
SMALL_GTPASE_MEDIATED_SIGNAL_TRANSDUCTION
CELLULAR_RESPONSE_TO_OXYGEN_CONTAINING_COMPOUND

REGULATION_OF_MAPK_CASCADE
NEGATIVE_REGULATION_OF_LOCOMOTIONCILIUM_ORGANIZATION POSITIVE_REGULATION_OF_CATALYTIC_ACTIVITY

TISSUE_MORPHOGENESIS
POSITIVE_REGULATION_OF_CELL_ACTIVATION

REGULATION_OF_CELLULAR_COMPONENT_BIOGENESIS
POSITIVE_REGULATION_OF_HYDROLASE_ACTIVITY

MUSCLE_SYSTEM_PROCESS
POSITIVE_REGULATION_OF_PHOSPHORUS_METABOLIC_PROCESS

RESPONSE_TO_ORGANIC_CYCLIC_COMPOUND
SMOOTH_MUSCLE_CELL_PROLIFERATION
POSITIVE_REGULATION_OF_CHEMOTAXIS

PHAGOCYTOSIS
POSITIVE_REGULATION_OF_PROTEIN_PHOSPHORYLATIONMICROTUBULE_CYTOSKELETON_ORGANIZATION TISSUE_REMODELING

REGULATION_OF_ANATOMICAL_STRUCTURE_SIZE
REGULATION_OF_EXTRACELLULAR_MATRIX_ORGANIZATION

METAL_ION_HOMEOSTASIS
MESENCHYME_DEVELOPMENTSPERM_MOTILITY MUCOPOLYSACCHARIDE_METABOLIC_PROCESS

G_PROTEIN_COUPLED_RECEPTOR_SIGNALING_PATHWAYAXONEMAL_DYNEIN_COMPLEX_ASSEMBLY SENSORY_ORGAN_DEVELOPMENTANTIMICROBIAL_HUMORAL_RESPONSE MYELOID_LEUKOCYTE_DIFFERENTIATION
RHO_PROTEIN_SIGNAL_TRANSDUCTIONOXIDATIVE_PHOSPHORYLATION EMBRYONIC_CRANIAL_SKELETON_MORPHOGENESIS

REGULATION_OF_FIBROBLAST_GROWTH_FACTOR_RECEPTOR_SIGNALING_PATHWAY
POSITIVE_REGULATION_OF_OSTEOBLAST_DIFFERENTIATION

REGULATION_OF_CELL_SUBSTRATE_JUNCTION_ORGANIZATION
POSITIVE_REGULATION_OF_PROTEIN_MODIFICATION_PROCESS

POSITIVE_REGULATION_OF_TRANSPORTEXTRACELLULAR_TRANSPORT CRANIAL_SKELETAL_SYSTEM_DEVELOPMENT
REGULATION_OF_CELL_MATRIX_ADHESIONRNA_PROCESSING

POSITIVE_REGULATION_OF_EPITHELIAL_TO_MESENCHYMAL_TRANSITION
BLOOD_VESSEL_ENDOTHELIAL_CELL_PROLIFERATION_INVOLVED_IN_SPROUTING_ANGIOGENESIS

RESPONSE_TO_PEPTIDEDNA_CONFORMATION_CHANGE
PROTEOLYSISREGULATION_OF_NEURAL_PRECURSOR_CELL_PROLIFERATION INTERLEUKIN_1_BETA_PRODUCTION

CELLULAR_RESPONSE_TO_VITAMINNEUROPEPTIDE_SIGNALING_PATHWAY RECEPTOR_SIGNALING_PATHWAY_VIA_STATMITOTIC_SISTER_CHROMATID_SEGREGATION WOUND_HEALING_SPREADING_OF_EPIDERMAL_CELLSGAMETE_GENERATION NEGATIVE_REGULATION_OF_MYELOID_CELL_DIFFERENTIATIONDNA_DEPENDENT_DNA_REPLICATION OUTFLOW_TRACT_MORPHOGENESISNUCLEAR_CHROMOSOME_SEGREGATION RHYTHMIC_PROCESSSPECIFICATION_OF_SYMMETRY GLAND_MORPHOGENESISCHROMOSOME_SEPARATION SPLEEN_DEVELOPMENTTRANSLATIONAL_TERMINATION NEGATIVE_REGULATION_OF_RESPONSE_TO_WOUNDINGAEROBIC_RESPIRATION NEURAL_CREST_CELL_MIGRATION

0

2

4

6

8

−5.0 −2.5 0.0 2.5 5.0
Normalized enrich score

−L
og

10
FD

R
GSEA for biological process in GO database
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GSEA for cellular component in GO database
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GSEA for pathways in KEGG database
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GSEA for molecular function in GO database
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