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All CpGs (FDR<0.05)
All CpGs (p<0.001)

promoters (p<0.001)

133 (103 genes)
1519 (1330 genes)
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190 (119 genes)
1486 (1214 genes)

476 (434 genes)
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Hypo-methylated promoters (460 genes)

(0:0016051: carbohydrate biosynthetic process

GO:0071356: cellular response to tumor necrosis factor

G0:0006636: unsaturated fatty acid biosynthetic process
(0:0046627: negative regulation of insulin receptor signaling pathway
GO:0007517: muscle organ development

G0:0045161: neuronal ion channel clustering

(0:0010765: positive regulation of sodium ion transport
R-MMU-8873719: RAB geranylgeranylation

(G0:1990823: response to leukemia inhibitory factor

GO:0051764: actin crosslink formation

GO:0006471: protein ADP-ribosylation

(G0:0003014: renal system process

R-MMU-8978868: Fatty acid metabolism

R-MMU-209776: Amine-derived hormones

(0:0006688: glycosphingolipid biosynthetic pracess

GO:0040014: regulation of multicellular organism growth
G0:0030111: regulation of Wnt signaling pathway

(0:0006022: aminoglycan metabolic process

R-MMU-8856825: Cargo recognition for clathrin-mediated endocytosis
G0:0030029: actin filament-based process
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K-mer sig. 1.74
e-value: 0.018

K-mer sig. 1.81
e-value: 0.015

K-mer sig. 1.60
e-value: 0.025
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Hyper-methylated promoters (434 genes)
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Jog10(p)
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(G0:0071875: adrenergic receptor signaling pathway
(G0:0002028: regulation of sodium ion transport
(G0:0010959: regulation of metal ion transport
(G0:1901136: carbohydrate derivative catabolic process
R-MMU-382551; Transport of small molecules
(G0:0009725: response to hormone

(G0:0060349: bene morphogenesis

G0:0003016: respiratory system process
(G0:0061061: muscle structure development
k005134: Legionellosis

G0:0007096: regulation of exit from mitosis
(G0:0010171: body morphogenesis

R-MMU-6807004: Negative regulation of MET activity
G0:0045661: regulation of myoblast differentiation
(G0:0051100: negative regulation of binding
R-MMU-422356: Regulation of insulin secretion
(G0:0009611: response to wounding

(G0:0071496: cellular response to external stimulus

GO:0061178: regulation of insulin secretion involved in cellular response to glucose stimulus

R-MMU-2022090: Assembly of collagen fibrils and other multimeric structures



