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Supplemental Figure 1: Protein differences in the time course dataset.

Supplemental Table 1: Proteins quantified in the end-point TMT6 dataset. 

Supplemental Table 2: Proteins quantified in the time course TMTpro16 dataset.

Supplemental Table 3: Peptides quantified in end-point TMT6-plex dataset. 

Supplemental Table 4: Peptides quantified in the time course TMT16pro dataset. 

Supplemental Table 5: Expanded gene ontology classifications for differentially abundant 

proteins. 

Supplemental Table 6: Expanded KEGG pathway classifications for differentially 

abundant proteins. 
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Supplemental Figure 1:

Supplemental Figure 1: Protein differences in the time course dataset. A) Volcano plot 
illustrating the log10T2-statistic plotted against the log2 values the fold changes of Day7/Day0. 
Highlighted on the volcano plot are six of the most altered proteins resulting from retinoic acid 
treatment. These are the same proteins that are highlighted in Figure 2 and Figure 3. Gene 
ontology classifications for B) up-regulated (n=345) and C) down-regulated (n=202) 
differentially abundant proteins as determined from the T2-statistic and fold change in panel A).


