Supplementary Table S1. Significantly metabolic pathways (FDR < 0.05) for the metabolites associated
with feed efficiency using Bos taurus as the library.

Matched False Pathway
. . P- -Log(P- . .
Pathway name metabolite Metabolite value value) discovery impact
ratio rate (FDR) value
Glutamate, Glycine
Ami I-tRNA i ’ .7
minoacy-RN 6/48 Lysine, Phenylalanine, >0 442 2.64x 10° 0
biosynthesis . . 105
Threonine, Tyrosine
Glyoxylate and Acetate, Citrate, 6.8
dicarboxylate 5/32 Formate, Glutamate, 1 05 4.20 2.64 x103 0.138
metabolism Glycine
. Hippurate,
Phenylal 41
eny aanine 3/12 Phenylalanine, o4l x 327 0.0115 0.357
metabolism . 10+
Tyrosine
Alanine, aspartate a-ketoglutarate, 5.48 x
and glutamate 4/28 Citrate, Glutamate, 1 04 3.26 0.0115 0.245
metabolism Succinate
Butanoate a-ketoglutarate, 1.09 x
1 2. .014
metabolism 3/15 Glutamate, Succinate 103 %6 0.0143 0
Glycine, serine and . .
threonine 4/34 Betaine, Creatine, 117 2.93 0.0143 0.342
. Glycine, Threonine 103
metabolism
Phenylalanine,
i Phenylalani 1.1
tyrosine and 2/4 enyla fmme, 9 x 299 0.0143 10
tryptophan Tyrosine 103
biosynthesis
D-Glutamine and D-
glutamate 2/5 a-ketoglutarate, 1.97 2.71 0.0207 1.0
. Glutamate 103
metabolism
itrate le (TCA -ketoglutarat 2.
Citrate cycle (TC 3/20 a-ketog utarate, 60 2.59 0.0243 0.182
cycle) Citrate, Succinate 103

Note: The pathway impact value is calculated using the sum of importance measures of the

matched metabolites divided by the sum of the importance measures of all metabolites.
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Supplementary Figure S1. The connections of the metabolites including glutamate, glycine, lysine,
phenylalanine, threonine and tyrosine (red color) enriched in the aminoacyl-tRNA biosynthesis
pathway.



