Supplemental Tablel

Supplemental Table 1. bDNA probe sets.

Target Sequence Function Probe Sequence

Fan1: NM_177893

1611-1631 CE gggcctttacagactcgaagcTTTT Tctctiggaaagaaagt
1675-1697 CE gcttettegtettccatggaatcTTTTTetettggaaagaaagt
1741-1760 CE aactccattcggcccagattTTT T Tctettggaaagaaagt
1782-1803 CE gtccectgaagatcetgggtettc TTTT Tetettiggaaagaaagt
1804-1826 CE gcgtatctgatgaggtectctctTTTT Tctcttggaaagaaagt
1593-1610 LE gaccggccagccaagtctTTTTTaggcataggacccgtgtct
1632-1649 LE cgggcaaacacagccctaT TTTTaggcataggacccgtgtct
1698-1716 LE accttgacccccacaagcaT T TTTaggcataggacccgtgtct
1717-1740 LE gaccaatagcacagtagacagctgTTTT Taggcataggacccgtgtct
1761-1781 LE cggcagatggtgtactgaggaTTTTTaggcataggacccgtgtct
1827-1844 LE agcatgtgtgcggctgctTTTTTaggcataggacccgtgtct
1845-1866 LE catggcagctgagatgtcactcTTT T Taggcataggacccgtgtct
1867-1885 LE cctceccagttcccactggeTTTTTaggecataggaccegtgtcet
1650-1674 BL agtcaatgagaacagaagcaagatt

mKi67: NM_001081117

2503-2523 CE agactgctgctttgctgecattTTTT Tctcttggaaagaaagt
2552-2570 CE tgtttgatgctccgeegtcTTTT Tetettggaaagaaagt
2714-2738 CE tctgttttttcattcatagtttccaTTT T Tetecttggaaagaaagt
2809-2830 CE cgttttcattgtcctgcacctgTT T T Tctettggaaagaaagt
2478-2502 LE ccgagtactggatagcactttttct TTT T Taggcataggacccgtgtct
2571-2594 LE ttaggagtttgcactgtgttttcaTTT T Taggcataggacccgtgtct
2595-2620 LE caaggtcagtaatgttatggacattcTTTTTaggcataggacccgtgtct
2621-2644 LE tctcagagaccggagtcttcttctTTTTTaggcataggacccgtgtct
2739-2760 LE ggtgttctcagcaaggactgctTTTTTaggcataggacccegtgtct
2783-2808 LE ttgatctactttttgttctcgaaatgTTTT Taggcataggacccgtgtct
2854-2878 LE tttctgaaccttcacttaattcaccTTTTTaggcataggacccgtgtct
2879-2903 LE gcacttgatctcctagcetgatgtct TTTT Taggcataggacccgtgtct
2524-2551 BL ttaaggtaggacttgcagaatatctatc

2645-2664 BL tgcagtcttcaggggctctg

2665-2688 BL tcttcttaacttgctcacactcga

2689-2713 BL caagggtatgtctgagctctctaga



2761-2782
2831-2853

Top2a: NM_011623

3587-3611
3659-3677
3759-3778
3801-3824
3889-3909
3541-3562
3612-3633
3634-3658
3698-3715
3716-3737
3871-3888
3563-3586
3678-3697
3738-3758
3779-3800
3825-3850
3851-3870

Odc1: NM_013614

711-735
808-829
967-992
1014-1033
689-710
762-782
854-874
875-895
914-939
940-966
993-1013
1034-1058
736-761

BL
BL

CE
CE
CE
CE
CE
LE
LE
LE
LE
LE
LE
BL
BL
BL
BL
BL
BL

CE
CE
CE
CE
LE
LE
LE
LE
LE
LE
LE
LE
BL

tcceccttaaatgtettgcetgt
actttccttgcatctttigaggag

agatctgatggactcttttgctttaTTTT Tctcttggaaagaaagt
tcetgctttteettggect TTTT Tetcttggaaagaaagt
ggatgactcttttgccccgaTTTT Tctcttggaaagaaagt
ctaattttcttctctgcctcagctTTTT Tetcttggaaagaaagt
cttctetattcgttgeccggag T TT T Tetecttggaaagaaagt
cgtttetttgtttgcacagcetcTTTTTaggcataggacccgtgtct
aacagccagatcttccttccacTTTTTaggcataggacccgtgtct
cgacaacctccagttcttcaataaaTTTTTaggcataggacccgtgtct
ttgctttcceegcectttc TTTTTaggcataggacccegtgtcet
cacatctgtgctttcttcccctTTTTTaggcataggacccgtgtct
gcttectggttccgcaccTTTT Taggcataggacccgtgtct
atgtgttgagctcttgttccttct

caggaaggcccacttgttca

ggagaaggcaagacgtcagca

ttcatctccacagtcacttggg

caacgttttcactcttaattttctic

atcctcagcaggggtaccct

ctttgtatcttcagatccaggaaagTTTT Tctcttggaaagaaagt
tgcctggctcagcetatgattctTTTT Tetcttggaaagaaagt
taaagaatgcagttaaatgatccataTTTT T ctctiggaaagaaagt
tgggtctcttctgcagcaggTTTT Tctcttggaaagaaagt
ccaccaccaatatcaagcagatTTTTTaggcataggacccgtgtct
ttgtccagagctgggttgattTTTTTaggcataggacccgtgtct
caatgatgttgactgcaagcgTTTTTaggcataggacccgtgtct
ccttccacacggtttttttggTTTTTaggcataggacccgtgtcet
ggtttgttcatttgactcatcttcatTTTT Taggcataggacccegtgtct
tactccatcattcacataatacatgaaTTTTTaggcataggacccgtgtct
gccttcacatgggcatgatcaTTTTTaggcataggacccgtgtct
gatgagtaatacttctcgtctggct TTTTTaggcataggacccgtgtct

acactggtgatctcttcaaatttaag



783-807 BL cactccagagtctgatgggaagtac

830-853 BL tgaaagctgatgcgacatagtatc

896-913 BL cgtcagagccgggctgct

Sod1: NM_011434

103-120 CE ccatgcttccccgggagaTTTT Tetettggaaagaaagt

139-155 CE accgtcgcccttcagecaTTTT Tctecttggaaagaaagt

218-242 CE gccttcagttaatcctgtaatttgt TTTT Tectcttggaaagaaagt
71-89 LE cctccggagggaccagagaT TTTTaggcataggacccgtgtct
121-138 LE cgcacaccgctttcatcgTTTTTaggcataggacccgtgtct
156-173 LE gatggttccetgcaccggTTTTTaggcataggacccegtgtcet
195-217 LE cctgacaacacaactggttcaccTTTTTaggcataggacccgtgtct
262-286 LE ccttgtgtattgtccccatactgatTTTTTaggcataggacccegtgtct
287-309 LE aatgaggtcctgcactggtacagTTTTTaggcataggacccgtgtct
90-102 BL cgcgceggeggect

174-194 BL gcttgcecttetgectcgaagtg

243-261 BL ggacgtggaacccatgctg

Sod2: NM_013671

169-189 CE cgctgctctcctcagaacacgTTT T Tetcttggaaagaaagt
338-356 CE tgcagctgcatgatctgcgTTTT Tctettggaaagaaagt
417-434 CE cccttggeccagagectcgTTTT Tetettggaaagaaagt

190-215 LE cacaacattattgaggtttacacgacTTT T Taggcataggacccgtgtct
230-246 LE cagcctcctgeeegtgeTTTT Taggcataggacccegtgtet
277-296 LE tctgggaggctgtgcttgtgT TT T Taggcataggacccgtgtct
297-316 LE cgccatagtcgtaaggcaggTTTTTaggcataggacccgtgtct
317-337 LE cgttaatgtgtggctccagegTTTT Taggcataggacccgtgtct
357-374 LE gcgtggtgcettgetgtggTTTTTaggcataggacccgtgtct
375-396 LE gttgagattgttcacgtaggccTTTTTaggcataggacccgtgtct
397-416 LE tggtacttctccteggtggeTTTT Taggcataggacccegtgtet
435-458 LE agagcgacctgagttgtaacatctTTTT Taggcataggacccgtgtct
216-229 BL tgcacgccgeccga

247-262 BL caccggccacagggcc

263-276 BL ccgggageccgegg

Cat: NM_009804
1137-1153 CE aaaggcggccctgaagcTTTT Tctettggaaagaaagt



1290-1310
1330-1346
1118-1136
1189-1212
1213-1231
1232-1251
1252-1269
1270-1289
1347-1364
1154-1173
1174-1188
1311-1329
TrxR1: NM_001042523
770-791
833-855
923-945
1051-1071
749-769
792-811
812-832
856-875
903-922
968-991
992-1011
1012-1032
1033-1050
876-902
946-967
c-Jun: NM_010591
146-162
677-696
773-792
828-845
870-889

CE
CE
LE
LE
LE
LE
LE
LE
LE
BL
BL
BL

CE
CE
CE
CE
LE
LE
LE
LE
LE
LE
LE
LE
LE
BL
BL

CE
CE
CE
CE
CE

ctgttggggtaatagttggggTT T T Tctcttggaaagaaagt
tccagggctgagegcetgTTTT Tetettggaaagaaagt
tttttgtcagggcetgggct TTTT Taggcataggacccgtgtct
cacaggtatctgcagatagttgggTTTT Taggcataggacccgtgtct
gagcgcggtagggacagttTTT T Taggcataggacccgtgtct
acgctggtagttggccactcTTT T Taggcataggacccgtgtct
catgcacatggggccatcTTTTTaggcataggacccgtgtct
gcaccaccctggttgtcatgTTTTTaggcataggacccgtgtct
gcgcactggacgcetgtgeTTT T Taggcataggacccgtgtct
gtgagtgtccgggtaggcaa

tcccaggeggtggceg

ctgctctggtgcgcetgaag

ggtgttcctgcettcgatctgtt TTT T Tetcttggaaagaaagt
gttaaattcgccctctatggtct TTTT Tetcttggaaagaaagt
ctttccggttttttcgtttatct TTT T Tctcttggaaagaaagt
cagcctctgagccagcaatctTTTT Tctectiggaaagaaagt
caattttcgttgggacgaactTTTTTaggcataggacccgtgtct
cagtcaccctgagtcggcectTTTT Taggcataggacccgtgtct
cctegetgtttgtggattgagTTTTTaggcataggacccgtgtct
cctaccgccagcaacactgtTTTTTaggcataggacccgtgtct
tcacgcccacggtctctaagT TTT Taggcataggacccgtgtcet
cgtagatgtaaggcacattggtctTTT T Taggcataggacccgtgtct
ctccaggatgtcaccgatggTTTT Taggcataggacccgtgtct
gggagtcagctctagcttcccTTTTTaggcataggacccegtgtct
ccccgectggatggetacTTT T Taggcataggacccgtgtct
ccaatagttctcgtacaagaatctctt

gctcttcatccgtgacgggtat

gcggaggtgeggcttcaTTTT Tetettggaaagaaagt
cggctcttccttcagggett TTT T Tetcttggaaagaaagt
cctcatgegcttectetetgTTTT Tetetiggaaagaaagt
cgagcgatccgcetccagcTTTT Tetettggaaagaaagt
gctcggagttttgegctttcTTT T Tctettggaaagaaagt



927-951
661-676
697-714
715-730
751-772
846-869
907-926
952-971
972-993
731-750
793-808
809-827
890-906

c-Myc: NM_010849

1715-1735
1858-1880
1950-1971
1695-1714
1755-1774
1775-1795
1818-1836
1881-1903
1904-1926
1927-1949
1972-1996
1736-1754
1796-1817
1837-1857

Gadd45b: NM_008655

683-707
800-821
952-970
1013-1030
732-752

CE
LE
LE
LE
LE
LE
LE
LE
LE
BL
BL
BL
BL

CE
CE
CE
LE
LE
LE
LE
LE
LE
LE
LE
BL
BL
BL

CE
CE
CE
CE
LE

gttcatgactttctgcttaagcetgtTTT T Tctecttggaaagaaagt
gcagccgegggatgetgTTTTTaggcataggacccgtgtct
catctccggcacggtctgTTTTTaggcataggacccgtgtct
gcggcegtetctceeggTTTTTaggecataggacccegtgtcet
ccttgatccgcetectgagactcTTTT Taggcataggacccegtgtct
aaggttttcactttttcctctagcTTT T Taggcataggacccgtgtct
gccacctgttccctgageatTTT T Taggcataggacccgtgtct
tggcacccactgttaacgtgTTT T Taggcataggacccgtgtct
caactgctgcgttagcatgagtTTTT Taggcataggacccgtgtct

catgtcgataggggacaggg
aggcggcaatgcggtt
ttccttttccggeacttgg
gttggccgtggatgcca

agctcgttcctectctgacgt TTTT Tetctiggaaagaaagt
gtccttttcagaggtgagcttgtTTT T Tctettggaaagaaagt
cagctcctcctcgagttaggtc TTTT Tetctiggaaagaaagt
tccaagacgttgtgtgtccgTTT T Taggcataggacccgtgtct
tcagggatctggtcacgcagTTTT Taggcataggacccgtgtct
gccttttegttgttttccaatTT T T Taggcataggacccgtgtcet
ggatgtaggcgatggctttTTTTTaggcataggacccgtgtct
tgttctcgtegtttcctcaataaTTT T Taggcataggacccgtgtct
gctgttcgagtttgtgtttcaacTTTT Taggcataggacccegtgtct
agtttatgcaccagagtttcgaaTTT T Taggcataggacccgtgtct
ttctecttactctcacgagagattcTTT T Taggcataggacccegtgtct
ggcaaaaaagctgcgcttc

tttgaggatcactaccttgggg

gctcgtctgcttgaatggaca

cagcgttcctctagagagatataggTTTT Tctcttggaaagaaagt
ggtagcctttgagggattgttcTTTT Tctctiggaaagaaagt
ctcttgectgaggtgecctTTT T Tetcttggaaagaaagt
cggctgcgagcagaggctTTTT Tetettggaaagaaagt
ggggacagcaactcgacagttTTTT Taggcataggacccgtgtct



753-783 LE tgtcaaatatgtattttatttactttttttaT T T T Taggcataggacccgtgtct

897-914 LE ggctccacagcccagaggTTTTTaggcataggacccgtgtct
915-934 LE ccacctgtggtgctgcetcctTTTT Taggcataggacccgtgtcet
935-951 LE ccttccgacctcggegaTTTTTaggcataggaccegtgtet
995-1012 LE ggctgcaggactgccaggTTTTTaggcataggacccgtgtct
1031-1049 LE gcggtgtccagaccgtctgTTTTTaggcataggacccegtgtet
708-731 BL gctttagatgtttggagtgggtct

784-799 BL tgggggatgagggggc

971-994 BL ccttggctctaaagtctcagtcte

Pgc1a: NM_008904

485-506 CE gctgcatggttctgagtgctaaTTT T Tctettggaaagaaagt
550-571 CE tattgctccatgaattctcggtTTTT Tctcttggaaagaaagt
615-639 CE cagatacttgagaagctctgagcagT T TTTctcttggaaagaaagt
683-704 CE catttgtctctgctgetgttccTTT T Tetcttggaaagaaagt
705-725 CE tgggacttctttttggaagca T TTT Tctctiggaaagaaagt
464-484 LE gaccgctgcattcattgtagcTTTTTaggcataggacccgtgtct
507-527 LE ctgatcctgtgggtatggttt TTTT Taggcataggacccgtgtct
528-549 LE cttaacaatggcagggtttgttTT T T Taggcataggacccgtgtct
594-614 LE ggacgtctttgtggcttttgcTTTTTaggcataggacccgtgtct
640-660 LE aggagggtcatcgtttgtggtTTTTTaggcataggacccgtgtct
661-682 LE tgttttctgtggatttggtgtgTTTTTaggcataggacccgtgtct
726-745 LE gttgcgactgcggttgtgtaTTTT Taggcataggacccgtgtct
572-593 BL tgttgacaaatgctcttcgctt

Chop: NM_007837

231-250 CE aatctggagagcgagggcttTTTT Tctcttggaaagaaagt
251-272 CE tgggccatagaactctgactggTTTT Tctecttggaaagaaagt
273-293 CE tgctcttcctectettectccTTTT Tetettggaaagaaagt
394-415 CE gctegttctettcagetagetgTTT T Tetettggaaagaaagt
416-435 CE ctcgatttcctgettgagecTTTT Tetettggaaagaaagt
211-230 LE tgggatgtgcgtgtgacctcTTTTTaggcataggacccegtgtct
294-316 LE gtttccgtttcctagttcttcct TTTTTaggcataggacccegtgtct
317-336 LE ggctgggcactgaccactctTTTTTaggcataggacccgtgtct
354-374 LE tcetgctecttctecttcatgTTT T Taggcataggacccegtgtct

375-393 LE tgccactttccgetegttcTTTT Taggcataggacccgtgtct



436-453
454-470
471-490
337-353

Cpt1a: NM_013495

372-391
413-432
433-451
496-516
350-371
392-412
475-495
534-555
556-576
619-640
452-474
517-533
577-598
599-617

Aox1: NM_015729

927-949
971-994
1061-1081
1141-1162
889-907
908-926
950-970
1034-1060
1082-1101
1122-1140
1163-1184
995-1011
1012-1033
1102-1121

LE
LE
LE
BL

CE
CE
CE
CE
LE
LE
LE
LE
LE
LE
BL
BL
BL
BL

CE
CE
CE
CE
LE
LE
LE
LE
LE
LE
LE
BL
BL
BL

cacctccctggtcaggegTTTTTaggcataggacccgtgtct
gcccgecegtgtggtetcTTTTTaggcataggacccegtgtct
tgaccatgcggtcgatcagaTTTT Taggcataggacccgtgtct
cgttgcttcccaggeceg

agagcagcaccttcagcgagTTTT Tctctiggaaagaaagt
gctcattttgecgtgetctgTTTT Tctettiggaaagaaagt
tccagattctggtgetgegTTT T Tetecttggaaagaaagt
cggcagagacgtctggaagctTTTT Tctcttggaaagaaagt
tagcgcatagtcatgatgatcgTTTTTaggcataggacccegtgtct
caaacatccagccatggtaggT TTTTaggcataggacccgtgtct
gtacaacatgggctttcgaccTTTTTaggcataggacccgtgtct
cctgctcacggtatctttgacaTTT T Taggcataggaccegtgtct
tggcctcacagactccaggtaTTTT Taggcataggacccgtgtct
caaggttgacagcaaaatcctgTTTT Taggcataggacccgtgtct
cgagaagaccttgaccatagcca

gctgggacaggcaggeg

ggaagtctccctccttcatcag

gccagtgctgtcatgegtt

gctcgcttctettgatttcagacTTT T Tctcttggaaagaaagt
agagtttatactgctgcgtctgaaTTTT Tctcttggaaagaaagt
ggccaatgctctcattaatccTTTT Tctcttggaaagaaagt
cagcattggctgtccaggtagtTTTT Tctcttggaaagaaagt
atcgaatggcaatggtgcaTTTTTaggcataggacccgtgtct
tggcgcectcacagceactgtTTTTTaggcataggaccegtgtct
aatccaaaatctggggctctgTTTTTaggcataggacccgtgtct
gcatgtaggtctcctttatgtatcttcTTTT Taggcataggacccgtgtct
cagctcactcaggtcgecttTTTTTaggcataggacccgtgtct
aaaagccttcagcccagcetTTTTTaggcataggaccegtgtct
gccatccgacattcttcgatacTTTT Taggcataggacccgtgtct
ggtggccaggageggga

cgagaaagtggaaggcataggc

gtgagggcatgaagctcagg



Ucp2: NM_011671

285-305 CE acagaggaactctgccggagtTTTT Tctetiggaaagaaagt
326-346 CE gagaaattggagaaacggggaT T T T Tctcttggaaagaaagt
347-367 CE tgctacctcccagaagatggaTTTT Tctettggaaagaaagt
511-531 CE ctagcccttgactctceectt TTTT Tetcttggaaagaaagt
246-264 LE ctcaggctgaggcctccaaTTTTTaggcataggacccegtgtct
306-325 LE ccttcaatcggcaagacgagT T T T Taggcataggacccgtgtct
368-390 LE aaccaaccatgattctgatttccTTTTTaggcataggacccgtgtct
391-410 LE gggcacatctgtggccttgaTTTT Taggcataggacccegtgtct
450-470 LE gatgagatctgcaatgcaggcTTTTTaggcataggacccgtgtct
492-510 LE ggatctgcagccggaccttTTTTTaggcataggacccegtgtet
265-284 BL tctggaggctgctttgaggt

411-432 BL ggaacttcacagtggctgttgg

433-449 BL agctgtcccagecccca

471-491 BL ggcggtatccagagggaaagt

Dgat2: NM_026384

1663-1680 CE cccttgecccagcetagecaTTTT Tetctiggaaagaaagt
1761-1777 CE tgccctcagectecectTTTT Tetettggaaagaaagt
1858-1877 CE ccagggtaggctcagattggTTTT Tctcttggaaagaaagt
1998-2016 CE ggctcaggaggatatgcgcTTT T Tctcttggaaagaaagt
1681-1703 LE atccctggagtcactaaggactgTTTTTaggcataggacccgtgtct
1724-1740 LE gcagccacgggtgggacTTTTTaggcataggacccgtgtct
1741-1760 LE tggtacgaggaacccgacctTTTT Taggcataggacccgtgtct
1795-1818 LE cagtccagatgttatctaccctccTTTTTaggcataggacccgtgtct
1819-1836 LE gcagagacccaagccgggT T TTTaggcataggacccgtgtct
1878-1898 LE ccctagccaggagacaggaggT T TTTaggcataggacccgtgtct
1899-1917 LE acctgtgggacagccegtgtTTTTTaggcataggacccegtgtct
1918-1937 LE gcgagataacccaagacggcT TTTTaggcataggacccgtgtct
1959-1976 LE ccatggtgccaacctccaTTTTTaggcataggacccgtgtct
1977-1997 LE cagagcaacgctgagctgtgtTTTTTaggcataggacccgtgtct
1704-1723 BL atggcctctgcctctcaaga

1778-1794 BL ccaagtggggccagctg

1837-1857 BL agaagagggctagggtgagga

1938-1958 BL gagtgaaaccagccaacagca



p21: NM_0076694

42-60 CE gcgcectgactccaattcccTTTT Tetcttggaaagaaagt

124-143 CE gctcctgtgcggaacaggtcTTTT Tetcttggaaagaaagt
259-275 CE cagcggcgtctcegtgaTTTT Tctettggaaagaaagt

312-330 CE ggtagaccttgggcagcccTTTT Tctctiggaaagaaagt

2-21 LE gctcacacctctcggetgeTTTT Taggcataggacccegtgtct
22-41 LE ctagactctgacaccgcggcTTT T Taggcataggacccgtgtct
166-185 LE ctgctcactgtccacgggacTTT T Taggcataggacccgtgtct
218-235 LE cgggcctcctggagacagT TTTTaggcataggacccgtgtcet
295-311 LE taggctccgaacgegcetTTTTTaggcataggacccegtgtcet
331-347 LE gcgggacccagggctcaT TTTTaggcataggacccgtgtct
348-365 LE tcccaggtcgtcacggcetTTTTTaggcataggacccgtgtct

61-83 BL tgtctggatatcgctgtggatct

84-102 BL tggtgcctgtggcetctgaa

103-123 BL ggacatcaccaggattggaca

144-165 BL cgaagagacaacggcacacttt

186-201 BL cgcaatcacggcgcaa

202-217 BL cccgcecatgagegcat

236-258 BL cgaagtcaaagttccaccgttct

276-294 BL cccagacgaagttgccctc

Prdx: NM_0110343

412-435 CE gcctttaagactccataatcctgaTTTT Tetcttggaaagaaagt
643-668 CE tctgcttagagaaatactctttgetcTTTT Tctettggaaagaaagt
848-873 CE gttttctgtgactgatagaagattggTT T T Tctcttggaaagaaagt
369-393 LE tctgatattaagggaatgttcatggTTTTTaggcataggacccgtgtct
488-513 LE agatcgtttattgttatctgtcgaagTTTTTaggcataggacccgtgtct
530-555 LE tggactagtcgtataatctcatccacTTTT Taggcataggacccgtgtct
577-599 LE cagctggacacacttcaccatgtTTT T Taggcataggacccgtgtct
600-619 LE atcactgccaggtttccagcTTTTTaggcataggacccgtgtct
620-642 LE ttattgacatcaggcttgatggtTTTTTaggcataggacccgtgtct
692-709 LE tgctcaatgctgectgge TTTTTaggcataggacccgtgtct
737-760 LE acaccacatcatgtgtttaagcacTTTT Taggcataggacccgtgtct
785-802 LE gctatccatccccageecTTTTTaggecataggaccegtgtcet

901-929 LE tcagaattcacgtttaatagatacttaaaT T T T Taggcataggacccgtgtct



394-411 BL

436-459 BL
460-487 BL
514-529 BL
556-576 BL
669-691 BL
710-736 BL
761-784 BL
803-827 BL
828-847 BL
874-900 BL
a-Sma: NM_0073922

122-140 CE
244-264 CE
413-430 CE
83-102 LE
141-160 LE
181-200 LE
201-221 LE
222-243 LE
265-286 LE
287-308 LE
431-454 LE
103-121 BL
161-180 BL
309-329 BL
330-353 BL
354-371 BL
372-392 BL
393-412 BL
Col1a1: NM_0077423

4213-4232 CE
4233-4251 CE
4414-4434 CE

gcaatggtgcgcttggga
cccctgaaagagataccttcatca
gatacccttatcatcaataataaaaagg
agagcggccaacggga
ttgtcagtgaactggaaggcc
agaaaaatggtccagtgctcact
gagtagagtacaagagtttcttctggc
tgtaggaaaggcttatctggaatc
gaccattaccaatagtggaagaaag
tctgcccaaaacacagctca

aaaagaagaaaaaagaattaacaggtt

cgaagccggccttacagagTTTTTctcttggaaagaaagt
cctctettgetetgggcettcaTTTT Tetettggaaagaaagt
tttctcceggattggectt TTTT Tetctiggaaagaaagt
accagggctgtgctgtcttcTTTT Taggcataggacccgtgtct
cctgggagcatcatcaccagTTTT Taggcataggacccgtgtct
cctgatgtctgggacgtcccTTTTTaggcataggaccegtgtct
ggcccattccaaccattactcTTTTTaggcataggacccgtgtct
tccceccacatagetgtcttttt TTTT Taggcataggacccgtgtct
cggatacttcagcgtcaggatcTTT T Taggcataggacccgtgtct
tggtgatgatgccegtgttctatTTT T Taggcataggacccegtgtcet
ggtctcaaacataatctgggtcatTTT T Taggcataggacccgtgtct
cccagagccattgtcgcac

acgatggatgggaaaacagc

tcttttccatgtcgtcccagt

cgttatagaaagagtggtgccaga

caggggccacacgaagct

tcagcagtgtcggatgctctt

agggttcagtggtgcctctg

agcagggccttcttgaggttTTTT Tctcttggaaagaaagt
ctcgttggatccctggaggTTTT Tetecttggaaagaaagt
tagtccgaattcctggtctggTTTT Tetctiggaaagaaagt



4130-4147
4148-4167
4191-4212
4252-4271
4294-4311
4375-4393
4394-4413
4435-4452
4168-4190
4272-4293
4312-4332
4333-4355
4356-4374

LE
LE
LE
LE
LE
LE
LE
LE
BL
BL
BL
BL
BL

cggtggacattaggcgcaTTTTTaggcataggacccgtgtct
ggtgatgttctgggaggcectTTT T Taggcataggacccgtgtct
gccagtctgctggtccatgtagTTTTTaggcataggacccgtgtct
ccttegectetgagetcgatTTTTTaggcataggaccegtgtet
gcagccgtccacaagggtT TTTTaggcataggacccegtgtct
ccacatcgatgatgggcagTTTT Taggcataggacccgtgtct
ggcaccaatgtccaagggagT T TTTaggcataggacccgtgtct
gcaggcagggccaatgtcTTTTTaggcataggacccgtgtct
gctacgctgttcttgcagtgata

gctgtaggtgaagcgactgttg

ccaagttccggtgtgactcgt

ttgtattcgatgactgtcttgcc

gcgggaggtettggtggtt




Supplemental Table2

Supplemental Table 2. Real-time PCR primers.

Name Accession No. Forward primer Reverse primer

Cyp7a1 NM_007824 ATCCTGGCAAACAGAAATCG GGCCAAGTCTGGTTTCTCTG
Cyp8b1 NM_010012 AGTTGCAGCGTCTCTTCCAT CCTTGCTCCCTCAGAAACTG
Cyp27a1 NM_024264 GAGAGTGAATCAGGGGACCA TCAGGAATGGAGGGTTTCAG
Cyp7b1 NM_007825 GCCTTTTGGACTCGGAACAAG AATCGGGGTGCTGAATACCTAA
Abcg5 NM_031844 AATTTTGGGGGAATTTCCAG GTCCTGTGGTTGGCTCATCT
Abcg8 NM_026180 CCTCCGATTGCTTCTTTCAG CTGAGAAATGCCCCCAGATA
Hnf4a1 NM_008261 GAAAATGTGCAGGTGTTGACCA  TGTGGTTCTTCCTCACGCTC
Lrh-1 NM_030676 AACGCAGAGAAAACGATGTCC CATTGCTTGGATCACCTGAGA
Cyp1a1 NM_001136059 TTTGGTTTGGGCAAGCGAAAG TGAAGATGCTGAGGACCAGAA
Nrf2 NM_010902 GATAGTGCCCCTGGAAGTGT TCGTGTGAGATGAGCCTCTAA
Ngo1 NM_008706 TATCCTTCCGAGTCATCTCTAGCA TCTGCAGCTTCCAGCTTCTTG
C/EBPB NM_009883 GTAATCACCTTAAAGATGTTCCTG CTTTAATGCTCGAAACGGAAAAG
C/EBPa NM_007678 AAGAACAGCAACGAGTACCG GTGTCCAGTTCACGGCTCA
PPARg NM_011146 CCCAATGGTTGCTGATTACAAA GAGGGAGTTAGAAGGTTCTTC
PGC-1a NM_008904 ATCACGTTCAAGGTCACCCTA CAAAGCGGTCTCTCAATTCTG
Srebp-1c NM_011480 TAGGTCACCGTTTCTTTGTGG ATCCAAGGGCATCTGAGAACT
Adipsin NM_013459 GAACCGGACAACCTGCAATCT CACGTAACCACACCTTCGACT
Adiponectin  NM_009605 CTCTTAATCCTGCCCAGTCAT TAGGACCAAGAAGACCTGCAT
Acly NM_134037 CCCAGTGAACAACAGACCTAT ACAAAGATGGTGACCTCATGC
FasN NM_007988 GACCTTCATGGACACAATGCT ATACCACCAGAGACCGTTATG
SCD1 NM_009127 TAGCTTTGGGTGCCTTATCTC ACGAGGACGACAATACAATCG






