Supporting information
Table S1. List of the 62 compounds from Ligendo tested in first intention
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This table represents the 80 compounds tested with molecule name, structure, molecular weight, assay concentration, metabolic pathways and fold induction in GLuc activity with the significance. 
Table S2. List of primers used for qPCR

	Target name
	Forward primer

Reverse primer (5' → 3')
	Annealing temperature (° C)

	TBP
	AAA GAC CAT TGC ACT TCG TG

GCT CCT GTG CAC ACC ATT TT
	60

	Gaussia Luciferase
	CAC GCC CAA GAT GAA GAA GT

TTG TGC AGT CCA CAC ACA GA
	60

	PGC-1α
	CAC CAA ACC CAC AGA GAA CAG

GCA GTT CCA GAG AGT TCC ACA
	58

	NRF2α
	CAC CAC ACT CAA CAT TTC GG

CCT TGG GGA CCT TTG AAC TT
	58

	Tfam
	GAA AGC ACA AAT CAA GAG GAG

CTG CTT TTC ATC ATG AGA CAG
	60

	COXI
	AGC AGG AAT AGT AGG GAC AGC

TGA GAG AAG TAG TAG GAC GGC
	60

	COXIV
	TGG GAG TGT TGT GAA GAG TGA

GCA GTG AAG CCG ATG AAG AAC
	58

	ERRα
	TCA AGG AGG GTG TGC GTC TG

CTT GGC CCA GCT GAT GGT GA
	65

	PPARα
	ATG AGT CCC CTG GCA ATG

GGC ATT CTT CCA AAA CGG
	58

	MCAD
	CCG TTC CCT CTC ATC AAA AG

ACA CCC ATA CGC CAA CTC TT
	60

	PDK4
	CCT TCA CAC CTT CAC CAC AT

AAA GAG GCG GTC AGT AAT CC
	60

	PGC-1β
	TGG AAA GCC CCT GTG AGA GT

TTG TAT GGA GGT GTG GTG GG
	60


TBP indicates TATA binding protein; PGC-1α, peroxisome proliferator-activated receptor γ coactivator 1α; NRF-2, nuclear respiratory factor 2; Tfam, mitochondrial transcription factor A; COX I and COX IV, cytochrome c oxidase subunits I and IV; ERRα, estrogen related receptor α ; PPARα, peroxisome proliferator-activated receptor α; MCAD, medium-chain acyl-coenzyme A dehydrogenase ; PDK4, pyruvate dehydrogenase kinase 4; PGC-1β, peroxisome proliferator-activated receptor γ coactivator 1β. 
Table S3. List of the 25 compounds selected as “hits” positives both for GLuc activity and GLuc mRNA expression
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Control

1,00

1,00

*, p<0.05

Progesterone

1,527

**

2,29

**, p<0.01

Cortisone

1,204

*

1,62

Prostaglandine D2

1,279

**

2,59

D-Glucuronolactone

1,163

*

1,99

 glucuronic UDP-D-acid

1,289

**

1,77

AMP

1,351

**

3,56

glutamic acid

1,220

**

1,95

créatine

1,570

**

3,32

DHF

1,607

**

2,93

pyridoxine

1,724

**

2,17

 galactopyranuronic D-acid

1,513

**

5,96

malonic acid

1,089

*

1,34

choline

1,473

**

2,59

lauric acid

1,561

**

4,58

adenosine

1,307

**

1,50

GSH

1,593

**

2,07

11-Deoxycorticosterone

1,441

**

2,52

capric acid

1,125

*

1,52

linoleic acid

1,322

**

2,11

palmitic acid

1,682

**

2,61

myristic acid

1,371

**

2,92

TNFα

1,342

**

3,00

Dexamethasone

1,392

*

1,52

GW1516

1,415

*

2,87

IL6

1,638

**

3,16

p


Results are expressed as fold induction both for GLuc activity (N=4) and GLuc mRNA expression. *, p<0.05 and **, p<0.01.














































































































































































































































































































































































