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TABLES:
Table S1. Differential gene expression for UCD522. There were 3,877 genes differentially expressed between L522-24 and L522-72 (1,974 DEGs were up-regulated and 1,903 DEGs were down-regulated), 3,554 genes differentially expressed between I522-24 and I522-72 (1,796 DEGs were up-regulated and 1,758 DEGs were down-regulated), whereas 439 genes were differentially expressed between H522-24 and H522-72 (239 DEGs were up-regulated and 200 DEGs were down-regulated).

Table S2. Differential gene expression for UCD932. Between 24 and 72 hours (L932-24 and L932-72) there were 826 DEGs (447 were up-regulated and 379 were down-regulated). Comparison of I932-24 and I932-72 was 4,615 DEGs (2,332 DEGs were up-regulated and 2,293 were down-regulated). For H932-24 and H932-72 there were a total of 3,020 DEGs (1,535 DEGs were up-regulated and 1,485 were down-regulated).

Table S3. Gene Ontology enrichment analysis was performed with the differentially expressed genes of six comparisons (L522-24 vs L522-72, I522-24 vs I522-72, H522-24 vs H522-72, L932-24 vs L932-72, I932-24 vs I932-72, and H932-24 vs H932-72). DEGs were assigned to one or more GO terms and categorized into 1,770 (L522-24 vs L522-72), 1,800 (I522-24 vs I522-72), 834 (H522-24 vs H522-72), 1,128 (L932-24 vs L932-72), 1,923 (I932-24 vs I932-72), and 1,664 (H932-24 vs H932-72) GO terms in the three main categories (biological process, molecular function, and cellular component).

Table S4. Kyoto Encyclopedia of Genes and Genomes (KEGG) functional annotation between UCD522 and UCD932 yeast strains under three diammonium phosphate treatments.

FIGURES:
Figure S1. Validation of the RNA-seq using qRT-PCR. Relative expression levels of selected genes between the methods were well correlated (r2 = 0.88; P  0.0001).
