Table S1. Primer and probe sequences and conditions used for real-time RT-PCR.

	Gene 
	Encoded protein
	Accession no.
	Nucleotide sequence (5’ – 3’)
	T (°C)
	Source

	CD36
	Platelet glycoprotein 4
	X91503
	F: ACA gAT gTg gCT TgA gCg Tg
	58
	Bernard et al., 2012

	
	
	
	R: ACT ggg TCT gTg TTT TgC Agg
	
	

	SLC27A6
	Solute carrier family 27 member 6
	NM_001101169
	F: ACC ACA gAg gTT ggT gCT ATC
	60
	This article

	
	
	
	R: CAA CCA CAC CAT AgA CAT TTg C
	
	

	FASN
	Fatty acid synthase 
	DQ223929
	F: ACA GCC TCT TCC TGT TTG ACG
	60
	Bernard et al.

, 2005 

	
	
	
	R: CTC TGC ACG ATC AGC TCG AC
	
	

	
	
	
	P: ATC TGG AGG CGC GTG TGG CAG CC
	
	

	FADS1
	Fatty acid desaturase 1
	NM_001083517
	F TTT GTG ATC GGT CAC CTG AA:
	58
	Cherfaoui et al., 2012

	
	
	
	R: TGG TGC TGG AAG TGC AAG T
	
	

	FADS2
	Fatty acid desaturase 2
	NM_001083444
	F: AAA GGG TGC CTC TGC CAA CT
	60
	Bionaz and Loor, 2008

	
	
	
	R: ACA CGT GCA GCAT GTT CACA
	
	

	SCD1
	Stearoyl-CoA desaturase
	AF325499
	F: TgC TgA CAA CTT ATC Tgg Atg C
	60
	Bernard et al.

 2005

	
	
	
	R: Aag gAA TCC TgC AAA CAg CTA
	
	

	
	
	
	P: CCA GAG CCT GCA GAA GTG GCT GGT ATA A
	
	

	SCD5
	Stearoyl-CoA desaturase
	NM_001112815
	F: AgA Agg ggA ggA AgC TTg AC
	58
	Lengi and Corl, 2007  ADDIN EN.CITE <EndNote><Cite><Author>Bonnet</Author><Year>2000</Year><RecNum>1258</RecNum><record><rec-number>1258</rec-number><foreign-keys><key app="EN" db-id="xvv99pxz7xswr7eewfrvtad3vaspazted2ar">1258</key></foreign-keys><ref-type name="Journal Article">17</ref-type><contributors><authors><author>Bonnet, M. </author><author>Leroux, C. </author><author>Faulconnier, Y. </author><author>Hocquette, J. F. </author><author>Bocquier, F. </author><author>Martin, P. </author><author>Chilliard, Y.</author></authors></contributors><auth-address>INRA, Unite de Recherches sur les Herbivores, Theix, 63122 Saint-Genes-Champanelle, France.</auth-address><titles><title>Lipoprotein lipase activity and mRNA are up-regulated by refeeding in adipose tissue and cardiac muscle of sheep</title><secondary-title>J Nutr</secondary-title></titles><periodical><full-title>Journal of Nutrition</full-title><abbr-1>J. Nutr.</abbr-1><abbr-2>J Nutr</abbr-2></periodical><pages>749-56</pages><volume>130</volume><number>4</number><keywords><keyword>3&apos; Untranslated Regions: genetics</keyword><keyword>Adipose Tissue: enzymology: *metabolism</keyword><keyword>*Animal Feed</keyword><keyword>Animal Nutrition</keyword><keyword>Animals</keyword><keyword>Base Sequence: genetics</keyword><keyword>Blotting, Northern</keyword><keyword>DNA, Complementary: genetics</keyword><keyword>Female</keyword><keyword>Gene Expression</keyword><keyword>Lipoprotein Lipase: *genetics: *metabolism</keyword><keyword>Molecular Sequence Data</keyword><keyword>Papillary Muscles: enzymology: *metabolism</keyword><keyword>RNA, Messenger: *metabolism</keyword><keyword>Research Support, Non-U.S. Gov&apos;t</keyword><keyword>Sheep</keyword><keyword>Up-Regulation</keyword></keywords><dates><year>2000</year><pub-dates><date>2000 Apr</date></pub-dates></dates><isbn>0022-3166 (Print)</isbn><label>120</label><urls><related-urls><url>10736325</url></related-urls></urls><language>eng</language></record></Cite></EndNote>

	
	
	
	R: ggA ggC CAg gAA gTA ggA gT
	
	

	ELOVL2
	Elongation of very long chain fatty acids like 2
	NM_001083517
	F: CTT CTT ACA TGA TGA CGC TGG T
	60
	Cherfaoui et al., 2012

	
	
	
	R: GGC TTT TTC CGG TAT GTC TG
	
	

	ELOVL5
	Elongation of very long chain fatty acids like 5
	NM_001046597
	F: CTG AAT ACC TTC TCC ACT GGA GGA
	60
	Faulconnier et al., 2011

	
	
	
	R: GCT CCC TGT AAT ATG AAT GTG CAA
	
	

	SREBF1
	Sterol regulatory element binding factor 1
	TC263657
	F: CCA gCT gAC AgC TCC ATT gA
	60
	Harvatine and Bauman, 2006

	
	
	
	R: TgC gCg CCC ACA Agg gA
	
	

	LXRA
	Liver X receptor alpha
	NM_001014861
	F: AAG ACG TCT GCG ATT GAG GT
	62
	Cherfaoui et al., 2012

	
	
	
	R: TCT CAC TTC CAG GGT TGT ACC
	
	

	PPARA
	Peroxisome proliferator-activated receptor alpha
	NM_001034036
	F: CGC GGA AAA GAG GCT TCT C
	60
	Cherfaoui et al., 2012

	
	
	
	R: TTC CAA GGT TTC CAT GGT GG
	
	

	PPARG1
	Peroxisome proliferator-activated receptor gamma 1
	
	F: CAg gTT TgA AAg AAg CCA CA 
	60
	Bonnet et al., 2007

	
	
	
	R: TTA Cgg AAA CgT CCC TCT Tg 
	
	

	SP1
	Sp1 transcription factor
	
	F:ggC Agg TTC AgA Agg CAg Tgg T
	60
	This article

	
	
	
	R: CAC TgT Tgg CAA gAC ggg CAA
	
	

	PPIA
	Peptidyl-prolyl cis-trans isomerase A or cyclophilin A
	XM_001252497
	F: ggA TTT Atg TgT CCA ggg Tgg TgA
	60
	Bonnet et al., 2000

	
	
	
	R: CAA gAT gCC Agg ACC TgT Atg
	
	

	
	
	
	P: TCT CCC CAT AgA Tgg ACT TgC CAC CAg T
	
	

	UXT
	Ubiquitously-expressed transcript
	BQ676558
	F: TgT ggC CCT Tgg ATA Tgg TT
	60
	Kadegowda et al., 2009

	
	
	
	R: ggT TgT CgC TgA gCT CTg Tg
	
	

	EIF3K
	Eukaryotic translation initiation factor 3 subunit K 
	NM_001034489
	F: CCA ggC CCA CCA AgA AgA A
	60
	Kadegowda et al., 2009

	
	
	
	R: TTA TAC CTT CCA ggA ggT CCA TgT
	
	


T = PCR annealing temperature (°C); F = forward primer; R = reverse primer; P = Taqman probe.

Table S2.  Quantitative PCR performance of lipogenic genes, transcription factors and internal controls.

	
	Cycle threshold (Ct)
	
	
	

	Gene
	Mammary tissue
	Liver
	Perirenal adipose tissue
	Omental adipose tissue
	Slope
	R2
	Efficiencya

	CD36
	20-21
	24-26
	18-19
	17-18
	-3.69
	0.997
	1.87

	SLC27A6
	30-36
	24-25
	29-34
	28-34
	-3.70
	0.990
	1.86

	FASN
	24-26
	30-31
	24-27
	24-28
	-3.53
	0.999
	1.92

	FADS1
	30-32
	25-26
	28-30
	29-31
	-3.81
	0.997
	1.83

	FADS2
	27-30
	17-18
	20-22
	21-23
	-3.57
	0.983
	1.91

	SCD1
	20-22
	23-27
	20-24
	20-25
	-3.54
	0.995
	1.92

	SCD5
	27-30
	29-30
	29-30
	28-30
	-3.38
	0.993
	1.98

	ELOVL2
	33-35
	24-26
	31-32
	31-32
	-3.61
	0.993
	1.89

	ELOVL5
	28-31
	24-27
	24-25
	23-25
	-3.73
	0.998
	1.85

	SREBF1
	20-23
	22-23
	19-21
	20-21
	-3.34
	0.996
	1.99

	LXRA
	25-27
	20-22
	20-21
	21
	-3.65
	0.991
	1.88

	PPARA
	30-36
	29-34
	29-30
	29-31
	-3.10
	0.835
	2.10

	PPARG1
	24-26
	25-27
	28-19
	17-18
	-3.44
	0.998
	1.95

	SP1
	24-25
	21-23
	20-22
	20-21
	-3.36
	0.997
	1.98

	PPIA
	20-21
	20-21
	19-20
	19-21
	-3.51
	0.994
	1.93

	UXT
	23-25
	23-24
	22-23
	22-23
	-3.35
	0.998
	1.99

	EIF3K
	23-25
	23-24
	22-23
	22-23
	-3.50
	0.996
	1.93


R2 = determination of the standard curve.

a The efficiency was calculated as [10(-1 / Slope)]


Table S3. Effect of fish oil and additional starch on the fatty acid (FA) composition (g/100 g FA) of the mammary secretory tissue, liver, and omental and perirenal adipose tissues in dairy goats fed a diet containing sunflower-seed oil.

	
	Mammary tissue
	
	Liver
	
	Omental adipose tissue
	
	Perirenal adipose tissue

	FA (g/100 g FA)
	SO
	SFO
	s.e.d.
	P
	
	SO
	SFO
	s.e.d.
	P
	
	SO
	SFO
	s.e.d.
	P
	
	SO
	SFO
	s.e.d.
	P

	8:0
	0.15
	0.17
	0.080
	0.787
	
	nd
	nd
	-
	-
	
	nd
	nd
	-
	-
	
	nd
	nd
	-
	-

	9:0
	0.01
	0.02
	0.007
	0.319
	
	nd
	nd
	-
	-
	
	nd
	nd
	-
	-
	
	nd
	nd
	-
	-

	10:0
	2.43
	2.40
	0.416
	0.945
	
	<0.01
	0.01
	0.004
	0.207
	
	0.17
	0.15
	0.025
	0.507
	
	0.04
	0.02
	0.005
	0.011

	11:0
	0.05
	0.05
	0.011
	0.537
	
	nd
	nd
	-
	-
	
	nd
	nd
	-
	-
	
	nd
	nd
	-
	-

	12:0
	2.37
	2.05
	0.316
	0.343
	
	0.02
	0.03
	0.004
	0.030
	
	0.09
	0.11
	0.010
	0.141
	
	0.06
	0.06
	0.006
	0.705

	13:0
	0.15
	0.14
	0.027
	0.593
	
	0.01
	0.02
	0.004
	0.097
	
	0.02
	0.02
	0.004
	0.999
	
	0.02
	0.02
	0.003
	0.356

	iso-13:0
	0.01
	0.02
	0.004
	0.537
	
	nd
	0.01
	-
	-
	
	0.01
	<0.01
	0.004
	0.537
	
	0.01
	<0.01
	0.004
	0.538

	14:0
	5.48
	5.29
	0.890
	0.838
	
	0.52
	0.87
	0.177
	0.098
	
	2.83
	3.72
	0.343
	0.041
	
	2.54
	2.96
	0.268
	0.158

	iso-14:0
	0.08
	0.07
	0.011
	0.317
	
	0.03
	0.04
	0.010
	0.628
	
	0.12
	0.09
	0.016
	0.131
	
	0.09
	0.07
	0.013
	0.168

	c9-14:1
	0.11
	0.12
	0.026
	0.928
	
	nd
	0.02
	-
	-
	
	0.02
	0.03
	0.005
	0.356
	
	0.04
	0.05
	0.015
	0.522

	15:0
	0.84
	0.84
	0.062
	0.938
	
	0.52
	0.53
	0.067
	0.831
	
	0.65
	0.66
	0.073
	0.870
	
	0.55
	0.57
	0.067
	0.830

	iso-15:0
	0.21
	0.23
	0.013
	0.146
	
	0.21
	0.26
	0.053
	0.338
	
	0.33
	0.26
	0.046
	0.165
	
	0.30
	0.23
	0.043
	0.158

	c10-15:1 
	0.06
	0.07
	0.009
	0.414
	
	0.04
	0.03
	0.005
	0.168
	
	nd
	nd
	-
	-
	
	nd
	nd
	-
	-

	16:0
	17.87
	20.56
	0.557
	0.003
	
	11.40
	15.03
	1.466
	0.048
	
	26.56
	30.58
	1.802
	0.067
	
	24.29
	27.18
	1.564
	0.113

	iso-16:0
	0.26
	0.26
	0.027
	0.929
	
	0.21
	0.26
	0.039
	0.244
	
	0.42
	0.33
	0.045
	0.095
	
	0.38
	0.29
	0.042
	0.077

	c9-16:1
	0.50
	0.77
	0.117
	0.055
	
	0.37
	0.78
	0.133
	0.023
	
	0.54
	0.56
	0.083
	0.819
	
	0.85
	0.88
	0.273
	0.937

	t9-16:1 + iso-17:0
	1.02
	1.09
	0.149
	0.678
	
	1.43
	1.61
	0.246
	0.475
	
	0.77
	0.53
	0.063
	0.008
	
	0.73
	0.61
	0.052
	0.050

	17:0
	0.67
	0.76
	0.044
	0.116
	
	1.02
	1.09
	0.106
	0.507
	
	1.68
	1.56
	0.140
	0.405
	
	1.70
	1.63
	0.156
	0.691

	anteiso-17:0
	0.39
	0.40
	0.037
	0.699
	
	0.54
	0.55
	0.096
	0.940
	
	0.96
	0.76
	0.073
	0.033
	
	0.97
	0.84
	0.083
	0.161

	c10-17:1
	nd
	nd
	-
	-
	
	0.03
	0.05
	0.008
	0.107
	
	0.01
	0.01
	0.005
	0.622
	
	0.02
	0.17
	0.140
	0.318

	18:0
	10.68
	7.71
	0.863
	0.014
	
	23.97
	19.56
	1.614
	0.034
	
	34.72
	32.39
	1.177
	0.095
	
	30.63
	28.47
	2.954
	0.492

	iso-18:0
	0.05
	0.06
	0.001
	0.001
	
	0.08
	0.11
	0.013
	0.040
	
	0.17
	0.12
	0.012
	0.006
	
	0.20
	0.17
	0.017
	0.132

	c9-18:1
	24.49
	21.27
	2.510
	0.247
	
	10.07
	10.84
	1.552
	0.635
	
	14.95
	16.26
	0.935
	0.210
	
	21.56
	23.14
	3.573
	0.673

	c11-18:1
	0.69
	0.95
	0.063
	0.006
	
	0.60
	0.82
	0.055
	0.007
	
	0.59
	0.50
	0.036
	0.050
	
	0.60
	0.56
	0.037
	0.251

	c12-18:1
	0.91
	0.43
	0.152
	0.020
	
	0.81
	0.36
	0.154
	0.026
	
	0.23
	0.21
	0.046
	0.757
	
	0.27
	0.23
	0.035
	0.326

	c13-18:1
	0.11
	0.14
	0.012
	0.022
	
	0.09
	0.10
	0.017
	0.490
	
	0.06
	0.05
	0.008
	0.356
	
	0.08
	0.08
	0.006
	0.705

	c15-18:1 + 19:0
	0.11
	0.15
	0.013
	0.024
	
	0.24
	0.22
	0.043
	0.696
	
	0.27
	0.23
	0.029
	0.298
	
	0.32
	0.27
	0.046
	0.342

	t4-18:1
	0.03
	0.02
	0.004
	0.537
	
	0.03
	0.04
	0.006
	0.228
	
	0.03
	0.03
	0.005
	0.620
	
	0.03
	0.04
	0.010
	0.620

	t5-18:1
	0.02
	0.03
	0.008
	0.267
	
	0.02
	0.05
	0.007
	0.018
	
	0.03
	0.03
	0.004
	0.999
	
	0.03
	0.03
	0.005
	0.390

	t6-,7-,8-18:1
	0.36
	0.48
	0.049
	0.055
	
	0.23
	0.30
	0.038
	0.119
	
	0.32
	0.29
	0.057
	0.615
	
	0.28
	0.25
	0.075
	0.728

	t9-18:1
	0.63
	0.81
	0.075
	0.053
	
	0.49
	0.05
	0.072
	0.766
	
	0.35
	0.28
	0.062
	0.285
	
	0.31
	0.27
	0.068
	0.576

	t10-18:1
	0.84
	0.66
	0.131
	0.218
	
	0.40
	0.35
	0.068
	0.493
	
	0.40
	0.34
	0.071
	0.414
	
	0.37
	0.29
	0.081
	0.388

	t11-18:1
	5.56
	6.47
	1.716
	0.614
	
	5.09
	5.63
	1.398
	0.711
	
	4.51
	3.19
	1.405
	0.384
	
	3.13
	2.57
	1.633
	0.741

	t12-18:1
	0.71
	1.03
	0.127
	0.045
	
	0.87
	1.23
	0.172
	0.083
	
	0.53
	0.41
	0.116
	0.330
	
	0.42
	0.35
	0.140
	0.622

	t13-18:1
	0.65
	0.86
	0.072
	0.025
	
	0.76
	1.00
	0.134
	0.123
	
	0.76
	0.65
	0.135
	0.426
	
	0.62
	0.54
	0.173
	0.641

	t15- + c10-18:1
	0.59
	0.59
	0.041
	0.999
	
	0.27
	0.35
	0.038
	0.083
	
	0.49
	0.46
	0.048
	0.585
	
	0.48
	0.44
	0.044
	0.428

	t16- + c14-18:1
	0.31
	0.29
	0.038
	0.710
	
	0.25
	0.24
	0.033
	0.719
	
	0.26
	0.25
	0.032
	0.654
	
	0.28
	0.24
	0.047
	0.375

	Σ c18:1
	26.19
	22.79
	2.448
	0.214
	
	11.57
	12.12
	1.570
	0.737
	
	15.82
	17.03
	0.953
	0.253
	
	22.51
	24.01
	3.569
	0.689

	Σ t18:1
	9.39
	10.96
	1.968
	0.453
	
	8.16
	9.45
	1.740
	0.486
	
	7.41
	5.66
	1.831
	0.377
	
	5.67
	4.76
	2.182
	0.692

	c9,c12-18:2
	7.25
	6.30
	0.653
	0.196
	
	12.40
	8.92
	0.787
	0.004
	
	2.02
	1.70
	0.196
	0.156
	
	2.15
	1.67
	0.121
	0.008

	c9,t12-18:2 + c16-18:1
	0.16
	0.22
	0.020
	0.018
	
	0.05
	0.06
	0.012
	0.439
	
	0.05
	0.05
	0.014
	0.999
	
	0.07
	0.06
	0.007
	0.730

	t9,c12-18:2
	0.08
	0.16
	0.034
	0.058
	
	0.08
	0.13
	0.027
	0.080
	
	0.04
	0.03
	0.011
	0.390
	
	0.05
	0.03
	0.016
	0.249

	t11,c15-18:2
	0.07
	0.19
	0.047
	0.055
	
	0.03
	0.13
	0.024
	0.008
	
	0.14
	0.08
	0.031
	0.124
	
	0.17
	0.10
	0.058
	0.261

	t9,t12-18:2
	0.01
	0.02
	0.005
	0.040
	
	0.01
	0.01
	0.005
	0.996
	
	0.01
	0.00
	0.004
	0.537
	
	0.02
	0.02
	0.010
	0.809

	c9,t11-CLAa
	4.55
	4.61
	0.756
	0.939
	
	1.44
	0.91
	0.224
	0.056
	
	0.37
	0.29
	0.111
	0.486
	
	0.42
	0.36
	0.125
	0.623

	t,t-CLA
	0.09
	0.09
	0.017
	0.999
	
	0.12
	0.10
	0.014
	0.190
	
	0.02
	0.02
	0.005
	0.620
	
	0.05
	0.05
	0.013
	0.722

	18:3n-6
	0.03
	0.03
	0.005
	0.620
	
	0.28
	0.14
	0.036
	0.009
	
	0.03
	0.02
	0.004
	0.097
	
	0.04
	0.02
	0.008
	0.107

	18:3n-3
	0.88
	1.14
	0.136
	0.105
	
	1.64
	1.76
	0.253
	0.659
	
	0.62
	0.40
	0.128
	0.141
	
	0.66
	0.42
	0.138
	0.132

	20:0
	0.23
	0.28
	0.055
	0.131
	
	0.08
	0.10
	0.007
	0.018
	
	0.17
	0.15
	0.024
	0.556
	
	0.14
	0.15
	0.022
	0.665

	20:2n-6
	0.04
	0.07
	0.008
	0.005
	
	0.07
	0.08
	0.010
	0.356
	
	0.02
	0.02
	0.005
	0.620
	
	0.04
	0.03
	0.011
	0.303

	20:3n-6
	0.12
	0.14
	0.021
	0.374
	
	0.56
	0.41
	0.047
	0.021
	
	0.02
	0.02
	0.004
	0.537
	
	0.03
	0.04
	0.005
	0.390

	20:4n-6
	0.97
	1.00
	0.187
	0.857
	
	6.09
	5.28
	0.839
	0.370
	
	0.07
	0.06
	0.013
	0.598
	
	0.10
	0.09
	0.016
	0.376

	20:5n-3
	0.50
	0.70
	0.111
	0.121
	
	4.35
	4.77
	0.701
	0.569
	
	0.04
	0.03
	0.007
	0.121
	
	0.05
	0.03
	0.017
	0.337

	Σ unsaturated C20
	1.62
	1.91
	0.246
	0.280
	
	11.05
	10.53
	0.987
	0.612
	
	0.14
	0.12
	0.019
	0.244
	
	0.32
	0.30
	0.044
	0.624

	22:0
	0.11
	0.11
	0.009
	0.801
	
	0.03
	0.04
	0.004
	0.207
	
	0.03
	0.03
	0.006
	0.705
	
	0.04
	0.03
	0.008
	0.537

	c13-22:1 + 20:3n-3
	0.03
	0.11
	0.015
	0.002
	
	0.04
	0.09
	0.010
	0.004
	
	0.03
	0.02
	0.01
	0.346
	
	0.04
	0.03
	0.016
	0.563

	22:2n-6
	nd
	nd
	-
	-
	
	0.01
	0.03
	0.006
	0.013
	
	nd
	nd
	-
	-
	
	nd
	nd
	-
	-

	22:4n-6
	0.06
	0.06
	0.004
	0.999
	
	0.13
	0.12
	0.019
	0.384
	
	0.02
	0.02
	0.005
	0.620
	
	0.04
	0.05
	0.007
	0.207

	22:5n-3
	0.94
	1.07
	0.101
	0.252
	
	4.34
	4.59
	0.353
	0.518
	
	0.17
	0.14
	0.043
	0.550
	
	0.25
	0.25
	0.039
	0.951

	22:6n-3
	0.31
	0.51
	0.104
	0.096
	
	3.36
	4.63
	0.942
	0.228
	
	0.05
	0.03
	0.017
	0.228
	
	0.07
	0.07
	0.019
	0.900

	Σ unsaturated C22
	1.30
	1.63
	0.200
	0.153
	
	7.85
	9.36
	1.210
	0.271
	
	0.26
	0.21
	0.067
	0.423
	
	0.40
	0.39
	0.070
	0.945

	23:0
	0.04
	0.06
	0.013
	0.222
	
	0.01
	0.03
	0.005
	0.024
	
	0.02
	0.02
	0.004
	0.999
	
	0.03
	0.03
	0.010
	0.999

	24:0
	0.03
	0.03
	0.005
	0.390
	
	0.02
	0.02
	0.004
	0.999
	
	0.01
	0.01
	0.004
	0.999
	
	0.02
	0.01
	0.006
	0.278

	Σ  Saturates
	42.11
	41.44
	1.751
	0.716
	
	38.66
	38.53
	2.008
	0.951
	
	68.94
	70.94
	2.332
	0.425
	
	61.98
	62.75
	2.082
	0.724

	Σ  Monounsaturates
	36.58
	35.03
	1.105
	0.212
	
	20.43
	22.72
	1.432
	0.160
	
	24.09
	23.54
	1.735
	0.761
	
	30.57
	31.14
	2.222
	0.805

	Σ  Polyunsaturates
	16.53
	16.95
	1.044
	0.702
	
	35.31
	32.50
	1.887
	0.187
	
	3.92
	3.06
	0.407
	0.079
	
	4.45
	3.43
	0.374
	0.035

	Σ n-6 polyunsaturates
	8.46
	7.60
	0.746
	0.290
	
	19.53
	14.96
	1.077
	0.006
	
	2.16
	1.83
	0.197
	0.137
	
	2.40
	1.89
	0.116
	0.005

	Σ n-3 polyunsaturates
	2.63
	3.41
	0.252
	0.021
	
	13.68
	15.74
	1.619
	0.251
	
	0.87
	0.59
	0.151
	0.111
	
	0.93
	0.65
	0.139
	0.086

	Σ ≤C14
	11.63
	11.05
	1.552
	0.721
	
	1.46
	1.78
	0.302
	0.337
	
	3.98
	4.70
	0.385
	0.111
	
	3.41
	3.69
	0.27
	0.348

	Σ C16
	19.39
	22.42
	0.571
	0.002
	
	13.20
	17.41
	1.655
	0.044
	
	27.86
	31.66
	1.741
	0.072
	
	25.88
	28.67
	1.762
	0.164

	Σ ≥C18
	64.53
	64.50
	1.745
	0.132
	
	81.53
	76.63
	1.974
	0.048
	
	63.10
	59.10
	1.838
	0.072
	
	65.37
	62.38
	2.448
	0.268


SO = sunflower-seed oil; SFO = sunflower-seed oil and fish oil (2:1) plus starch from rolled barley: CLA = conjugated linoleic acid; nd = not detected.
a Contains c8,t10- and t7,c9-CLA as minor components.
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