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(GO Biological Process bositive regulation of angiogenesis 20 | 9018408 38702561 3 4820 30| 239% | 110 [+72228] 31077 15[ 61| 094%
response to glucocorticoid stimulus 22 | 12405761 483991 el 5 5a7¢ 48| 3829% | 147 [ 900558 21941 25| 144 | 156%
response to corticosteroid stimulus 27 [ 1186801 37726981 5 3399 48| 382% | 189 | 105883 20786 25| 152 1.56%
response to nutrient 29 | 1:35212¢- 4-°°‘§§' 20415 64| 5.10%| 61 6-‘@03' 21731 ag| 221 238%
response to reactive oxygen species a1 [167031e 462482 ¢l 29008 32| 2.55%| 184 | 150732 ol 2ar7s 19| 101] 1.19%
regulation of angiogenesis 32301470 g’ 8.08599 g’ 25566 38| 3.03% | 154 9'386543' 2.3696 21| 12| 131%
response to oxidative stress 35 4.%'52%7?2523— 21817 50| 3.98%| 99 3-‘73?63' 2.0758 34| 207 | 2.13%
hepaticobiliary system development 40 122537%‘ 262605 &l 24000 38| 3.03%| 205 | 196628 o 24415 17| 88| 1.06%
liver development a4 | 1548496 3020671 5 4478 a7 295%| 250 | 348927 23513 16| 86| 1.00%
response to estradiol stimulus 6o [ 1847441229806 5 1843 36| 287% | 78|162816¢ 26004 22| 103| 138%
The test set of 1,256 genomic regions picked 1,600 genes (8%) of all 20,221 genes.
GO Biological Process has 8,583 terms covering 15,210 (75%) of all 20,221 genes. 8,583 ontology terms were tested (100%) Using an annotation count range of (1, infJ.
[GREAT version 2.0.2
[Species assembly : mm9
|Association rule: Basal+extension : 5000 bp upstream, 1000 bp downstream, 1000000 bp max extension, curated regulatory domains included
Ontology # Term Name Binom|Binom Raw [Binom FDR [Binom Fold|Binom [Binom |Hyper|Hyper FDR [Hyper Fold |Hyper Hyper |Hyper
Rank |P-Value Q-Val Enri Observed|Region |Rank (Q-Val Enrichment|Observed|Total |Gene Set
Region  |Set Gene Genes|Coverage
Hits C g Hits
GO Biological Process response to oxidative stress 11.01315e-10 | 8.69585e-7 3.0560 45 5.58% 32 | 3.08968e-4 2.5311 32| 207 2.59%
response to reactive oxygen species 2| 3.96972e-10 | 1.70361e-6 4.1041 29 3.59% 98 | 3.19510e-3 2.9180 18| 101 1.46%
response to hydrogen peroxide 7| 8.01526e-8 | 9.82785e-5 3.8449 23 2.85% | 228 |2.12587e-2 2.8380 13 75 1.05%
positive regulation of angiogenesis 9| 3.59556e-7 | 3.42896e-4 3.7936 21 2.60% | 184 |1.27574e-2 3.2210 12 61 0.97%
response to inorganic substance 12| 6.62364e-7 | 4.73756e-4 2.1094 52 6.44% | 209 | 1.58207e-2 1.8193 36| 324 2.91%
regulation of angiogenesis 13| 7.73179e-7 | 5.10476e-4 29319 28 3.47% | 152 | 8.28756e-3 2.6314 18| 112 1.46%
cytokine production 14| 1.12752e-6 | 6.91253e-4 3.8267 19 2.35% | 229 |2.18568e-2 2.9770 12 66 0.97%
glutathione metabolic process 19| 3.63045e-6 | 1.64001e-3 7.7470 9| 1.12% | 249|2.84190e-2 3.8525 8 34| 0.65%
response to estradiol stimulus 34| 1.46229e-5 | 3.69142e-3 2.5498 27 3.35% | 154 | 8.88330e-3 2.7024 17| 103 1.38%
to nutrient 41| 2.25081e-5 | 4.71189e-3 2.0355 41 5.08% 63 | 1.76857e-3 2.2967 31| 221 2.51%
The test set of 807 genomic regions picked 1,235 genes (6%) of all 20,221 genes.
GO Biological Process has 8,583 terms covering 15,210 (75%) of all 20,221 genes. |8,583 ontology terms were tested (100%) using an annotation count range of [1, Inf].
(GREAT version 2.0.2
Species assembly: mm9
Association rule: Basal+extension: 5000 bp upstream, 1000 bp downstream, 1000000 bp max extension, curated regulatory domains included
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GO Biological Process

No results meet your chosen criteria.

The test set of 449 genomic regions picked 494 genes (2%) of all 20,221 genes.

GO Biological Process has 8,583 terms covering 15,210 (75%) of all 20,221 genes.

|8,583 ontology terms were tested (100%) using an annotation count range of [1, Inf].

[GREAT version 2.0.2

Species assembly - mm9

|Association rule: Basal+extension : 5000 bp upstream, 1000 bp downstream, 1000000 bp max extension, curated regulatory domains included




