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Genome-wide analysis of epigenetics involved in progression of overt diabetic
nephropathy
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The metabolic syndrome is characterized by abdominal obesity, dyslipidemia,
hypertension and hyperglycemia. The strength of hyperglycemia condition and a period are conserved in
cells by epigenetic changes as “ metabolic memory” . In this study, metabolic syndrome model rats were
fed on a standard diet for one year three months and the epigenetic changes which induce kidney disease
were analyzed by genome-wide DNA methylation states in glomerular vascular endothelial cells. As a
result, about 2,000 genes, which decreased DNA methylation at gene promoters by metabolic syndrome, were
found as a candidate. This screen revealed 11 genes that were concerned with an inflammation and 6 genes
that were concerned formation of angiogenetic and glomerular vascular endothelial cells.
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Table 1. §5 FOEE, ME. MEES ELFIVHYE

(SHR-cp) (SHR) (WKY)
866+ 11.6 475.4% 15.4 502+ 14.7
Systolic blood pressure (mmHg) 184+ 5 191+ 7 140+ 4
Blood Glucose (ma/dL) 13317 1374 10 159£5
Insulin (ng/mL) 16929 84+22 3713
i (ma/dl) 2089+ 473 491+ 95 533+ 6.5
F inuria (mg/day) 147+ 6 66+ 9 42+ 10
|Albuminuria (mg/day) 542107 23519 39+09
Kidney (g) 3.80+0.14 3.92+0.27 3.83+0.08
Liver (g) It 14+ 09 16,1+ 1.1
Fat Mass (g) 1274255 21,5+ 5.1 261+ 1.6
Fat Mass (% 144+29 4.47+0.89 518+0.23
Enteric_fat (g) 7.861 0,52 4,55+ 063 4,18+ 043
Visceral fat (g) 655186 6,80+ 1.41 924+058 |
fat (g) 536+ 211 104+ 29 127413
CD31(+) (cell 50,000t 9,899 208,600+ 30,120 7

1 107,060+ 25,069
Data are expressed as mean =SEM.
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