Multi-omics analysis reveals glycerophospholipid metabolism mediated the improvement of meat quality by Se-enriched yeast in finishing pigs
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Fig. 1. Characteristics of lipids profile of LD muscle in CT, SeD and SY3 groups.
[bookmark: _Hlk196234008][bookmark: _Hlk202345929](A)Heat map of l lipids profile. (B) Lipid subclass composition of lipids. (C-I) The relative abundance of 7 categories of lipids in LD msucle in 3 paired-comparisons, n = 6. (J-L) OPLS-DA models validated by permutation tests in 3 paired-comparisons. (M-O) Lollipop plot of top 10 DLMs in 3 paired-comparisons. SeD = Se deficiency group（basal diet group）; CT = basal diet group+0.3mg Se-enriched yeast;SY3 = basal diet+3 mg Se-enriched yeast.Values were presented by mean + SE. Mean with different superscripts in same row differ (P < 0.05). 
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Fig. 2. Transcriptomic analysis of LD muscle of SeD, CT and SY3 groups. 
[bookmark: _Hlk217759065][bookmark: _GoBack](A)Heatmap of genes profile. (B) Bar chart of DEGs in 3 paired-comparisons.
(C) Verification of DEGs by RT-qPCR, n = 6. SeD = Se deficiency group（basal diet group）; CT = basal diet group+0.3mg Se-enriched yeast;SY1 = basal diet + 1 mg Se-enriched yeast; SY3 = basal diet + 3 mg Se-enriched yeast.Values were presented by mean + SE. Mean with different superscripts in same row differ (P < 0.05). 
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