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Supplemental Figure Legends

Supplemental Figure 1. Quality control of RNA-Seq data. Visualization of mapped
read distributions along gene body of Atp1b1 across different cell lines. The tracks
shown are on auto scale. Map of exon/intron organization of Atp1b1 gene was shown
on top of individual subpanel (exons were shown as thick rectangles and introns as
lines connecting the exons). The 5’ to 3’ gene direction of mouse and rat was flipped to
match the directions of other species in the figure. Colors indicate animal species:
green, mouse; brown, human; magenta, rat; light blue, opossum; dark blue, pig; red,

dog.
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Supplemental Figure 2. Transcriptome and proteome correlations among NRK-
52E passages. High correlation coefficients were observed among NRK-52E passages
at the proteome (A) and transcriptome (B) level. The protein intensities are log10
transformed and plotted. The TPM values are log2 transformed and plotted. (C)

Correlation between mean NRK-52E transcriptome and proteome.



Supplemental Table 1. Percent expression of native proximal tubule transcripts in cell

lines and native mouse tissues.

Supplemental Table 2. Cell line expression of transcripts corresponding to recognized

genetic diseases of the proximal tubule.

Supplemental Table 3. Quantification of protein expression in NRK-52E cell line and

whole rat kidney tissue.

Supplemental Table 4. Quantification of proximal tubule-specific proteins in NRK-52E

cell line.
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