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Fig.S1. Supplemental to Figure 5. Overview of the leaf transcriptome datasets from plants grown for three weeks with different
nitrogen sources. (A) Principal component analysis (PCA) of the transcriptome. (B-D) Differentially expressed genes (DEGs)
between two groups of samples.
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Figure S2. Supplemental to Figure 5. Differentially expressed genes (DEGs) and enrichment
in Gene Ontology (GO) terms in the leaf transcriptome of plants treated with a toxic level of
NH4* versus non-toxic nitrogen sources. (A) Intersection of the DEG sets. The down- and
up-regulated gene sets are indicated by directional arrows above the bar. (B) GO term
enrichment in DEGs induced by ammonium toxicity.
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Figure S3. A neighbour-joining phylogenetic tree of ammonium transporters from N. tabacum, budding
yeast (Saccharomyces cerevisiae), human Rh homologues, E. coli and A. thaliana. The known protein
sequences from the other species were retrieved from the NCBI and used to BLAST the N. tabacum
genome to identify homologues, which were then manually curated
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Figure S4. A neighbour-joining phylogenetic tree of aquaporin from N. tabacum, human and A. thaliana. The known
protein sequences from other species were retrieved from the NCBI and used to BLAST the N. tabacum genome to
identify homologues, which were then manually curated
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Figure S5. The five families of the amino acid transporter superfamily of the APC clan and a heatmap showing the
expression level of the identified homologous genes in the differentially expressed gene (DEG) sets. The APC and the
AAAP families are further divided into three and six subfamilies, respectively. The five GAT (GABA transporter) genes

have been highlighted.




