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Supplemental Figures 1 and 2 
 

 
 
Supplemental Figure 1.  
 
(A) UCSC tracks of all RNA-Seq samples show that elovl2 mRNA, encoding a fatty acid elongase, 
is upregulated in starved fish and returns to levels comparable to the fed group upon re-feeding 
across all replicates. 
(B) Hierarchical clustering of flattened values of log2 fold changes in gene expression in starved 
fish, seen in Figure 3C, alongside log2 fold changes of the same genes when compared across 
the same treatment group. These analyses suggested that the expression of very few genes were 
different in the fed control group across the study. Genes determined to be significantly 
differentially expressed in one or more of the fed control comparisons were removed from further 
analyses (Table S3B). 
(C) Log2 fold changes in gene expression in starved fish at 3dpS when compared to fed fish 
plotted according to their adjusted log10 p-values. 



(D) Log2 fold changes in gene expression in starved fish at 3dpR when compared to fed fish 
plotted according to their adjusted log10 p-values. Very few genes were significantly differentially 
expressed at 3dpR, suggested that refeeding returns many starvation-associated genes to their 
fed levels.  
(E) Metascape analyses of Gene Ontology (GO) terms enriched among genes that are 
significantly differentially expressed at each timepoint, sorted according to upregulation and 
downregulation. 
 
 
  



 

 
 
Supplemental Figure 2.  
 
(A) Hierarchically clustered heatmap of (left) log2 fold changes (Starved/refed vs. Fed control) fish 
shown for the genes under GO term “Lipid metabolic process”. On the right, a heatmap of the 
same genes is shown with their log2 fold changes within the fed control comparisons. None of the 
genes shown in panels A-D were significantly differential in fed control comparisons. Significance 
for the fed control comparisons is defined as either an absolute log2 fold change greater than 1.0 
or a p-value less than 0.05. 
(B) Hierarchically clustered heatmap of (left) log2 fold changes (Starved/refed vs. Fed control) fish 
shown for the genes under GO term “Lipid transport”. Again, although none of the genes in the 



control comparisons shown here were significant, the log2 fold change in columns 1 and 2 
suggests higher expression for some genes (e.g., apoa1a, fads2, pdk2b, syt1b, apoa4b.1) in 
21dpS fed fish relative to the other two timepoints. For these few genes, lower log2 fold changes 
for these genes seen in 21dpS starved fish relative to 21dpS fed fish may be driven by higher 
expression in the 21dpS fed fish, and not necessarily related to their starvation treatment. 
(C) Hierarchically clustered heatmap of (left) log2 fold changes (Starved/refed vs. Fed control) fish 
shown for the genes under GO term “Ribosome”. 
(D) Hierarchically clustered heatmap of (left) log2 fold changes (Starved/refed vs. Fed control) fish 
shown for the genes under GO term “Ribosome large subunit biogenesis”. 
 


