Supplementary Table S1 Specifications of oligonucleotides used for qPCR
	Genea and accession
	Primer sequence (5’-3’)
	Location on template
	Amplicon length (bp)
	Efficiencyb of primer pair
	Sources

	PUFA biosynthesis

	FADS2

NM_001083444
	F: AAAGGGTGCCTCTGCCAACT

R: ACACGTGCAGCATGTTCACA
	641-661
742-722
	101
	101.2%   
	Toral et al. (2013) 

	ELOVL5

NM_001046597
	F: CTgAATACCTTCTCCACAggAggA

R: gCTCCCTgTAATATgAATgTgCAA
	2353-2377

2507-2483
	154
	91.7%


	Toral et al. (2013)

	FADS1

NM_001083517
	F: tttgtgatcggtcacctgaa

R: tggtgctggaagtgcaagt
	1182-1202

1247-1228
	65
	92.9%


	Cherfaoui et al. (2012)

	ELOVL2

NM_001083517
	F: Cttcttacatgatgacgctggt

R: ggctttttccggtatgtctg
	757-779

824-804
	67
	90.0%


	Cherfaoui et al. (2012)

	Peroxisomal oxidation

	SLC27A4

NM_001075667
	F: caagacagggacattcaagcta

R: ggtcttttacaactgttgggtca
	1900-1922

1974-1951
	74


	94.2%


	Cherfaoui et al. (2012)

	ACOX1

NM_001035289
	F: Gagtgagctgcctgagcttc

R: ttgtccaggacgtgaaagc
	1142-1162

1204-1185
	62


	99.6%


	Cherfaoui et al. (2012)

	L-PBE

BC102238
	F: gttgcccgtggaataaaaga

R: ctccagtccccctcctaaag
	106-126

356-336
	231
	91.4%


	Cherfaoui et al. (2012)

	SCP2

NM_001033990
	F: Acgattgcttttctgccaat

R: tccaccttgaccttctggac
	982-1002

1053-1033
	71
	96.0%


	Cherfaoui et al. (2012)

	Thiolase

NM_001034319
	F:Gttatcacgctgctcaacga

R:atggacaccaccccgtag
	1252-1272

1314-1296
	62
	96.2%


	Cherfaoui et al. (2012)

	DECR2

BC103065
	F: Acctttgcttgaccgaaatc

R: gggcagctctcagacacac
	1433-1453

1494-1474
	60
	102.0%


	Cherfaoui et al. (2012)

	Incorporation of PUFA in PL

	GNPAT

NM_001103286
	F: cagcattcttctgcattca

R: gcataggaagcgaaagcaac
	1050-1070

1259-1239
	244
	92.0%

 
	Cherfaoui et al. (2012)

	Transription factors
	

	PPARα

NM_001034036
	F: CgCggAAAAgAggCTTCTC

R: TTCCAAggTTTCCATggTgg
	1649-1668

1750-1730
	101
	95.3%


	Cherfaoui et al. (2012)

	LXRα

NM_001014861
	F: aagacgtctgcgattgaggt

R: tctcacttccagggttgtacc
	1053-1073

1117-1096
	64
	94.8%
	Cherfaoui et al. (2012)

	LXRβ

NM_001014883
	F: Cactggggtaggaagggact

R: gccaaggctttagctccaa
	1673-1693

1741-1722
	68
	96.7%


	Cherfaoui et al. (2012)

	RXRα

XM_881943
	F: actccaaggggctctcaaa

R: gggacgcatagaccttctca
	1014-1033

1077-1057
	63
	95.3%


	Cherfaoui et al. (2012)

	SREBP-1c

NM_001113302
	F: CCAgCTgACAgCTCCATTgA

R: TgCgCgCCACAAggA
	2923-2943

2990-2975
	87


	100.0%


	Toral et al. (2013)


	PUFA uptake

	FATP1 NM_001033625
	F: tgggcactactcctacagca
R: tacaggggcagacagtcgta
	967-987

1027-1007
	60
	91.7%


	Current paper

	LDLr NM_001166530
	F: caccagccttatccccaac
R: gatcctgttactggccacct
	1355-1374

1422-1402
	67
	99.4%


	Current paper

	VLDLr NM_174489
	F: tcggaccagtcggatgag
R: acctggtgtggatcactgg
	750-768

811-792
	61
	99.3%


	Current paper

	SCARB1 NM_174597
	F: taccagttccagccggataa
R: atgttgggcatgacgatgta
	460-480

522-502
	62
	108.8%


	Current paper

	ABCA1 NM_001024693
	F: agatccggatggacattgac
R: cccagtacccgtccttgat
	2307-2327

2367-2348
	60
	94.4%


	Current paper

	FABP3 NM_174313
	F: CCTCTCCTTCCACTgACTgC

R: TTgACCTCAgAgCACCCTTT
	453-473

662-642
	209
	98.8%


	Jurie et al. (2007) 

	LPL

NM_001075120
	F: TTCAgAggCTATTACTggAAATCC
R: ATgTCAATCACAgCATTCATTCTACT

Probe: TTCCAgTggTgCCggAACACTCCTTC
	2873-2897

3107-3081
	234
	90.2%


	Bonnet et al. (2000)

	CD36

NM_174010.2
	F: ACAgATgTggCTTgAgCgTg
R: ACTgggTCTgTgTTTTgCAgg
	2078-2098

2264-2243
	186
	90.2%


	Toral et al. (2013)

	Reference genes

	TOP 2B

XM_001254709
	F: CCgATgATgATgACgACAAT

R: TgCTATgggAgATgCTTTgA
	4135-4155

4197-4177
	62
	96.43%
	Bonnet et al.(2013)

	TBP

NM_001075742
	F: CCTAAAgACCATTgCACTTCg

R: CTTCACTCTTggCTCCTgTg
	854-875

1000-980
	146
	96.68%
	Bonnet et al.(2013)

	RPLPO

NM_001012682
	F: CAACCCTgAAgTgCTTgACAT

R: AggCAgATggATCAgCCA
	656-677

883-865
	227
	92.77%
	Bonnet et al.(2013)


a FADS2= Fatty Acid Desaturase 2; F= forward primer; R= reverse primer; ELOVL5= Elongation of Very Long chain fatty acids protein 5; FADS1= Fatty Acid Desaturase 1; ELOVL2= Elongation of Very Long chain fatty acids protein 2; SLC27A4= Solute Carrier family 27 member 4; ACOX1= Acyl-Coenzyme A Oxidase 1; L-PBE= L-Bifunctional Protein (Enoyl-Coenzyme A= hydratase/3-hydroxyacyl Coenzyme A deshydrogenase); SCP2= Sterol Carrier Protein 2; Thiolase= 3-oxoacyl-Coenzyme A thiolase; DECR2= 2,4-Dienoyl CoA Reductase 2; GNPAT= Glyceronephosphate O-acyltransferase; PPARα= Peroxisome Proliferator Activated Receptor alpha; LXRα= Liver X Receptor alpha; LXRβ= Liver X Receptor beta; RXRα= Retinoid X Receptor alpha; SREBP-1c= Sterol Regulatory Element Binding Protein 1c; FATP1= Fatty Acid Transport Protein 1; LDLr= Low-Density Lipoprotein Receptor; VLDLr= Very Low-Density Lipoprotein Receptor; SCARB1= Scavenger Receptor class B member 1; ABCA1= ATP-Binding Cassette transporter member 1; FABP3= Fatty Acid Binding Protein 3; LPL= Lipoprotein Lipase; CD36= Cluster of Differentiation 36; TOP2B= topoisomerase 2-beta; TBP= TATA box binding protein; RPLPO= ribosomal protein,large,P0.
b Determined by plotting the cT-values of cDNA pool dilutions from 0.1 to 0.001 ng versus the logarithm of the corresponding cDNA amount.
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