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[image: ] Supplementary Fig. S1: P-value for the linear relationship between TP1 and TP2 (Duroc and Landrace combined) for each metabolite. The metabolites were log-transformed. The model fit is a simple linear regression only including an intercept, the metabolite values from the first sampling and the metabolite from the second sampling as a responsive value. No other covariates are needed since each metabolite is paired between each pig. 
[image: ]
[bookmark: _GoBack]Supplementary Fig. S2: All pairwise metabolite concentrations between TP1 and TP2 for all metabolites and all pigs. We see that there is a strong linear relationship between the metabolite concentrations in the two timepoints, with a Pearson correlation of 0.935. [image: ]
Supplementary Fig. S3: Schematic workflow for identification of hub metabolites for each time point in Duroc and Landrace.
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