Additional File 1 - Functional analysis of genes differentially expressed in ovaries during 24 hr fadrozole exposure.
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GO:0002009 morphogenesis of an epithelium 4 36 0.011272716 1.995271

GO:0006486 protein amino acid glycosylation 5 73 0.028619456 2.532822

GO:0009101 glycoprotein biosynthesis 5 76 0.032963595 1.944852

GO:0043413 biopolymer glycosylation 5 77 0.034497969 1.526535

GO:0009792 embryonic development (sensu Metazoa) 6 112 0.046081657 1.631291

GO:0009100 glycoprotein metabolism 5 84 0.046471249 1.370902
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GO:0007369 gastrulation 3 38 0.007701205 0.89334

GO:0006260 DNA replication 5 124 0.009131906 0.529651

GO:0044262 cellular carbohydrate metabolism 6 197 0.015551806 0.601336

GO:0005975 carbohydrate metabolism 8 331 0.019415419 0.563047

GO:0006813 potassium ion transport 4 102 0.021039643 0.48812

GO:0009059 macromolecule biosynthesis 8 341 0.022654754 0.437992

GO:0006007 glucose catabolism 3 60 0.024532451 0.406538

GO:0019320 hexose catabolism 3 61 0.025557505 0.370584

GO:0046365 monosaccharide catabolism 3 61 0.025557505 0.329408

GO:0048522 positive regulation of cellular process 5 163 0.025783865 0.299093

GO:0046164 alcohol catabolism 3 62 0.026605351 0.280566

GO:0007582 physiological process 83 7279 0.028478151 0.275289

GO:0015980 energy derivation by oxidation of organic compounds 4 117 0.032177954 0.287126

GO:0006839 mitochondrial transport 3 68 0.033369183 0.276488

GO:0048518 positive regulation of biological process 5 178 0.035418481 0.273903

GO:0006006 glucose metabolism 3 70 0.035804224 0.259581

GO:0006486 protein amino acid glycosylation 3 73 0.039624092 0.270376

GO:0006936 muscle contraction 3 75 0.042281217 0.272479

GO:0006412 protein biosynthesis 9 459 0.042767516 0.261107

GO:0009101 glycoprotein biosynthesis 3 76 0.043642658 0.253127

GO:0016052 carbohydrate catabolism 3 76 0.043642658 0.241074

GO:0044275 cellular carbohydrate catabolism 3 76 0.043642658 0.230116

GO:0043413 biopolymer glycosylation 3 77 0.045025881 0.227087

GO:0009987 cellular process 91 8256 0.046445171 0.224485
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GO:0007565 pregnancy 4 10 0.009 3.642

GO:0051706 physiological interaction between organisms 4 10 0.009 1.821

GO:0009068 aspartate family amino acid catabolism 3 5 0.010 1.439

GO:0001503 ossification 7 34 0.012 1.232

GO:0001558 regulation of cell growth 9 52 0.012 0.996

GO:0031214 biomineral formation 7 36 0.015 1.059

GO:0042219 amino acid derivative catabolism 3 7 0.020 1.204

GO:0050768 negative regulation of neurogenesis 3 7 0.020 1.054

GO:0009888 tissue development 16 133 0.021 0.992

GO:0046849 bone remodeling 7 39 0.022 0.901

GO:0048771 tissue remodeling 7 39 0.022 0.819

GO:0001501 skeletal development 12 92 0.026 0.912

GO:0006916 anti-apoptosis 7 41 0.027 0.858

GO:0030154 cell differentiation 35 372 0.029 0.860

GO:0009165 nucleotide biosynthesis 15 127 0.029 0.802

GO:0006865 amino acid transport 7 42 0.030 0.771

GO:0001649 osteoblast differentiation 5 24 0.031 0.747

GO:0000902 cellular morphogenesis 18 165 0.034 0.780

GO:0009262 deoxyribonucleotide metabolism 3 9 0.034 0.742

GO:0009451 RNA modification 3 9 0.034 0.705

GO:0007275 development 99 1250 0.036 0.711

GO:0006164 purine nucleotide biosynthesis 11 86 0.036 0.687

GO:0048609 reproductive organismal physiological process 4 17 0.037 0.672

GO:0043066 negative regulation of apoptosis 8 55 0.039 0.676

GO:0006163 purine nucleotide metabolism 11 88 0.041 0.687

GO:0048477 oogenesis 3 10 0.042 0.673

GO:0050876 reproductive physiological process 4 18 0.043 0.667

GO:0009141 nucleoside triphosphate metabolism 9 67 0.044 0.649

GO:0050789 regulation of biological process 160 2135 0.044 0.632

GO:0009152 purine ribonucleotide biosynthesis 10 78 0.044 0.612

GO:0043069 negative regulation of programmed cell death 8 57 0.046 0.614

GO:0051188 cofactor biosynthesis 12 101 0.046 0.595

GO:0040008 regulation of growth 9 68 0.047 0.591

GO:0015837 amine transport 7 47 0.047 0.576

GO:0050791 regulation of physiological process 143 1898 0.049 0.585
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GO:0043066 negative regulation of apoptosis 7 55 0.002 0.734

GO:0006916 anti-apoptosis 6 41 0.003 0.396

GO:0009165 nucleotide biosynthesis 11 127 0.003 0.293

GO:0043069 negative regulation of programmed cell death 7 57 0.003 0.220

GO:0009152 purine ribonucleotide biosynthesis 8 78 0.004 0.252

GO:0009150 purine ribonucleotide metabolism 8 80 0.005 0.241

GO:0009260 ribonucleotide biosynthesis 8 82 0.006 0.237

GO:0050789 regulation of biological process 86 2135 0.006 0.222

GO:0007565 pregnancy 3 10 0.006 0.202

GO:0051706 physiological interaction between organisms 3 10 0.006 0.182

GO:0009259 ribonucleotide metabolism 8 84 0.006 0.172

GO:0009141 nucleoside triphosphate metabolism 7 67 0.007 0.165

GO:0009117 nucleotide metabolism 12 164 0.007 0.157

GO:0006164 purine nucleotide biosynthesis 8 86 0.007 0.153

GO:0050794 regulation of cellular process 80 1982 0.008 0.155

GO:0006163 purine nucleotide metabolism 8 88 0.008 0.152

GO:0006366 transcription from RNA polymerase II promoter 14 215 0.009 0.164

GO:0050791 regulation of physiological process 76 1898 0.012 0.190

GO:0007165 signal transduction 64 1562 0.013 0.207

GO:0009145 purine nucleoside triphosphate biosynthesis 6 61 0.015 0.224

GO:0009201 ribonucleoside triphosphate biosynthesis 6 61 0.015 0.213

GO:0009206 purine ribonucleoside triphosphate biosynthesis 6 61 0.015 0.203

GO:0009142 nucleoside triphosphate biosynthesis 6 62 0.016 0.208

GO:0007156 homophilic cell adhesion 6 64 0.019 0.227

GO:0009144 purine nucleoside triphosphate metabolism 6 65 0.020 0.232

GO:0009199 ribonucleoside triphosphate metabolism 6 65 0.020 0.224

GO:0009205 purine ribonucleoside triphosphate metabolism 6 65 0.020 0.215

GO:0007187 G-protein signaling, coupled to cyclic nucleotide second messenger 4 31 0.020 0.213

GO:0048609 reproductive organismal physiological process 3 17 0.021 0.214

GO:0009116 nucleoside metabolism 3 18 0.024 0.236

GO:0050876 reproductive physiological process 3 18 0.024 0.228

GO:0015985 energy coupled proton transport, down electrochemical gradient 5 50 0.024 0.224

GO:0015986 ATP synthesis coupled proton transport 5 50 0.024 0.218

GO:0051244 regulation of cellular physiological process 72 1854 0.026 0.228

GO:0016337 cell-cell adhesion 9 132 0.027 0.223

GO:0006898 receptor mediated endocytosis 3 19 0.027 0.222

GO:0009123 nucleoside monophosphate metabolism 3 19 0.027 0.216

GO:0009124 nucleoside monophosphate biosynthesis 3 19 0.027 0.211

GO:0006753 nucleoside phosphate metabolism 5 52 0.028 0.211

GO:0006754 ATP biosynthesis 5 52 0.028 0.206

GO:0006119 oxidative phosphorylation 6 71 0.028 0.202

GO:0051704 interaction between organisms 3 20 0.031 0.214

GO:0008283 cell proliferation 12 205 0.031 0.214

GO:0042981 regulation of apoptosis 10 160 0.033 0.219

GO:0001764 neuron migration 3 21 0.034 0.224

GO:0046034 ATP metabolism 5 56 0.036 0.231

GO:0043067 regulation of programmed cell death 10 164 0.038 0.235

GO:0006915 apoptosis 14 260 0.038 0.231

GO:0006220 pyrimidine nucleotide metabolism 3 22 0.038 0.229

GO:0007188 G-protein signaling, coupled to cAMP nucleotide second messenger 3 22 0.038 0.224

GO:0007275 development 50 1250 0.040 0.232

GO:0007154 cell communication 65 1692 0.042 0.236

GO:0042692 muscle cell differentiation 3 23 0.042 0.234

GO:0007242 intracellular signaling cascade 32 744 0.043 0.233

GO:0012501 programmed cell death 14 266 0.044 0.235

GO:0051188 cofactor biosynthesis 7 101 0.044 0.233

GO:0007166 cell surface receptor linked signal transduction 28 640 0.047 0.244

GO:0006605 protein targeting 9 148 0.048 0.242
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GO:0007565 pregnancy 4 10 0.009 3.642

GO:0051706 physiological interaction between organisms 4 10 0.009 1.821

GO:0009068 aspartate family amino acid catabolism 3 5 0.010 1.439

GO:0001503 ossification 7 34 0.012 1.232

GO:0001558 regulation of cell growth 9 52 0.012 0.996

GO:0031214 biomineral formation 7 36 0.015 1.059

GO:0042219 amino acid derivative catabolism 3 7 0.020 1.204

GO:0050768 negative regulation of neurogenesis 3 7 0.020 1.054

GO:0009888 tissue development 16 133 0.021 0.992

GO:0046849 bone remodeling 7 39 0.022 0.901

GO:0048771 tissue remodeling 7 39 0.022 0.819

GO:0001501 skeletal development 12 92 0.026 0.912

GO:0006916 anti-apoptosis 7 41 0.027 0.858

GO:0030154 cell differentiation 35 372 0.029 0.860

GO:0009165 nucleotide biosynthesis 15 127 0.029 0.802

GO:0006865 amino acid transport 7 42 0.030 0.771

GO:0001649 osteoblast differentiation 5 24 0.031 0.747

GO:0000902 cellular morphogenesis 18 165 0.034 0.780

GO:0009262 deoxyribonucleotide metabolism 3 9 0.034 0.742

GO:0009451 RNA modification 3 9 0.034 0.705

GO:0007275 development 99 1250 0.036 0.711

GO:0006164 purine nucleotide biosynthesis 11 86 0.036 0.687

GO:0048609 reproductive organismal physiological process 4 17 0.037 0.672

GO:0043066 negative regulation of apoptosis 8 55 0.039 0.676

GO:0006163 purine nucleotide metabolism 11 88 0.041 0.687

GO:0048477 oogenesis 3 10 0.042 0.673

GO:0050876 reproductive physiological process 4 18 0.043 0.667

GO:0009141 nucleoside triphosphate metabolism 9 67 0.044 0.649

GO:0050789 regulation of biological process 160 2135 0.044 0.632

GO:0009152 purine ribonucleotide biosynthesis 10 78 0.044 0.612

GO:0043069 negative regulation of programmed cell death 8 57 0.046 0.614

GO:0051188 cofactor biosynthesis 12 101 0.046 0.595

GO:0040008 regulation of growth 9 68 0.047 0.591

GO:0015837 amine transport 7 47 0.047 0.576

GO:0050791 regulation of physiological process 143 1898 0.049 0.585
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GO:0043066 negative regulation of apoptosis 7 55 0.002 0.734

GO:0006916 anti-apoptosis 6 41 0.003 0.396

GO:0009165 nucleotide biosynthesis 11 127 0.003 0.293

GO:0043069 negative regulation of programmed cell death 7 57 0.003 0.220

GO:0009152 purine ribonucleotide biosynthesis 8 78 0.004 0.252

GO:0009150 purine ribonucleotide metabolism 8 80 0.005 0.241

GO:0009260 ribonucleotide biosynthesis 8 82 0.006 0.237

GO:0050789 regulation of biological process 86 2135 0.006 0.222

GO:0007565 pregnancy 3 10 0.006 0.202

GO:0051706 physiological interaction between organisms 3 10 0.006 0.182

GO:0009259 ribonucleotide metabolism 8 84 0.006 0.172

GO:0009141 nucleoside triphosphate metabolism 7 67 0.007 0.165

GO:0009117 nucleotide metabolism 12 164 0.007 0.157

GO:0006164 purine nucleotide biosynthesis 8 86 0.007 0.153

GO:0050794 regulation of cellular process 80 1982 0.008 0.155

GO:0006163 purine nucleotide metabolism 8 88 0.008 0.152

GO:0006366 transcription from RNA polymerase II promoter 14 215 0.009 0.164

GO:0050791 regulation of physiological process 76 1898 0.012 0.190

GO:0007165 signal transduction 64 1562 0.013 0.207

GO:0009145 purine nucleoside triphosphate biosynthesis 6 61 0.015 0.224

GO:0009201 ribonucleoside triphosphate biosynthesis 6 61 0.015 0.213

GO:0009206 purine ribonucleoside triphosphate biosynthesis 6 61 0.015 0.203

GO:0009142 nucleoside triphosphate biosynthesis 6 62 0.016 0.208

GO:0007156 homophilic cell adhesion 6 64 0.019 0.227

GO:0009144 purine nucleoside triphosphate metabolism 6 65 0.020 0.232

GO:0009199 ribonucleoside triphosphate metabolism 6 65 0.020 0.224

GO:0009205 purine ribonucleoside triphosphate metabolism 6 65 0.020 0.215

GO:0007187 G-protein signaling, coupled to cyclic nucleotide second messenger 4 31 0.020 0.213

GO:0048609 reproductive organismal physiological process 3 17 0.021 0.214

GO:0009116 nucleoside metabolism 3 18 0.024 0.236

GO:0050876 reproductive physiological process 3 18 0.024 0.228

GO:0015985 energy coupled proton transport, down electrochemical gradient 5 50 0.024 0.224

GO:0015986 ATP synthesis coupled proton transport 5 50 0.024 0.218

GO:0051244 regulation of cellular physiological process 72 1854 0.026 0.228

GO:0016337 cell-cell adhesion 9 132 0.027 0.223

GO:0006898 receptor mediated endocytosis 3 19 0.027 0.222

GO:0009123 nucleoside monophosphate metabolism 3 19 0.027 0.216

GO:0009124 nucleoside monophosphate biosynthesis 3 19 0.027 0.211

GO:0006753 nucleoside phosphate metabolism 5 52 0.028 0.211

GO:0006754 ATP biosynthesis 5 52 0.028 0.206

GO:0006119 oxidative phosphorylation 6 71 0.028 0.202

GO:0051704 interaction between organisms 3 20 0.031 0.214

GO:0008283 cell proliferation 12 205 0.031 0.214

GO:0042981 regulation of apoptosis 10 160 0.033 0.219

GO:0001764 neuron migration 3 21 0.034 0.224

GO:0046034 ATP metabolism 5 56 0.036 0.231

GO:0043067 regulation of programmed cell death 10 164 0.038 0.235

GO:0006915 apoptosis 14 260 0.038 0.231

GO:0006220 pyrimidine nucleotide metabolism 3 22 0.038 0.229

GO:0007188 G-protein signaling, coupled to cAMP nucleotide second messenger 3 22 0.038 0.224

GO:0007275 development 50 1250 0.040 0.232

GO:0007154 cell communication 65 1692 0.042 0.236
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GO:0007242 intracellular signaling cascade 32 744 0.043 0.233
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