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Supplemental Table 1. Oligonucleotide sequences for primer/probe sets used for qRT-PCR.

Gene ﬁs:net)s::on Forward primer Probe Reverse primer

NDUFB3 NM_002491 TCAGATTGCTGTCAGACATGG Sybr Green detection TGGTGTCCCTTCTATCTTCCA
NDUFB5 NM_002492 TTCGACACAGTGGAGACCAT Sybr Green detection TTCAGCTTGACCAATGAATACA
NDUFV1 NM_007103 CTGATCCCCAAGTCTGTGTGTGAGA Sybr Green detection GATGTCCGTCGAGCGGTCCAT
NDUFS1 NM_005006 GAATGTGATCTGCAGGACCAGTC Sybr Green detection GTCTTTACCAATGGCCCAATGT
SDHB NM_003000 AAATGTGGCCCCATGGTATTG Sybr Green detection AGAGCCACAGATGCCTTCTCTG
SLC25A12 NM_003705 AGCACTCTAGCTGGCACAAGGAA Sybr Green detection AGTCAAGCGCCCTGAAGCATTATAT
18S NM_000979 GATATGCTCATGTGGTGTTGA Sybr Green detection ACGTTCCACCTCATCCTCA

CYycC1 NM_001916 TGGCCCCTCCCATCTACAC AGAGTTTGACGATGGCACCCCAGCTA ATCCTTGGCTATCTGGGACATG
SURF1 NM_003172 CCTATGTGGTCACTCCCTTCCA TGGTGACTCCCAGGTCGGTGCA TGGGAACGAACCCTCTATTTACC
PGC1a NM_015062 AGGTGAAAGTGTAATACTGTTGGTTGA TGCTGAAGAGGGAAAGTGAGCGATTAGTTGA CATGTAGAATTGGCAGGTGGAA
PGC1B NM_133263 CAGCCACTCGAAGGAACTTCA CTGAACACGGCCCTCTGCTCTCACA CGGATGCTTGGCGTTCTG

mtTFA NM_009360 CCCAGATGCAAAAACTACAGAACTAA CGCAGTCACAACACTTACAAGCCAAAC TCCGCCCTATAAGCATCTTGA
NRF1 NM_005011 CGTTGCCCAAGTGAATTATTCTG TTGTTCCACCTCTCCATCAGCCA CCCTGTAACGTGGCCCAAT

RPLPO NM_001002 CCATTCTATCATCAACGGGTACAA TCTCCACAGACAAGGCCAGGACTCG AGCAAGTGGGAAGGTGTAATCC
mmNDUFB3 NM_025597 TGGCCATGGTAAAATGGAACT CAGATTACAGACAGTGGAAAATTGAAGGGACG AAGCTTCTTCTGCACCGTTTCT
mmNDUFB5 NM_025316 GCATCCGATATCAAGATGGATCG CTGAAAAGAACTACGAGAAAACCCTGGCTATCCT CTTTAACCGTAACTCAGCCTTTTCA
mmSLC25A12 NM_172436 CACCACAGGACCGAGAGTCA TGCTTCAGGACCTGGGACTTTTCGG GGCTTTGGCACCCTTGTACA
mmSDHB NM_023374 CCCAGGAGGGCAAGCAA AGTATCTGCAGTCCATCGAGGACCGG GTACAGCCCGTCCAGCTTCT
mmCYC1 NM_025567 CAGCTACCCATGGTCTCATCGT TCCGAATGCTGGTGTGGTCCAAGGA CACCTGCTTGTATACCTGGAAACC
mmSURF1 NM_013677 AAGTGAATCCTGAGACCAGACAGA AGGCCAGGTTCTGGGAGAAGTAGACC TGTGAGCCTCACTATGCCAACT
mmPGC1a NM_008904 CATTTGATGCACTGACAGATGGA CCGTGACCACTGACAACGAGGCC CCGTCAGGCATGGAGGAA
mmPGC13 NM_133249 AGGAAGCGGCGGGAAA AGAGATTTCGAATGTATACCACACGGCCTTCA CTACAATCTCACCGAACACCTCAA
mmCOXI| NC_005089 TTTTCAGGCTTCACCCTAGATGA CATGAGCAAAAGCCCACTTCGCCA GAAGAATGTTATGTTTACTCCTACGAATATG
mmUCP2 NM_011671 GCGTTCTGGGTACCATCCTAAC CGCACTGAGGGTCCACGCAGC GCGACCAGCCCATTGTAGA
mmCycB NM_011149 GGTGGAGAGCACCAAGACAGA ATCCTTCAGTGGCTTGTCCCGGCT GCCGGAGTCGACAATGATG

NDUFB3 NADH dehydrogenase (ubiquinone) 1 beta subcomplex, 3; NDUFB5 NADH dehydrogenase (ubiquinone) 1 beta subcomplex, 5; NDUFV1 NADH dehydrogenase

(ubiquinone) flavoprotein 1; NDUFS1 NADH dehydrogenase (ubiquinone) Fe-S protein 1); SDHB succinate dehydrogenase complex, subunit B; SLC25A12 solute carrier family 25

(mitochondrial carrier); 18S 18S ribosomal RNA; CYC1 cytochrome c-1; SURF1 surfeit 1; PGC1a peroxisome proliferative activated receptor, gamma, coactivator 1, alpha; PGC18

peroxisome proliferative activated receptor, gamma, coactivator 1, beta; mtTFA transcription factor A, mitochondrial; NRF1 nuclear respiratory factor-1; RPLPO ribosomal protein,

large, PO; mm mus musculus; mmNDUFB3 NADH dehydrogenase (ubiquinone) 1 beta subcomplex, 3; mmNDUFB5 NADH dehydrogenase (ubiquinone) 1 beta subcomplex, 5;

mmSLC25A12 solute carrier family 25 (mitochondrial carrier); mmSDHB succinate dehydrogenase complex, subunit B; mmCYC1 cytochrome c-1; mmSURF1 surfeit 1; mmPGC1a

peroxisome proliferative activated receptor, gamma, coactivator 1, alpha; mmPGC1 peroxisome proliferative activated receptor, gamma, coactivator 1, beta; mmCOXII cytochrome ¢

oxidase Il, mitochondrial; mmUCP2 uncoupling protein 2; mmCycB peptidylprolyl isomerase B (cyclophilin B). For all assays performed using SYBR Green | detection, 18S was used.


http://www.ncbi.nlm.nih.gov/entrez/viewer.cgi?val=6755141&db=Nucleotide&dopt=GenBank
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ntal Table 2. Microarray 'Hit' List

BONFERONNI P-
VALUE

CLUSTER ACCESSION [FOLD CHANGE|  DIRECTION FUNCTION
1 NM_016599 _[Homo sapiens muscle-specifc protein (LOC51778), mRNA 21 jeal process unknown 0000000
T AKO00] ONA FLI20782 fs clone COLO3B4L 26 jeal process urknonn T2II7E0S
T AK0Z1462 FLIT1400 s, clone 74 T TI972E05
T ALTTT653 D 22 i 0000065843
T ALT3T597 A 22 jeal process urknomn 00001001
T [Fomo sapiens CONA FLI20025 fs clone ADSEO1840 18 jeal process urknomn 000025246
T [19362___|Human (clone xip1) mRNA sequence 5 jeal process urknomn 0000444252
T AK022257 FLI12235 s clone 7 T 0000513922
T NW_016417__[Fomo sapiens cone FLBA739 (LOCS1218), mRNA 5 jcal process urknown 0001473864
T ‘AFOB6156___|Homo sapiens full length isert cONA clone ZB55H12 T jeal process urknonn 0002373667
T AFO30102___|Homo sapiens clone IMAGE 21785 21 jeal process urknonn 0002811766
T B025 [Fomo sapiens mRIVA for KIAALOAS proten, paral cds 5 jeal process urknonn 02999056
T ALT3T363 7 T 0003665174
T AK026037___|Homo sapiens cDNA: FLIZ2384 s, clone RCOT594 7 jcal process urknon 0004593469
T X789 [Fsapiens SRImRNA 16 jeal process urknomn 000688159
T ‘AFOB6350___|Homo sapiens ull length isert cONA clone ZD62G08 22 T 008001914
T ALT574T6 7 Teson 008059978
T 002451 T (120, T4 [complex  (NADH 0 ubiguinone) 0007275987
T D87262__|Homo sapiens mRIVA for fhodanese, compite cds 19 [cyanate catabotsm 000610911
T ABO3T743__|omo sapiens mRA for KIAAL32Z protein, paral cds 7 [developmental processes 0003082856
T ‘AFO52087___|Homo sapiens clone 23604 mRIVA sequence T [ONA packaging TIEIAES
T AB0A6796__|Homo sapiens mRIVA for KIAAIST6 protein, paral cds 7 [ethana oxidation 0000091228
T NM_000532 T ) nuclear WRNA 6 [ty acd cataboism Z9R029E06
T NW_000155 ) TR 6 0009046843
T NW_007126__|Homo sapiens valosin-containing protein (VCP). mRNA 2 0000413305
T NW_014056 P RNA 7 TI0025E07
T NW_002487__[Fomo sapiens necdin (mouse) homolog (NDN) mRNA 7 0001234221
T NW_000476 T(AKA), nuciear TR 5 0000990824
T AB03903 RNA protein 110ng form, complete cds 2 0000120886
T 'NW_00L412__|Homo sapiens eukaryolc ranslaton niiaton facor 1A (EIFLA) mRNA 2 0001449064
T 'NW_000656__|Homo sapiens aminoacylase 1 (ACY) mRNA 16 0000398322
T NM_004235 i) 000960494
T W _003974__[Fomo sapiens Gocking pofein 2, 56kD (DOK2) mRNA ) 0005136911
T AFOGO169___|Homo sapiens ASL1 protein mRNA. partal cds 18 0001436171
T NW_001297 7 20162603
T 23867 6 jeal process urknonn G45T6E08
T 23569 18 jeal process urknonn G45T6E08
T 23870 18 jeal process urknonn G45T6E08
T 23305 6 94576E.08
T 2337 6 jeal process urknonn G45T6E08
T 2339 18 jeal process urknomn G45T6E08
T 23350 6 T 94576E.08
T ALOISATL o 7 jeal process urknon 220665606
T NW_018583__|Homo sapiens hypothetcal protein PROOBL3 (PRODBL). mRNA 7 jeal process urknonn 0000337473
T X0i236__|Human small cellar 7 SK mRNA 7 0001137563
T 103070 6 94576E.08
T 03071 6 guiaion G45T6E08
T 103080 6 guiaion G45T6E08
T 103061 6 guiaion G45T6E08
T 109100 6 guiaion G45T6E08
T 09102 6 guiaion G45T6E08
T 10146 6 guiaion G45T6E08
T 736789 ___|Fsapiens (xs138) mRNA, 2500 19 gulation 23305806
T NW_005655__[Homo sapiens TGFB inducibe early growh response (TIEG), mRNA 19 ation TI0TED
T NW_016485__|Homo sapiens hypothetcal protein (HSPC228), mRNA 16 TS0L29E03
T 103085 18 psin G45T6E.08
T 103092 18 jpsin G45T6E.08
T 103055 18 psin G45T6E08
T 103099 18 psin G45T6E.08
T 110160 18 jpsin G45T6E08
T BULY 18 psin G45T6E08
T 017 6 psin 94576E.08
T 10168 6
T 0551 6
T 108502 6
T 03078 6
T 103089 6
T 103098 6
T NW_003234__[Fomo sapiens Vanstern receptor (p90, COT1) (TFRC) mRNA 5
T NM_001452__|Homo sapiens growh diferentation factor 1 (GDF). mRNA )
T NW_000954 ynhase (21KD, brain) (PTGDS). MRNA i)
T W _017650__[Fomo sapiens hypothetcal protein FLIZ0084 (FLIZ00B4), mRNA 3
1 'NM_000067 _[Homo sapiens carbonic anhydrase If (CA2) mRNA 1
T 103097 __[Homo sapiens mRNA fragment 18
T NW_001963 7
T UBT380 complete cds 12 [signal vansduction (cell surface receptor)

FIATazs VPTSRIT T

? TAFOT0565___|Homo sapiens Clone 24425 MRNA sequence. ? broogical process urknon ZIR02E
2 ALOIS361 3 16 bilog 2137305
2 AL390169 3 18 bilogical process urknonn 0000091741
2 ALG0148 P 16 bilog 92366605
2 AFOB6261 DAAI0 T bilogical process urknonn 0000105155
B KO01906__[Homo sapiens cONA FLIL1044 s, clone PLACE 1004451 7 bilogical process urknonn 0002560693
2 NW_000083 T 6 [choride ransport 25067307
2 NW_001825__[Fomo sapiens chloride chamel 3 (CLONG) mRNA 7 [chorige 0004768336
2 NW_017781 P ) MRNA 7 0002432844
2 NW_004170__[mRNA 3 0000186263
2 NW_018467 RN 6 0000685921
B NM_003665 | mRNA 6 0000932942
2 NW_000717 ) MRNA 5 00061672
2 NW_003344 7 G.68548E-06
B AK0Z5657 | Homo sapiens cONA: FLIZ2004 fs, clone HEPOG8T1 71 378602608
2 NW_014703__[Fomo sapiens KIAAUS70 gene product (KIAAOST0), mRNA 7 [spematogenesis 0000871745
2 NW_014752__[Fomo sapiens KIAADI02 gene product (KIAAOI0Z), mRNA 7 [Steroid metaboism 000045674
B NW_003167 X e 1 (SULTZA) mRNA 3 [Steroid metaboism 008640503
B NW_014845__[Fomo sapiens KIAAO274 gene product (KIAROZT4), mRNA 6 [Synapic vesice endocylosis T30B69E03
2 AFO55030 5 [ranscripton regulaion 0005462657
2 NW_007016 10 collyhdg and R. [PP35), mRNA 7 [de novo” pyrimidine biosynihesis 0000204868
B NW_003375 P T R 5 [arion vansport 228922606




7 5553 peeudogen 7 TERETZ
7 AFOB5351__[Fomo sapiens ELISC-L mRNA, partal cds 7 T2ATIED
7 ALT61S0T o 7 GGZ9E0
7 Uit [Fumandl 5 T5T560E06
7 23867 8 001922163
7 23869 8 001922163
7 23870 8 001922163
7 2T 8 001922163
7 a7 8 001922163
7 ) 8 001922163
7 [EEEE 8 001922163
7 AKOZ492T FLI21274 s, clone COLOITBL 5 00326264
7 74604 [Fisapiens D54 mRNA 5 003756293
7 AKOZ3610 FLIT3548 s, clone PLACETO07068 7 005040947
7 AKOZ6679 FLI23026 s, cone LNGOT 21 005879573
7 03070 8 001922163
7 03071 8 001922163
7 03080 8 001922163
7 03081 8 001922163
7 03100 8 001922163
7 03107 8 001922163
7 1014 8 001922163
7 AI226166 RNAT 7 T SO0ET
7 25080 o . complete cas 5 Tgrowh 002526602
7 03036 8 ymotypsin 001922163
7 03057 8 ymotrypsin 001922163
7 03035 8 ymotypsin 001922163
7 03059 8 ymotypsin 001922163
7 0140 8 ymotypsin 001922163
7 0L 8 ymotypsin 001922163
7 0147 8 ymotypsin 001922163
7 10148 8 ymotypsin 001922163
7 051 8 ymotypsin 001922163
7 ABOITTS2 . partal cis 7 TS0
7 W _020367 RNA T [oyosker 00043546
7 AKOZ3683 FLIT3621 fs, clone PLACETOI0354 T [cyoskeeton ntegrty 002260637
7 AKOZ8T2 FLILZ810 s, clone NT2RP2002454, vieaKly Smiar TNK REPAIR PROTEIN PSOZISNNL 5 [ONA repair TOTIEDT
7 W _004259 7 [ONA repair TATED
7 NW_002907 L) mRNA 5 [ONA repair 000516067
7 NW_018183 FLIT070L (FLITOT0L), mRNA T [ONA repair 00342455
7 20638 - ewon 7 7 OVA e S203TE0
7 W 001714 T@ICD) mRNA 5 [embryogenesis and marphogenesis TS6169E06
7 W_014590 - env(C7), member 1 R 2 [embryogenesis and marphogenesis TA0BTEDS
7 xwz A pecic2 5 & 000155077
7 06902 8 [Fumoral defense mechansm 001922163
7 03078 8 [Fumoral defense mechansm 001922163
7 03089 8 [Fumoral defense mechansm 001922163
7 03038 8 [Fumoral defense mechansm 001922163
7 W _002864 o 5 riracelur potei taf 005691476
7 AB0T3I02 " partal cis 5 TETGATEDT
7 W 015378 N 5 TEIET
7 NW_000367 3 000455608
7 NW_016360 RNA 5 @ Pai EEE
7 NW_014873 TRNA 7 & 003616239
7 03037 8 proteclsis and pepdayss 001922163
7 ABDIBI0 KIARGTET proten, partal cos 7 [terod metabais 000210553
7 W _005531 7 [ranscry EE
7 AFZITEL  complete cas 3 [ranscry 000441
7 W _006598 Tamiy ) member 7 (SLCTZAT), mRNA 78 [Fansport 000156565
7 AFORZ65T partal cds 5 [Fansport 00500205
3 05 TR TS TRORETT
3 W _014028 o | RNA 7 EEEE
3 KD FLI1Z788 s, cione 7 T539B2E07
3 AFISIESS 5 TEIBIEDT
3 AFTAT3E DA clone YB31805 5 S4TTOSE DG
3 39920 TAEE) mRVA, parial EST 7 T
3 AKOOLZZ8 FLIT0366 s, cione 8 PERE
3 NW_014118 o 0159), mRNA 5 [FEE
3 AFOGE0IE DA clone YYGBA0S 3 TTHREED
3 ALTOWTTS fone EUROIMAGE 430268 7 000185708
3 K00z FLI11288 s, clone PLACET009607 8 0002275
3 ALTOE fone EURGIVAGE 191017 3 00023743
3 AFO0S265 7 0005326
3 0 5 000592814
3 W _014157 0 7 000726736
3 AKO0Z108 FLITT247 s, clone PLACETO08693 7 TO0II15375
3 AKOZ6571 FLIZZ918Ts, 7 002059913
3 AFTATIE DA clone VB64£02 7 TO0ATE:
3 ALTE0056 g 7 3 00362485
3 7544 yiokerain 8 T8 004367359
3 AKO0ZL73 FLITT311 s, clone PLACETOI0I02 7 006648953
3 [SERY 7 007227646
3 KOz FLI13538 s, clone PLACETO066L7 5 008859778
3 AKOZ6099 L2245 Ts, 77 003163955
3 W _002048 TGAST mRNA 7 celTcycle amest 00024028
3 NW_019845 oithe TRNA 3 [celTcycle amest 0005

3 W_006550 o 8 00870106
3 ALLITI08 TE; ) 7 NA packagng 002187628
3 NW_000143 8 [fumarate metaboism 00064016
3 NW_002413 Land 7 ewkotrene metaboism CO007ATTEE
3 NW_004837 T(GGPST) mRNA 7 [ mei GO0TI70041
3 NW_003705 " Avlar), mermber 12 (S 8 T5B92E08
3 NW_01839% FLITT34Z (FLITI342), mRNA 7 [togen 002850132
3 ALLG2065 P 5 [Fanscrpton reguiion 000696087
3 £ T TGRIEDR
3 AKOZA244, FLITA182 s, clone 71 TOIBIEDT
3 W _01822¢ FLII0803 (FLIL0B03), mRNA 5 GE2061ET
3 AFOBG535 X G 7 SAR00TETS
3 AFTATHD DA clone YB40C08 T GI0882E05
3 KO FLIZ2033 s, g 5 000105142
3 AFGSZ1T5 3 000309023
3 AFOS0920 . partal cis 7 001037259




3 AFOBE035 WA lone ZC26G07 5 001835077
3 ABOA672 omplete cas T [carbonyrate metaborsm ZG0SI0E06
3 W _006581 7 [carbonydrate metabolism 002088679
3 AB0Z5356 Complete o5 7 [carbon 005055305
3 W _006782 egion (MCGA), mRNA 5 000808155
3 NW_013363 @ R 5 i UO0IIA%
3 NW_014470 o TRNA 7 n 001556582
3 NW_001718 T n [
3 63487 KIARDTS3 gene, partal cds 7 [oyosker 35
3 NW 017721 FLIZ0241 (FLIZ0241), mRNA 5 [cyoskeeton ntegrty 7T 05
3 AKOZ3060 FLI12998 s, clone NTZRP300026 5 P 000269399
3 ALGAGE7S__[Fuman gene fom PAC G7KI0. chromasome X, Siiar t heparan-sulpnate 6-sullavanserase 3 T
3 W _006332 7 R
3 NW_002416 RNA 7 007458
3 NW_001075 Tami o metatoism TOGED
3 ALLITEIS pA3AATS ), partal cds 5 0
3 W _006925 ) mRNA 7 [mRA TEIED
3 AF320908 partal cis 7 reurogeness ToM6ELL
3 19778 T mRNA, compete cds 8 [ricteosome assemy OIE0E06
3 NW_002232 member 5 potassi 00010528
3 ABOSTTTO . il cis 3 [ranscry TEIIET
3 W 017912 FLI20637 (FLIZ0637), mRNA 7 ubiquiington [E7E
7 o ZE T ™ BT
7 E G T8 000200539
7 AKOZITZZ FLITT660 s, cione 5 00033026
7 AKOZ: FLIT3162 s, clone 7 00060531
7 AFOBG0E4 DA clone YZB4C0L 3 000937428
7 AKOOLIZS FLIT0263 s, cione 3 00420537
7 Tz A 385 RN 22 004528961
7 AKO0D16S FLI20158 s, clone COL0B%35 7 0077045
7 W _002133__[Homo sapiens heme oxygenase (decyciing) 1 (FOX), mRNA 78 TTA0EEDT
7 U070 [FumanEST sequence 7 001639818
7 W _002563 PV G a1 (P2RYL) mRNA 7 [G-oroten signaing, actvates PLC GO0I918707
7 NW_014664 TRNA 5 proteclsis and pepidayss TO0T72726
7 92017 [Fuman clone 7 [ THBIEDT
7 75242 [Fuman cone 23560 mRVA sequence 7 000772738
7 W _012200 1) (B3GAT), mRNA 5 [carbonydrate metabolism 000264031
7 NW_01610 R 3 n TEZTE®R
7 AL partal cis 3 n 000010435
7 NW_017737 FLIZ0275 (FLIZ0275), mRNA 5 n 005220201
7 AKOZA06T FLIT4005 s, cone Y79AAIO0Z361 T(GLsubuni) 7 Y
7 AFOSI033 o . partalcds 8 rtraceTur potei taf 001388539
7 NW_002871 RAGIF) MR 5 o 000179949
7 NW_006763 o povessor (N33), mRNA T protin nucieus import TOET
7 W _004113 factor 5 004340852
00207 TTCOTR T TO0ATIZR0T
B AFZ0TERL B 71 TIBATE DS
5 W _018533 TRNA 8 TO535E07
5 AFOBE220 WA clone ZC66810 15 [OEEH
5 WIS ) 5 000240291
5 00572 7 83146
5 i A Tuctose 1 7 001089767
5 AKOZ6T28 FLIZ3075 s, clone LNGUST68 5 001440961
5 AFTATI% DA clone VIGZCTZ 5 00188450
5 XG3166 TS-proten 5 [ceradnesion OO0TI2934
5 AFOBI362 o TRA, partal cds 3 [ceTcyce 000224514
5 W _002492 T 51600, X 5 [compiex 1 NADH 1o ubiguinone) TO0T03E TS
5 NW_002493 T (07D, 7 [complex 1 (NADH to ubiguinr 000392787
5 W_005006 a0 77 [compiex 1 (NADH 1o ubiguinone) 001563059
5 NW_007078 Thember 3 (PTPAAZ) MRNA 7 [ONA repicaton EE
5 W_003000 S, Ip) (SOH8), nuckear RNA 77 [eecton ransport 000318155
5 ALLITEIL 7 3 [eecton ransport CO0I21842
5 NW_007103 1 | RNA 5 P CO00LL478
5 NW_000016 10 C-12 staight chain (ACADW). nulear mRNA 73 faty acid bet-oxcaton UO0TZ404T
5 W 001358 [ Aoyl CoA reductase I, TRNA 8 faty aci 001979939
5 NW_001995 Tigase, long-chain 1 (FACLL), nuckear mRA 7 35
5 NW_000925 A 7 [gucose metaborsm TO00Z5178
5 NW_002103 T 7 00081699
5 ALTTERL o partal cis 5 riraceluar potei taf 009583658
5 W _018464 ) mRNA 5 [microtubue-based process. TOTGAET0
5 ALOSOIEZ 7 5 microu o 004033682
5 NW_002218 7 proteay 003506815
B S6TE K [ruman, mRNA, 2302 77 [RINA processing TaETZ
5 W _002756 T(WAPZK3), mRNA 7 S2M06E 08
5 U725 oK protein mRNA, Complee cds 7 [sperm 000545518
5 NW_001232 R 8 Strated musc contacton TIETD
5 NW_0T5831 T 55 mRNA 5 TTHIEDT
5 NW_00375% . Subunt 5 epsion 8 Titation CO0751168
5 NW_006759 (UGP2), MRNA 7 (UDP-giucose metabolim TO30B4E07
5 AK0ZZ282 FLI12220 s, clone 5 TO208E08
5 U207 T R 3 TEHIE®R
5 W _003492 TTBAL gene (TBAL) MRNA 8 OO0
5 DI6675___[Fuman HepGZ 3 region cONA, cone hmdlite 7 TO00715273
5 2832 . clone CSC3 5 TO0E9676
5 ATOGIS04 DCRIZ40 7 CO0T3T8T7L
5 AKOZZ00 FLIT2028 s, cione 7 007103155
5 KD FLIT2281 s, clone 7 [EE
5 AK024532 FLI20873 s, cione ADKAGS1ZA T 007801208
5 W _004906 8 e T90062E08
5 NW_020193 mRIA 5 520558505
5 NW_020162 7, 7 1), mRNA 71 GE3262E07
5 W_004566 phospt 33 [uctose metaborim L
5 NW_002612 Soenzyme 4 (PR mRNA 7 [gucose metaborsm TO00LT3786
5 H_000596 T{GFaPY), mANA 5 ZT3EAL
5 W_005920 Tactor . poypept factor 7 [Fanscry 009663228
5 NW_001647 7 [Fansport 00302288




	OXPHOS Supplemental Table 1.pdf
	Gene
	Forward primer
	Probe
	Reverse primer


	OXPHOS Supplemental Tables.pdf
	Gene
	Forward primer
	Probe
	Reverse primer





