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positive regulation of p38MAPK cascade (G0:1900745)
regulation of p38MAPK cascade (GO:1900744)
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regulation of mitotic cell cycle (GO:0007346)
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response to radiation (G0O:0009314)

response to cytokine (G0O:0034097)

response to drug (G0:0042493)

response to inorganic substance (GO:0010035)
regulation of MAPK cascade (G0O:0043408)

response to biotic stimulus (GO:0009607)

positive regulation of cell death (GO:0010942)
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regulation of cell cycle (GO:0051726)
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response to abiotic stimulus (G0O:0009628)
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regulation of programmed cell death (GO:0043067)
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regulation of apoptotic process (G0O:0042981)
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regulation of cell death (G0:0010941)

defense response (GO:0006952)
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intracellular signal transduction (GO:0035556)

regulation of cell proliferation (GO:0042127)
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multi-organism process (GO:0051704)
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regulation of protein metabolic process (G0O:0051246)
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positive regulation of macromolecule metabolic process (GO:0010604)
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regulation of developmental process (GO:0050793)
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positive regulation of biological process (G0O:0048518)
response to chemical (GO:0042221)

anatomical structure development (GO:0048856)
developmental process (G0O:0032502)

system development (GO:0048731)

multicellular organism development (GO:0007275)

regulation of cellular metabolic process (G0:0031323)
regulation of primary metabolic process (GO:0080090)
regulation of macromolecule metabolic process (GO:0060255)
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response to stimulus (GO:0050896)
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5 0.1+ 51.35 0.00065

5 0.15 + 33.7 0.00515

7 0.57 + 12.27 0.0212

8 0.68 + 11.74 0.00532
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8 0.72 + 11.13 0.00789
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10 1.14 + 8.8 0.00262
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11 1.94 + 5.68 0.0452
14 2.53 + 5.53 0.00273
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18 4.28 + 4.21 0.00263
24 572 + 419 1.8E-05

25 6.05 + 413 1.1E-05
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Analysis Type: PANTHER Overrepresentation Test (

Annotation Version and Release Date: GO Ontology database Released 20
Analyzed List: Client Text Box Input (Rattus norvegi
Reference List: Rattus norvegicus (all genes in datab
Bonferroni correction: TRUE
Bonferroni count: 10689

GO of top 100 genes by fold changes

GO biological process complete Rattus n Client TeClient TeClient Te
positive regulation of adenylate cyclase activity (GO:00 32 5 0.15 +
positive regulation of lyase activity (GO:0051349) 44 5 0.21 +
positive regulation of cyclase activity (GO:0031281) 44 5 0.21 +
positive regulation of cAMP metabolic process (GO:00: 79 7 0.37 +
positive regulation of cAMP biosynthetic process (GO:( 70 6 0.33 +
positive regulation of endothelial cell proliferation (GO:( 72 6 0.34 +
cAMP-mediated signaling (G0O:0019933) 83 6 0.39 +
positive regulation of cyclic nucleotide metabolic proce: 97 7 0.45 +
positive regulation of cyclic nucleotide biosynthetic proc 86 6 04 +
regulation of CAMP metabolic process (GO:0030814) 129 7 0.6 +
positive regulation of purine nucleotide metabolic proce 130 7 0.61 +
positive regulation of nucleotide metabolic process (GC 130 7 0.61 +
positive regulation of epithelial cell proliferation (GO:00 181 9 0.85 +
defense response (GO:0006952) 942 17 441 +
response to stress (G0O:0006950) 2955 35 13.84 +

response to stimulus (GO:0050896) 7990
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2.53 0.00095
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LOC100910275
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