:2448588]

growth arrest specific 2 [Source:MGI Symbol;Acc:MGI:95657]

cytochrome P450, family 4, subfamily a, 128

selenium binding protein 1 [Source:MGI Symbol;Acc:MG1:96825]

Tp58rk binding protein [Source:MGI SymboliAcc: MG\ 1917036]
itol transfer protein,

villin-like [Source:MGI Symnol,Acc,MGleoual]

mitochondrially encoded NADH dehydrogenase 3 [Source:MGI Symbol:Acc:MGI:102499)

Symbol; 11747]

Symbol;Acc:MGI:1919045]

aldehyde 9, subfamily AL Symbol;Acc:MGI:1861622]

upP 1 family, A8 Symbol; 6090]
upP 1 family, As Symbol:Acc:MGI: 4]
upP 1 family, AL Symbol;

UpP 1 family, Symbol:Acc:MGI:3576092]

A9

Smg-6 homolog, nonsense mediated mRNA decay factor (C. elegans) [Source:MGI Symbol;Acc:MGI:2144117]
UpP 1 family, ABB [Source:MGI Symbol:Acc:MGI:3580629]
ankyrin repeat and IBR domain containing 1 [Source:MGI Symbol:Acc:MGI:1918047)
peroxisomal membrane protein 2 [Source:MGI Symbol:Acc:MGI:107487]
[ 1 family, A2 Symbol;
predicted gene 4737 [Source:MGI Symbol;Acc:MGI:3643647]
ProSAPIP1 protein [Source:MGI Symbol;Acc:MGI:2656976]
phosphodiesterase 4C, cAMP specific [Source:MGI Symbol:Acc:MGI:99556]
thyroid hormone receptor beta [Source:MGI Symbol:Acc:MGI:98743]
GRAM domain containing 18 [Source:MGI Symbol;Acc:MGI:1925037]
mitochondrially encoded ATP synthase 6 [Source:MGI Symbol:Acc:MG1:99927]

branched chain E2 Symbol;Acc:MGI:105386]

d protein 7 Symbcul Acc:MGI:1328328]
Symbol;

6049)

:1321390]

selenium binding protein 2 [Source:MGI Symho\‘Acc MG:104859]
transmembrane protein 52B [Source:MGI Symbol;Acc:MGI:2442838]
branched chain aminotransferase 1, cytosolic [Source:MGI Symbol;Acc:MGI:104861]
glutamyl Symbol; :106645]
UpP 1 family, ABA Symbol;Acc:MGI:2137698]
upP ga\actusyltvansferase 8A [Source:MGI Symbol:Acc:MGI:109522]
¢ oxidase Il Symbol:Acc:MGI:102503]
DNA segment, cm 10, Johns Hopkins University 81 expressed [Source:MGI Symbol;Acc:MGI:1351861]
ATPase, Na+/K+ transporting, beta 1 polypeptide [Source:MGI Symbol;Acc:MGI:88108]
mitochondrially encoded NADH dehydrogenase 2 [Source:MGI Symbol:Acc:MGI:102500]
FXYD domain-containing ion transport regulator 2 [Source:MGI Symbol:Acc:MGI:1195260]
collagen, type IV, alpha 4 [Source:MGI Symbol;Acc:MGI:104687]
arylformamidase [Source:MGI Symbol;Acc:MGI:2448704]
RIKEN cDNA D330041H03 gene [Source:MGI Symbol:Acc:MGI:3603827]
3-phosphoadenosine 5-phosphosulfate synthase 2 [Source:MGI Symbol;Acc:MGI:1330223]
sterol carrier protein 2, liver [Source:MGI Symbol;Acc:MGI:98254]
hepatic nuclear factor 4, alpha [Source:MGI Symbol:Acc:MGI:109128]
malic enzyme 1, NADP(+)-dependent, cytosolic [Source:MGI Symbol:Acc:MGI:97043]
phytanoyt-CoA hydrorylase [Source:MGI SymbolACeMGL:891976]
2 Symbol;Acc:MGI:1859310]
glutathione peroxidase 3 [Source:MGI Symbol;Acc:MG1:105102]
cytochrome P450, family 2, subfamily j, 13 [Source:MGI Symbol; 1238519
progestin and adipoQ receptor family member VIl [Source:MGI Symbol:Acc:MGI:1919154]
catalase [Source:MGI Symbol:Acc:MGI:88271]
mannosidase 1, alpha [Source:MGI Symbol;Acc:MGI:104677]
oxysterol binding protein-like 8 [Source:MGI Symbol;Acc:MGI:2443807]
low density lipoprotein receptor class A domain containing 3 [Source:MGI Symbol;Acc:MGI:2138856]
ATP synthase, H+ transporting, mitochondrial F1 complex, gamma 1 :MGI Symbol;
ATP synthase, H+ transporting mitochondrial F1 complex, beta subunit [Source:MGI Symbol;Acc:MGI:107801]
11 :MGI Symbol;Acc:MGI:1927166]
acyl-Coenzyme A dehydrogenase, short/branched chain [Source:MGI Symbol;Acc:MGI:1914135]
HNF1 homeobox B [Source:MGI Symbol:Acc:MGI:985051
solute carrier family 12, member 7 [Source:MGI Symbol;Acc:MGI:1342283]
oenzyme A :MGI Symbol;
collagen, type VI, alpha 6 [Source:MGI Symbol;Acc:MGI:2444259]
solute carrier family 22 (organic anion transporter), member 6 [Source:MGI Symbol;Acc:MGI:892001]
protein C [Source:MGI Symbol:Acc:MGL:97771]
B cell leukemia/lymphoma 6 [Source:MGI Symbol;Acc:MGI:107187]
homogentisate 1, 2-dioxygenase [Source:MGI Symbol;Acc:MGI:96078]
adenylate kinase 3 [Source:MGI Symbol:Acc:MGI:1860835]
WW domain containing E3 ubiquitin protein ligase 1 [Source:MGI Symbol:Acc:MGI:1861728]
c-Maf inducing protein [Source:MGI Symbol:Acc:MGI:1921690]
solute carrer family 22 (organic cation transporter), member 4 [Source:MG! SymbolAce:MGI:1353479]

:1261437]

cytidine Symbol;Acc:MGI:103227]
succinate dehydrogenase complex, subunit A, (Fp) Symbol; :1914195)
UpP 1 family, A10 Symbol;Acc:MGI:3580642]

prolyl endopeptidase-like [Source:MGI Symbol;Acc:MGI:2441932]
Rho GTPase activating protein 42 [Source:MGI Symbol;Acc:MGI:1918794]

DP+ synthase
3-hydroxy-3-methylglutaryl-Coenzyme A synthase 1 [Source:MGI Symbol:Acc:MGI:107592]
D site albumin promoter binding protein [Source:MGI Symbol:Acc:MGI:94866]
protease, serine, 8 (prostasin) [Source:MGI Symbol:Acc:MGI:1923810]
acyl-Coenzyme A dehydrogenase family, member 11 [Source:MGI Symbol;Acc:MGI:2143169]
solute carrier family 25, member 42 [Source:MGI Symbol:Acc:MGI:1920345]
dehydrogenaselreductase (SDR family) member 3 [Source:MGI Symbol;Acc:MGI:1315215]
PDZ domain containing RING finger 3 [Source:MGI Symbol:Acc:MGI:1933157]
tetratricopeptide repeat domain 78 [Source:MGI Symbol;Acc:MGI:2144724]
methytransferase lie 7AL [Source:MGI SymboAce:MGI:1916523]
UDP. yl-alpha-D 1
ubiquitin specific peptidase 2 [Source:MGI Symbo\‘Acc MGI:1858178]
nuclear factor I/A [Source:MGI Symbol;Acc:MGI:108056]
RALBP1 associated Eps domain containing protein 2 [Source:MGI Symbol:Acc:MGI:2663511]
DDB1 and CUL4 associated factor 8 [Source:MGI Symbol;Acc:MGI:91860]
RIKEN cDNA 2610203C22 gene [Source:MGI Symbol;Acc:MGI:1919731]
Musashi homolog 2 (Drosophila) [Source:MGI Symbol;Acc:MGI:1923876]
mechanistic target of rapamycin (serme/mreonine kinase) [Source:MGI Symbol:Acc:MGI:1928394]
cysteine sulfinic acid urce:MGI Symbol;Acc:MGI:2180098]
nuclear receptor subfamily 1, group D member 1 [Source:MGI Symbol:Acc:MGI:2444210]
solute carrier family 16 acid member 9 Symbol;
a disintegrin-like and metallopeptidase (reprolysin type) with type 1 motif, 15
RIKEN cDNA 4930471120 gene [Source:MGI Symbol;Acc:MGI:1922195]
DnaJ (Hsp40) homolog, subfamily C, member 13 [Source:MGI Symbol;Acc:MGI:2676368]
acyl-Coenzyme A oxidase 1, palmitoyl [Source:MGI Symbol;Acc:MGI:1330812]

d protein tau Symbol:Acc:MGI:97180]
leucine aminopeptidase 3 [Source:MGI Symbol:Acc:MGI:1914238]
solute carrier family 22 (organic cation transporter), member 5 [Source:MGI Symbol:Acc:MGI:1329012]
protein tyrosine phosphatase, non-receptor type 22 (lymphoid) [Source:MGI Symbol;Acc:MGI:107170]
UbiA prenyltransferase domain containing 1 [Source:MGI Symbol:Acc:MGI:1918957]
ventricular zone expressed PH domain homolog 1 (zebrafish) [Source:MGI Symbol;Acc:MGI:1920039]
guanine nucleotide binding protein (G protein), gamma 12 [Source:MGI Symbol;A
beta-1, 2 s) Symbol;Acc:MGI:2389490]
predicted gene 10804 [Source:MGI Symbol:Acc:MGI:3641755]
collagen, type IV, alpha 3 [Source:MGI Symbol;Acc:MGI:104688]
voltage-dependent anion channel 1 [Source:MGI Symbol;Acc:MGI:106919]
CD36 antigen [Source:MGI Symbol:Acc:MGI:107899]
solute carrier family 9 (sodium/hydrogen exchanger), member 3 [Source:MGI Symbol;Acc:MGI:105064]
tetratricopeptide repeat, ankyrin repeat and coiled-coil containing 2 [Source:MGI Symbol;Acc:MGI:2444121]
sideroflexin 5 [Source:MGI Symbol:Acc:MGI:2137681]
lysosomal-associated membrane protein 2 [Source:MGI Symbol;Acc:MGI:96748]

Symbol;Acc:MG1:894693]

:1914109]
Symbol:Acc:MGI:2449569]

solute carrier family 6 (neurotransmitter transporter), member 20A [Source:MGI Symbol:Acc:MGI:2143217]

Rho GTPase activating protein 18 [Source:MGI Symbol;Acc:MGI:1921160]

sema domain, domain (Ig), domain (TM) and short domain, 4D
9A [Source:MGI Symbol; 1277179]

CAMP responsive element binding protein 3-like 2 [Source:MGI Symbol;Acc:MGI:2442695]

precicted gene 13340 [Source:MGI Symbol;Ace:MGI:3650227]
like kinase 3 :MGI SymbokAcc:
NAD(P) dependenl steroid Symbol; :1099438]
mbol;Acc:MGI:1922850]

folate receptor 1 (adult) [Source:MGI Symbol:Acc:MGI:95568]
protein phosphatase 1, regulatory (inhibitor) subunit 168 [Source:MGI Symbol:Acc:MG1:2151841]
chloride channel 5 [Source:MGI Symbol; 1917912]

eukaryotic translation initiation factor 4 gamma, 3 [Source:MGI Symbol:Acc:MGI:1923935]
succinate-Coenzyme A ligase, ADP-forming, beta subunit [Source:MGI Symbol;Acc:MGI:1306775]
CIpB caseinolytic peptidase B [Source:MGI Symbol:Acc:MGI:1100517]

D-amino acid oxidase [Source:MGI Symbol;Acc:MGI:94859]

HECT domain containing 1 [Source:MGI Symbol:Acc:MG1:2384768]

Rho GTPase activating protein 10 [Source:MGI Symbol;Acc:MGI:1925764]

cysteine and glycine-rich protein 2 [Source:MGI Symbol:Acc:MGI:1202907]

isocitrate dehydrogenase 3 (NAD+), gamma [Source:MGI SymbolAcc:MGI:1099463]

Symbol;Acc:MG1:13420C

Symbol;Acc:MGI:109244]



ENSMUSG00000047409 Ctdspl
ENSMUSG00000036879 Phkb
ENSMUSG00000047638 Nrih4
ENSMUSG00000020059 Sycp3
ENSMUSG00000022219 Cideb
ENSMUSG00000033318 Gstt2
ENSMUSG00000093485 Gm20708
ENSMUSG00000020019 Ntnd
ENSMUSG00000025812 Pard3
ENSMUSG00000029053 Prkcz
ENSMUSG00000023915 Tnfrsf21
ENSMUSG00000025731 0610011F06Rik
ENSMUSG00000024953 Prdx5
ENSMUSG00000030759 Farl
ENSMUSG00000024507 Hsd17b4
ENSMUSG00000000149 Gnal2
ENSMUSG00000035828 Pim3
ENSMUSG00000090231 Cfb
ENSMUSG00000043940 Wdfy3
ENSMUSG00000047866 Lonp2
ENSMUSG00000020902 Ntnl
ENSMUSG00000061578 Ksr2
ENSMUSG00000062410 Hsd3b3
ENSMUSG00000010277 2610507B11Rik
ENSMUSG00000033149 Phidb2
ENSMUSG00000006205 Htral
ENSMUSG00000012187 Mogatl
ENSMUSG00000027004 Frzb
ENSMUSG00000061731 Ext1
ENSMUSG00000030161 Gabarapll
ENSMUSG00000064181 Rab3ip
ENSMUSG00000036932 Aifm1
ENSMUSG00000026335 Pam
ENSMUSG00000060224 Pyroxd2
ENSMUSG00000030884 Uqcrc2
ENSMUSG00000030826 Bcat2
ENSMUSG00000064351 mt-Col
ENSMUSGO00000000563 AtpSfl
ENSMUSG00000028538 St3gal3
ENSMUSG00000020098 Pcbdl
ENSMUSG00000039062 Anpep
ENSMUSG00000029017 Pmpch
ENSMUSG00000031231 Cox7h
ENSMUSG00000035637 Grhpr
ENSMUSG00000038696 Mapkapl
ENSMUSG00000028013 Ppa2
ENSMUSG00000066512 KIk1b5
ENSMUSG00000028461 Cedc107
ENSMUSG00000039652 Cpeb3
ENSMUSG00000038462 Ugcrfsl
ENSMUSG00000030004 Nat8
ENSMUSG00000092511 Gm20547
ENSMUSG00000014313 Cox6c
ENSMUSG00000030492 Slc7a9
ENSMUSG00000032120 C2cd2|
ENSMUSG00000018770 AtpSg3
ENSMUSG00000021764 Ndufs4
ENSMUSG00000060261 Gtf2i
ENSMUSG00000061175 Fnip2
ENSMUSG00000036333 Kidins220
ENSMUSG00000026259 Ngef
ENSMUSG00000001755 Coasy
ENSMUSG00000021474 Sfxnl
ENSMUSG00000039783 Kmo
ENSMUSG00000038679 Trpsl
ENSMUSG00000014606 Slc25a11
ENSMUSG00000020604 Arsg
ENSMUSG00000025732 Fam195a
ENSMUSG00000045659 Plekha7
ENSMUSG00000051910 Sox6
ENSMUSG00000033488 BC026585
ENSMUSG00000029772 Ahcyl2
ENSMUSG00000022323 Hrspl2
ENSMUSG00000019822 Smpd2
ENSMUSG00000020570 Sypl
ENSMUSG00000029467 Atp2a2
ENSMUSG00000020258 Glyctk
ENSMUSG00000019872 Smpdi3a
ENSMUSG00000020100 Slc29a3
ENSMUSG00000025583 Rptor
ENSMUSG00000051497 Kenjl6
ENSMUSG00000018736 Ndell
ENSMUSG00000027130 Slc12a6
ENSMUSG00000028179 Cth
ENSMUSG00000030301 Cedc91
ENSMUSG00000022890 Atp5j
ENSMUSG00000028189 Ctbs
ENSMUSG00000086929 Gm11788
ENSMUSG00000027900 Dram2
ENSMUSG00000027589 Pcmtd2
ENSMUSG00000000171 Sdhd
ENSMUSG00000022353 Mtss1
ENSMUSG00000047496 Rnf152
ENSMUSG00000022132 Cldn10
ENSMUSG00000009378 Slc16a12
ENSMUSG00000034171 Faah
ENSMUSG00000025026 Add3
ENSMUSG00000058927 Gm10053
ENSMUSG00000013593 Ndufs2
ENSMUSG00000024038 Ndufv3
ENSMUSG00000027673 Ndufbs
ENSMUSG00000063694 Cycs
ENSMUSG00000010048 frd2
ENSMUSG00000028655 Mfsd2a
ENSMUSG00000031384 Asb9
ENSMUSG00000039428 Tmem135
ENSMUSG00000026131 Dst
ENSMUSG00000008575 Nfib
ENSMUSG00000069729 Arid1b
ENSMUSG00000040327 Cul9
ENSMUSG00000031666 Rbl2
ENSMUSG00000034853 Acot1l
ENSMUSG00000028906 Epb4.1
ENSMUSG00000029104 Htt
ENSMUSG00000087232 Gm14764
ENSMUSG00000026469 Xprl
ENSMUSG00000031924 CybSb
ENSMUSG00000021775 Nrid2
ENSMUSG00000021686 Ap3bl
ENSMUSG00000061859 Inad!
ENSMUSG00000050199 Lgra
ENSMUSG00000028967 Errfil
ENSMUSG00000036395 Glbll2
ENSMUSG00000032330 Cox7a2
ENSMUSG00000048578 Mlec
ENSMUSG00000049971 Gltldl
ENSMUSG00000033577 Myo6
ENSMUSG00000007038 Neul
ENSMUSG00000030834 Abccé
ENSMUSG00000001249 Hpn
ENSMUSG00000005534 Inst
ENSMUSG00000025555 Farpl
ENSMUSG00000029545 Acads
ENSMUSG00000032232 Cgnll
ENSMUSG00000029122 Eve
ENSMUSG00000035473 Galm
ENSMUSG00000057060 SIc35f3
ENSMUSG00000032372 Plscr2
ENSMUSG00000044252 Osbplla
ENSMUSG00000006818 Sod2
ENSMUSG00000036918 Ttc7
ENSMUSG00000034456 Urocl
ENSMUSG00000081221 Gm14760
ENSMUSG00000094708 RP24-354P12.1
ENSMUSG00000095937 Gm12671
ENSMUSG00000038296 Galntl4
ENSMUSG00000085747 Gm11194
ENSMUSG00000069601 Ank3
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CTD (carboxy-t I domain, RNA 8 A) small Tk
phosphorylase kinase beta [Source:MGI Symbol:Acc:MGI:97578]
nuclear receptor subfamily 1, group H, member 4 [Source:MGI Symbol;Acc:MGI:1352464]
synaptonemal complex protein 3 [Source:MGI Symbol:Acc:MGI:109542)
cell death-inducing DNA fragmentation factor, alpha subunit-like effector B [Source:MGI Symbol:Acc:MGI:1270844]
glutathione S-transferase, theta 2 [Source:MGI Symbol;Acc:MGI:106188]
predicted gene 20708 [Source:MGI Symbol;Acc:MGI:5313155]
netrin 4 [Source:MGI Symbol:Acc:MGI:1888978]
par-3 (partitioning defective 3) homolog (C. elegans) [Source:MGI Symbol;Acc:MGI:2135608]
protein kinase C, zeta [Source:MGI Symbol:ACC:MGI:97602)
tumor necrosis factor receptor member 21 Symbol;
RIKEN cDNA 0610011F06 gene [Source:MGI Symbol:Acc:MGI:1915597]

5 Symbol;Acc:MGI:1859821]
fatty acyl CoA reductase 1 [Source:MGl Symbol Acc:MGI:1914670]

(17-beta) :MGI Symbol:Acc:MGI:105089]
quanine nucleotide binding protein, alpha 12 [Source:MGI Symbol:Acc:MGI:95767]
proviral integration site 3 [Source:MGI Symbol;Acc:MGI:1355297]
complement factor B [Source:MGI Symbol:Acc:MGI:105975]

WD repeat and FYVE domain containing 3 [Source:MGI Symbol;Acc:MGI:1096875]
lon peptidase 2, peroxisomal [Source:MGI Symbol:Acc:MGI:1914137]
netrin 1 [Source:MGI Symbol;Acc:MGI:105088]
kinase of ras 2 Symbol; 15]
hydroxy-delta-5-steroid dehydrogenase, 3 beta- and steroid delt
RIKEN cDNA 2610507B11 gene [Source:MGI Symbol:Acc:MGI:1919753]
pleckstrin homology-like domain, family B, member 2 [Source:MGI Symbol:Acc:MG1:2444981]
HIrA serine peptidase 1 [Source:MGI Symbol;Acc:MGI:1929076]

o :MGI Symbol;Acc:MGI:1915643]

[Source:MGI Symbol;

:1916524]

:2151075]

3 [Source:MGI Symbol; 35]

1
frizzled-related protein SymboliA
exostoses (mulipl) 1 [Source:MGI SymbolACMGI 894663]
acid (GABA) A recept Tk
RAB3A interacting protein [Source: MGI SymbokAcc: MG\ 105933]
ap ducing factor, SymbolAcc:MGI:1349419)
pemwdylglyclne alpha-amidating monoogygenase [Souvce MG SymbolAcc:MGI:97475]
pyridine SymbolAcc:MGI:1921830]
ubiquinol cytochrome ¢ reductase core protein 2 [Source MGI SymbolAcc:MGI:1914253]
branched chain ami SymbolAcc:MGI:1276534]

Symbol;Acc:MGI:1914980]

encoded e ¢ oxidase | [Source:MGI Symbol:Acc:MGI102504]
ATP synthase, H+ lrar\spomng, mitochondrial FO complex, subunit B1 [Source:MGI Symbol;Acc:MGI:1100495]
ST3 bet Ipha-2, 3 Symbol:Acc:MGI:1316659]
pterin 4 alpha. cammalamme dehydratase/dimerization cofactor of hepatocyte nuclear factor 1 alpha (TCF1) 1 [Source:MGI SymbolAcc:MGL:94873]
alanyl Symbol; 466]
peptidase Symbol;Acc:MGI:1920328]

beta

cytochrome ¢ oxidase subunit Vilb [Source:MGI Symbol:Acc:MGI:1913392]
glyoxylate reductase Symbol:Acc:MGI:1923488]
mitogen-activated protein kinase associated prmem 1 [Source:MGI Symbol;Acc:MG1:2444554]

(inorganic) 2 ymbol;Acc:MGI:1922026]
kallikrein 1-related peptidase b5 [Souvce:MG\ Symbol;Acc:MGI:892020]
coiled-coil domain containing 107 [Source:MGI Symbol;Acc:MGI:1913423]
cytoplasmic polyadenylation element binding protein 3 [Source:MGI SymbolAcc:MGI:2443075]
ubiquinol-cytochrome c reductase, Rieske iron-sulfur polypeptide 1 [Source:MGI Symbol;Acc:MGI:1913944)
N-acetyltransferase 8 (GCN5-related, putative) [Source:MGI Symbol;Acc:MGI:1915646]
predicted gene 20547 [Source:MGI Symbol;Acc:MGI:5142012]
cytochrome ¢ oxidase, subunit Vic [Source:MGI Symbol:Acc:MGI:104614]
solute carrier family 7 (cationic amino acid transporter, y+ system), member 9 [Source:MGI Symbol;Acc:MGI:1353656]
C2 calcium-dependent domain containing 2-like [Source:MGI Symbol:Acc:MGI:1919014]
ATP synthase, H+ transporting, mitochondrial FO complex, subunit C3 (subunit 9) [Source:MGI Symbol:Acc:MGI:2442035]
NADH Fe-S protein 4 Symbol:Acc:MGI:1343135]
general transcription factor Il | [Source:MGI Symbol;Acc:MGI:1202722]
folliculin interacting protein 2 [Source:MGI Symbol:Acc:MGI:2683054]
kinase D-interacting substrate 220 [Source:MGI Symbol:Acc:MGI:1924730]
neuronal guanine nucleotide exchange factor [Source:MGI Symbol;Acc:MGI:1858414]
Coenzyme A synthase [Source:MGI Symbol;Acc:MGI:1918993]

1 :MGI Symbol; 137677]

[Source:MGI Symbol;Acc:MGI:2138151]
trichorhinophalangeal syndrome | (human) [Source:MGI Symbol;Acc:MGI:1927616]
solute carrier family 25 (mitochondrial carrier oxoglutarate carrier), member 11 [Source:MGI Symbol;Acc:MGI:1915113]
G ymbol; 1921258]
family with sequence similarity 195, member A [Source:MGI Symbol;Acc:MGI:1915491]
pleckstrin homology domain containing, family A member 7 [Source:MGI Symbol:Acc:MGI:2445094]
SRY-box containing gene 6 [Source:MGI Symbol:Acc:MGI:98368]
CDNA sequence BC026585 [Source:MGI Symbol:Acc:MGI:2448516]
S-adenosylhomocysteine hydrolase-like 2 [Source:MGI Symbol;Acc:MGI:1921590]
heat-responsive protein 12 [Source:MGI Symbol:Acc:MGI:1095401]
sphingomyelin phosphodiesterase 2, neutral [Source:MGI Symbol;Acc:MGI:1278330]
synaptophysin-like protein [Source:MGI Symbol:Acc:MGI:108081]
ATPase, Cat+ transporting, cardiac muscle, slow twitch 2 [Source:MGI Symbol;Acc:MGI:88110]
glycerate kinase [Source:MGI Symbol:Acc:MGI:2444085]
sphingomyelin phosphodiesterase, acid-like 3A [Source:MGI Symbol;Acc:MGI:1931437]
solute carrier family 29 member 3 Symbol; :1918529]
regulatory associated protein of MTOR, complex 1 [Source:MGI Symbol:Acc:MGI:1921620]
potassium inwardly-rectifying channel, subfamily J, member 16 [Source:MGI Symbol;Acc:MGI:1314842]
nuclear distribution gene E-like homolog 1 (A. nidulans) [Source:MGI Symbol:Acc:MGI:1932915]
solute carrier family 12, member 6 [Source:MGI Symbol;Acc:MGI:2135960]
Iyase) [Source:MGI Symbol;Acc:MGI:1339968]
coilec-coil domain containing 91 [Source:MG! SymbolAcCMGI:1914265]
ATP synthase, H+ transporting, mitochondrial FO complex, subunit F [Source:MGI Symbol;Acc:MGI:107777]
chitobiase, di-N-acetyl- [Source:MGI Symbol:Acc:MGI:1921495]
predicted gene 11788 [Source:MGI Symbol;Acc:MGI:3649943]
DNA-damage regulated autophagy modulator 2 [Source:MGI Symbol;Acc:MGI:1914421]
protein-L- o domain containing 2 [Source:MGI Symbol;Acc:MGI:1923927]
succinate dehydrogenase complex, subunit D, integral membrane protein [Source:MGI Symbol:Acc:MGI:1914175]
metastasis suppressor 1 [Source:MGI Symbol;Acc:MGI:2384818]
ring finger protein 152 [Source:MGI Symbol:Acc:MGI:2443787)
claudin 10 [Source:MGI Symbol;Acc:MGI:1913101]
solute carrier family 16 acid member 12
fatty acid amide hydrolase [Source:MGI Symbol;Acc:MGI:109609]
adducin 3 (gamma) [Source:MGI Symbol;Acc:MGI:1351615]
pved\cled gene 10053 [Source:MGI Symbol;Acc:MGI:3704493]
NADI Fe-S protein 2 Symbol; 112)
NADH dehydrogenase (ubiquinone) flavuprcteln 3 [Source:MGI Symbol;Acc:MGI:1890894]
NAI 5 [Source:MGI Symbol:Acc:MGI:1913296]
¢, somatic Symbu\‘ 78]
regulator 2 Symbol:Acc:MGI:1316708]
major faciltator superfamily domain containing 2A [Source:MGI Symbol;Acc:MGI:1923824]
ankyrin repeat and SOCS box-containing 9 [Source:MGI Symbol:Acc:MGI:1916549]
transmembrane protein 135 [Source:MGI Symbol;Acc:MGI:1920009]
dystonin [Source:MGI Symbol:Acc:MGI:104627]
nuclear factor I/B [Source:MGI Symbol;Acc:MGI:103188]
AT rich interactive domain 1B (SWI-like) [Source:MGI Symbol;Acc:MGI:1926129]
cullin 9 [Source:MGI Symbol;Acc:MGI:1925559]
retinoblastomarlike 2 [Source:MGI Symbol;Acc:MGI:105085]
acyl-CoA thioesterase 11 [Source:MGI Symbol;Acc:MGI:1913736]
erythrocyte protein band 4.1 [Source:MGI Symbol:Acc:MGI:95401]
huntingtin [Source:MGI Symbol;Acc:MGI:96067]
predicted gene 14764 [Source:MGI Symbol:Acc:MGI:3705248]
Xenotropic and polytropic retrovirus receptor 1 [Source:MGI Symbol;Acc:MG1:97932]
cytochrome bS type B [Source:MGI Symbol:Acc:MGI:1913677]

Symbol;Acc:MGI:2147716]

terf

nuclear receptor subfamily 1, group D, member 2 [Source:MGI Symbol;Acc:MGI:2449205]
adaptor-related protein complex 3, beta 1 subunit [Source:MGI Symbol:Acc:MGI:1333879]
InaD-like (Drosopmla} [Scurce MGI Symbol;Acc:MGI:1277960]
I ipled receptor 4 Symbol;Acc:MGI:1891468]
ERBB receptor feedback lr\hlbllnr  [Source: MGl Symbol;Ace: MG 1921405

beta 1-like 2 Symbol;
cytochrome ¢ oxidase, subunit Vila 2 [Source:MGI Symbol:Acc:MGI:1316715]

malectin [Source:MGI Symbol:Acc:MGI:1924015]
glycosyltransferase 1 domain containing 1 [Source:MGI Symbol;Acc:MGI:2442755]
myosin VI [Source:MGI Symbol;Acc:MGI:104785]

1 [Sour MGI:97305]

MGI Symbol;

ATP-binding cassette, sub-family C (CFTRIMRP), member 6 [Source:MGI Symbol:Acc:MGI:1351634]
hepsin [Source:MGI Symbol;Acc:MGI:1196620]
insulin receptor [Source:MGI Symbol:Acc:MGI:96575]
FERM, RhoGEF (Arhgef) and pleckstrin domain protein 1 derived ymbol; Acc:MG1:2446173]
acyl- Coenzyme A dehydrogenase, short chain [Source:MGI Symbol:Acc:MGI:87868]
gulin-lik ymbol; 1915428]
Ellis van Creveld gene syndrome [Source:MGI Symbol:Acc:MG:1890596]

galactose mutarotase [Source:MGI Symbol;Acc:MGI:2442420]
solute carrier family 35, member F3 [Source:MGI Symbol;Acc:MGI:2444426]
phospholipid scramblase 2 [Source:MGI Symbol:Acc:MGI:1270860]
oxysterol binding protein-like 1A [Source:MGI Symbol:Acc:MGI:1927551]

dismutase 2, ource:MGI ol;
tetratricopeptice repeat domain 7 [Source:MGI SymbolACC:MGI1920999]
urocanase domain containing 1 [Source:MGI Symbol:Acc:MG:2385332]
predicted gene 14760 [Source:MGI Symbol:Acc:MGI:3709612]

0

prediced gene 12671 [Source:MG SymboliAcc:MGI:3651684]

UDP-N-acetyl-alpha-D: like 4
predicted gene 11194 [Source:MGI Symbol:Acc:MG1:3649278]

ankyrin 3, epithelial [Source:MGI Symbol;Acc:MGI:88026]

Symbol;Acc:MG1:2446239]



ENSMUSG00000038740 Fam125b -1.37 0.00 0.00 0.88 0.00 0.02 0.00 1.00 1.00 family with sequence similarity 125, member B [Source:MGI Symbol;Acc:MG1:1919793]

ENSMUSG00000021484 Lman2 059 000000 031 000005 007 052 1.00 lectin, mannose-binding 2 [Source:MGI Symbol:Acc:MGI:1914140]
ENSMUSG00000052738 Sucigl 053 000000 043 000 0.00 005 0.5 1.00 succinate-CoA ligase, GDP-forming, alpha subunit [Source:MGI Symbol;Acc:MGI:1927234]
ENSMUSG00000038302 Lacel 147 000 0.00 109 000 0.00 017 047 1.00 lactation elevated 1 [Source:MGI Symbol:Acc:MGI:2148801]

ENSMUSG00000046329 Slc25a23 079 000 000 046 000 0.03 -0.15 032 1.00 solute carrier family 25 (mitochondrial carrier; phosphate carier), member 23 [Source:MGI Symbol:Acc:MGI:1914222]
ENSMUSG00000057315 Athgap24 062 000000 045 0.000.00 -0.08 047 1.00 RhoGTPase activating protein 24 [Source:MGI SymbolAcc:MGI:1922647)

ENSMUSG00000024935 Siclal 051 000000 056 000000 012 022 1.00 solute carrier family 1 (neuronalfepithelial high affinity glutamate transporter, system Xag), member 1 [Source:MGI Symbol;Acc:MGI:105083]
ENSMUSG00000052942 Glis3 091 000000 065 000000 009 058 1.00 GLIS family zinc finger 3 [Source:MGI Symbol:Acc:MGI:2444289)

ENSMUSG00000022419 Deptor 088 000 000 086 000 0.00 -0.06 0.72 1.00 DEP domain containing MTOR -interacting profein [Source:MG SymboliAcc:MG1:2146322]
ENSMUSG00000053799 Exocé 093 000000 068 000 0.00 -0.07 0.73 1.00 exocystcomplex ymbol:Acc:MGI:1351611]

ENSMUSG00000078636 Gm3200 035 000000 017 000 0.04 000 099 1.00 predicted pseudogene 3200 [Souvce.MGl Symbol Acc:MGI:3781379]

ENSMUSG00000086010 Gm15318 155 000 0.00 098 0.0 0.03 -0.10  0.69 1.00 predicted gene 15318 [Source:MGI Symbol:Acc:MGI:3705106]

ENSMUSG00000095042 Gm12537 035 000000 017 000 0.04 000 098 1.00 predicted gene 12537 [Source:MGI Symbol:Acc:MGI:3650720]

ENSMUSG00000027762 Sucnrl 2108 0.00 0.00 089 000 0.00 -0.01 100 1.00 succinate receptor 1 [Source:MGI Symbol:Acc:MGI:1934135]

ENSMUSG00000028518 Prkaa2 056  0.00 000 046 000 0.00 014 0.9 1.00 protein kinase, AMP-activated, alpha 2 catalytic subunit [Source:MGI Symbol:Acc:MGI:1336173]
ENSMUSG00000058620 Adrazh 073 000000 082 000000 012 0.40 1.00 adrenergic receptor, alpha 2b [Source:MGI Symbol:Acc:MGI:87935]

ENSMUSG00000040808 S100g 069 000000 037 000000 -0.29  0.06 1.00 S100 calcium binding protein G [Source:MGI Symbol;Acc:MGI:104528]

ENSMUSG00000062073 Gm10109 124 000 0.00 082 000 0.00 003 094 1.00 predicted gene 10109 [Source:MGI Symbol:Acc:MGI:3647742]

ENSMUSG00000069939 Gm12070 035 000000 017 000004 000 098 100 predicted gene 12070 [Source:MGI SymboAcc MG 3650751]

ENSMUSG00000003418 St8siab 125 000000 075 000005 021 033 1.00 ST8 alpha-N-acetyl alpha-2,8-si Symbol; 97]
ENSMUSG00000095143 Hsd3b4 060 000000 063 000000 010 040 100 hydroxy-delta-5-steroid dehycrogenase, 3 beta- and steroid del 4 [Source:MGI Symbol:Acc:MG1:96236]
ENSMUSG00000000399 Ndufag 056 000 0.00 042 000000 009 043 1.00 NADH 1 alpha 9 Symho\ ACC:MGI:1913358)
ENSMUSG00000021097 Clmn 064 000000 072 000000 004 070 1.00 calmin [Source:MGI Symbol:Acc:MGI:2136957]

ENSMUSG00000005533 IgfLr 2100 0.00 0.00 099 000 0.00 019  0.30 1.00 insulin-like growth factor I receptor [Source:MGI Symbol:Acc:MGI:96433]

ENSMUSG00000030199 Etve <100 0.00 0.00 065 000 0.03 040 0.2 1.00 ets variant gene 6 (TEL oncogene) [Source:MGI Symbol;Acc:MGI:109336]

ENSMUSG00000075705 Msrbl 075 000000 055 000000 014 034 1.00 methionine sulfoxide reductase B [Source:MGI Symbol:Acc:MGI:1351642]

ENSMUSG00000025980 Hspdl 045 000 000 023 000000 025 001 1.00 heatshock protein 1 Symbol; :96242)

ENSMUSG00000071253 Slc25a16 066 000000 042 000001 012 033 1.00 solute carier family 25 (mitochondrial carrier, Graves disease autoantigen), member 16 [Source:MGI SymbolAcc:MGI:1920382]
ENSMUSG00000028161 Ppp3ca <101 000 0.00 067 000 0.02 010 0.2 1.00 protein phosphatase 3, catalytic subunit, alpha isoform [Source:MGI Symbol;Acc:MGI:107164]
ENSMUSG00000016319 Slc25a5 045 000 0.00 037 000 0.00 010 022 1.00 solute carrier family 25 (mitochondrial carrier, adenine nucleotide translocator), member 5 [Source:MGI Symbol:Acc:MGI:1353496]
ENSMUSG00000021620 Acot12 065 000000 048 000 0.00 015 023 1.00 acy-CoA 12 :MGI Symbol:Acc:MGI:1921406]

ENSMUSG00000029059 2810405K02Rik -0.82  0.00 0.00 052  0.00 0.02 -0.03 ~ 0.83 1.00 RIKEN cDNA 2810405K02 gene [Source:MGI Symbol:Acc:MGI:1913719]

ENSMUSG00000053436 Mapk14 068 000000 045 000 0.01 011 0.2 1.00 mitogen-activated protein kinase 14 [Source:MGI Symbol:Acc:MGI:1346865]
ENSMUSG00000083773 Gm13394 034 000000 018 000 0.01 001 0.6 1.00 predicted gene 13394 [Source:MGI Symbol:Acc:MGI:3651848]

ENSMUSG00000056938 Achd4 064 000000 059 000000 001 095 1.00 acy-Coenzyme A binding domain containing 4 [Source:MGI Symbol:Acc:MGI:1914381]
ENSMUSG00000066513 Klk1b4 491 000 000 588 000 0.00 0.78 022 1.00 kallikrein 1-related pepidase b4 [Source:MGI SymbolACC:MGI:97320]

ENSMUSG00000028957 Per3 <109 000 0.00 087 000 0.00 031 0.9 1.00 period homolog 3 (Drosophila) [Source:MGI Symbol:Acc:MGI:1277134]

ENSMUSG00000095388 Gm10681 058 000 0.00 062 000 0.00 -0.09 045 1.00 predicted gene 10681 [Source:MGI Symbol:Acc:MGI:3711284]

ENSMUSG00000069456 Rdh16 061 000000 065 000000 009 0.46 1.00 retinol 16 SymbolAcc:MGI:1201375]

ENSMUSG00000022210 Dhrs4 061 000000 038 000001 007 059 1.00 dehydrogenaselreductase (SDR 'amlly) member 4 [Source:MGI Symbol;Acc:MGI:90169)
ENSMUSG00000028127 Abcd3 049 000 000 037 000 0.00 011 023 1.00 ATP-binding cassette, sub-family D (ALD), member 3 [Source:MGI Symbol:Acc:MGI:1349216]
ENSMUSG00000027035 Lass6 082 000000 08 000000 020 0.9 1.00 LAGL homolog, ceramide synthase 6 [Source:MGI Symbol:Acc:MGI:2442564]
ENSMUSG00000047230 Cldn2 045 000 0.00 024 000 0.00 -0.07  0.49 1.00 claudin 2 [Source:MGI Symbol:Acc:MGI:1276110]

ENSMUSG00000057228 Aadat 075 000 0.00 083 000000 029 001 1.00 Symbol:Acc:MGI:1345167]

ENSMUSG00000059493 Nhs 153 000 000 112 000 0.01 -0.16 056 1.00 Nance-Horan syndrome (human) [Source:MGI Symbol:Acc:MGI:2684894]

ENSMUSG00000072946 Ptgr2 059 000000 042 000000 010 039 1.00 prostaglandin reductase 2 [Source:MGI Symbol:Acc:MGI:1916372)

ENSMUSG00000009281 Rarres2 098 000000 064 000003 021 025 1.00 retinoic acid receptor responder (tazarotene induced) 2 [Source:MGI SymbolAcc:MGI:1918910]
ENSMUSG00000030246 Lahb 035 000000 028 000000 009 028 1.00 lactate dehydrogenase B [Source:MGI SymbolAcc:MGI:96763]

ENSMUSG00000029632 Ndufad 048 000 000 032 000 000 014 015 1.00 NADH 1 alpha 4 [Source:MGI Symbol:Acc:MGI:107686]
ENSMUSG00000025533 As! 047 000 000 031 000 0.01 -0.05 0.8 1.00 argininosuccinate lyase [Source:MGI Symbol;Acc:MGI:88084]

ENSMUSG00000028975 Pexl4 105 000 0.00 066 0.00 0.05 -0.02 095 1.00 peroxisomal biogenesis factor 14 [Source:MGI Symbol;Acc:MGI:1927868]

ENSMUSG00000020664 Did 042 000 0.00 026 000001 017 0.06 1.00 dihydrolipoamide dehydrogenase [Source:MGI Symbol:Acc:MGI:107450]

ENSMUSG00000026617 Bpntl 052 000000 036 000000 017  0.09 1.00 3 1 :MGI Symbol;Acc:MGI:1338800]

ENSMUSG00000021384 Susd3 4101 000 000 090 000 0.00 015 047 1.00 sushidomain containing 3 [Source:MGI Symbol:Acc:MGI:1913579)

ENSMUSG00000007817 Zmizl 074 000000 051 000001 -0.d1 046 100 zinG finger, MIZ-type contining 1 [Source:MGI SYmbOLAGEMGI:3040693]

ENSMUSG00000057666 Gapdh 034 000000 017 000 0.01 002 074 1.00 ph [Source:MGI Symbol;Acc:MGI:95640]
ENSMUSG00000062397 Zfp706 059 000000 034 000000 015 019 100 zinc finger protein 706 [Source:MGI SymbolAcc:MGI1915286]

ENSMUSG00000090817 Gm4450 058 000 0.00 060 000 0.00 -0.09 047 1.00 predicted gene 4450 [Source:MGI Symbol:Acc:MGI:3782634]

ENSMUSG00000031059 Ndufb11 057 000000 035 000002 010 037 1.00 NADH 1beta 11 [Source:MGI Symbol:Acc:MGI:1349919]
ENSMUSG00000039988 Ankrd13c 059 000 0.00 034 000004 015 021 1.00 ankyrin repeat domain 13¢ [Source:MGI Symbol:Acc:MGI:2139746)

ENSMUSG00000036503 Rnf13 059 000000 036 000003 002 0.88 1.00 ringfinger protein 13 [Source:MGI Symbol:Acc:MGI:1346341]

ENSMUSG00000021846 Peli2 090 000 0.00 067 000 0.01 006 0.76 1.00 peliino 2 [Source:MGI Symbol;Acc:MGI:1891445)

ENSMUSG00000017639 Rab11fip4 086 000000 057 000003 -05 041 100 RABLI famil nteracting proein 4 (lass Il [Source:MGI SYmbOLACC:MGI:2442920]
ENSMUSG00000004789 Dist 2040 000 0.00 029 000 0.00 014 0.0 1.00 (E2 of 2-0x0-gl complex) [Source:MGI Symbol:Acc:MGI:1926170]
ENSMUSG00000058076 Sdhc 051 000000 033 000000 009 039 1.00 succinate dehydrogenase complex, subunit C, integral membrane protein [Source:MGI Symbol;Acc:MGI:1913302]
ENSMUSG00000078965 Gm12033 034 000000 018 000 0.01 001 0.86 1.00 predicted gene 12033 [Source:MGI Symbol:Acc:MGI:3650772]

ENSMUSG00000025584 PdeSa 087 000000 058 000003 -0.01 096 1.00 8A :MGI Symbol:Acc:MGI:1277116]

ENSMUSG00000026260 Ndufalo 051 000000 031 000002 008 046 1.00 NADH 1alpha 10 [Source:MGI Symbol:Acc:MGI:1914523)
ENSMUSG00000029556 Hnfla 083 000000 064 000 0.00 -017 033 1.00 HNFLhomeobox A[Source:MGI Symbol:Acc:MGI:985041

ENSMUSG00000005886 Ncoa2 084 000000 070 000 0.00 009 058 1.00 nuclear receptor coactivator 2 [Source:MGI Symbol:Acc:MGI:1276533]

ENSMUSG00000018999 Slc35b4 066 000000 079 000000 009 053 1.00 solute carrier family 35. member B4 [Source:MGI Symbol:Acc:MGI:1931249]
ENSMUSG00000086296 DO30055HO7Rik -0.61  0.00 0.00 048  0.00 0.00 0.16  0.22 1.00 RIKEN cDNA D030055HO7 gene [Source:MGI SymbolAcc:MGI:3605036]

ENSMUSG00000047787 Firtl 128 0.00 0.00 086 000 0.04 008 082 1.00 fibronectin leucine rich protein 1 ‘Symbol:Acc:MG1:3026647]
ENSMUSG00000037270 4932438A13Rik -0.79  0.00 0.00 053  0.00 0.02 -0.06  0.72 1.00 RIKEN cDNA 4932438A13 gene [Source:MGI Symbol;Acc:MGI:2444631]

ENSMUSG00000096617 RP24-322E6.1  -0.34  0.00 0.00 018  0.00 0.01 002 081 1.00 0

ENSMUSG00000038528 BC021785 050 000 0.00 055 000 0.00 -0.06 0.5 1.00 cDNA sequence BCO21785 [Source:MGI Symbol:Acc:MGI:2446139)

ENSMUSG00000027822 Slc33al 058 000000 035 000004 015 0.2 1.00 solute carrier family 33 (acetyl-CoA transporter), member 1 [Source:MGI Symbol:Acc:MGI:1332247)
ENSMUSG00000021263 Degs2 082 000 0.00 065 000 0.00 -0.02 093 1.00 degenerative spermatocyte homolog 2 (Drosophila), lipid desaturase [Source:MGI Symbol;Acc:MGI:1917309)
ENSMUSG00000056770 Setd3 055 000000 036 000002 002 088 1.00 SET domain containing 3 [Source:MGI Symbol:Acc:MGI:1289184]

ENSMUSG00000028207 Asph 090 000000 074 000000 002 096 1.00 aspartate-beta-hydroxylase [Source:MGI SymbolAcc:MGI:1914186]

ENSMUSG00000030838 Ushlc 068 000000 050 000001 012 0.42 1.00 Usher syndrome 1C [Source:MGI Symbol:Acc:MGI:1919338]

ENSMUSG00000084824 Gm16344 <107 0.00 000 087 000 0.00 009 069 1.00 predicted gene 16344 [Source:MGI Symbol:Acc:MGI:3840129]

ENSMUSG00000029167 Ppargcla 077 000000 054 000002 -010 054 1.00 peroxisome proliferative activated receptor, gamma, coactivator 1 alpha [Source:MGI Symbol:Acc:MGI:1342774]
ENSMUSG00000029822 Osbpl3 -054 000 0.00 038 000 001 021 0.0 100 oxysterol binding protein-iike 3 [Source:MGI SymboliAcc:MGI:1918970]

ENSMUSG00000027809 Etfdh 053 000000 043 000 0.00 003 0.85 1.00 electron Symbol;ACC:MGI:106100]
ENSMUSG00000073910 Mob3b <104 000 000 086 000 0.01 -0.04 089 1.00 MOB kinase activator 38 [Source:MGI Symbol:Acc:MGI:2664539]

ENSMUSG00000063882 Ugcrh 049 000 000 032 000001 010 033 1.00 ubiquinol-cytochrome c reductase hinge protein [Source:MGI Symbol:Acc:MGI:1913826]
ENSMUSG00000038084 Opal 059 000000 038 000004 014 028 1.00 optic atrophy 1 [Source:MGI SymbolAcc:MGI: 1921393]

ENSMUSG00000025204 Ndufb8 047 000 000 036 000 0.00 022 004 1.00 NADH 1beta Symbol;ACC:MGI:1914514]
ENSMUSG00000090852 Tnfrsf22 <102 000 000 085 000 001 014 051 1.00 tumor necrosis factor receptor member 22 Symbol;Acc:MGI:1930270]
ENSMUSG00000036199 Ndufal3 054 000000 038 000001 016 019 1.00 NADH 1 alpha 13 [Source:MGI Symbol:Acc:MGI:1914434]
ENSMUSG00000026827 Gpd2 085 000000 061 000004 006 0.78 1.00 glycerol phosphate dehydrogenase 2, mitochondrial [Source:MGI SymbolACc:MGI:99778]
ENSMUSG00000038168 Leprell 056 000 0.00 066 000 0.00 003 082 1.00 leprecan-iike 1 [Source:MGI Symbol:Acc:MGI:2146663]

ENSMUSG00000019173 Rabsc 043 000 000 027 000003 000 100 1.00 RABSC, member RAS oncogene family [Source:MGI SymbolAcc:MGI:105306]
ENSMUSG00000052337 Immt 039 000000 026 000001 009 031 1.00 inner membrane protein, mitochondrial [Source:MGI Symbol:Acc:MGI:1923864]
ENSMUSG00000021286 Zfyve2l 096 000 000 068 000 0.04 -0.22 028 1.00 znc finger, FYVE domain containing 21 [Source:MGI Symbol:Acc:MGI:1915770]
ENSMUSG00000039697 Ncoa? 072 000 000 057 000 0.01 -017 031 1.00 nuclear receptor coactivator 7 [Source:MGI Symbol:Acc:MGI:2444847]

ENSMUSG00000069049 Eif2s3y 075 000 000 062 000000 005 0.77 1.00 eukaryotic translation initiation factor 2, subunit 3, structural gene Y-linked [Source:MGI Symbol:Acc:MGI:1349430]
ENSMUSG00000091479 Gm17035 079 000 0.00 065 0.0 0.00 -0.59 0.0 0.57 predicted gene 17035 [Source:MGI Symbol:Acc:MGI:4937862]

ENSMUSG00000027870 Hao2 048 000 000 118 000 0.00 -0.24 002 1.00 oxidase 2 :MGI Symbol;Acc:| 12]

ENSMUSG00000039640 Mrpl12 048 000 0.00 044 000 0.00 002 0.8 1.00 mitochondrial ribosomal protein L12 [Source:MGI Symbol:Acc:MGI:1926273]
ENSMUSG00000037916 Ndufvi 039 000000 033 000000 012 021 1.00 NADH dehydrogenase (ubiquinone) flavoprotein 1 [Source:MGI Symbol;Acc:MGI:107851]
ENSMUSG00000005125 Ndrgl 080  0.00 0.00 066 0.0 0.00 -0.56  0.00 0.90 N-myc downstream regulated gene 1 [Source:MGI Symbol:Acc:MGI:1341799)
ENSMUSG00000026385 Dbi 049 000 000 032 000000 001 093 1.00 diazepam binding inhibitor [Source:MGI Symbol:Acc:MGI:94865]

ENSMUSG00000034871 Fam151a 054 000000 051 000000 -0.25 0.06 1.00 family with sequence simliarity 151, member A [Source:MGI Symbol:Acc:MGI:2657115]
ENSMUSG00000020220 Vps13d 063 000000 060 000000 006 070 1.00 vacuolar protein sorting 13 D (yeast) [Source:MGI Symbol:Acc:MGI:2448530]
ENSMUSG00000078439 2210404007Rik -0.62  0.00 0.00 043  0.00 0.03 -0.03 ~ 0.89 1.00 RIKEN cDNA 2210404007 gene [Source:MGI Symbol:Acc:MGI:1919523]

ENSMUSG00000010751 Tnfrsf22 092 000000 075 000001 013 056 1.00 tumor necrosis factor receptor member 22 Symbol;Acc:MGI:1930270]
ENSMUSG00000022551 Cycl 041 000 000 038 000000 019  0.06 1.00 cytochrome c-1 [Source:MGI SymbolAcc:MGI:1913695]

ENSMUSG00000028536 2610528J11Rik -0.74 ~ 0.00 0.00 066  0.00 0.00 -0.10 057 1.00 RIKEN cDNA 261052811 gene [Source:MGI Symbol:Acc:MGI:1913701]

ENSMUSG00000018677 Slc25a39 035 000000 030 000000 018 0.5 1.00 solute carrier family 25, member 39 [Source:MGI SymbolAcc:MGI:1196386]
ENSMUSG00000043154 Ppp2r3a 067 000000 051 000002 -0.d1 050 100 protein phosphatase 2 regulatory subuml 8", alpha [Source:MGI Symbol:Acc:MGI:2442104]
ENSMUSG00000028894 Inppsb 061 000000 059 000000 005 0.3 1.00 inositol :MGI Symbol:Acc:MGI:103257)
ENSMUSG00000027562 Car2 036 000000 022 000003 000 098 1.00 carbonic anhydrase 2 [Source:MGI Syman Acc:MGI:88269]

ENSMUSG00000037709 Fam13a 070 000 000 059 000 0.01 -0.34 005 1.00 family with sequence similarity 13, member A [Source:MGI Symbol:Acc:MGI:1889842)
ENSMUSG00000047187 Rab2a 046 000 000 031 000004 008 0.46 1.00 RAB2A, member RAS oncogene family [Source:MGI Symbol:Acc:MGI:1928750]
ENSMUSG00000023068 Nusl 041 000 000 049 000 0.00 024 0.01 1.00 nuclear undecaprenyl pyrophosphate synthase 1 homolog (S. cerevisiae) [Source:MGI Symbol;Acc:MGI:1196365]
ENSMUSG00000031938 4931406CO7Rik -0.38  0.00 0.00 044  0.00 0.00 015 0.1 1.00 RIKEN cDNA 4931406C07 gene [Source:MGI Symbol;Acc:MGI:1918234

ENSMUSG00000026730 Pter 040 000 0.00 068 000 0.00 002 079 1.00 phosphotriesterase related [Source:MGI SymbolAcc:MGI:107372]

ENSMUSG00000025321 ltgh8 049 000 000 054 000 0.00 006 0.63 1.00 integrin beta 8 [Source:MGI Symbol:Acc:MGI:1338035]

ENSMUSG00000028487 Bnc2 163 000 000 129 000 0.04 010 0.3 1.00 basonuclin 2 [Source:MGI Symbol:Acc:MGI:2443805]

ENSMUSG00000015970 Chdh 034 000000 033 000000 007 048 1.00 choline :MGI Symbol;Acc:MGI:1860776]

ENSMUSG00000024073 Bircé 050 000000 040 000 0.01 011 037 1.00 baculoviral IAP repeat-containing 6 [Source:MGI Symbol:Acc:MGI:1276108]

ENSMUSG00000032357 Tinag 060 000000 042 000005 007 064 1.00 tubulointerstitial nephritis antigen [Source:MGI Symbol:Acc:MGI:1349477]

ENSMUSG00000054474 Thnsl2 038 000000 055 000000 -0.01 0.0 1.00 threonine synthase-like 2 (bacterial) [Source:MGI Symbol:Acc:MGI:3041254]
ENSMUSG00000025651 Ugcrcl 030 000000 030 000000 016 0.5 1.00 ubiquinol-cytochrome c reductase core protein 1 [Source:MGI SymbolAcc:MGI:107876]
ENSMUSG00000037710 Cisdl 040 000 000 036 000 0.00 -0.03 0.77 1.00 CDGSH iron sulfur domain 1 [Source:MGI Symbol:Acc:MGI:1261855]

ENSMUSG00000031647 Mfap3| 052 000000 054 000000 018 0.4 1.00 microfibrillar-associated protein 3-like [Source:MGI SymbolAcc:MGI:1918556]
ENSMUSG00000089835 Gm7097 091 000000 079 000001 021 031 1.00 predicted gene 7097 [Source:MGI Symbol:Acc:MGI:3779671]

ENSMUSG00000037110 Ralgapa2 097 000000 087 000001 000 100 1.00 Ral GTPase activating protein, alpha subunit 2 (catalytic) [Source:MGI Symbol;Acc:MGI:3036245]
ENSMUSG00000091412 Gm2895 081 000000 072 000000 -0.57 0.1 1.00 predicted gene 2895 [Source:MGI Symbol:Acc:MGI:3781073]

ENSMUSG00000030064 Frmddb 070 0.00 0.00 068 000 0.00 -0.16  0.40 1.00 FERM domain containing 48 [Source:MGI Symbol:Acc:MGI:2141794]

ENSMUSG00000022383 Ppara 085 000000 102 000000 002 095 1.00 peroxisome proliferator activated receptor alpha [Source:MGI Symbol:Acc:MGI:104740)
ENSMUSG00000020435 Osbp2 <108 0.00 000 099 000 0.01 007 081 1.00 oxysterol binding protein 2 [Source:MGI Symbol:Acc:MGI:1921559]

ENSMUSG00000027690 Slc2a2 047 000 000 051 000 0.00 -0.06 0.8 1.00 solute carrier family 2 (facilitated glucose transporter), member 2 [Source:MGI Symbol;Acc:MGI:1095438]
ENSMUSG00000090257 Gm4524 062 000000 070 000000 002 096 1.00 predicted gene 4524 [Source:MGI Symbol:Acc:MGI:3782709]

ENSMUSG00000031782 Coq9 045 000 000 035 000003 013 028 1.00 coenzyme Q9 homolog (yeast) [Source:MGI Symbol:Acc:MGI:1915164]

ENSMUSG00000022899 Slc15a2 060 000000 058 000000 000 100 1.00 solute carrier family 15 (H+/peptide transporter), member 2 [Source:MGI Symbol;Acc:MGI:1890457)
ENSMUSG00000017778 Cox7c 043 000000 031 000002 014 022 1.00 cytochrome c oxidase, subunit Vilc [Source:MGI Symbol:Acc:MGI:103226)

ENSMUSG00000046312 Al464131 075 000000 076 000 0.00 -0.09 0.62 1.00 expressed sequence Al464131 [Source:MGI SymbolAcc:MGI:2140300]

ENSMUSG00000028470 Hint2 048 000 0.00 038 000 0.03 -0.01 0.7 1.00 histidine triad nucleotide binding protein 2 [Source:MGI Symbol:Acc:MGI:1916167)
ENSMUSG00000046532 Ar 066 000000 076 000000 012 051 1.00 androgen receptor [Source:MGI Symbol:Acc:MGI:88064]

ENSMUSG00000031633 Slc25a4 036 000 0.00 028 000002 001 097 1.00 solute carier family 25 (mitochondrial carrier, adenine nucleotide translocator), member 4 [Source:MGI Symbol:Acc:MGI:1353495)
ENSMUSG00000028673 Fucal 038 000000 030 000002 -007 056 1.00 fucosidase, alpha-L- 1, tissue [Source:MGI Symbol;Acc:MGI:95593]

ENSMUSG00000027546 Atpda 055 000000 054 000000 -0.01 087 1.00 ATPase, class II, type 9A [Source:MGI Symbol:Acc:MGI:1330826]

ENSMUSG00000032449 Slc25a36 043 000 000 037 000 001 -0.13 030 1.00 solute carrier family 25, member 36 [Source:MGI Symbol;Acc:MGI:1924909]
ENSMUSG00000028716 Pdzklipl 032 000000 054 000000 -021 0.02 1.00 PDZKI interacting protein 1 [Source:MGI Symbol:Acc:MGI:1914432]

ENSMUSG00000014329 Biccl -0.47 0.00 0.00 0.64 0.00 0.00 -0.09 0.49 1.00 bicaudal C homolog 1 (Drosophila) [Source:MGI Symbol;Acc:MGI:1933388]
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acid 6, :
calreticulin [Source:MGI Symbol:Acc:MG1:88252]
K(lysine) acetymansvevase 2B [Source:MGI Symbol; Acc MGI:1343094]
c-mer pi tyrosine kinase
actin-binding LIV protein 1 [SourceMGI Symbol; Acc MG\ 1194500]
solute carrier family 19 (folate transporter), member 1 [Source:MGI Symbol;Acc:MGI:103182]
isocitrate dehydrogenase 1 (NADP+), soluble [Source:MGI Symbol;Acc:MGI:96413]
solute carrier family 22 (organic anion/cation transporter), member 12 [Source:MGI Symbol:Acc:MGI:1195269]
ATP synthase, H+ transporting, mitochondrial F1 complex, O subunit [Source:MGI Symbol;Acc:MG1:106341]
family with sequence similarity 132, member A [Source:MGI Symbol:Acc:MGI:1914639]
signal-induced ted 1 like 1 SymbolAcc:MGI:2443679]
leucine-rich PPR-motif containing [Source:MGI Symbol;Acc:MGI:1919666]
transmembrane protein 1068 [Source:MGI Symbol;Acc:MGI:1919150]
spinster homolog 2 [Source:MGI SymbolACG:MGI:2384936]
thiopurine SymboliAcc 12]
cytochrome ¢ oxidase, subunit Villa [Source:MGI Symbol:Acc:MGI:105959]
solute carrier family 5 ), member 11 Symbol;
heat shock protein 90, beta (Grpd4), member 1 [Source:MGI Symbol;Acc:MGI:98817)
cytochrome ¢ oxdase, subUIt Vb [Source:MGI SYmboACGMG:88475]
neural precursor cell expressed, qulated gene 4-like

0

Symbol;Acc:MGI:1931010]

1919316]

Symbol:Acc:MGI:1933754]

WW, C2 and coiled-coil domain containing 1 [Source:MGI Symbol:Acc:MGI:2388637)
ATP synthase, H+ transporting, mitochondrial FO complex, subunit F2 [Source:MGI Symbol,Acc:MGI:1027558]
6 Symbol;ACC:MGI:2445171]

peroxisomal membrane protein 4 [Source:MGI Symbol:Acc:MGI:1891701]

SIK family kinase 3 [Source:MGI Symbol:Acc:MG1:2446296]

solute carrier family 16 acid member 13 Symbol;

WW, C2 and coiled-coil domain contamlng 2 [Source:MGI Symbol:Acc:MGI:1261872)

Symbol Acc:MGI:1929865]

vitamin D receptor [Source:MGI Symbol:Acc:MGI:103076]

acetyl- Cuenzyme A acyltransferase 2 (mitochondrial 3-oxoacyl-Coenzyme A thiolase) [Source:MGI Symbol:Acc:MGI:1098623]

2 SymbolAcc:MGI:1915050]

phosphuglycerate kinase 1 [Source:MGI Symbol;Acc:MGI:97555]

dopa decarboxylase [Source:MGI Symbol;Acc:MGI:94876]

acyl-CoA 13 Symbol; :1914084]

open reading frame 63 [Source:MGI Symbol:Acc:MGI:2446584]

solute carrier family 44, member 4 [Source:MGI Symbol;Acc:MGI:1917379]

NADH 1 alpha 6 (B SymbolAcc:MGI:1914380]

ubiquinol-cytochrome ¢ reductase, complex Il subunit X [Source:MGI Symbol;Acc:MGI:1913402]

sema domain, domain (Ig), domain (TM) and short

ubiquinol-cytochrome c reductase binding protein [Source:MGI Symbol:Acc:MGI:1914780]

hepatocyte nuclear factor 4, gamma [Source:MGI Symbol;Acc:MGI:1353604]

acyl-CoA synthetase long-chan family member 1 [Source:MG1 SymboiAcc:MGI102797]
1A, d pend Symbol:Acc:MGI:1201792)

1916559]

domain, 4G

Symbol;Acc:MGI:1347047]

Y Symbol;
oxysterol binding protein-like 9 [SDurce,MG\ Symbol;Acc:MGI:1923784]
itchy, E3 ubiquitin protein ligase [Source:MGI Symbol:Acc:MGI:1202301]
defensin beta 29 [Source:MGI Symbol;Acc:MGI:1922650]
hydrolase-like 1 :MGI Symbol; 184]
deleted in lung and esophageal cancer 1 [Source:MGI Symbol;Acc:MGI:2443671]

NADH 1 beta 9 [Source:MGI Symbol:Acc:MGI:1913468]
protein 1H (PP2C domain [Source:MGI SymbolAcc:MGI:2442087]
phosphodiesterase 4D interacting protein Symbol; :1891434]
mitochondrial tumor suppressor 1 [Source:MGI Symbol:Acc:MGI:2142572]
eukaryotic translation initiation factor 4B [Source:MGI Symbol:Acc:MGI:95304]
major faciltator superfamily domain containing 1 [Source:MGI Symbol:Acc:MGI:1914118)
zinc finger protein 704 [Source:MGI Symbol:Acc:MGI:2180715]
flavin containing monooxygenase 2 [Source:MGI Symbol;Acc:MGI:1916776]
sulfotransferase family 1D, member 1 [Source:MGI Symbol:Acc:MGI:1926341]
BCL2/adenovirus E1B interacting protein 3 [Source:MGI Symbol;Acc:MGI:109326]




Sup. Table 1 SET VI
CP versus Sal CP versus CP+DCA  DCA versus Sal

ENSEMBL Symbol logFC PValue FDR logFC PValue FDR logFC PValue FDR Desc

ENSMUSG00000001773 Folhl -0.36 0.03 0.17 1.29 0.00 0.00 -0.10 0.57 1.00 folate hydrolase 1 [Source:MGI Symbol;Acc:MGI:1858193]

ENSMUSG00000028692 Akrlal -0.11 0.09 0.38 0.38 0.00 0.00 -0.05 0.49 1.00 aldo-keto reductase family 1, member Al (aldehyde reductase) [Source:MGI Symbol;Acc:MGI:1929955]
ENSMUSG00000060317 Acnat2 0.34 0.06 0.30 0.92 0.00 0.00 -0.19 0.29 1.00 acyl-coenzyme A amino acid N-acyltransferase 2 [Source:MGI Symbol;Acc:MGI:2444345]
ENSMUSG00000021185 9030617003Rik  0.64 0.00 0.00 0.61 0.00 0.00 0.27 0.03 1.00 RIKEN cDNA 9030617003 gene [Source:MGI Symbol;Acc:MGI:2444813]
ENSMUSG00000004610 Etfb -0.24 0.02 0.13 0.48 0.00 0.00 0.16 0.14 1.00 electron transferring flavoprotein, beta polypeptide [Source:MGI Symbol;Acc:MGI:106098]
ENSMUSG00000039648 Ccbll -0.34 0.02 0.11 0.75 0.00 0.00 0.30 0.02 1.00 cysteine conjugate-beta lyase 1 [Source:MGI Symbol;Acc:MGI:1917516]
ENSMUSG00000021612 Sic6al8 -0.22 0.02 0.12 0.52 0.00 0.00 0.00 0.97 1.00 solute carrier family 6 (neurotransmitter transporter), member 18 [Source:MGI Symbol;Acc:MGI:1336892]
ENSMUSG00000020839 Tmigdl 0.17 0.11 0.45 0.49 0.00 0.00 0.52 0.00 0.00 transmembrane and immunoglobulin domain containing 1 [Source:MGI Symbol;Acc:MG1:1913851]
ENSMUSG00000024503 Spink3 -0.14 0.30 0.88 0.50 0.00 0.00 0.21 0.11 1.00 serine peptidase inhibitor, Kazal type 3 [Source:MGI Symbol;Acc:MGI:106202]
ENSMUSG00000023120 Gm853 -0.32 0.06 0.28 0.83 0.00 0.00 0.48 0.00 1.00 predicted gene 853 [Source:MGI Symbol;Acc:MGI:2685699]

ENSMUSG00000010651 Acaalb 0.25 0.00 0.02 0.37 0.00 0.00 -0.16 0.11 1.00 acetyl-Coenzyme A acyltransferase 1B [Source:MGI Symbol;Acc:MGI:3605455]
ENSMUSG00000029700 Sic13al 0.97 0.00 0.00 0.69 0.00 0.00 -0.02 0.86 1.00 solute carrier family 13 (sodium/sulfate symporters), member 1 [Source:MGI Symbol;Acc:MGI:1859937]
ENSMUSG00000027698 Ncehl -0.26 0.01 0.07 0.44 0.00 0.00 0.29 0.01 1.00 arylacetamide deacetylase-like 1 [Source:MGI Symbol;Acc:MGI:2443191]
ENSMUSG00000022108 Itm2b -0.02 0.76 1.00 0.27 0.00 0.00 -0.01 0.94 1.00 integral membrane protein 2B [Source:MGI Symbol;Acc:MGI:1309517]

ENSMUSG00000038567 Cyp24al 0.81 0.01 0.06 0.82 0.00 0.00 -1.11 0.00 0.56 cytochrome P450, family 24, subfamily a, polypeptide 1 [Source:MGI Symbol;Acc:MGI:88593]
ENSMUSG00000053898 Echl -0.31 0.01 0.07 0.50 0.00 0.00 0.03 0.80 1.00 enoyl coenzyme A hydratase 1, peroxisomal [Source:MGI Symbol;Acc:MGI:1858208]
ENSMUSG00000026568 Mpc2 -0.27 0.01 0.08 0.43 0.00 0.00 0.14 0.22 1.00 mitochondrial pyruvate carrier 2 [Source:MGI Symbol;Acc:MGI1:1917706]
ENSMUSG00000028088 Fmo5 -0.30 0.03 0.15 0.61 0.00 0.00 0.35 0.01 1.00 flavin containing monooxygenase 5 [Source:MGI Symbol;Acc:MGI:1310004]
ENSMUSG00000034903 Cobll1 -0.17 0.16 0.59 0.52 0.00 0.00 0.04 0.76 1.00 Cobl-like 1 [Source:MGI Symbol;Acc:MGI:2442894]

ENSMUSG00000028639 Ybx1 -0.19 0.02 0.11 0.27 0.00 0.00 0.23 0.03 1.00 Y box protein 1 [Source:MGI Symbol;Acc:MGI:99146]

ENSMUSG00000028545 Bend5 -0.50 0.01 0.09 0.92 0.00 0.00 0.03 0.95 1.00 BEN domain containing 5 [Source:MGI Symbol;Acc:MGI1:1914871]

ENSMUSG00000023829 Sic22al -0.18 0.04 0.19 0.36 0.00 0.00 0.00 0.99 1.00 solute carrier family 22 (organic cation transporter), member 1 [Source:MGI Symbol;Acc:MGI:108111]
ENSMUSG00000022562 Oplah 0.22 0.02 0.11 0.38 0.00 0.00 0.17 0.10 1.00 5-oxoprolinase (ATP-hydrolysing) [Source:MGI Symbol;Acc:MGI:1922725]
ENSMUSG00000001986 Gria3 -0.63 0.03 0.17 1.22 0.00 0.00 0.10 0.73 1.00 glutamate receptor, ionotropic, AMPA3 (alpha 3) [Source:MGI Symbol;Acc:MGI1:95810]
ENSMUSG00000001604 Tcea3 -0.23 0.26 0.79 0.81 0.00 0.00 0.15 0.45 1.00 transcription elongation factor A (Sll), 3 [Source:MGI Symbol;Acc:MGI:1196908]
ENSMUSG00000045629 Sh3tc2 0.45 0.01 0.07 0.70 0.00 0.00 0.18 0.37 1.00 SH3 domain and tetratricopeptide repeats 2 [Source:MGI Symbol;Acc:MG1:2444417]
ENSMUSG00000064373 Seppl -0.08 0.33 094 0.31 0.00 0.00 0.27 0.00 0.93 selenoprotein P, plasma, 1 [Source:MGI Symbol;Acc:MGI:894288]

ENSMUSG00000009772 Nuak2 -0.20 0.19 0.65 0.63 0.00 0.00 0.02 0.96 1.00 NUAK family, SNF1-like kinase, 2 [Source:MGI Symbol;Acc:MGI:1921387]
ENSMUSG00000035863 Palm 0.00 1.00 1.00 0.52 0.00 0.00 0.01 0.97 1.00 paralemmin [Source:MGI Symbol;Acc:MGI:1261814]

ENSMUSG00000032324 Tspan3 -0.13 0.22 0.71 0.39 0.00 0.00 0.11 0.29 1.00 tetraspanin 3 [Source:MGI Symbol;Acc:MG1:1928098]

ENSMUSG00000060126 Tptl -0.10 0.21 0.71 0.16 0.00 0.00 0.06 0.52 1.00 tumor protein, translationally-controlled 1 [Source:MGI Symbol;Acc:MGI:104890]
ENSMUSG00000031700 Gpt2 -0.19 0.24 0.77 0.60 0.00 0.00 0.12 0.48 1.00 glutamic pyruvate transaminase (alanine aminotransferase) 2 [Source:MGI Symbol;Acc:MGI1:1915391]
ENSMUSG00000020225 Tmbim4 -0.06 0.53 1.00 0.31 0.00 0.00 0.12 0.25 1.00 transmembrane BAX inhibitor motif containing 4 [Source:MGI Symbol;Acc:MGI:1915462]
ENSMUSG00000026380 Tfcp2ll -0.21 0.02 0.10 0.33 0.00 0.00 0.04 0.66 1.00 transcription factor CP2-like 1 [Source:MGI Symbol;Acc:MGI:2444691]

ENSMUSG00000028223 Decrl -0.08 0.52 1.00 0.43 0.00 0.00 0.16 0.18 1.00 2,4-dienoyl CoA reductase 1, mitochondrial [Source:MGI Symbol;Acc:MGI:1914710]
ENSMUSG00000063450 Syne2 -0.26 0.02 0.14 041 0.00 0.00 0.25 0.03 1.00 synaptic nuclear envelope 2 [Source:MGI Symbol;Acc:MGI:2449316]

ENSMUSG00000023031 Celal -0.40 0.02 0.11 0.66 0.00 0.00 -0.25 0.18 1.00 chymotrypsin-like elastase family, member 1 [Source:MGI Symbol;Acc:MGI1:95314]
ENSMUSG00000022263 Trio -0.20 0.24 0.76 0.60 0.00 0.00 0.03 0.92 1.00 triple functional domain (PTPRF interacting) [Source:MGI Symbol;Acc:MGI:1927230]
ENSMUSG00000024694 Kegl 0.22 0.20 0.68 0.41 0.00 0.00 0.18 0.37 1.00 kidney expressed gene 1 [Source:MGI Symbol;Acc:MGI:1928492]

ENSMUSG00000064341 mt-Nd1 -0.15 0.01 0.06 0.20 0.00 0.00 0.23 0.00 0.00 mitochondrially encoded NADH dehydrogenase 1 [Source:MGI Symbol;Acc:MGI:101787]
ENSMUSG00000023122 Sultlc2 -0.24 0.02 0.13 0.36 0.00 0.00 -0.21 0.07 1.00 sulfotransferase family, cytosolic, 1C, member 2 [Source:MGI Symbol;Acc:MGI:1916333]
ENSMUSG00000015243 Abcal 0.09 0.66 1.00 0.65 0.00 0.00 -0.53 0.02 1.00 ATP-binding cassette, sub-family A (ABC1), member 1 [Source:MGI Symbol;Acc:MG1:99607]
ENSMUSG00000031373 Car5h -0.23 0.13 050 0.54 0.00 0.00 0.05 0.79 1.00 carbonic anhydrase 5b, mitochondrial [Source:MGI Symbol;Acc:MG1:1926249]
ENSMUSG00000026638 Irf6 0.16 0.11 045 0.33 0.00 0.00 0.16 0.16 1.00 interferon regulatory factor 6 [Source:MGI Symbol;Acc:MGI:1859211]

ENSMUSG00000031451 Gas6 0.34 0.00 0.00 0.28 0.00 0.00 -0.26 0.01 1.00 growth arrest specific 6 [Source:MGI Symbol;Acc:MGI:95660]

ENSMUSG00000030688 Stard10 0.14 0.10 042 0.25 0.00 0.00 0.03 0.80 1.00 START domain containing 10 [Source:MGI Symbol;Acc:MGI:1860093]

ENSMUSG00000024827 Gldc -0.19 0.37 1.00 0.65 0.00 0.00 0.19 0.33 1.00 glycine decarboxylase [Source:MGI Symbol;Acc:MGI:1341155]

ENSMUSG00000001999 Blvra -0.08 0.58 1.00 0.49 0.00 0.00 0.05 0.80 1.00 biliverdin reductase A [Source:MGI Symbol;Acc:MGI:88170]

ENSMUSG00000055320 Teadl -0.29 0.07 0.31 0.54 0.00 0.00 0.11 0.50 1.00 TEA domain family member 1 [Source:MGI Symbol;Acc:MGI:101876]

ENSMUSG00000030674 Qprt -0.35 0.03 0.16 0.56 0.00 0.00 -0.10 0.59 1.00 quinolinate phosphoribosyltransferase [Source:MGI Symbol;Acc:MG1:1914625]
ENSMUSG00000026971 ligh6 0.21 0.12 0.47 043 0.00 0.00 0.05 0.78 1.00 integrin beta 6 [Source:MGI Symbol;Acc:MGI:96615]

ENSMUSG00000078350 1190007FO08Rik -0.30 0.03 0.17 0.49 0.00 0.00 0.00 1.00 1.00 RIKEN cDNA 1190007F08 gene [Source:MGI Symbol;Acc:MG1:1916109]
ENSMUSG00000050064 Zfp697 -0.41 0.04 0.20 0.70 0.00 0.00 -0.15 0.50 1.00 zinc finger protein 697 [Source:MGI Symbol;Acc:MGI:2139736]

ENSMUSG00000074639 BC089597 0.09 0.63 1.00 0.47 0.00 0.00 -0.57 0.00 0.52 cDNA sequence BC089597 [Source:MGI Symbol;Acc:MGI:3583955]

ENSMUSG00000029192 Thcld14 -0.10 0.53 1.00 0.49 0.00 0.00 -0.15 0.38 1.00 TBC1 domain family, member 14 [Source:MGI Symbol;Acc:MGI:1098708]
ENSMUSG00000063229 Ldha -0.16 0.04 0.19 0.24 0.00 0.00 0.10 0.20 1.00 lactate dehydrogenase A [Source:MGI Symbol;Acc:MGI1:96759]

ENSMUSG00000024222 Fkbp5 0.15 0.49 1.00 0.61 0.00 0.00 0.25 0.26 1.00 FK506 binding protein 5 [Source:MGI Symbol;Acc:MG1:104670]

ENSMUSG00000070493 Chchd2 -0.19 0.04 0.20 0.22 0.00 0.01 0.12 0.21 1.00 coiled-coil-helix-coiled-coil-helix domain containing 2 [Source:MGI Symbol;Acc:MG:1261428]
ENSMUSG00000037972 Snn -0.33 0.02 0.11 046 0.00 0.01 -0.06 0.75 1.00 stannin [Source:MGI Symbol;Acc:MGI:1276549]

ENSMUSG00000021884 Hacll 0.28 0.12 0.48 0.55 0.00 0.01 -0.16 0.45 1.00 2-hydroxyacyl-CoA lyase 1 [Source:MGI Symbol;Acc:MGI:1929657]

ENSMUSG00000025075 Habp2 -0.27 0.03 0.15 0.41 0.00 0.01 -0.14 0.32 1.00 hyaluronic acid binding protein 2 [Source:MGI Symbol;Acc:MGI:1196378]
ENSMUSG00000033022 Cdol -0.26 0.04 020 041 0.00 0.01 0.21 0.11 1.00 cysteine dioxygenase 1, cytosolic [Source:MGI Symbol;Acc:MG1:105925]
ENSMUSG00000036138 Acaala -0.08 0.38 1.00 0.29 0.00 0.01 -0.20 0.06 1.00 acetyl-Coenzyme A acyltransferase 1A [Source:MGI Symbol;Acc:MGI:2148491]
ENSMUSG00000022437 Samm50 -0.26 0.02 0.13 0.36 0.00 0.01 0.13 0.29 1.00 sorting and assembly machinery component 50 homolog (S. cerevisiae) [Source:MGI Symbol;Acc:MGI:1915903]
ENSMUSG00000039081 Zfp503 -0.35 0.01 0.09 0.47 0.00 0.01 -0.05 0.75 1.00 zinc finger protein 503 [Source:MGI Symbol;Acc:MGI:1353644]

ENSMUSG00000034994 Eef2 -0.06 021 0.69 0.13 0.00 0.01 0.09 0.19 1.00 eukaryotic translation elongation factor 2 [Source:MGI Symbol;Acc:MGI:95288]
ENSMUSG00000041697 Cox6al -0.09 0.36 1.00 0.24 0.00 0.01 0.17 0.11 1.00 cytochrome c oxidase, subunit VI a, polypeptide 1 [Source:MGI Symbol;Acc:MGI:103099]
ENSMUSG00000025534 Gusb 0.15 0.31 091 051 0.00 0.01 0.92 0.00 0.00 glucuronidase, beta [Source:MGI Symbol;Acc:MGI:95872]

ENSMUSG00000031788 Kifc3 0.42 0.00 0.00 0.32 0.00 0.01 -0.09 0.48 1.00 kinesin family member C3 [Source:MGI Symbol;Acc:MG1:109202]

ENSMUSG00000024924 VIdir 0.03 0.81 1.00 0.37 0.00 0.01 0.07 0.58 1.00 very low density lipoprotein receptor [Source:MGI Symbol;Acc:MGI:98935]
ENSMUSG00000037440 Vnnl 0.74 0.00 0.00 0.48 0.00 0.01 -0.21 0.29 1.00 vanin 1 [Source:MGI Symbol;Acc:MGI:108395]

ENSMUSG00000063856 Gpx1 0.10 0.25 0.78 0.23 0.00 0.01 0.11 0.27 1.00 glutathione peroxidase 1 [Source:MGI Symbol;Acc:MGI:104887]

ENSMUSG00000018574 Acadvl 0.03 0.78 1.00 0.27 0.00 0.01 0.04 0.65 1.00 acyl-Coenzyme A dehydrogenase, very long chain [Source:MGI Symbol;Acc:MGI:895149]
ENSMUSG00000018501 Ncorl -0.25 0.02 0.12 0.34 0.00 0.01 0.08 0.50 1.00 nuclear receptor co-repressor 1 [Source:MGI Symbol;Acc:MGI:1349717]
ENSMUSG00000000594 Gm2a -0.18 0.10 0.43 0.32 0.00 0.01 0.02 0.90 1.00 GM2 ganglioside activator protein [Source:MGI Symbol;Acc:MGI:95762]
ENSMUSG00000055866 Per2 -0.19 0.37 1.00 0.64 0.00 0.01 0.54 0.01 1.00 period homolog 2 (Drosophila) [Source:MGI Symbol;Acc:MGI:1195265]
ENSMUSG00000057614 Gnail -0.06 0.74 1.00 0.48 0.00 0.01 0.28 0.09 1.00 guanine nucleotide binding protein (G protein), alpha inhibiting 1 [Source:MGI Symbol;Acc:MGI1:95771]
ENSMUSG00000040606 Kazn -0.15 0.41 1.00 053 0.00 0.01 -0.04 0.87 1.00 kazrin, periplakin interacting protein [Source:MGI Symbol;Acc:MG1:1918779]
ENSMUSG00000004207 Psap 0.15 0.02 0.11 0.22 0.00 0.01 0.01 0.89 1.00 prosaposin [Source:MGI Symbol;Acc:MGI:97783]

ENSMUSG00000028830 AU040320 -0.38 0.02 0.10 0.49 0.00 0.01 -0.05 0.74 1.00 expressed sequence AU040320 [Source:MGI Symbol;Acc:MGI:2140475]
ENSMUSG00000023150 Ivnslabp 0.00 0.95 1.00 0.19 0.00 0.02 0.02 0.76 1.00 influenza virus NS1A binding protein [Source:MGI Symbol;Acc:MGI:2152389]
ENSMUSG00000028964 Park7 -0.24 0.02 0.09 0.27 0.00 0.02 -0.03 0.79 1.00 Parkinson disease (autosomal recessive, early onset) 7 [Source:MGI Symbol;Acc:MGI:2135637]
ENSMUSG00000041236 Vps41 -0.40 0.01 0.09 0.50 0.00 0.02 0.08 0.64 1.00 vacuolar protein sorting 41 (yeast) [Source:MGI Symbol;Acc:MGI:1929215]
ENSMUSG00000095556 AC163993.1 -0.33 0.02 0.13 044 0.00 0.02 0.10 0.52 1.00

ENSMUSG00000040181 Fmol -0.32 0.02 0.10 0.29 0.00 0.02 -0.13 0.37 1.00 flavin containing monooxygenase 1 [Source:MGI Symbol;Acc:MGI1:1310002]
ENSMUSG00000036820 Amdhd2 -0.13 0.35 0.97 0.42 0.00 0.02 -0.10 0.55 1.00 amidohydrolase domain containing 2 [Source:MGI Symbol;Acc:MGI:2443978]
ENSMUSG00000029810 Tmem176b -0.09 0.33 0.93 0.25 0.00 0.02 0.08 0.38 1.00 transmembrane protein 176B [Source:MGI Symbol;Acc:MGI:1916348]

ENSMUSG00000074715 Ccl28 -0.03 0.94 1.00 0.99 0.00 0.02 1.40 0.00 0.00 chemokine (C-C motif) ligand 28 [Source:MGI Symbol;Acc:MGI:1861731]
ENSMUSG00000062545 TIr12 -0.72 0.01 0.06 0.87 0.00 0.02 -0.06 0.86 1.00 toll-like receptor 12 [Source:MGI Symbol;Acc:MGI:3045221]

ENSMUSG00000037366 Pafah2 0.02 0.92 1.00 0.36 0.00 0.02 0.17 0.21 1.00 platelet-activating factor acetylhydrolase 2 [Source:MGI Symbol;Acc:MGI:2140321]
ENSMUSG00000027406 Idh3b -0.21 0.03 0.16 0.26 0.00 0.02 0.13 0.19 1.00 isocitrate dehydrogenase 3 (NAD+) beta [Source:MGI Symbol;Acc:MGI:2158650]
ENSMUSG00000024085 Man2al -0.38 0.01 0.06 0.44 0.00 0.02 0.05 0.74 1.00 mannosidase 2, alpha 1 [Source:MGI Symbol;Acc:MGI:104669]

ENSMUSG00000016541 Atxn10 -0.22 0.19 0.65 0.51 0.00 0.03 0.08 0.70 1.00 ataxin 10 [Source:MGI Symbol;Acc:MGI:1859293]

ENSMUSG00000003072 Atp5d -0.22 0.02 0.14 0.24 0.00 0.03 0.10 0.36 1.00 ATP synthase, H+ transporting, mitochondrial F1 complex, delta subunit [Source:MGI Symbol;Acc:MGI:1913293]
ENSMUSG00000049422 Chchd10 -0.23 0.05 0.25 0.28 0.00 0.03 0.14 0.26 1.00 coiled-coil-helix-coiled-coil-helix domain containing 10 [Source:MGI Symbol;Acc:MGI:2143558]
ENSMUSGO00000037742 Eeflal 0.27 0.00 0.00 0.10 0.00 0.03 0.12 0.09 1.00 eukaryotic translation elongation factor 1 alpha 1 [Source:MGI Symbol;Acc:MGI:1096881]
ENSMUSG00000022820 Ndufb4 -0.20 0.09 0.37 0.32 0.00 0.03 0.15 0.21 1.00 NADH dehydrogenase (ubiguinone) 1 beta subcomplex 4 [Source:MGI Symbol;Acc:MGI:1915444]
ENSMUSG00000038522 Al317395 -0.02 0.82 1.00 0.29 0.00 0.03 -0.01 0.98 1.00 expressed sequence Al317395 [Source:MGI Symbol;Acc:MGI:2143575]
ENSMUSG00000020877 Scrn2 -0.30 0.04 0.21 043 0.00 0.03 0.04 0.83 1.00 secernin 2 [Source:MGI Symbol;Acc:MGI:1343092]

ENSMUSG00000000088 Cox5a -0.28 0.01 0.09 0.28 0.00 0.03 0.16 0.22 1.00 cytochrome c oxidase, subunit Va [Source:MGI Symbol;Acc:MGI:88474]
ENSMUSG00000039450 Dcxr -0.01 0.98 1.00 0.30 0.00 0.03 0.06 0.63 1.00 dicarbonyl L-xylulose reductase [Source:MGI Symbol;Acc:MGI1:1915130]
ENSMUSG00000005107 Sic2a9 0.11 0.77 1.00 0.75 0.00 0.03 -0.02 1.00 1.00 solute carrier family 2 (facilitated glucose transporter), member 9 [Source:MGI Symbol;Acc:MGI:2152844]
ENSMUSG00000056204 Pgpepl -0.27 0.01 0.07 0.31 0.00 0.03 0.10 0.36 1.00 pyroglutamyl-peptidase | [Source:MGI Symbol;Acc:MGI1:1913772]

ENSMUSG00000026003 Acadl -0.17 0.13 049 0.25 0.00 0.03 0.11 0.27 1.00 acyl-Coenzyme A dehydrogenase, long-chain [Source:MGI Symbol;Acc:MGI:87866]
ENSMUSG00000010064 Slc38a3 -0.17 0.26 0.79 0.41 0.00 0.04 -0.08 0.66 1.00 solute carrier family 38, member 3 [Source:MGI Symbol;Acc:MGI:1923507]
ENSMUSG00000026490 Cdc42bpa -0.36 0.02 0.13 045 0.00 0.04 0.04 0.85 1.00 CDCA42 binding protein kinase alpha [Source:MGI Symbol;Acc:MGI:2441841]
ENSMUSG00000032959 Pebpl -0.17 0.04 0.19 0.18 0.00 0.04 0.02 0.88 1.00 phosphatidylethanolamine binding protein 1 [Source:MGI Symbol;Acc:MGI:1344408]
ENSMUSG00000044042 Fmnl -0.55 0.01 0.08 0.65 0.00 0.04 -0.23 0.30 1.00 formin 1 [Source:MGI Symbol;Acc:MGI:101815]

ENSMUSG00000028266 Lmo4 -0.37 0.03 0.15 048 0.00 0.04 0.13 0.43 1.00 LIM domain only 4 [Source:MGI Symbol;Acc:MGI:109360]

ENSMUSG00000075706 Gpx4 0.18 0.03 0.18 0.16 0.00 0.04 0.07 0.43 1.00 glutathione peroxidase 4 [Source:MGI Symbol;Acc:MGI:104767]



ENSMUSG00000070780 Rbm47
ENSMUSG00000021214 Akrlcl8
ENSMUSG00000035877 Zhx3
ENSMUSG00000021709 Erbb2ip
ENSMUSG00000023830 Igf2r

-0.29

0.02
-0.38
-0.02
-0.16

0.01 0.08
0.93 1.00
0.01 0.08
0.88 1.00
0.22 0.71

0.32
0.39
0.43
0.26
0.34

0.00 0.04
0.00 0.04
0.00 0.04
0.00 0.05
0.00 0.05

0.33
0.27
0.17
0.10
0.09

0.01 1.00 RNA binding motif protein 47 [Source:MGI Symbol;Acc:MGI:2384294]

0.10 1.00 aldo-keto reductase family 1, member C18 [Source:MGI Symbol;Acc:MGI:2145420]
0.29 1.00 zinc fingers and homeoboxes 3 [Source:MGI Symbol;Acc:MGI:2444772]

0.38 1.00 Erbb2 interacting protein [Source:MGI Symbol;Acc:MGI1:1890169]

0.52 1.00 insulin-like growth factor 2 receptor [Source:MGI Symbol;Acc:MGI:96435]



Sup. Table 1 SET VIl

ENSEMBL Symbol
ENSMUSG00000064354 mt-Co2
ENSMUSG00000064345 mt-Nd2
ENSMUSG00000064341 mt-Nd1
ENSMUSG00000031441 Atplla
ENSMUSG00000002944 Cd36
ENSMUSG00000020839 Tmigdl
ENSMUSG00000042410 Agps
ENSMUSG00000041698 Sicolal
ENSMUSG00000034875 Nudt19
ENSMUSG00000092341 Malatl
ENSMUSG00000097509 B230322F03RIK
ENSMUSG00000080950 Gm7278
ENSMUSG00000030929 Eri2
ENSMUSG00000030935 Acsm3
ENSMUSG00000011179 Odcl
ENSMUSG00000021670 Hmgcr
ENSMUSG00000025534 Gush
ENSMUSG00000080845 Gm9115
ENSMUSG00000074715 Ccl28

CP versus Sal
FDR logFC PValue

logFC PValue
-0.41 0.00
-0.45 0.00
-0.15 0.01
-2.25 0.00
-1.24 0.00
0.17 0.11
-1.32 0.00
-1.59 0.00
-1.44 0.00
1.09 0.00
-1.31 0.00
-0.40 0.11
-1.77 0.00
-1.98 0.00
-0.39 0.01
0.17 0.37
0.15 0.31
-0.41 0.15
-0.03 0.94

0.00
0.00
0.06
0.00
0.00
0.45
0.00
0.00
0.00
0.00
0.00
0.45
0.00
0.00
0.06
1.00
0.91
0.54
1.00

CP versus CP+DCA

0.14
021
0.20
0.85
0.73
0.49
0.36
0.90
0.58
-0.11
0.51
0.09
0.88
0.96
0.10
-0.05
0.51
0.09
0.99

0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.00
0.20
0.00
0.73
0.00
0.00
0.17
0.77
0.00
0.78
0.00

DCA versus Sal

FDR logFC
0.01 017
0.00 0.22
0.00 0.23
0.00 0.36
0.00 0.46
0.00 0.52
0.01 054
0.00 0.59
0.00 0.66
1.00 066
0.05 0.68
1.00 085
0.00 0.87
0.00 0.89
1.00 089
1.00 0.90
0.01 0.92
1.00 094
0.02 140

Pvalue FDR Desc

3.9E-05 0.034 mitochondrially encoded cytochrome c oxidase Il [Source:MGI Symbol;Acc:MGI:102503]

3.8E-06 0.005 mitochondrially encoded NADH dehydrogenase 2 [Source:MGI Symbol;Acc:MG1:102500]

4.3E-08 0.000 mitochondrially encoded NADH dehydrogenase 1 [Source:MGI Symbol;Acc:MG1:101787]

1.1E-06 0.002 ATPase, class VI, type 11A [Source:MGI Symbol;Acc:MGI:1354735]

1.5E-06 0.002 CD36 antigen [Source:MGI Symbol;Acc:MGI:107899]

3.3E-06 0.005 transmembrane and immunoglobulin domain containing 1 [Source:MGI Symbol;Acc:MGI:1913851]
1.2E-06 0.002 alkylglycerone phosphate synthase [Source:MGI Symbol;Acc:MGI:2443065]

6.1E-06 0.007 solute carrier organic anion transporter family, member 1al [Source:MGI Symbol;Acc:MGI:1351891]
1.0E-05 0.011 nudix (nucleoside diphosphate linked moiety X)-type motif 19 [Source:MGI Symbol;Acc:MGI1:94203]
2.8E-16 0.000 metastasis associated lung adenocarcinoma transcript 1 (non-coding RNA) [Source:MGI Symbol;Acc:MG1:1919539
9.8E-06 0.011 MCG147051 [Source:UniProtKB/TrEMBL;Acc:Q8BR17]

5.0E-05 0.041 predicted gene 7278 [Source:MGI Symbol;Acc:MGI:3645261]

7.0E-13 0.000 exoribonuclease 2 [Source:MGI Symbol;Acc:MGI:1918401]

1.4E-13 0.000 acyl-CoA synthetase medium-chain family member 3 [Source:MGI Symbol;Acc:MGI:99538]

2.6E-07 0.001 ornithine decarboxylase, structural 1 [Source:MGI Symbol;Acc:MGI:97402]

4.9E-06 0.006 3-hydroxy-3-methylglutaryl-Coenzyme A reductase [Source:MGI Symbol;Acc:MGI:96159]

7.3E-09 0.000 glucuronidase, beta [Source:MGI Symbol;Acc:MGI:95872]

3.1E-05 0.030 predicted gene 9115 [Source:MGI Symbol;Acc:MGI:3648181]

1.7E-12 0.000 chemokine (C-C motif) ligand 28 [Source:MGI Symbol;Acc:MGI:1861731]



Supplementary Table 2. Significantly enriched Gene Ontology and KEGG pathways derived
from genes sets defined in Figure 6. Count, number of genes in gene set present in GO group; %,
percent of genes in gene set present in GO group; P Value: comparison of gene set to population (all
mouse genes) P<0.05 cut-off; Fold Enrichment: proportion of the GO group in the gene set compared
to the population (all mouse genes), FDR: false discovery rate, the probability that a gene set
represents a false positive finding. FDR<0.25 cut-off (gene set likely to be genuinely enriched 3 out of

4 times).



Sup Table 2 SET | - GO GROUPS

Gene Ontolegy Term

Count

PValue

Genes

Fold Enrichment

FDR

G0:0012501:programmed cell death

38

3.8

0.00634947

DPF2, SIVA1, PACS2, TRAF2, UBE2Z, LRDD,
ZMATS, RTKN, EIF5A, TNFSF13, BCL2L1,
TNFSF12, DAXX, SCRIB, MAP3K1, BAG2, FAS,
TRAF4, GM8172, SGPL1, BCL10, LTBR,
4632434111RIK, EDA2R, MTAP1S, PEA15A, RPS6,
PPP1R13L, DNASE2A, PPM1F, SEMAGA, MEF2D,
TRIM35, BAX, PSME3, APAF1, PDCD6IP,
GADD45B, NEK6, TRIM39

16

10.58

G0:0019725:cellular homeostasis

31

3.1

0.00275624

GLRX3, GM98, FTL1, FTL2, ATOX1, GNA11, TXN1,
NHLRC2, FKBP1A, GM10116, GCLM, PRDX1,
ATP6VOC, ANXA7, MT2, TRPV4, MT1, NRG1,
APEX1, SCO2, EIF2B4, EIF2B5, TXNL1, SMAD7,
P2RX4, HIF1A, GNB1, BAX, NAB1, GM12669,
STC1, ASNA1, CLN5, ADD1

4.73

G0:0010941:regulation of cell death

42

4.2

0.0136148

SIVAL, TRAF2, 1110007CO9RIK, ZBTB16, BCL2L1,
GCLM, PRDX1, SCRIB, SRC, ALDH1A1, SERINC3,
RRN3, RPS3A, B230120H23RIK, AGT, PPP2CB,
PCSK9, VNN1, FAS, ERCC1, TRAF4, IHH,
ANGPTL4, GM8172, BMP4, BCL10, MSH6, KLF10,
PEA15A, CSDA, RPS6, PRKCD, HRAS1, NRAS,
TRIM35, EI24, HIF1A, BTG1, BAX, MNT, PSME3,
APAF1, APBB3

21.39

G0:0034101:erythrocyte homeostasis

0.9

0.00396503

BMP4, MAEA, RPS19, ID2, DYRK3, RPS6, PRDX1,
DNASE2A, GM8172, ADD1

6.74

G0:0051170:nuclear import

0.9

0.00874503

GM10184, IPO7, IPO4, IPO5, GM10259, TPR,
KPNB1, HNRNPA1, ARAP1, TOB1

3.0

14.29

G0:0051092:positive regulation of NF-kappaB transcriptio|

0.6

0.00766795

BCL10, MTDH, MYD88, TLR2, EDA2R, IKBKB

4.7

12.64

G0:0030163:protein catabolic process

a4

44

0.00418342

CAST, RAD23B, TRAF2, UBE2Z, SAE1, PSMA7,
TRIM11, PSMBS5, PSMB4, FBXW7, PSMB6, PSMB3,
PPP2CB, FBXO6, PCSK9, RBCK1, RNF149, USP14,
RPS27A, NFX1, TBL1XR1, SOCS3, RNF19A, DDB1,
ENC1, UBE2I, PSMAL, UBE20, CBLC, PSMC6,
PSMCS5, KDM2B, PSMC4, KDM2A, PSMC3, PSMC2,
UBE2M, PSMC1, WSB2, USP47, USP22, RNF19B,
UBB, USP43, HDAC6

16

7.10




Sup Table 2 SET Il & SET Ill - GO GROUPS

Gene Ontolegy Term

Count

%

PValue

Genes

Fold Enrichment

FDR

GO0:0006754:ATP biosynthetic process

15

1.4

1.12E-04

ATPSE, LDHD, ATP10D, ATP11C, GM10221, ATP5G1,
ATP6V1B1, GM10231, ATP6V1A, ATP6V1C2, ATP9B,
ATP6V1E1, GM12231, ATPSL, ATP5H, ATP8A1

34

0.198

GO0:0015986:ATP synthesis coupled proton transport

10

0.9

1.17E-04

ATP6V1C2, ATPSE, ATP6V1A, ATP6VIEL, GM12231,
ATP5L, GM10221, ATP5G1, ATP6V1B1, ATP5H, GM10231

5.0

0.205

G0:0042157:lipoprotein metabolic process

13

1.2

7.14E-04

ATG10, PIGQ, ALGY, RABGGTA, CWH43, PIGK, APOB,
APOE, PIGG, ATG7, DPM1, PIGB, APOM

3.2

1.248

G0:0005996:monosaccharide metabolic process

23

21

6.35E-04

GM2574, GM5138, FN3K, GM10566, PDHB, GALK2, NISCH,
GM10293, PPP1R1A, GM10291, GM12286, GYS2, GM3839,
MAN2B1, GAPDH, GM10358, GM3272, GPD1, GM3222,
GMDS, GM5507, ALDH5AL, PDK3, EPM2A, GM13292,
RBKS, PFKM, DLAT, CSGALNACT1, PGM2, GBEL1,
GM4609, GANC, GAA, GM10284, GM10327, PGK1-RS7,
GM2606, SERP1

1111

G0:0008104:protein localization

66

6.2

1.07E-04

SEC31B, TLN1, OXALL, CHMP6, SLC9A2, VPS53, CASK,
NBEA, SYNGR1, PEX7, OS9, STXBPSL, KIF13A, APOB,
APOE, SRPR, VPS13D, ATG7, TIMM9, DYNC2H1, VPS13B,
DNAJC19, COX16, DLG1, SCAMP2, RPH3AL, STXBP4,
VTI1A, BCAP31, COPG2, SEC61B, RPAIN, AGTR1A,
TOMM20, SIL1, AKAP7, ERC1, SERP1, FRAS1, ARLG6IP1,
SNX9, STX8, ATG10, LMF1, LRBA, SEC62, CD74, SUFU,
NXT2, SFT2D1, TRAM2, EXOC4, SNX27, SNX25, HSPG2,
CELSR1, COGS5, AKTIP, CADPS2, SCFD2, TOM1L2,
MCFD2, FAF1, SNX31, LRP4, SSR3

0.188

G0:0009063:cellular amino acid catabolic process

0.8

0.00795

BCKDK, GM9826, BCKDHB, IDO2, DMGDH, PRODH2,
GCSH, DTD1, AUH

31

13.086

G0:0006506:GPI anchor biosynthetic process

0.7

0.00471

CWHA43, PIGK, PIGG, PIGB, DPM1, PIGQ, ALG9

4.3

7.968

G0:0050801:ion homeostasis

28

2.6

0.00467

MYO5A, SLC9A8, SLC9A6, ERBB2, HEXB, SLC9A2,
NR3C2, CACNB4, ATP6V1B1, SYPL2, APLP2, CKB, AQP11,
APOE, SLC39A5, DLG1, PRKCA, AIFM3, CCDC47, SOD1,
TECR, KDR, ATXN1, BSND, TFRC, RHCG, GNAQ,
COMMD1

18

7.896




Sup Table 2 SET V- GO GROUPS

Gene Ontolegy Term

Count

PValue

Genes

Fold Enrichment

FDR

G0:0006793:phosphorus metabolic process

6.7

2.45E-04

CDK19, ATP5E, BCKDK, PDP2, LPAR3, CASK,
CLK1, INSRR, ADCK1, UQCR11, ATP5L,
PRKACB, ATP5H, CHUK, MAP2K6, MAP2KS5,
PRKCA, TRPM6, BCR, PTPRF, TRPM7,
PTPRG, MYO3B, WNK1, WNK2, PRKCE,
STK3, MTMR12, MAST3, SPAGY, ATP6V1A,
ATP6V1C2, CDKL1, MAPK4, MTMR10, ROR1,
PPM1L, CSNK1G3, PRKD3, NRBP2, KALRN,
FGFR4, ERBB4, ERBB2, PRKDC, ATP5G1,
ATP6V1B1, GM10231, CD74, GALK2, STK32B,
DUSP15, EGF, CSF1R, FGD4, GPD1, PDK3,
EPM2A, PTPRA, MET, TGFBR2, GM10221,
SOD1, KDR, DUSP1, ATP6V1E1, ULK2,
RSRC1, GM12231, CIT, PGK1-RS7, IGFBP3,
MYLK

15

0.431

GO0:0006754:ATP biosynthetic process

15

1.4

1.12E-04

ATP5E, LDHD, ATP10D, ATP11C, GM10221,
ATP5G1, ATP6V1B1, GM10231, ATPGV1A,
ATP6V1C2, ATP9B, ATP6V1EL, GM12231,
ATP5L, ATP5H, ATP8AL

3.4

0.198

G0:0015986:ATP synthesis coupled proton transpd

0.9

1.17E-04

ATP6V1C2, ATPSE, ATP6VI1A, ATP6V1EL,
GM12231, ATP5L, GM10221, ATP5G1,
ATP6V1B1, ATP5H, GM10231

5.0

0.205

G0:0042158:lipoprotein biosynthetic process

1.1

1.41E-04

CWH43, PIGK, APOB, ATG10, PIGG, APOE,
ATG7, PIGB, DPM1, PIGQ, ALG9, RABGGTA

4.0

0.248

G0:000599:monosaccharide metabolic process

2.1

6.35E-04

GM2574, GM5138, FN3K, GM10566, PDHB,
GALK2, NISCH, GM10293, PPP1R1A,
GM10291, GM12286, GYS2, GM3839,
MAN2B1, GAPDH, GM10358, GM3272, GPD1,
GM3222, GMDS, GM5507, ALDH5A1, PDK3,
EPM2A, GM13292, RBKS, PFKM, DLAT,
CSGALNACT1, PGM2, GBE1, GM4609, GANC,
GAA, GM10284, GM10327, PGK1-RS7,
GM2606, SERP1

2.2

1111

G0:0008104~protein localization

66

6.2

1.07E-04

SEC31B, TLN1, OXA1L, CHMP6, SLC9A2,
VPS53, CASK, NBEA, SYNGR1, PEX7, OS9,
STXBPS5L, KIF13A, APOB, APOE, SRPR,
VPS13D, ATG7, TIMM9, DYNC2H1, VPS13B,
DNAJC19, COX16, DLG1, SCAMP2, RPH3AL,
STXBP4, VTI1A, BCAP31, COPG2, SEC61B,
RPAIN, AGTR1A, TOMM20, SIL1, AKAP7,
ERC1, SERP1, FRASL1, ARL6IP1, SNX9, STX8,
ATG10, LMF1, LRBA, SEC62, CD74, SUFU,
NXT2, SFT2D1, TRAM2, EXOC4, SNX27,
SNX25, HSPG2, CELSR1, COG5, AKTIP,
CADPS2, SCFD2, TOM1L2, MCFD2, FAF1,
SNX31, LRP4, SSR3

16

0.188

G0:0016054~organic acid catabolic process

11

0.00401766

BCKDK, ACOT7, GM9826, BCKDHB, IDO2,
DMGDH, PRODH2, GCSH, AKR1D1, DTD1,
PEX7, AUH

2.7

6.834

G0:0006633~fatty acid biosynthetic process

12

11

0.00401766

MYOS5A, SCD1, TBXAS1, ELOVL5, MLYCD,
FADS1, PRKAG2, ACACA, FADS2, ELOVLSG,
FADS6, CD74

2.7

6.834

G0:0006506:GPI anchor biosynthetic process

0.7

0.00471154

CWHA43, PIGK, PIGG, PIGB, DPM1, PIGQ,
ALGY

4.3

7.968

G0:0050801:ion homeostasis

28

2.6

0.00466698

MYOS5A, SLC9A8, SLC9A6, ERBB2, HEXB,
SLC9A2, NR3C2, CACNB4, ATP6V1B1,
SYPL2, APLP2, CKB, AQP11, APOE,
SLC39A5, DLG1, PRKCA, AIFM3, CCDCA47,
SOD1, TECR, KDR, ATXN1, BSND, TFRC,
RHCG, GNAQ, COMMD1

18

7.896




Sup Table 2 SET VI - GO GROUPS

Term

Count

PVvalue

Genes

Fold Enrichment

FDR

GO0:0006099:tricarboxylic acid cycle

15

2.1

9.67E-15

DLST, ACO2, ACO1, SUCLG2, SUCLG1, SDHA, SDHB,
IDH3G, SDHC, SDHD, IDH2, IDH1, 2610507B11RIK,
SUCLA2, MDH1

16.7

1.670E-11

G0:0005996:monosaccharide metabolic process

25

3.4

4.30E-07

GM12033, LDHB, PPARA, PHKB, SLC37A4, ALDOB,
OGDH, HIBADH, GALM, UGT1A9, UGT1A8, UGT1A7C,
UGT1A6B, UGT1A2, UGT1A5, UGT1A6A, PDHAL,
DHTKD1, GAPDH, GPD2, PDK2, GM3200, FBP1, CMAH,
GM12537, FUCAL, UGT1A1, CPT1A, PCK1, UGT1A10,
PCX, G6PC, MAPK14, PGK1, GM12070, XYLB, MDH1

7.410E-04

G0:0009165:nucleotide biosynthetic process

22

3.0

4.33E-06

ASPDH, NAMPT, ATP5J2, ATP1B1, ATP5B, ATP5F1,
ATP11A, ATP1A1, KMO, ATP5G3, MTHFD1, DHFR,
ATP2A2, ADK, ATP9A, ATP5C1, HAAO, ATP50,
ATP5A1, GUCA2B, ATP6V0A4, ATP5J]

3.2

7.468E-03

GO0:0046942:carboxylic acid transport

17

2.3

1.32E-06

SLC36A1, HNF1A, SLC25A4, SLC6A20A, HTT, SLC7A9,
SLC7A13, SLC19A1, SLC6A19, SLC7A7, SLC25A13,
SLC6A6, SLC22A4, SLC13A3, SLC22A5, SLC1A1,
SLC27A2

a4

2.285E-03

GO:0006754:ATP biosynthetic process

14

1.9

1.61E-05

ATP5J2, ATP1B1, ATP5B, ATP5F1, ATP11A, ATP1AL,
ATP5G3, ATP2A2, ATP9A, ATP5C1, ATP50, ATP5A1,
ATP6VOA4, ATP5J

44

2.778E-02

GO0:0019395:fatty acid oxidation

11

2.59E-05

ACOX2, ACOX1, ACADM, MAPK14, BDH2, HSD17B4,
PHYH, ACOX3

8.5

4.470E-02

GO0:0009074:aromatic amino acid family catabolic
process

0.8

3.40E-05

HGD, GSTZ1, PAH, AFMID, HPD, FAH

13.9

5.858E-02

GO0:0044275:cellular carbohydrate catabolic process

1

15

9.89E-05

GM12033, LDHB, GM3200, ALDOB, GM12537, OGDH,
HIBADH, G6PC, MIOX, PDHA1L, PGK1, DHTKD1,
GM12070, GAPDH, MDH1

4.7

1.704E-01

GO0:0015986:ATP synthesis coupled proton transport

11

4.96E-04

ATP5B, ATPSF1, ATP5C1, ATP50, ATP5A1, ATP6V0A4,
ATP5G3, ATP5J

8.523E-01

GO0:0006638:neutral lipid metabolic process

1.1

0.00167023

LPL, MOGAT1, G6PC, DGAT2, SLC37A4, SLC22A4,
CAT, PCK1

2.842E+00

GO0:0051384:response to glucocorticoid stimulus

0.8

6.59E-04

BCKDHA, UGT1A10, UGT1A9, UGT1A8, UGT1A7C,
ACADS, UGT1A2, UGT1A6B, UGT1A6A, UGT1AS5,
SLCY9A3, ALDOB, ASL, UGT1A1

1.131E+00

G0:0006090:pyruvate metabolic process

3.25E-04

GPD2, PCX, G6PC, HTT, ALDOB, FBP1, PCK1

5.588E-01

G0:0009743:response to carbohydrate stimulus

0.0029756

GLUL, HNF1B, HNF1A, HNF4A, SLC37A4, ALDOB

5.010E+00

G0:0019674:NAD metabolic process

0.00774242

ASPDH, NAMPT, KMO, MDH1

1.255E+01

GO0:0006796:phosphate metabolic process

ININEIE

8

0.01397914

PRKCZ, PPP2R3A, UQCRC1, NDUFBS8, ATP5B, PTPN22,

PINK1, ATP5G3, IGF1R, UQCR10, APP, DCLK3, ATP50,
PRKAA2, PPP3CA, INSR, SIK3, NDUFS1, ATP5J, GPD2,
PDK2, PTPRK, PTPRD, SGK2, ATP5F1, PI4KA,
GM10222, PIM3, PPA2, GLYCTK, CCND1, G6PC,
MAP3K15, KSR2, SBF2, UQCRH, PPM1H, MAPK14,
DLD, ATP5C1, MTOR, GYK, ATP5A1, PGK1, ATP6V0A4,
LRRK2, MERTK, UQCRB

2.156E+01

G0:0046128:purine ribonucleoside metabolic process

0.7

0.01315425

COASY, MAT2A, PANK1, ADK, TPMT

5.3

2.042E+01




Sup Table 2 SET | - KEGG PATHWAYS
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Count

%

PValue

Genes

Fold Enrichment

FDR

mmu03010:Ribosome

49

4.9

4.94E-36

RPL18, RPL36A, RPL19, RPL14, GM5786, GM14165,
RPL15, GM6311, RPS27L, GM15710, RPS2,
SNORAGS5, RPS3, RPS3A, RPLPO, RPLP1, GM10259,
RPL11, GM12922, GM11687, RPS27A, GM10184,
GM8730, RPS4X, GM6139, GM8841, RPS19, RPL41,
RPS17, RPS14, RPS15, RPS12, RPS13, RPS11, UBB,
GM10071, RPL27A, RPL35, RPS15A, RPL39, GM8225,
RPS26, RPS28, GM12366, RPL7, GM6576, RPLS,
RPLY, RPL8, RPL10A, RPS20, RPL4, RPS24, GM8172,
RPSA, RPL24, RPL23A, RPS6, RPS8, RPS7, GM5921,
RPL23, RPL13A, GM12918, GM10020, GM4294,
GM12091

9.1

6.00E-33

mmu03050:Proteasome

16

16

4.80E-08

PSMA7, PSMBS, PSMA1, PSMB4, PSMC6, PSMCS,
PSMD13, PSMB6, PSMC4, PSMC3, PSMB3, PSMC2,
PSMC1, PSME3, PSMD7, PSMD8

5.6

5.83E-05

mmu04530:Tight junction

21

2.1

1.47E-04

PPP2R1A, OCLN, GNAI2, CLDN6, MYL12B, CSDA,
PRKCD, LLGL1, SRC, HRAS1, LLGL2, BC021767,
CDC42, NRAS, IGSF5, CTTN, B230120H23RIK,
PPP2CB, CLDN1, RRAS, TJP2

2.6

0.178088404

mmu01040:Biosynthesis of unsaturated fatty acids

0.6

0.020828315

ACOT9, ACOT2, ACOT1, ACAA1LB, ACOT5, HADHA

3.7

22.56668211

mmu04912:GnRH signaling pathway

12

1.2

0.030788927

CDC42, NRAS, ATF4, PTK2B, MAP3K1, PLA2G12A,
GNA11, PRKCD, SRC, PRKX, CALM1, HRAS1

31.61315139

mmu04115:p53 signaling pathway

0.

©

0.05431061

El24, ZMAT3, BAX, LRDD, FAS, APAF1, CCNG1,
GADD45B, SESN3

2.2

49.26290426

mmu00030:Pentose phosphate pathway

0.5

0.067958894

ALDOA, PGLS, H6PD, FBP2, PRPS1

3.2

57.47813781

mmu04722:Neurotrophin signaling pathway

13

13

0.091529239

CDC42, NRAS, ATF4, MAP3K1, BAX, YWHAQ, SHC1,
MAPKAPK?2, IKBKB, PRKCD, ARHGDIA, CALM1,
HRAS1

1.7

68.85088912




Sup Table 2 SET Il and SET Il - KEGG PATHWAYS

Term Count (% PValue Genes Fold Enrichment [FDR

mmu04010:MAPK signaling pathway 21 6.1 3.77E-06 TRP53, PDGFB, PDGFA, RELA, MAP2K3, 3.3 0.004
RELB, HSPA1A, HSPA1B, NFKB2, DDIT3,
DUSP5, DUSP4, TNFRSF1A, JUN, JUND,
HSPB1, MAP3K14, DUSP8, MYC, GADD45A,
CD14, DUSP6

mmu04115:p53 signaling pathway 10 2.9 3.26E-05 TRP53, CDKN1A, BBC3, MDM2, PMAIP1, SFN, |6.0 0.037
PERP, SESN2, GADD45A, GTSE1

mmu05215:Prostate cancer 9 2.6 0.001284216 |TRP53, CDKN1A, HSP90AA1, PDGFB, PDGFA, |4.2 1.460
RELA, MDM2, NFKBIA, CTNNB1

mmu00480:Glutathione metabolism 7 2.0 0.001370367 |GSTA1, GSTA2, GSR, GCLC, PGD, G6PDX, 5.6 1.557
MGST1

mmu05416:Viral myocarditis 9 2.6 0.001702617 |ACTB, H2-K1, ACTG1, EIF4G1, ICAM1, 4.0 1.931
GM12715, GM8399, H2-D1, MYH9, CXADR,
ABL2

mmu04612:Antigen processing and presentation |8 2.3 0.005791643 |H2-K1, CTSL, HSP90AA1, H2-D1, IFI30, 3.7 6.431
HSPA1A, CTSB, HSPA1B, TAPBP

mmu04110:Cell cycle 9 2.6 0.011122701 |[TRP53, CDKN1A, YWHAG, YWHAH, PCNA, 2.9 12.015
MDM2, SEN, GADD45A, MYC

mmu04540:Gap junction 7 2.0 0.016377149 |PDGFB, GM5620, PDGFA, TUBB2A, TUBB6, |3.4 17.220

TUBAILA, TUBA1B, GM14150, TUBALC




SET V - KEGG PATHWAYS
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Count

PValue

Genes

Fold
Enrichment

FDR

mmu05010:Alzheimer's disease

25

2.3

5.61E-05

ATPSE, GM2574, APH1A, APH1C, GM5138, MME,
ATP5G1, GM10566, GM10231, NDUFB2, NDUFS7,
UQCR11, GM10293, APOE, GM15429, GM10291,
GM12286, NDUFS8, COX6B1, GM3839, PLCB1, GAPDH,
GM10358, ATP5H, GM3272, NDUFA2, GM3222, GM5507,
GM13292, GM10108, NDUFAL1, ITPR2, ATF6, GM4609,
GNAQ, NDUFV2, GM12231, GM10284, GM10327, GM2606,
CACNA1D, GM13464

25

0.068

mmu00500:Starch and sucrose metabolism

0.8

6.29E-04

PGM2, GBE1, GANC, ENPP1, ENPP3, GAA, GYS2,
UGT2A3, TREH

4.5

0.764

mmu00190:Oxidative phosphorylation

18

1.7

7.57E-04

ATP5E, NDUFA2, ATP5G1, GM10221, ATP6V1B1,
NDUFAL, GM10231, NDUFB2, NDUFS7, ATP6V1A,
ATP6V1C2, UQCR11, ATP6V1E1, NDUFS8, NDUFV2,
GM12231, COX6B1, ATPSL, ATP5H

25

0.918

mmu00620:Pyruvate metabolism

0.7

0.00661675

MES3, LDHD, ACYP2, ALDH2, ACACA, DLAT, PDHB,
ALDH3A2

3.5

7.772

mmu00150:Androgen and estrogen
metabolism

0.7

0.00858569

HSD3B6, HSD17B12, HSD3B5, HSD11B2, SRD5A1,
UGT2A3, AKR1D1

9.976

mmu05012:Parkinson's disease

15

1.4

0.01490987

ATP5E, NDUFA2, GM10108, ATP5G1, NDUFA1, GM10231,
NDUFB2, NDUFS7, UQCR11, NDUFV2, NDUFS8, COX6B1,
GM12231, SLC18A1, ATP5H

16.730

mmu00640:Propanoate metabolism

0.6

0.02300693

MLYCD, ALDH2, ACACA, PCCB, PCCA, ALDH3A2

3.6

24.699




SET VI - KEGG PATHWAYS

Term Count |% (PValue Genes Fold FDR
Enrichment
mmu00190:Oxidative phosphorylation 39 5.3 (5.61E-18 UQCRC2, NDUFB5, UQCRC1, NDUFB8, NDUFB9, ATP5B, |5.2 6.79E-15
CYC1, COX7B, COX7C, UQCRFS1, COX5B, ATP5G3,
UQCR10, NDUFS4, ATP50, NDUFS2, NDUFS1, ATP5J,
NDUFA4, ATP5J2, COX7A2, NDUFA9, NDUFAGB, COX8A,
ATP5F1, NDUFA10, PPA2, COX6C, NDUFV3, SDHA, SDHB,
UQCRH, NDUFV1, SDHC, SDHD, ATP5C1, ATP5A1,
ATP6V0A4, UQCRB
mmu00280:Valine, leucine and isoleucine degradation 23 3.2|4.83E-16 BCAT1, BCKDHA, ACAA2, ALDH6A1, ACADSB, BCAT2, 8.7 5.33E-13
ACADM, ACADS, HMGCS1, ECHS1, ACAT1, HIBADH, DBT,
MCCC2, MUT, ALDH7A1, IVD, MCCC1, OXCT1, DLD, ABAT,
HADH, ALDH9A1
mmu00020:Citrate cycle (TCA cycle) 19 2.6 [2.82E-15 DLST, ACO2, ACO1, SUCLG2, SUCLG1, OGDH, PCK1, 10.7 3.36E-12
SDHA, SDHB, PCX, IDH3G, SDHC, SDHD, DLD, IDH2, IDH1,
PDHA1, SUCLA2, MDH1
mmu00650:Butanoate metabolism 17 2.3 (3.90E-11 ACADS, HMGCS1, ECHS1, ACAT1, ACSM3, ACSM2, 8.0 4.72E-08
ALDH7A1, ACSM1, L2HGDH, OXCT1, ABAT, BDH2, PDHA1,
HADH, BDH1, ACSM5, ALDH9A1
mmuO00071:Fatty acid metabolism 17 2.3 [1.29E-09 GCDH, ACOX1, ACAA2, ACADSB, ACADM, ACADS, ECHSL1, (6.6 1.55E-06
ACAT1, CPT1A, ACOX3, CYP4A12B, ALDH7A1, ACSL1,
CYP4A12A, ADH1, HADH, ALDH9A1
mmu00640:Propanoate metabolism 14 1.9|2.72E-09 ALDH6AL1, LDHB, ACADM, SUCLG2, SUCLG1, ECHS1, 8.1 3.30E-06
ACSS2, ACAT1, MUT, ALDH7A1, ACSS1, ABAT, SUCLA2,
ALDH9A1
mmu00380:Tryptophan metabolism 15 2.1(1.81E-08 AADAT, GCDH, DDC, ACMSD, ECHS1, KMO, OGDH, 6.5 2.19E-05
ACAT1, INMT, AFMID, ALDH7A1, HAAO, CAT, HADH,
ALDH9A1
mmu00620:Pyruvate metabolism 14 1.9|2.26E-07 MEL, LDHB, GRHPR, ACSS2, ACAT1, PCK1, PCX, 6.0 2.73E-04
ALDH7A1, ACSS1, DLD, ACOT12, PDHAL, ALDH9A1, MDH1
mmu04260:Cardiac muscle contraction 17 2.3(6.03E-06 UQCRC2, FXYD2, ATP1B1, UQCRC1, COX7A2, COX8A, 3.8 7.30E-03
COX7B, CYC1, COX7C, ATP1A1, UQCRFS1, COX5B,
COX6C, UQCR10, ATP2A2, UQCRH, UQCRB
mmu03320:PPAR signaling pathway 17 2.3(7.18E-06 ACOX2, ME1, PPARA, LPL, ACOX1, ACADM, DBI, CPT1A, |3.8 8.69E-03
ACOX3, PCK1, CYP4A12B, ACSL1, CYP4A12A, CD36, GYK,
SCP2, SLC27A2
mmu00630:Glyoxylate and dicarboxylate metabolism 8 1.1|1.37E-05 GLYCTK, MTHFD1, ACO2, ACO1, HAO2, GRHPR, AFMID, 8.7 0.017
MDH1
mmu00010:Glycolysis / Gluconeogenesis 15 2.1(2.22E-05 GM12033, LDHB, GM3200, ALDOB, FBP1, GM12537, ACSS2,|3.8 0.027
PCK1, GALM, ALDH7A1, ACSS1, G6PC, ADH1, DLD, PDHAL,
GM12070, PGK1, GAPDH, ALDH9A1
mmu00260:Glycine, serine and threonine metabolism 10 1.4|5.07E-05 GLYCTK, CHDH, CTH, GATM, DLD, DAO, AGXT2, SARDH, |5.5 0.061
PIPOX, CBS
mmu00310:Lysine degradation 11 1.5|7.42E-05 AADAT, GCDH, DLST, ALDH7A1, ECHS1, AASS, OGDH, 4.7 0.090
HADH, ACAT1, PIPOX, ALDH9A1
mmu00450:Selenoamino acid metabolism 8 1.1|2.07E-04 CTH, AHCY, MAT2A, GGT1, AHCYL1, AHCYL2, PAPSS2, 6.1 0.250
CBS
mmu00330:Arginine and proline metabolism 11 1.5|6.99E-04 LAP3, GLUL, ALDH7A1, ACY1, ASS1, GATM, ALDH4A1, 3.6 0.842
DAO, ASL, ALDH9A1, PRODH
mmu00410:beta-Alanine metabolism 7 1.0]0.001138311 |[ALDH7A1, ACADM, CNDP1, UPB1, ECHS1, ABAT, ALDH9AL1 |5.5 1.369
mmu00250:Alanine, aspartate and glutamate metabolism 8 1.1]0.001214118 [GLUL, ASPA, ASS1, ACY3, ABAT, ALDH4A1, AGXT2, ASL 4.7 1.459
mmu00072:Synthesis and degradation of ketone bodies 5 0.7]0.001671822 |OXCT1, HMGCS1, BDH2, BDH1, ACAT1 8.7 2.004
mmu00340:Histidine metabolism 7 1.0]0.002336039 [DDC, ALDH7A1, ASPA, CNDP1, ACY3, UROC1, ALDH9A1  [4.9 2.790
mmu00770:Pantothenate and CoA biosynthesis 5 0.7 [0.008654137 |BCAT1, COASY, BCAT2, PANK1, UPB1 5.8 9.983
mmu00053:Ascorbate and aldarate metabolism 5 0.7 [0.008654137 |UGT1A10, UGT1A9, ALDH7A1, UGT1A8, UGT1A7C, 58 9.983
UGT1A2, UGT1A6B, UGT1A6A, UGT1A5, MIOX, UGT2B5,
UGT1A1, ALDH9A1
mmu00120:Primary bile acid biosynthesis 5 0.7 10.008654137 |ACOX2, CYP7B1, AMACR, HSD17B4, SCP2 5.8 9.983
mmu00480:Glutathione metabolism 9 1.20.008667034 [LAP3, GSS, GPX3, IDH2, GSTZ1, IDH1, GGT1, ANPEP, 3.0 9.997
GSTT2
mmu00270:Cysteine and methionine metabolism 7 1.0]0.009936421 [LDHB, CTH, AHCY, MAT2A, AHCYL1, AHCYL2, CBS 3.7 11.382




