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S1. Heat maps for differentially regulated genes (DEGs) from sham male (Sham M) mice compared to sham
female (Sham F) mice. A) Heat map for proximal tubular DEGs (1,800 genes). B) Heat map for endothelial cell
DEGs (418 genes). Hierarchical clustering of genes indicated at left of each heatmap, and z-score indicated by color;

n=3 per group except for sham female endothelial cells (n=2).
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S2. Heat map for 488 differentially regulated genes (DEGS) in IRI female mice (IRl F) compared to
sham female mice (Sham F) for proximal tubular cells. Hierarchical clustering of genes indicated at left

of each heatmap, and z-score indicated by color; n=3 per group.
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S3. Heat map for 56 differentially regulated genes (DEGS) in endothelial cells from IRI female mice (IRl F)
compared to sham female mice (Sham F). Hierarchical clustering of genes indicated at left of each heatmap,

and z-score indicated by color; n=3 per group except for sham female endothelial cells (n=2).
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S4. Heat maps for differentially regulated genes (DEGS) in IRl male mice (IRl M) compared to IRI female
mice (IR1 F). A) Heat map for proximal tubular cell DEGs (4,557 genes). B) Heat map for endothelial cell DEGs
(992 genes). Hierarchical clustering of genes indicated at left of each heatmap, and z-score indicated by color;

n=3 per group except for sham female endothelial cells (n=2).
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Sham M. vs F proximal tubules (upregulated)

G0:0043252~sodium-independent organic anion transport- 1(8)
G0:0002376~immune system process- 1 (26)
GO0:0055114~oxidation-reduction process- 1(36)
G0:0006955~immune response- 1 (20)
G0:0048661~positive regulation of smooth muscle cell proliferation- 1(10)
G0:0030206~chondroitin sulfate biosynthetic process- 1(5)
G0:0006954~inflammatory response- 1(21)
G0:0006629~lipid metabolic process+ 1(25)
GO0:0070301~cellular response to hydrogen peroxide 1(8)
GO0:0035458~cellular response to interferon-beta- 1(7)
GO0:0043065~positive regulation of apoptotic process- 1 (20)
GO0:0051918~negative regulation of fibrinolysis- 1(4)
G0:0048146~positive regulation of fibroblast proliferation ] (8)
G0:0016051~carbohydrate biosynthetic process ] (4)
G0:0016525~negative regulation of angiogenesis{] (8)
G0:0030154~cell differentiation ] (33)
G0:0060348~bone development{ (7)
G0:0031100~0rgan regeneration -l (7)
G0:0032757~positive regulation of interleukin-8 production{———————— (5)
G0:0009615~response to virus-—ll (8)
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Sham M vs F proximal tubules (downregulated)

B sham male vs female Proximal tubules
downregulated

G0:0006641~triglyceride metabolic process- 1(6)
G0:0042632~cholesterol homeostasis-+ 1(7)
G0:0055085~transmembrane transport- 1(16)
G0:0006814~sodium ion transport- 1(9)
G0:0006631~fatty acid metabolic process- 1(10)
GO:0055114~oxidation-reduction process- 1(23)
G0:0006629~lipid metabolic processH 1(18)
GO:0006810~transport- 1 (45)
G0:0008152~metabolic process 1(17)
G0:0044130~negative regulation of growth of symbiont in host+ 1(4)
G0:0042178~xenobiotic catabolic process 1(3)
G0:0006749~glutathione metabolic process- 1(5)
G0:0007155~cell adhesion 1(16)
G0:0010873~positive regulation of cholesterol esterification- 1(3)
G0:0006544~glycine metabolic process+ 1(3)
G0:0030509~BMP signaling pathway{F————_2Z1 (6)
G0:0006637~acyl-CoA metabolic process -l (4)
G0:0042157~lipoprotein metabolic process ] (4)
GO0:0050830~defense response to Gram-positive bacterium ] (6)
G0:0006811~ion transport—— ] (17)
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S5. Gene ontology (GO) analysis for upregulated and downregulated differentially regulated genes (DEGS) in
proximal tubular cells from sham male mice compared to sham female mice. A) Top 20 GO codes for
upregulated genes from males ranked according to level of significance, with number of genes in each term in
parentheses. B) Top 20 GO codes for downregulated genes from males ranked according to level of significance,

with number of genes in each term in parentheses.
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Sham M vs F endothelial cells (upregulated)

G0:0052696~flavonoid glucuronidation 1(6)
G0:0009813~flavonoid biosynthetic process 4 1(6)
G0:0019886~antigen process-present of peptide antigen via MHC class |11 1 (5)
GO0:0055114~oxidation-reduction process - 1 (19)
GO0:0043252~sodium-independent organic anion transport- 1 (5)
G0:0051085~chaperone mediated protein folding requiring cofactor 1(4)
G0:0008206~bile acid metabolic process Tl (4)
G0:0019882~antigen processing and presentation ] (5)
GO0:0002504~antigen proces-present polysac. antigen via MHC class | (3)
G0:0002376~immune system process 1 (10)
GO0:0006955~immune response J] (8)
G0:0071398~cellular response to fatty acid J— (3)
G0:0016064~immunoglobulin mediated immune response J— (3)
G0:0043171~peptide catabolic process T (3)
G0:0006629~lipid metabolic process {El (10)
G0:0008152~metabolic process {1 (10)
G0:0021766~hippocampus development T (4)
G0:0009826~unidimensional cell growth T (2)
G0:0005975~carbohydrate metabolic process T (6)
G0:0033574~response to testosterone Jm (3)
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Sham M vs F endothelial cells (downregulated)

B
G0:0043252~sodium-independent organic anion transport- 1 (5)
G0:0055114~oxidation-reduction process - 1(12)
G0:0006631~fatty acid metabolic process - 1(6)
G0:0006629~lipid metabolic process 4 1(9)
G0:0055085~transmembrane transport - 1(8)
GO:0006749~glutathione metabolic process 1(4)

GO:0006636~unsaturated fatty acid biosynthetic process ] (3)
G0:0006633~fatty acid biosynthetic process T (4)
G0:0008152~metabolic process -l (8)
G0:0006641~triglyceride metabolic process e (3)
G0:0010815~bradykinin catabolic process J——— (2)
GO0:0060315~neg. regul. of ryanodine-sensitive calcium-rel. chan. activity ] (2)
G0:0042178~xenobiotic catabolic process j——— (2)
G0:0019367~fatty acid elongation, saturated fatty acid f—————x (2)
GO0:0034626~fatty acid elongation, polyunsaturated fatty acid {————m (2)
G0:0034625~fatty acid elongation, monounsaturated fatty acid {] (2)
G0:0042632~cholesterol homeostasis = (3)
GO0:0060316~pos. reg. of ryanodine-sensitive calcium-rel. channel activity T (2)
G0:0097105~presynaptic membrane assembly T (2)
G0:0055091~phospholipid homeostasis 4 1 (2) .

Q v v ©
-log10 (P)

S6. Gene ontology (GO) analysis for upregulated and downregulated differentially regulated genes
(DEGsS) in endothelial cells from sham male mice compared to sham female mice. A) Top 20 GO codes for
upregulated genes from males ranked according to level of significance, with number of genes in each term in
parentheses. B) Top 20 GO codes for downregulated genes from males ranked according to level of

significance, with number of genes in each term in parentheses.
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P450 drug/xenobiotic metabolism pathway
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S7. Heat map showing upregulated genes related to the P450 drug/xenobiotic metabolism
pathway in sham female proximal tubular cells (Sham F) compared to sham male (Sham M);
Differentially regulated genes (DEGS) (16 genes). Hierarchical clustering of genes indicated at left of

each heatmap, and z-score indicated by color; n=3 per group.
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