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GO:0080090   regulation of primary metabolic process GO:0007423   sensory organ development GO:0009892   negative regulation of metabolic process GO:0008083   growth factor activity GO:0000236   mitotic prometaphase GO:0048705   skeletal system morphogenesis GO:0060341   regulation of cellular localization GO:0044246   regulation of multicellular organismal metabolic process GO:0003018   vascular process in circulatory system GO:0005112   Notch binding GO:0001822   kidney development GO:0044057   regulation of system process GO:0000132   establishment of mitotic spindle orientation GO:0021871   forebrain regionalization GO:0051294   establishment of spindle orientation GO:0030324   lung development GO:0030323   respiratory tube development GO:0034453   microtubule anchoring GO:0035150   regulation of tube size GO:0007292   female gamete generation GO:0006694   steroid biosynthetic process GO:0006936   muscle contraction GO:0006915   apoptotic process GO:0051402   neuron apoptotic process GO:0030182   neuron differentiation GO:0042813   Wnt−activated receptor activity GO:0033612   receptor serine/threonine kinase binding GO:0042745   circadian sleep/wake cycle GO:0003401   axis elongation GO:0042755   eating behavior GO:0006259   DNA metabolic process GO:0031323   regulation of cellular metabolic process GO:0009952   anterior/posterior pattern specification GO:0033273   response to vitamin GO:0033043   regulation of organelle organization GO:0034645   cellular macromolecule biosynthetic process GO:0001501   skeletal system development GO:0070851   growth factor receptor binding GO:0003713   transcription coactivator activity GO:0005125   cytokine activity GO:0006996   organelle organization GO:0005179   hormone activity GO:0045768   positive regulation of anti−apoptosis GO:0032774   RNA biosynthetic process GO:0006887   exocytosis GO:0042127   regulation of cell proliferation GO:0071824   protein−DNA complex subunit organization GO:0019902   phosphatase binding GO:0002274   myeloid leukocyte activation GO:0007016   cytoskeletal anchoring at plasma membrane GO:0005070   SH3/SH2 adaptor activity GO:0042113   B cell activation GO:0002444   myeloid leukocyte mediated immunity GO:0030971   receptor tyrosine kinase binding GO:0042169   SH2 domain binding GO:0005158   insulin receptor binding GO:0046486   glycerolipid metabolic process GO:0045296   cadherin binding GO:0002764   immune response−regulating signaling pathway GO:0043303   mast cell degranulation GO:0042809   vitamin D receptor binding GO:0048524   positive regulation of viral reproduction GO:0009966   regulation of signal transduction GO:0016070   RNA metabolic process GO:0051094   positive regulation of developmental process GO:0006405   RNA export from nucleus GO:0051726   regulation of cell cycle GO:0007399   nervous system development GO:0005126   cytokine receptor binding GO:2000026   regulation of multicellular organismal development GO:0031670   cellular response to nutrient GO:0050657   nucleic acid transport GO:0007067   mitosis GO:0000279   M phase GO:0051171   regulation of nitrogen compound metabolic process GO:0060255   regulation of macromolecule metabolic process GO:0001658   branching involved in ureteric bud morphogenesis GO:0072359   circulatory system development GO:0051427   hormone receptor binding GO:0035270   endocrine system development GO:0048545   response to steroid hormone stimulus GO:0001649   osteoblast differentiation GO:0046966   thyroid hormone receptor binding GO:0070252   actin−mediated cell contraction GO:0010646   regulation of cell communication GO:0033275   actin−myosin filament sliding GO:0007160   cell−matrix adhesion GO:0007417   central nervous system development GO:0004930   G−protein coupled receptor activity GO:0003073   regulation of systemic arterial blood pressure GO:0007044   cell−substrate junction assembly GO:0045926   negative regulation of growth GO:0071310   cellular response to organic substance GO:0044344   cellular response to fibroblast growth factor stimulus GO:0006700   C21−steroid hormone biosynthetic process GO:0031214   biomineral tissue development GO:0031109   microtubule polymerization or depolymerization GO:0003323   type B pancreatic cell development GO:0050790   regulation of catalytic activity GO:0010092   specification of organ identity GO:0032800   receptor biosynthetic process GO:0080134   regulation of response to stress GO:0055001   muscle cell development GO:0090077   foam cell differentiation GO:0051049   regulation of transport GO:0048512   circadian behavior GO:0060479   lung cell differentiation GO:0009651   response to salt stress GO:0071680   response to indole−3−methanol GO:0002478   antigen processing and presentation of exogenous peptide antigen GO:0046649   lymphocyte activation GO:0007129   synapsis GO:0045776   negative regulation of blood pressure GO:0042060   wound healing GO:0006796   phosphate−containing compound metabolic process GO:0009889   regulation of biosynthetic process GO:0040017   positive regulation of locomotion GO:0007176   regulation of epidermal growth factor−activated receptor activity GO:0006954   inflammatory response GO:0000255   allantoin metabolic process GO:0005099   Ras GTPase activator activity GO:0060443   mammary gland morphogenesis GO:0051336   regulation of hydrolase activity GO:0045124   regulation of bone resorption GO:0030832   regulation of actin filament length GO:0048568   embryonic organ development GO:0060688   regulation of morphogenesis of a branching structure GO:0006650   glycerophospholipid metabolic process GO:0002697   regulation of immune effector process GO:0060526   prostate glandular acinus morphogenesis GO:0046875   ephrin receptor binding GO:0034332   adherens junction organization GO:0014812   muscle cell migration GO:0005083   small GTPase regulator activity GO:0034103   regulation of tissue remodeling GO:0005178   integrin binding GO:0001817   regulation of cytokine production GO:0019530   taurine metabolic process GO:0046449   creatinine metabolic process GO:0045309   protein phosphorylated amino acid binding GO:0038085   vascular endothelial growth factor binding GO:0035787   cell migration involved in kidney development GO:0019976   interleukin−2 binding GO:0043559   insulin binding GO:0022604   regulation of cell morphogenesis GO:0043254   regulation of protein complex assembly GO:0043029   T cell homeostasis GO:0017124   SH3 domain binding GO:0007589   body fluid secretion GO:0048872   homeostasis of number of cells GO:0030850   prostate gland development GO:0032271   regulation of protein polymerization GO:0005159   insulin−like growth factor receptor binding GO:0097305   response to alcohol GO:0002285   lymphocyte activation involved in immune response GO:0046661   male sex differentiation GO:0030099   myeloid cell differentiation GO:0030258   lipid modification GO:0072012   glomerulus vasculature development GO:0007156   homophilic cell adhesion GO:0043125   ErbB−3 class receptor binding GO:0060665   regulation of branching involved in salivary gland morphogenesis by mesenchymal−epithelial signaling GO:0048878   chemical homeostasis GO:0005085   guanyl−nucleotide exchange factor activity GO:0032878   regulation of establishment or maintenance of cell polarity GO:0046700   heterocycle catabolic process GO:0032553   ribonucleotide binding GO:0008654   phospholipid biosynthetic process GO:0034109   homotypic cell−cell adhesion GO:0006897   endocytosis GO:0046982   protein heterodimerization activity GO:0060537   muscle tissue development GO:0036211   protein modification process GO:0048018   receptor agonist activity GO:0060541   respiratory system development GO:0022405   hair cycle process GO:0007127   meiosis I GO:0032963   collagen metabolic process GO:0048762   mesenchymal cell differentiation GO:0022410   circadian sleep/wake cycle process GO:0007043   cell−cell junction assembly GO:0017076   purine nucleotide binding GO:0001764   neuron migration GO:0042107   cytokine metabolic process GO:0009755   hormone−mediated signaling pathway GO:0045017   glycerolipid biosynthetic process GO:0031532   actin cytoskeleton reorganization GO:0002683   negative regulation of immune system process GO:0032101   regulation of response to external stimulus GO:0021847   ventricular zone neuroblast division GO:0072143   mesangial cell development GO:0002162   dystroglycan binding GO:0042609   CD4 receptor binding GO:0042610   CD8 receptor binding GO:0072277   metanephric glomerular capillary formation GO:0072275   metanephric glomerulus morphogenesis GO:0002441   histamine secretion involved in inflammatory response GO:0046013   regulation of T cell homeostatic proliferation GO:0043603   cellular amide metabolic process GO:0030238   male sex determination GO:0019981   interleukin−6 binding GO:0044270   cellular nitrogen compound catabolic process GO:0034655   nucleobase−containing compound catabolic process GO:0007416   synapse assembly GO:0030101   natural killer cell activation GO:0006575   cellular modified amino acid metabolic process GO:0060627   regulation of vesicle−mediated transport GO:0045637   regulation of myeloid cell differentiation GO:0017134   fibroblast growth factor binding GO:0030100   regulation of endocytosis GO:0030506   ankyrin binding GO:0061005   cell differentiation involved in kidney development GO:0005523   tropomyosin binding GO:0010038   response to metal ion GO:0002020   protease binding GO:0009081   branched chain family amino acid metabolic process GO:0035254   glutamate receptor binding GO:0030295   protein kinase activator activity GO:0043565   sequence−specific DNA binding GO:0000975   regulatory region DNA binding GO:0043566   structure−specific DNA binding GO:0001085   RNA polymerase II transcription factor binding GO:0033613   activating transcription factor binding GO:0046872   metal ion binding GO:0016747   transferase activity, transferring acyl groups other than amino−acyl groups GO:0032906   transforming growth factor beta2 production GO:0009913   epidermal cell differentiation GO:0071453   cellular response to oxygen levels GO:0010212   response to ionizing radiation GO:0006479   protein methylation GO:0032204   regulation of telomere maintenance GO:0008168   methyltransferase activity GO:0005072   transforming growth factor beta receptor, cytoplasmic mediator activity GO:0000982   RNA polymerase II core promoter proximal region sequence−specific DNA binding transcription factor activity GO:0042826   histone deacetylase binding GO:0034599   cellular response to oxidative stress GO:0071456   cellular response to hypoxia GO:0048625   myoblast cell fate commitment GO:0043620   regulation of DNA−dependent transcription in response to stress GO:0001227   RNA polymerase II transcription regulatory region sequence−specific DNA binding transcription factor activity involved in negative regulation of transcription GO:0060789   hair follicle placode formation GO:0032845   negative regulation of homeostatic process GO:0051879   Hsp90 protein binding GO:0001190   RNA polymerase II transcription factor binding transcription factor activity involved in positive regulation of transcription GO:0001889   liver development GO:0003714   transcription corepressor activity GO:0061008   hepaticobiliary system development GO:0009116   nucleoside metabolic process GO:0015949   nucleobase−containing small molecule interconversion GO:0045646   regulation of erythrocyte differentiation GO:0044389   small conjugating protein ligase binding GO:0090399   replicative senescence GO:0003705   RNA polymerase II distal enhancer sequence−specific DNA binding transcription factor activity GO:0060768   regulation of epithelial cell proliferation involved in prostate gland development GO:0070742   C2H2 zinc finger domain binding GO:0052312   modulation of transcription in other organism involved in symbiotic interaction GO:0051099   positive regulation of binding GO:0001228   RNA polymerase II transcription regulatory region sequence−specific DNA binding transcription factor activity involved in positive regulation of transcription GO:0035194   posttranscriptional gene silencing by RNA GO:0070412   R−SMAD binding GO:0003195   tricuspid valve formation GO:0003175   tricuspid valve development GO:0003186   tricuspid valve morphogenesis GO:0002051   osteoblast fate commitment GO:0071930   negative regulation of transcription involved in G1/S phase of mitotic cell cycle GO:0032907   transforming growth factor beta3 production GO:0051851   modification by host of symbiont morphology or physiology GO:0008301   DNA binding, bending GO:0006346   methylation−dependent chromatin silencing GO:0070411   I−SMAD binding GO:0050786   RAGE receptor binding GO:0034613   cellular protein localization GO:0033558   protein deacetylase activity GO:0006986   response to unfolded protein GO:0009855   determination of bilateral symmetry GO:0009267   cellular response to starvation GO:0001191   RNA polymerase II transcription factor binding transcription factor activity involved in negative regulation of transcription GO:0048617   embryonic foregut morphogenesis GO:0030515   snoRNA binding GO:0003755   peptidyl−prolyl cis−trans isomerase activity GO:0043488   regulation of mRNA stability GO:0036002   pre−mRNA binding GO:0017069   snRNA binding GO:0043489   RNA stabilization GO:0003727   single−stranded RNA binding GO:0046784   intronless viral mRNA export from host nucleus GO:0030911   TPR domain binding GO:0051575   5,−deoxyribose−5−phosphate lyase activity GO:0035967   cellular response to topologically incorrect protein GO:0030942   endoplasmic reticulum signal peptide binding GO:0040009   regulation of growth rate GO:0034976   response to endoplasmic reticulum stress GO:0006984   ER−nucleus signaling pathway GO:0001302   replicative cell aging GO:0003729   mRNA binding GO:0008312   7S RNA binding GO:2000243   positive regulation of reproductive process GO:0001104   RNA polymerase II transcription cofactor activity GO:0072358   cardiovascular system development GO:0000070   mitotic sister chromatid segregation GO:0046782   regulation of viral transcription GO:0051302   regulation of cell division GO:0042476   odontogenesis GO:0060429   epithelium development GO:0002009   morphogenesis of an epithelium GO:0080135   regulation of cellular response to stress GO:0046620   regulation of organ growth GO:0002576   platelet degranulation GO:0014048   regulation of glutamate secretion GO:0035108   limb morphogenesis GO:0070577   histone acetyl−lysine binding GO:0003007   heart morphogenesis GO:0045342   MHC class II biosynthetic process GO:0009306   protein secretion GO:0035282   segmentation GO:0060759   regulation of response to cytokine stimulus GO:0017038   protein import GO:0010883   regulation of lipid storage GO:0007369   gastrulation GO:0048864   stem cell development GO:0051341   regulation of oxidoreductase activity GO:0043587   tongue morphogenesis GO:2000145   regulation of cell motility GO:0032886   regulation of microtubule−based process GO:0048585   negative regulation of response to stimulus GO:0035810   positive regulation of urine volume GO:0051101   regulation of DNA binding GO:0006809   nitric oxide biosynthetic process GO:0006974   response to DNA damage stimulus GO:0043117   positive regulation of vascular permeability GO:0004716   receptor signaling protein tyrosine kinase activity GO:0090232   positive regulation of spindle checkpoint GO:0071560   cellular response to transforming growth factor beta stimulus GO:0035556   intracellular signal transduction GO:0006508   proteolysis GO:0002684   positive regulation of immune system process GO:0006886   intracellular protein transport GO:2000273   positive regulation of receptor activity GO:0008643   carbohydrate transport GO:0090287   regulation of cellular response to growth factor stimulus GO:0030278   regulation of ossification GO:0051050   positive regulation of transport GO:0004952   dopamine receptor activity GO:0035272   exocrine system development GO:0042472   inner ear morphogenesis GO:0040013   negative regulation of locomotion GO:0009950   dorsal/ventral axis specification GO:0000902   cell morphogenesis GO:0008202   steroid metabolic process GO:0071844   cellular component assembly at cellular level GO:0014075   response to amine stimulus GO:0051293   establishment of spindle localization GO:0030522   intracellular receptor mediated signaling pathway GO:0048534   hemopoietic or lymphoid organ development GO:0050918   positive chemotaxis GO:0010888   negative regulation of lipid storage GO:0002521   leukocyte differentiation GO:0008207   C21−steroid hormone metabolic process GO:0003309   type B pancreatic cell differentiation GO:0072273   metanephric nephron morphogenesis GO:0046660   female sex differentiation GO:0090304   nucleic acid metabolic process GO:0031667   response to nutrient levels GO:0048522   positive regulation of cellular process GO:0048523   negative regulation of cellular process GO:0009893   positive regulation of metabolic process GO:0019900   kinase binding GO:0002275   myeloid cell activation involved in immune response GO:0045055   regulated secretory pathway GO:0051028   mRNA transport GO:0023014   signal transduction by phosphorylation GO:0032970   regulation of actin filament−based process GO:0017166   vinculin binding GO:0060445   branching involved in salivary gland morphogenesis GO:0042805   actinin binding GO:0009894   regulation of catabolic process GO:0005068   transmembrane receptor protein tyrosine kinase adaptor activity GO:0007015   actin filament organization GO:0051169   nuclear transport GO:0007126   meiosis GO:0061448   connective tissue development GO:0023056   positive regulation of signaling GO:0043062   extracellular structure organization GO:0051093   negative regulation of developmental process GO:0031128   developmental induction GO:0007166   cell surface receptor signaling pathway GO:0006022   aminoglycan metabolic process GO:0035812   renal sodium excretion GO:0014070   response to organic cyclic compound GO:0045168   cell−cell signaling involved in cell fate commitment GO:0031669   cellular response to nutrient levels GO:0070848   response to growth factor stimulus GO:0072001   renal system development GO:0050000   chromosome localization GO:0032964   collagen biosynthetic process GO:0048562   embryonic organ morphogenesis GO:0051240   positive regulation of multicellular organismal process GO:0022008   neurogenesis GO:0051130   positive regulation of cellular component organization GO:0048592   eye morphogenesis GO:0001664   G−protein coupled receptor binding GO:0045595   regulation of cell differentiation GO:0051051   negative regulation of transport GO:0048584   positive regulation of response to stimulus GO:0001657   ureteric bud development GO:0060562   epithelial tube morphogenesis GO:0032880   regulation of protein localization GO:0030855   epithelial cell differentiation GO:0051129   negative regulation of cellular component organization GO:0060485   mesenchyme development GO:0006323   DNA packaging GO:0002062   chondrocyte differentiation GO:0007507   heart development GO:0055123   digestive system development GO:0042749   regulation of circadian sleep/wake cycle GO:0001655   urogenital system development GO:0042692   muscle cell differentiation GO:0014031   mesenchymal cell development GO:0007517   muscle organ development GO:0050802   circadian sleep/wake cycle, sleep GO:0007420   brain development GO:0016331   morphogenesis of embryonic epithelium GO:0008406   gonad development GO:0060425   lung morphogenesis GO:0031016   pancreas development GO:0045444   fat cell differentiation GO:0009953   dorsal/ventral pattern formation GO:0048732   gland development GO:0022603   regulation of anatomical structure morphogenesis GO:0051983   regulation of chromosome segregation GO:0060986   endocrine hormone secretion GO:0009792   embryo development ending in birth or egg hatching GO:0048407   platelet−derived growth factor binding GO:0001944   vasculature development GO:0051091   positive regulation of sequence−specific DNA binding transcription factor activity GO:0005539   glycosaminoglycan binding GO:0051322   anaphase GO:0051338   regulation of transferase activity GO:0008544   epidermis development GO:0051310   metaphase plate congression GO:0008015   blood circulation GO:0060350   endochondral bone morphogenesis GO:0035113   embryonic appendage morphogenesis GO:0043200   response to amino acid stimulus GO:0001976   neurological system process involved in regulation of systemic arterial blood pressure GO:0030155   regulation of cell adhesion GO:0051969   regulation of transmission of nerve impulse GO:0016477   cell migration GO:0003071   renal system process involved in regulation of systemic arterial blood pressure GO:0016301   kinase activity GO:0034097   response to cytokine stimulus GO:0031098   stress−activated protein kinase signaling cascade GO:0060442   branching involved in prostate gland morphogenesis GO:0048148   behavioral response to cocaine GO:0002063   chondrocyte development GO:0010001   glial cell differentiation GO:0070586   cell−cell adhesion involved in gastrulation GO:0065003   macromolecular complex assembly GO:0050795   regulation of behavior GO:0019199   transmembrane receptor protein kinase activity GO:0016773   phosphotransferase activity, alcohol group as acceptor GO:0032990   cell part morphogenesis GO:0045576   mast cell activation GO:0003779   actin binding GO:0002366   leukocyte activation involved in immune response GO:0002429   immune response−activating cell surface receptor signaling pathway GO:0048666   neuron development GO:0042110   T cell activation GO:0006935   chemotaxis GO:0002694   regulation of leukocyte activation GO:0051325   interphase GO:0070087   chromo shadow domain binding GO:0048730   epidermis morphogenesis GO:0051340   regulation of ligase activity GO:0007051   spindle organization GO:0032870   cellular response to hormone stimulus GO:0007411   axon guidance GO:0043434   response to peptide hormone stimulus GO:0050776   regulation of immune response GO:0071822   protein complex subunit organization GO:0003689   DNA clamp loader activity GO:0090266   regulation of mitotic cell cycle spindle assembly checkpoint GO:0050865   regulation of cell activation GO:0004888   transmembrane signaling receptor activity GO:0033151   V(D)J recombination GO:0004896   cytokine receptor activity GO:0044265   cellular macromolecule catabolic process GO:0051437   positive regulation of ubiquitin−protein ligase activity involved in mitotic cell cycle GO:0044106   cellular amine metabolic process GO:0043086   negative regulation of catalytic activity GO:0002474   antigen processing and presentation of peptide antigen via MHC class I GO:0030163   protein catabolic process GO:0007008   outer mitochondrial membrane organization GO:0019843   rRNA binding GO:0003916   DNA topoisomerase activity GO:0061133   endopeptidase activator activity GO:0003918   DNA topoisomerase (ATP−hydrolyzing) activity GO:0051318   G1 phase GO:0060249   anatomical structure homeostasis GO:0070011   peptidase activity, acting on L−amino acid peptides GO:0016818   hydrolase activity, acting on acid anhydrides, in phosphorus−containing anhydrides GO:0022613   ribonucleoprotein complex biogenesis GO:0008135   translation factor activity, nucleic acid binding GO:0071826   ribonucleoprotein complex subunit organization GO:0043436   oxoacid metabolic process GO:0034621   cellular macromolecular complex subunit organization GO:0071845   cellular component disassembly at cellular level GO:0044267   cellular protein metabolic process GO:0072599   establishment of protein localization in endoplasmic reticulum GO:0032984   macromolecular complex disassembly GO:0016779   nucleotidyltransferase activity GO:0046546   development of primary male sexual characteristics GO:0001558   regulation of cell growth GO:0046651   lymphocyte proliferation GO:0048678   response to axon injury GO:0001562   response to protozoan GO:0042832   defense response to protozoan GO:0060363   cranial suture morphogenesis GO:0060439   trachea morphogenesis GO:0045927   positive regulation of growth GO:0002064   epithelial cell development GO:0030030   cell projection organization GO:0031032   actomyosin structure organization GO:0060326   cell chemotaxis GO:0001958   endochondral ossification GO:0007130   synaptonemal complex assembly GO:0051270   regulation of cellular component movement GO:0008361   regulation of cell size GO:0001990   regulation of systemic arterial blood pressure by hormone GO:0051436   negative regulation of ubiquitin−protein ligase activity involved in mitotic cell cycle GO:0009946   proximal/distal axis specification GO:0014834   satellite cell maintenance involved in skeletal muscle regeneration GO:0051320   S phase GO:0060444   branching involved in mammary gland duct morphogenesis GO:0007600   sensory perception GO:0060129   thyroid−stimulating hormone−secreting cell differentiation GO:0021924   cell proliferation in external granule layer GO:0060431   primary lung bud formation GO:0007403   glial cell fate determination GO:0050654   chondroitin sulfate proteoglycan metabolic process GO:0021978   telencephalon regionalization GO:0060993   kidney morphogenesis GO:0060638   mesenchymal−epithelial cell signaling GO:0048644   muscle organ morphogenesis GO:0048638   regulation of developmental growth GO:0043279   response to alkaloid GO:0007435   salivary gland morphogenesis GO:0007159   leukocyte cell−cell adhesion GO:0061326   renal tubule development GO:0031279   regulation of cyclase activity GO:0034762   regulation of transmembrane transport GO:0042754   negative regulation of circadian rhythm GO:0051339   regulation of lyase activity GO:0002439   chronic inflammatory response to antigenic stimulus GO:0060685   regulation of prostatic bud formation GO:0030957   Tat protein binding GO:0048863   stem cell differentiation GO:0021532   neural tube patterning GO:0072175   epithelial tube formation GO:0060684   epithelial−mesenchymal cell signaling GO:0060441   epithelial tube branching involved in lung morphogenesis GO:2000021   regulation of ion homeostasis GO:0043085   positive regulation of catalytic activity GO:0009948   anterior/posterior axis specification GO:0043112   receptor metabolic process GO:0060415   muscle tissue morphogenesis GO:0060038   cardiac muscle cell proliferation GO:0030098   lymphocyte differentiation GO:0030239   myofibril assembly GO:0040014   regulation of multicellular organism growth GO:0060173   limb development GO:0005113   patched binding GO:0048599   oocyte development GO:0000271   polysaccharide biosynthetic process GO:0010941   regulation of cell death GO:0072210   metanephric nephron development GO:0016922   ligand−dependent nuclear receptor binding GO:0008066   glutamate receptor activity GO:0048566   embryonic digestive tract development GO:0051324   prophase GO:0048103   somatic stem cell division GO:0030539   male genitalia development 


