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Fig 1S


Figure 1. Comparison of the gene expression activation with 0.5% an 1% CLA feeding in the hamster, either determined by conventional univariate statistics (ANOVA, followed by a post-hoc Fisher test, P < 0.05) or multivariate statistics (Partial least square discriminant analysis, with 99 % confidence intervals). Significant up-regulation are displayed as a red box, non-significant ones as a black box. n=7-8 hamsters per group.
On line supplemental Table 1. Oligonucleotide sequences used for retrotranscription and real-time PCR, together with GenBank accession number (to be continued)

	GENE
	ACCESSION NUMBER
	PRIMERS

	PPAR(
	AJ555631
	S: GAGAAAGCAAAACTGAAAGCAGAGA

AS: GAAGGGCGGGTTATTGCTG

	LDL receptor
	Groot el al, JLR, 2005, 10
	S: GCCGGGACTGTTCAGATG

AS: ACAGCCACCATTGTTGTCCA

	SREBP1c
	U09103
	S: GAACATCTCTTGGAGAGAGCACTG

AS: GGTGGAAGCCATGCTGGA

	SCD1
	NM_009127
	s: tggtgatgttccagaggaggtact

as: agcgtgggcaggatgaag

	PGC1(
	NM_008904
	s: ttccaaaaagaagtcccatacaca

as: gataaagttggtttggcttga

	18S
	X00686


	S: GTGGGCCTGCGGCTTAAT

AS: GCCAGAGTCTCGTTCGTTATC

	haPPAR gamma1
	Z30972
	S: cactcccattcctttgacatca

As: agctgggccttttcagaataataa

	haCOX2
	AF345331
	S: tgatccccaaggcacgaa

As: acctctccaccaatgacctga

	SREBP2


	U12330
	S: tgatgatgggacaagagaaagttc

AS: tttgtgcatcttggcatctgtt

	LXR(

	U22662
	S : gcaactcaatgatgccgagtt

as : cgtgggaacatcagtcggtc

	PON1
	NM_011134
	S: GCTGAATTGCTGGCTCACAA

AS: TTCAATGGTGTTAAAGTCCAATTAGC

	SR-BI
	NM_016741
	s: cttcacgggcgtccagaa

as: gctgagtccgttccatttgtc

	Macrosialine (MSCD68)
	NM_009853
	S: tgaatcccaacaaaaccaagg

as: aatgtccactgtgctgcctgt

	CYP27A1
	NM_001251
	S: cgacatccaacacactgacatg

as: gtagaggcgcagggtctcc

	CYP7A1
	NM_007824
	S: atgccttctgctaccgagtga

as: tgaacaagtgaatagggacgcc

	HSP70 protein A5
	M17169
	s: cctgcgttggtgtgttcaag

as: tgatgcggttgccctgat

	RXR
	NM_011305
	S: GCCATCTTTGACAGGGTGCTA

AS: CTCCGTCTTGTCCATCTGCAT

	ABCG8
	NM_026180
	S: GAGCACTGTGCCTACGTCATCA

AS: CGCAGGTTTGTCAGCCAGTA

	LIPA
	NM_000235
	s: aagacactctcagtttctcaggatgaa

as: ggtaggtcatattttgccatctca

	ACAT
	U47320
	s: cacctccagaaaaagggaagattt

as: ggtccacttcaaacagctcatcta

	HNF4
	NM_022180
	s: caagaacacatgggcaccaa

as: tctgtccattgctgaggtgaga

	CRP
	S56005
	S: gaaatttcttctgtccatgttgca

as: aattcatccaaaccaaaggtagct

	
	
	

	CYP4A1
	L04751
	s: cacgctttcctgcccttct

as: ctcgttcatggcaaattgtttc

	ACC
	NM_133360
	s: ggaccactgcatggaatgttaa

as: tgagtgactgccgaaacatctc

	CEH
	L46791
	s: atagtgggcatcaacaagcaaga

as: cggagagtggatagcccataag

	FAS
	Groot et al
	s: cggtctggaaagctgaaggatc

as: cggagtgaggctgggttga

	UCP2
	NM_011671
	s: cagcgccagatgagctttg

as: ccttggtgtagaactgtttgacaga

	HMGCoA Reductase
	M12705
	s: cttgaaacacccgaagggttt

as: tgcgaatctgctggtgctat

	APOA4
	NM_007468
	s: cgtgcaggagaaactcaacca

as: ctccgcgttcttcttcatctg

	FABP1
	AY762568
	S: ACGGGAAGCATGTCAAACTCA

AS: CTCCCCCAAGATGAACTCGTT

	MTP
	U14995
	s: cctgtgggcatagaaaatctcaa

as: gtcccagagcttaactgcatctg

	GLUT2
	NM_031197
	s: ctctttgtcagtttctttgagattgg

as: aaaattcagcaaccatgaacca

	CPTI
	AY762566
	s: gcagaggacgggcattgta

as: tgtagcctggtgggtttgg

	FAT/CD36
	U42430
	s: tggtgtgctagacatcagcaaat

as: atgtagaaaatgtggaagggaaatg

	ACO
	NM_030721
	s: gctggccgtgtccatagc

as: ttatccgtgggtccaaactga

	PEPCK
	NM_011044
	s: aaagcattcaacgccaggtt

as: atgctgaatgggatgacatacatg

	GSS
	NM_008180
	s: cctcctacatcctcatggagaaga

as: caggccgtagcaagcaattc


