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TSNE plots showing freshly profiled cells from cold- and warm-dissociated
kidneys coloured by a) library, b) dissociation protocol, ¢) inferred cell type.

aLOH: ascending loop of Henle; CD _IC: intercalated cells of collecting
duct; CD_PC: principal cells of collecting duct; CD_Trans: transitional cells of
collecting duct; CNT: connecting tubule; DCT: distal convoluted tubule;
PT: proximal tubule.
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aLOH: ascending loop of Henle; CD IC: intercalated cells of collecting
duct; CD_PC: principal cells of collecting duct; CD_Trans: transitional
cells of collecting duct; CNT: connecting tubule; DCT:
distal convoluted tubule; PT: proximal tubule.
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Cell type composition of fresh and preserved kidneys. Three
biological replicates are shown per condition. Asterisks denote two-sided

chi-square test p-value < 0.001.

aLOH: ascending loop of Henle; CD_IC: intercalated cells of collecting duct;
CD_PC: principal cells of collecting duct; CD_ Trans: transitional cells
of collecting duct; CNT: connecting tubule; DCT: distal convoluted tubule;

PT: proximal tubule.
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denote two-sided chi-square test p-value < 0.001.
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CD_PC.: principal cells of collecting duct; CD Trans: transitional cells of
collecting duct; CNT: connecting tubule; DCT: distal convoluted tubule.
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BSEQ-sc estimate, % of sample
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BSEQ-sc deconvolution of bulk RNA-seq profiles of cold- and warm-
dissociated kidney single-cell suspensions. Three biological replicates are
shown per condition.

aLOH: ascending loop of Henle; CD_IC: intercalated cells of
collecting duct; CD_PC: principal cells of collecting duct;
CNT: connecting tubule; DCT: distal convoluted tubule; PT: proximal tubule.
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Comparison of nuclei isolation protocols. a) Aggregate gene expression and correlation between protocols. Raw counts
were summed up for nuclei in each sample separately, then normalised to reads per million, averaged across
biological replicates and log2-transformed with a pseudo count of 1 for plotting. Spearman correlation coefficients are
shown. b) Cell type composition of the three nuclei isolation protocols. Three biological replicates are shown per
protocol. Asterisks denote two-sided chi-square test p-value < 0.001. aLOH: ascending loop of Henle; CD_IC_A: type A
intercalated cells of collecting duct; CD_IC_B: type B intercalated cells of collecting duct; CD_PC: principal cells of collecting
duct; CNT: connecting tubule; DCT: distal convoluted tubule; dLOH: descending loop of Henle; PT: proximal tubule.
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Comparison of nuclei isolation protocols. a) Total number of sequenced reads
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Gene expression in bulk RNA-seq libraries
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Comparison of bulk RNA-seq profiles of intact kidneys and cold-
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adding a pseudo count of 1. DEGs identified with FDR < 0.05 and logFC
threshold of 2 using edgeR exact test are indicated.
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aLOH: ascending loop of Henle

CD_IC: intercalated cells of collecting duct
CD_PC: principal cells of collecting duct
CD_Trans: transitional cells

CNT: connecting tubule

DCT: distal convoluted tubule

Fib: fibroblasts

MC: mesangial cells

MPH: macrophages

Neut: neutrophils

Podo: podocytes

PT: proximal tubule

Expression of genes differentially expressed between bulk RNA-seq profiles of
intact and dissociated kidneys in the matching single-cell dataset, Balb/c
female mice. Normalised counts were averaged for each cell type, rows were
scaled for plotting.
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