Supplemental Figure 1

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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Supplemental Figure S2

Gene Ontology classification of proteins identified at 72 hpf from 2D-LC-MS/MS and 2D-PAGE.
(@) molecular function and (b) cellular component.
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Supplemental Figure S3

Gene Ontology classification of proteins identified at 120 hpf from 2D-LC-MS/MS and 2D-PAGE.

(@) molecular function and (b) cellular component.
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