Calicoblastic Cells

GO:1901565, organonitrogen compound catabolic
G0:0030163, protein catabolic process
G0:0043170, macromolecule metabolic process
G0:0051603, proteolysis involved in protein
GO:0071704, organic substance metabolic process
G0:0019538, protein metabolic process
G0:0044238, primary metabolic process
GO:0015031, protein transport

G0:0045184, establishment of protein localization
G0:0009057, macromolecule catabolic process
G0:0009607, response to biotic stimulus
G0:0043207, response to external biotic stimulus
G0:0044419, biological process involved interspecies interaction
G0:0051707, response to other organism
G0:0008152, metabolic process

G0:0051726, regulation of cell cycle

G0:0043412, macromolecule modification
G0:0006259, DNA metabolic process
G0:1901575, organic substance catabolic process
G0:0002682, regulation of immune system process

Cnidocytes

G0:0006807, nitrogen compound metabolic process
G0:0043170, macromolecule metabolic process
G0:0019538, protein metabolic process
GO:1901564, organonitrogen compound metabolic
G0:0071704, organic substance metabolic process
G0:0044238, primary metabolic process
G0:0008152, metabolic process

G0:0034645, cellular macromolecule biosynthetic

Digestive Filaments

G0:1901564, organonitrogen compound metabolic
G0:0019538, protein metabolic process
G0:0032502, developmental process

G0:0048856, anatomical structure development
G0:0008152, metabolic process

G0:0071704, organic substance metabolic process
G0:0036211, protein modification process
G0:0043412, macromolecule modification
G0:0048519, negative regulation of biological process
G0:0048523, negative regulation of cellular process
G0:0048513, animal organ development
G0:0051179, localization

Epidermis

G0:0030097, hemopoiesis

G0:0008104, protein localization

GO0:0070727, cellular macromolecule localization
G0:0000904, cell morphogenesis

GO:0006954, inflammatory response
G0:0019953, sexual reproduction

G0:0065007, biological regulation

G0:0048534, hematopoietic or lymphoid organ
G0:0006952, defense response

GO:0008150, biological_process

G0:0006996, organelle organization
GO0:0051641, cellular localization

G0:0044419, interspecies interaction
G0:0060548, negative regulation of cell death
GO0:0000902, cell morphogenesis

G0:0044283, small molecule biosynthetic process
GO0:0002521, leukocyte differentiation
G0:0002520, immune system development
G0:0010941, regulation of cell death
G0:0050789, regulation of biological process

Gastrodermis

G0:0065003, protein—containing complex assembly
G0:0043933, protein—containing complex organization
G0:0008150, biological_process

G0:0042127, regulation of cell population
G0:0051241, negative regulation of multicellular
G0:0022618, ribonucleoprotein complex assembly
G0:0071826, ribonucleoprotein complex subunit
G0:0051093, inhibition of developmental process
G0:0022607, cellular component assembly
G0:0008283, cell population proliferation
GO0:0010629, negative regulation of gene expression
G0:0009890, negative regulation of biosynthesis
G0:0031327, inhibition of cellular biosynthetic process
G0:0044085, cellular component biogenesis
G0:0008152, metabolic process

Gland Cells

G0:0008150, biological_process

G0:0009987, cellular process

GO:0051240, activation of multicellular organismal process
GO:1901566, organonitrogen compound biosynthesis
G0:0009790, embryo development

G0:0042127, regulation of cell population

GO0:0051179, localization

G0:0043009, chordate embryonic development
G0:0006810, transport

G0:0009792, embryo development ending in birth
G0:0009888, tissue development

G0:0008283, cell population proliferation

G0:0034645, cellular macromolecule biosynthesis
G0:0009605, response to external stimulus

GO:0051234, establishment of localization

G0:0048646, structure formation involved in morphogenesis =

mmune Cells

G0:0022607, cellular component assembly

G0:0044085, cellular component biogenesis «

G0:0071840, cellular component organization or biogenesis =
G0:0003008, system process =

G0:0016043, cellular component organization =
G0:0043933, protein—containing complex organization =
G0:0006952, defense response =

G0:0007010, cytoskeleton organization =

G0:0032101, regulation of response to external stimulus =
G0:0006996, organelle organization =

G0:0048519, negative regulation of biological process =
G0:00650083, protein—containing complex assembly =
G0:0051240, activation of multicellular organismal process =
G0:0031347, regulation of defense response =
G0:0080134, regulation of response to stress =
G0:0051128, regulation of cellular component =
G0:0065009, regulation of molecular function =
G0:0048523, negative regulation of cellular process =
G0:0033043, regulation of organelle organization =

Neurons

GO0:0010639, negative regulation of organelle organization
G0:0008150, biological_process =

G0:0051090, regulation of DNA-binding transcription =
G0:0050890, cognition =

G0:0007169, transmembrane receptor protein tyrosine =
G0:0009987, cellular process =

GO:0033044, regulation of chromosome organization =
G0:0044281, small molecule metabolic process =
G0:0003008, system process =

G0:0032259, methylation =

G0:0043414, macromolecule methylation =
G0:0007268, chemical synaptic transmission =
G0:0098916, anterograde trans—synaptic signaling =
G0:0099536, synaptic signaling =

G0O:0099537, trans—synaptic signaling =

G0:0009628, response to abiotic stimulus =
G0:0008152, metabolic process =

G0:0016072, rRNA metabolic process =

GO0:0051129, down-regulation of cell organization =

Precursors

G0:1901575, organic substance catabolic process o
G0:0044248, cellular catabolic process =
G0:0009057, macromolecule catabolic process =
G0:0031323, regulation of cellular metabolic process =
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