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Fig S1. 'H NMR spectrum of compound 6 in CDCl3 (400 MHz)
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Fig S2. 13C NMR spectrum of compound 6 in CDCl3 (101 MHz)
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Fig S3. *H NMR spectrum of compound 7 in CDCl3 (300 MHz)
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Fig S4. 13C NMR spectrum of compound 7 in CDCl3 (101 MHz)
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Fig S5. 'H NMR spectrum of compound 9 in CDCl3 (300 MHz)
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Fig S6. 13C NMR spectrum of compound 9 in CDCl3 (101 MHz)
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Fig S7. *H NMR spectrum of compound 1 in CDCl3 (400 MHz)
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Fig S8. 13C NMR spectrum of compound 1 in CDCl3 (101 MHz)
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Fig $9. HRMS ESI* spectrum of compound 1 in CH,Cl/MeOH (95:5)



Table S1. Human SYBR green RT-gPCR primers

Name Full Name Accession Number 5'— 3' Sequence

TBP-F TATA box binding protein, transcript variant 1 NM_003194.4 TTGTACCGCAGCTGCAAAAT
TBP-R TATA box binding protein, transcript variant 1 NM_003194.4 TATATTCGGCGTTTCGGGCA
CPT1A-F Carnitine palmitoyltransferase 1A (liver) NM_001876.3 CAGGAGACAGAGTTCCCTGG
CPT1A-R Carnitine palmitoyltransferase 1A (liver) NM_001876.3 TCTAACGTCACGAAGAACGCT
PPARA-F Peroxisome proliferator-activated receptor alpha NM_001001928.2 TCGGCGAGGATAGTTCTGGA
PPARA-R Peroxisome proliferator-activated receptor alpha NM_001001928.2 TGAAAGCGTGTCCGTGATGA
SCD-F Stearoyl-CoA desaturas NM_005063.4 ACACCCAGCTGTCAAAGAGA
SCD-R Stearoyl-CoA desaturase NM_005063.4 GCCAGGTTTGTAGTACCTCCTC
SREBF1-F Sterol regulatory element binding transcription factor 1 NM_001005291.2 CCGCTCCTCCATCAATGACA
SREBF1-R Sterol regulatory element binding transcription factor 1 NM_001005291.2 GCTGTGTTGCAGAAAGCGAA
PPARG-F Peroxisome proliferator-activated receptor gamma NM_015869.4 ACAGATCCAGTGGTTGCAGA
PPARG-R Peroxisome proliferator-activated receptor gamma NM_015869.4 TCCACTTTGATTGCACTTTGGT
CEBPA-F CCAAT/enhancer binding protein (C/EBP), alpha NM_001287424.1 CCCAGAGGGACCGGAGTTAT
CEBPA-R CCAAT/enhancer binding protein (C/EBP), alpha NM_001287424.1 AGACGCGCACATTCACATTG
ACSL1-F Acyl-CoA synthetase long-chain family member 1 NM_001286708.1 CTTCTGGTACGCCACGAGAC
ACSL1-R Acyl-CoA synthetase long-chain family member 1 NM_001286708.1 GTCGCTGTCAAGTAGTGCG
CD36-F CD36 molecule (thrombospondin receptor) NM_000072.3 CCTGGCTGTGTTTGGAGGTAT
CD36-R CD36 molecule (thrombospondin receptor) NM_000072.3 CTTCGAGGACAACTTGCTTTT
FABP4-F Fatty acid binding protein 4, adipocyte NM_001442.2 ATGGGGGTGTCCTGGTACAT
FABP4-R Fatty acid binding protein 4, adipocyte NM_001442.2 TCGTGGAAGTGACGCCTTTC
PLIN1-F Perilipin 1, transcript variant 1 NM_002666 GACAAGGAAGAGTCAGCCCC
PLIN1-R Perilipin 1, transcript variant 1 NM_002666 GAGAGGGTGTTGGTCAGAGC
ADIPOQ-F Adiponectin, C1Q and collagen domain containing NM_001177800 AAGGAGATCCAGGTCTTATTGGT
ADIPOQ-R Adiponectin, C1Q and collagen domain containing NM_001177800 GTTCTCCTTTCCTGCCTTGGA
ANGPTL4 -F  Angiopoietin-like 4, transcript variant 1 NM_139314.2 TCCACCGACCTCCCGTTAG
ANGPTL4-R  Angiopoietin-like 4, transcript variant 1 NM_139314.2 GGCCACCTTGTGGAAGAGTT

Table S2. Mouse SYBR green RT-gPCR primers

Name Full Name Accession Number 5'— 3" Sequence

Tbp-F TATA box binding protein NM_013684.3 GCACAGGAGCCAAGAGTGAA
Tbp-R TATA box binding protein NM_013684.3 TAGCTGGGAAGCCCAACTTC
Cptla-F Carnitine palmitoyltransferase 1a, liver NM_013495.2 GGGCCATCTGTGGGAGTATG
Cptla-R Carnitine palmitoyltransferase 1a, liver NM_013495.2 ACTGTAGCCTGGTGGGTTTG
Ppara-F Peroxisome proliferator activated receptor alpha NM_011144.6 CAACAACCCGCCTTTTGTCA
Ppara-R Peroxisome proliferator activated receptor alpha NM_011144.6 TCTTTGTCTTCGACGCCGTT
Scdl-F Stearoyl-Coenzyme A desaturase 1 NM_009127.4 AAAGCCGAGAAGCTGGTGAT
Scd1-R Stearoyl-Coenzyme A desaturase 1 NM_009127.4 TACAAAAGTCTCGCCCCAGC
Srebfl-F Sterol regulatory element binding transcription factor1  NM_011480.3 GCACACAAAAGCAAATCACTG
Srebfl-R Sterol regulatory element binding transcription factor 1 =~ NM_011480.3 TCTCCACCACTTCGGGTTTC




