
oxidative phosphorylation

purine metabolism

glycolysis/gluconeogenesis

ubiquinone biosynthesis

valine leucine and isoleucine degradation

citrate cycle 

pyruvate metabolism

arginine and proline metabolism

fatty acid metabolism

propanoate metabolism

butanoate metabolism

lysine degradation

tryptophan metabolism

urea cycle and metabolism of amino acids

α-alanine metabolism

glycine serine and threonine metabolism

glutamate metabolism

fatty acid biosynthesis

pentose phosphate pathway

alanine and aspartate metabolism

bile acid biosynthesis

phenylalaninetyrosine and trytoophan biosynthesis

pyrimidine metabolism

one carbon pool by folate

phenylalanine metabolism

starch and sucrose metabolism

tyrosine metabolism

fructose and mannose metabolism

0 5 10 15 20 25 30 35 40 45

Metabolic Signaling

Supplemental Figure 1

72 hpf 2D-LC-MS/MS

120 hpf 2D-LC-MS/MS

72 hpf 2D-PAGE

120 hpf 2D-PAGE

number of protein associations

Metabolic signaling pathway analysis.
Number of proteins associated with metabolic signaling pathways as defined by Ingenuity Pathway Analysis. 
Only pathways with five or more proteins associations are shown.
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Gene Ontology classification of proteins identified at 72 hpf from 2D-LC-MS/MS and 2D-PAGE.
(a) molecular function and (b) cellular component.
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Gene Ontology classification of proteins identified at 120 hpf from 2D-LC-MS/MS and 2D-PAGE.
(a) molecular function and (b) cellular component.


