
	Mitochondrion
	Gene Title
	Gene Symbol
	Q-value
	F.C.

	1428075_at
	 NADH Dehydrogenase (Ubiquinone) 1 Beta Subcomplex 4
	 Ndufb4
	0.00025
	-1.6

	1434890_at
	 Optic Atrophy 1 Homolog (Human)
	 Opa1
	0.00019
	-1.5

	1438546_x_at
	 Solute Carrier Family 25 (Mitochondrial Carrier, Adenine Nucleotide Translocator), Member 5
	 Slc25a5
	0.00076
	-1.5

	1416485_at
	 Translocase Of Inner Mitochondrial Membrane 23 Homolog (Yeast)
	 Timm23
	0.00027
	-1.5

	1448465_at
	4-Nitrophenylphosphatase Domain And Non-Neuronal SNAP25-Like Protein Homolog 1 (C. Elegans)
	Nipsnap1
	0.00006
	-1.7

	1441829_s_at
	A Kinase (PRKA) Anchor Protein 10
	Akap10
	0.00076
	2.1

	1424183_at
	Acetyl-Coenzyme A Acetyltransferase 1
	Acat1
	0.00003
	-1.7

	1456614_at
	ACN9 Homolog (S. Cerevisiae)
	Acn9
	0.00036
	-1.5

	1451257_at
	Acyl-Coa Synthetase Long-Chain Family Member 6
	Acsl6
	0.00025
	-1.5

	1417316_at
	Acyl-Coa Thioesterase 13
	Acot13
	0.00030
	-1.6

	1453206_at
	Acyl-Coenzyme A Dehydrogenase Family, Member 9
	Acad9
	0.00023
	-1.8

	1427943_at
	Acylphosphatase 2, Muscle Type
	Acyp2
	0.00038
	-1.5

	1452975_at
	Alanine-Glyoxylate Aminotransferase 2-Like 1
	Agxt2l1
	0.00000
	-2.1

	1424126_at
	Aminolevulinic Acid Synthase 1
	Alas1
	0.00086
	-1.5

	1433838_at
	Aspartyl-Trna Synthetase 2 (Mitochondrial)
	Dars2
	0.00108
	-1.5

	1451666_at
	ATP Citrate Lyase
	Acly
	0.01196
	-1.7

	1434934_at
	ATP Synthase Mitochondrial F1 Complex Assembly Factor 1
	Atpaf1
	9.0E-06
	-1.8

	1426742_at
	ATP Synthase, H+ Transporting, Mitochondrial F0 Complex, Subunit B1
	Atp5f1
	0.00125
	-1.7

	1416020_a_at
	ATP Synthase, H+ Transporting, Mitochondrial F0 Complex, Subunit C1 (Subunit 9)
	Atp5g1
	0.01109
	-1.6

	1454661_at
	ATP Synthase, H+ Transporting, Mitochondrial F0 Complex, Subunit C3 (Subunit 9)
	Atp5g3
	0.00203
	-1.5

	1423676_at
	ATP Synthase, H+ Transporting, Mitochondrial F0 Complex, Subunit D
	Atp5h
	0.00522
	-1.5

	1448203_at
	ATP Synthase, H+ Transporting, Mitochondrial F0 Complex, Subunit G
	Atp5l 
	0.00207
	-1.5

	1423111_at
	ATP Synthase, H+ Transporting, Mitochondrial F1 Complex, Alpha Subunit 1
	Atp5a1
	0.01484
	-1.5

	1416058_s_at
	ATP Synthase, H+ Transporting, Mitochondrial F1 Complex, Gamma Polypeptide 1
	Atp5c1
	0.00011
	-1.5
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	1416278_a_at
	ATP Synthase, H+ Transporting, Mitochondrial F1 Complex, O Subunit /
	Atp5o 
	0.00797
	-1.5

	1456812_at
	ATP-Binding Cassette, Sub-Family D (ALD), Member 2
	Abcd2
	0.00003
	-1.7

	1420776_a_at
	AU RNA Binding Protein/Enoyl-Coenzyme A Hydratase
	Auh
	0.00088
	-1.7

	1416245_at
	Aurora Kinase A Interacting Protein 1
	Aurkaip1
	0.00116
	-1.5

	1422470_at
	BCL2/Adenovirus E1B Interacting Protein 3
	Bnip3
	0.00004
	-1.7

	1423572_at
	BCL2-Like 2
	Bcl2l2
	0.00426
	-1.5

	1423833_a_at
	Brain Protein 44
	Brp44
	0.00087
	-1.5

	1453651_a_at
	Brain Protein 44-Like
	Brp44l
	0.00691
	-1.5

	1450871_a_at
	Branched Chain Aminotransferase 1, Cytosolic
	Bcat1
	0.00157
	-1.6

	1427153_at
	Branched Chain Ketoacid Dehydrogenase E1, Beta Polypeptide
	Bckdhb
	0.00049
	-1.7

	1415817_s_at
	Chaperonin Containing Tcp1, Subunit 7 (Eta)
	Cct7
	0.00264
	-1.5

	1421014_a_at
	Citrate Lyase Beta Like
	Clybl
	0.00591
	-1.7

	1417265_s_at
	Coenzyme Q5 Homolog, Methyltransferase (Yeast)
	Coq5
	0.00012
	-1.6

	1453166_at
	Coiled-Coil Domain Containing 109A
	Ccdc109a
	0.00056
	-1.5

	1423840_at
	Coiled-Coil Domain Containing 56
	Ccdc56
	0.00573
	-1.7

	1454640_at
	Coiled-Coil-Helix-Coiled-Coil-Helix Domain Containing 7
	Chchd7
	0.00005
	-1.5

	1431510_s_at
	COX Assembly Mitochondrial Protein Homolog (S. Cerevisiae)
	Cmc1
	0.00050
	-1.5

	1431507_a_at
	COX16 Cytochrome C Oxidase Assembly Homolog (S. Cerevisiae) 
	Cox16 
	0.00189
	-1.6

	1432418_a_at
	Creatine Kinase, Mitochondrial 1, Ubiquitous
	Ckmt1
	0.00750
	-2.0

	1450484_a_at
	Cytidine Monophosphate (UMP-CMP) Kinase 2, Mitochondrial
	Cmpk2
	4.83E-07
	-1.8

	1448153_at
	Cytochrome C Oxidase, Subunit Va
	Cox5a
	0.00095
	-1.6

	1415970_at
	Cytochrome C Oxidase, Subunit Vic
	Cox6c
	0.00288
	-1.5

	1422483_a_at
	Cytochrome C, Somatic 
	Cycs 
	0.00236
	-1.7

	1416604_at
	Cytochrome C-1
	Cyc1
	0.00031
	-1.5

	1450848_at
	Death Associated Protein 3
	Dap3
	0.00002
	-1.5

	Supplementary Table 7 (Continuation)

	1416665_at
	Demethyl-Q 7
	Coq7
	0.00126
	-1.6

	1423159_at
	Dihydrolipoamide Dehydrogenase
	Dld
	0.00621
	-1.6

	1426265_x_at
	Dihydrolipoamide S-Acetyltransferase (E2 Component Of Pyruvate Dehydrogenase Complex)
	Dlat
	0.00001
	-1.7

	1438817_at
	DNA Replication Helicase 2 Homolog (Yeast)
	Dna2
	0.01181
	1.6

	1416910_at
	Dnaj (Hsp40) Homolog, Subfamily C, Member 15
	Dnajc15
	0.00082
	-1.6

	1436624_at
	Dynamin 3
	Dnm3
	0.00032
	-1.6

	1423972_at
	Electron Transferring Flavoprotein, Alpha Polypeptide
	Etfa
	0.00257
	-1.5

	1428181_at
	Electron Transferring Flavoprotein, Beta Polypeptide
	Etfb
	0.00128
	-1.6

	1423418_at
	Farnesyl Diphosphate Synthetase
	Fdps
	0.01485
	-1.8

	1424828_a_at
	Fumarate Hydratase 1
	Fh1
	0.00017
	-1.6

	1416570_s_at
	G Elongation Factor, Mitochondrial 1
	Gfm1
	0.00007
	-1.6

	1452907_at
	Galactosylceramidase
	Galc
	1.00E-24
	7.6

	1417716_at
	Glutamate Oxaloacetate Transaminase 2, Mitochondrial
	Got2
	0.00561
	-1.5

	1437679_a_at
	Glutaredoxin 2 (Thioltransferase)
	Glrx2
	0.00210
	-1.6

	1428553_at
	Glutaredoxin 5 Homolog (S. Cerevisiae)
	Glrx5
	0.00121
	-1.5

	1423784_at
	Glycyl-Trna Synthetase
	Gars
	0.00029
	-1.5

	1430777_a_at
	Golgi Phosphoprotein 3
	Golph3
	0.00086
	-1.8

	1433457_s_at
	G-Rich RNA Sequence Binding Factor 1
	Grsf1
	0.00325
	-1.5

	1417619_at
	Growth Arrest And DNA-Damage-Inducible, Gamma Interacting Protein 1
	Gadd45gip1
	0.00065
	-1.6

	1452272_a_at
	Growth Factor, Erv1 (S. Cerevisiae)-Like
	Gfer
	0.0014
	-1.5

	1415882_at
	Growth Hormone Inducible Transmembrane Protein
	Ghitm
	0.00002
	-1.6

	1425343_at
	Haloacid Dehalogenase-Like Hydrolase Domain Containing 3
	Hdhd3
	0.00002
	-1.6

	1418504_at
	Heat Shock Protein 9
	Hspa9
	0.00072
	-1.5

	1416481_s_at
	HIG1 Domain Family, Member 1A
	Higd1a
	0.00003
	-1.6

	1433470_a_at
	Inner Membrane Protein, Mitochondrial
	Immt
	0.00964
	-1.5
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	1423652_at
	Iron-Sulfur Cluster Assembly 1 Homolog (S. Cerevisiae)
	Isca1
	0.00010
	-1.6

	1452579_at
	Iscu Iron-Sulfur Cluster Scaffold Homolog (E. Coli)
	Iscu
	0.00106
	-1.6

	1416183_a_at
	Lactate Dehydrogenase B
	Ldhb
	0.00063
	-1.5

	1424353_at
	Leucine-Rich PPR-Motif Containing
	Lrpprc
	0.00146
	-1.6

	1418700_at
	Lipoic Acid Synthetase
	Lias
	0.00052
	-1.5

	1455588_at
	LYR Motif Containing 4
	Lyrm4
	0.00054
	-1.5

	1448172_at
	Malate Dehydrogenase 1, NAD (Soluble)
	Mdh1
	0.00027
	-1.7

	1429071_at
	Malic Enzyme 3, NADP(+)-Dependent, Mitochondrial
	Me3
	0.00848
	-1.5

	1430500_s_at
	Metaxin 2
	Mtx2
	0.00101
	-1.5

	1448196_at
	Methionine Adenosyltransferase II, Beta
	Mat2b
	0.00487
	-1.5

	1416839_at
	Methylmalonyl-Coenzyme A Mutase
	Mut
	0.01090
	-1.5

	1416765_s_at
	Mitochondria-Associated Protein Involved In Granulocyte-Macrophage Colony-Stimulating Factor Signal Transduction
	Magmas
	0.00078
	-1.5

	1425189_a_at
	Mitochondrial Ribosomal Protein L15
	Mrpl15
	0.00755
	-1.6

	1450880_at
	Mitochondrial Ribosomal Protein L16
	Mrpl16
	0.00144
	-1.5

	1448373_at
	Mitochondrial Ribosomal Protein L18
	Mrpl18
	0.00314
	-1.5

	1450405_at
	Mitochondrial Ribosomal Protein L19
	Mrpl19
	0.01446
	-1.6

	1416093_a_at
	Mitochondrial Ribosomal Protein L20
	Mrpl20
	0.00171
	-1.6

	1452580_a_at
	Mitochondrial Ribosomal Protein L21
	Mrpl21
	0.00011
	-1.6

	1435995_at
	Mitochondrial Ribosomal Protein L22
	Mrpl22
	0.00026
	-1.6

	1419363_a_at
	Mitochondrial Ribosomal Protein L35
	Mrpl35
	0.00006
	-1.6

	1417966_at
	Mitochondrial Ribosomal Protein L39
	Mrpl39
	0.00001
	-1.6

	1428589_at
	Mitochondrial Ribosomal Protein L41
	Mrpl41
	0.00096
	-1.5

	1415681_at
	Mitochondrial Ribosomal Protein L43
	Mrpl43
	0.00087
	-1.5

	1430990_s_at
	Mitochondrial Ribosomal Protein L44
	Mrpl44
	0.00614
	-2.5
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	1449004_at
	Mitochondrial Ribosomal Protein L46
	Mrpl46
	0.00045
	-1.6

	1429054_at
	Mitochondrial Ribosomal Protein L47
	Mrpl47
	0.00040
	-1.6

	1423219_a_at
	Mitochondrial Ribosomal Protein L49
	Mrpl49
	0.00024
	-1.6

	1460195_at
	Mitochondrial Ribosomal Protein S11
	Mrps11
	0.00070
	-1.5

	1448799_s_at
	Mitochondrial Ribosomal Protein S12
	Mrps12
	0.00169
	-1.5

	1420489_at
	Mitochondrial Ribosomal Protein S14
	Mrps14
	0.00058
	-1.6

	1416595_at
	Mitochondrial Ribosomal Protein S22
	Mrps22
	0.00001
	-1.7

	1421874_a_at
	Mitochondrial Ribosomal Protein S23
	Mrps23
	0.00731
	-1.7

	1452111_at
	Mitochondrial Ribosomal Protein S35
	Mrps35
	0.00047
	-1.6

	1423242_at
	Mitochondrial Ribosomal Protein S36
	Mrps36
	0.00026
	-1.6

	1448342_at
	Mitogen-Activated Protein Kinase 10
	Mapk10
	0.00240
	-1.5

	1449283_a_at
	Mitogen-Activated Protein Kinase 12
	Mapk12
	0.00080
	-1.5

	1436263_at
	Myelin-Associated Oligodendrocytic Basic Protein
	Mobp
	0.00070
	-1.5

	1418068_at
	NADH Dehydrogenase (Ubiquinone) 1 Alpha Subcomplex 10
	Ndufa10
	0.00005
	-1.7

	1429708_at
	NADH Dehydrogenase (Ubiquinone) 1 Alpha Subcomplex 11
	Ndufa11
	0.00086
	-1.6

	1452790_x_at
	NADH Dehydrogenase (Ubiquinone) 1 Alpha Subcomplex, 3
	Ndufa3
	0.00283
	-1.5

	1424085_at
	NADH Dehydrogenase (Ubiquinone) 1 Alpha Subcomplex, 4
	Ndufa4
	0.00149
	-1.6

	1423692_at
	NADH Dehydrogenase (Ubiquinone) 1 Alpha Subcomplex, 8
	Ndufa8
	0.00693
	-1.5

	1416663_at
	NADH Dehydrogenase (Ubiquinone) 1 Alpha Subcomplex, 9
	Ndufa9
	0.00151
	-1.7

	1423711_at
	NADH Dehydrogenase (Ubiquinone) 1 Alpha Subcomplex, Assembly Factor 1
	Ndufaf1
	0.00059
	-1.6

	1452923_at
	NADH Dehydrogenase (Ubiquinone) 1 Alpha Subcomplex, Assembly Factor 2
	Ndufaf2
	0.00005
	-1.9

	1418185_at
	NADH Dehydrogenase (Ubiquinone) 1 Alpha Subcomplex, Assembly Factor 3
	Ndufaf3
	0.00306
	-1.5

	1416547_at
	NADH Dehydrogenase (Ubiquinone) 1 Beta Subcomplex 3
	Ndufb3
	0.00069
	-1.6

	1448198_a_at
	NADH Dehydrogenase (Ubiquinone) 1 Beta Subcomplex 8
	Ndufb8
	0.00555
	-1.5

	1428322_a_at
	NADH Dehydrogenase (Ubiquinone) 1 Beta Subcomplex, 10
	Ndufb10
	0.00057
	-1.6
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	1416834_x_at
	NADH Dehydrogenase (Ubiquinone) 1 Beta Subcomplex, 2
	Ndufb2
	0.00168
	-1.5

	1448589_at
	NADH Dehydrogenase (Ubiquinone) 1 Beta Subcomplex, 5
	Ndufb5
	0.01018
	-1.6

	1434057_at
	NADH Dehydrogenase (Ubiquinone) 1 Beta Subcomplex, 6
	Ndufb6
	0.00013
	-1.7

	1428159_s_at
	NADH Dehydrogenase (Ubiquinone) 1, Alpha/Beta Subcomplex, 1
	Ndufab1
	0.00022
	-1.7

	1416285_at
	NADH Dehydrogenase (Ubiquinone) 1, Subcomplex Unknown, 1
	Ndufc1
	0.00205
	-1.5

	1460506_s_at
	NADH Dehydrogenase (Ubiquinone) 1, Subcomplex Unknown, 2
	Ndufc2
	0.00001
	-1.8

	1425143_a_at
	NADH Dehydrogenase (Ubiquinone) Fe-S Protein 1
	Ndufs1
	0.00001
	-1.7

	1423737_at
	NADH Dehydrogenase (Ubiquinone) Fe-S Protein 3
	Ndufs3
	0.00134
	-1.5

	1418117_at
	NADH Dehydrogenase (Ubiquinone) Fe-S Protein 4
	Ndufs4
	0.00015
	-1.6

	1416494_at
	NADH Dehydrogenase (Ubiquinone) Fe-S Protein 5
	Ndufs5
	0.00105
	-1.6

	1451312_at
	NADH Dehydrogenase (Ubiquinone) Fe-S Protein 7
	Ndufs7
	0.00079
	-1.7

	1423907_a_at
	NADH Dehydrogenase (Ubiquinone) Fe-S Protein 8
	Ndufs8
	0.00187
	-1.6

	1428179_at
	NADH Dehydrogenase (Ubiquinone) Flavoprotein 2
	Ndufv2
	0.00157
	-1.6

	1424847_at
	Neurofilament, Heavy Polypeptide
	Nefh
	0.00221
	-1.8

	1416931_at
	Ngg1 Interacting Factor 3-Like 1 (S. Pombe)
	Nif3l1
	0.00068
	-1.5

	1424110_a_at
	Non-Metastatic Cells 1, Protein (NM23A) 
	Nme1
	0.00325
	-1.6

	1432332_a_at
	Nudix (Nucleoside Diphosphate Linked Moiety X)-Type Motif 19
	Nudt19
	0.00118
	-1.5

	1449889_a_at
	OCIA Domain Containing 1
	Ociad1
	0.00007
	-1.5

	1428557_a_at
	O-Sialoglycoprotein Endopeptidase-Like 1
	Osgepl1
	0.00013
	-1.8

	1418501_a_at
	Oxidation Resistance 1
	Oxr1
	0.00015
	-1.5

	1416526_a_at
	Parkinson Disease (Autosomal Recessive, Early Onset) 7
	Park7
	0.00274
	-1.5

	1428090_at
	Pentatricopeptide Repeat Domain 3
	Ptcd3
	0.00084
	-1.5

	1429709_at
	Peptidase (Mitochondrial Processing) Beta
	Pmpcb
	0.00026
	-1.5

	1416292_at
	Peroxiredoxin 3
	Prdx3
	0.00719
	-1.5

	1416381_a_at
	Peroxiredoxin 5
	Prdx5
	0.00147
	-1.5

	Supplementary Table 7 (Continuation)

	1431420_s_at
	PRELI Domain Containing 1
	Prelid1
	0.00486
	-1.6

	1417053_at
	Prohibitin
	Phb
	0.00403
	-1.5

	1426410_at
	Pyruvate Dehydrogenase Kinase, Isoenzyme 3
	Pdk3
	0.00008
	-2.2

	1449256_a_at
	RAB11a, Member RAS Oncogene Family
	Rab11a
	0.00242
	-1.5

	1451643_a_at
	RAB4B, Member RAS Oncogene Family
	Rab4b
	0.00692
	-1.5

	1417438_at
	Retinol Dehydrogenase 14 (All-Trans And 9-Cis)
	Rdh14
	0.00055
	-1.5

	1415737_at
	Riboflavin Kinase
	Rfk
	0.00009
	-1.5

	1418327_at
	RIKEN Cdna 1110058L19 Gene
	1110058L19Rik
	0.00018
	-1.5

	1421019_at
	RIKEN Cdna 1700021F05 Gene
	1700021F05Rik
	0.00061
	-1.5

	1428258_at
	RIKEN Cdna 2010107E04 Gene
	2010107E04Rik
	0.00615
	-1.5

	1428745_a_at
	RIKEN Cdna 2310003L22 Gene
	2310003L22Rik
	0.00065
	-1.6

	1455006_at
	RIKEN Cdna 2310016M24 Gene
	2310016M24Rik
	0.00065
	-1.6

	1433616_a_at
	RIKEN Cdna 2310028O11 Gene
	2310028O11Rik
	0.00079
	-1.5

	1429213_at
	RIKEN Cdna 2310030N02 Gene
	2310030N02Rik
	0.00002
	-1.7

	1418222_at
	RIKEN Cdna 2610024G14 Gene
	2610024G14Rik
	0.00012
	-1.6

	1419153_at
	RIKEN Cdna 2810417H13 Gene
	2810417H13Rik
	0.00097
	1.5

	1426510_at
	Saccharopine Dehydrogenase (Putative)
	Sccpdh
	0.00897
	-1.6

	1429671_at
	SCAN Domain Containing 3
	Scand3
	0.00107
	-1.5

	1455069_x_at
	Solute Carrier Family 25 (Mitochondrial Carrier, Adenine Nucleotide Translocator), Member 4
	Slc25a4
	0.00003
	-1.6

	1423772_x_at
	Solute Carrier Family 25 (Mitochondrial Carrier, Adenine Nucleotide Translocator), Member 5
	Slc25a5
	0.00028
	-1.5

	1428440_at
	Solute Carrier Family 25 (Mitochondrial Carrier, Aralar), Member 12
	Slc25a12
	2.0E-06
	-1.7

	1424211_at
	Solute Carrier Family 25, Member 33
	Slc25a33
	0.00007
	-1.6

	1448970_at
	Solute Carrier Family 25, Member 46
	Slc25a46
	0.00051
	-1.5

	1426219_at
	Sterol Carrier Protein 2, Liver
	Scp2
	0.00101
	-1.5

	1426688_at
	Succinate Dehydrogenase Complex, Subunit A, Flavoprotein (Fp)
	Sdha
	0.00039
	-1.5
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	1415891_at
	Succinate-Coa Ligase, GDP-Forming, Alpha Subunit
	Suclg1
	0.00020
	-1.6

	1452206_at
	Succinate-Coenzyme A Ligase, ADP-Forming, Beta Subunit
	Sucla2
	5.0E-06
	-1.6

	1417193_at
	Superoxide Dismutase 2, Mitochondrial
	Sod2
	0.00025
	-1.7

	1427114_at
	Tetratricopeptide Repeat Domain 19
	Ttc19
	0.00063
	-1.5

	1427055_at
	Thioesterase Superfamily Member 4
	Them4
	0.00195
	-1.5

	1460702_at
	TP53 Regulated Inhibitor Of Apoptosis 1
	Triap1
	0.00305
	-1.6

	1417499_at
	Translocase Of Inner Mitochondrial Membrane 10 Homolog (Yeast)
	Timm10
	0.00100
	-1.5

	1426256_at
	Translocase Of Inner Mitochondrial Membrane 17a
	Timm17a
	0.00664
	-1.5

	1428216_s_at
	Translocase Of Outer Mitochondrial Membrane 7 Homolog (Yeast)
	Tomm7
	0.00141
	-1.5

	1435261_at
	Transmembrane And Tetratricopeptide Repeat Containing 1
	Tmtc1
	0.00077
	-1.5

	1460424_at
	Transmembrane Protein 160
	Tmem160
	0.00014
	-1.6

	1426716_at
	Tudor Domain Containing 7
	Tdrd7
	0.00196
	-1.5

	1430134_a_at
	Tyrosyl-Trna Synthetase 2 (Mitochondrial)
	Yars2
	0.00481
	-1.5

	1428631_a_at
	Ubiquinol Cytochrome C Reductase Core Protein 2
	Uqcrc2
	0.00038
	-1.6

	1448292_at
	Ubiquinol-Cytochrome C Reductase, Complex III Subunit XI
	Uqcr11
	0.00130
	-1.5

	1450968_at
	Ubiquinol-Cytochrome C Reductase, Rieske Iron-Sulfur Polypeptide 1
	Uqcrfs1
	0.00074
	-1.7

	1416175_a_at
	Voltage-Dependent Anion Channel 3
	Vdac3
	0.00019
	-1.5

	1423361_at
	YME1-Like 1 (S. Cerevisiae)
	Yme1l1
	0.00018
	-1.9
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