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C.	dipterum	WGCNA	modules	annotation	 D.	melanogaster	WGCNA	modules	annotation	 S.maritima	WGCNA	modules	annotation	

Module	Colour	 Module	annotated	name	 Module	Colour	 Module	annotated	name	 Module	Colour	 Module	annotated	name	

grey60	 Vesicle	transport	 darkgrey	 Gut	 lightcyan	 Head	

greenyellow	 Brain	 darkturquoise	 Larval	CNS	 saddlebrown	 Adult	male	

sienna3	 Cytoskeleton	 salmon	 Jump	Muscle	 greenyellow	 Neurogenesis	

lightgreen	 Pre-nymph	 red	 Salivary	glands	 red	 Fat	body	

yellow	 Wing	 blue	 Brain-	Synapsis	 darkgreen	 membrane	

steelblue	 Malpighian	tube	 greenyellow	 Wing	Disc	 skyblue	 Embryo/Nerve	cord	

brown	 Gills	 cyan	 12-14	hpf	embryo		 orange	 Protein	synthesis	

orange	 Cuticle	 black	 Flight	muscle	 black	 Nerve	cord-	Synapsis	

blue	 Muscle	 magenta	 4-6	h	embryo-	Transcription	 midnightblue	 Splicing	

skyblue	 Chitin	 purple	 Adult	heads-	visual	perception	 blue	 Gut	

yellowgreen	 Trachea	 green		 Ovaries	 grey60	 Malpighian	tubes	

black	 Gut	 lightcyan	 Fat	body	 purple	 Fat	body	B-	Translation	

paleturquoise	 Gut/Malpighian	 white	 Muscle-	Cell	metabolism	 white	 Proteasome	

cyan	 Protein	synthesis	 brown	 Testis	 lightgreen	 Cellular	respiration	

tan	 10	dpf	embryo-	Neurogenesis	 pink	 Malpighian	tubule	 magenta	 Ovaries-Replication	

darkolivegreen	 Brain	B-	Lipid	metabolism	 skyblue	 Adult	gut	 lightyellow	 Fatty	acid	metabolism	

magenta	 Male	Head-	Phototransduction	 grey60	 Larval	gut	 royalblue	 Cellular	metabolism	

turquoise	 Ovaries	 	  darkorange	 Fat	body-	Post-translation	modification	

darkmagenta	 Female	Head-	Fatty	acid	metabolism	 	  brown	 Embryogenesis	

red	 4	dpf	embryo-	Autophagy	 	  turquoise	 Testis-Cilium	

saddlebrown	 Embryogenesis-	Synapsis	 	  darkgrey	 Transcription	

green	 Testis	 	    
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Module:grey60 (Vesicle transport)
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Module:greenyellow (Brain)

C. dipterum modules

presynapse
neuron projection

intrinsic component of plasma membrane
intrinsic component of membrane
integral component of membrane

integral component of plasma membrane
membrane

cell periphery
synapse

plasma membrane

neuropeptide hormone activity
ligand−gated ion channel activity
neurotransmitter receptor activity

extracellular ligand−gated ion channel a...
G−protein coupled receptor activity

channel activity
cation channel activity

ion channel activity
transmembrane signaling receptor activit...

signaling receptor activity

synapse organization
regulation of membrane potential

signal transduction
neurological system process

cell−cell signaling
chemical synaptic transmission

synaptic signaling
cell communication

signaling
G−protein coupled receptor signaling pat...

TopGo results

log pvalues (correction=none)

0 5 10 15 20 25

GO Categories
BP MF CC

early endosome
vacuole

cytoplasm
vacuolar membrane

proton−transporting V−type ATPase comple...
retromer complex

vacuolar proton−transporting V−type ATPa...
endosome

vesicle
cytoplasmic vesicle

active transmembrane transporter activit...
ATPase activity, coupled to transmembran...

ATPase coupled ion transmembrane transpo...
cation−transporting ATPase activity

proton−transporting ATPase activity, rot...
transporter activity

phospholipid binding
phosphatidylinositol phosphate binding

lipid binding
phosphatidylinositol binding

protein transport
intracellular pH reduction

peptide transport
protein localization

vacuolar acidification
ATP hydrolysis coupled proton transport

vesicle−mediated transport
localization

endosomal transport
organic substance transport

log pvalues (correction=none)

0 2 4 6 8 10

GO Categories
BP MF CC

TopGo results
576 genes

782 genes



C. dipterum modules
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Module:sienna3 (Cytoskeleton)

fusome
extrinsic component of cytoplasmic side ...

intercellular bridge
germline ring canal

sodium:potassium−exchang ATPase compl...
plasma membrane

intrinsic component of plasma membrane
integral component of plasma membrane

cell periphery

ATPase activator activity
dopamine neurotransmitter receptor activ...
dopamine neurotransmitter receptor activ...
G−protein coupled acetylcholine receptor...

G−protein coupled receptor activity
potassium−transporting ATPase activity

sodium:potassium−exchang ATPase activ...
actin monomer binding

signaling receptor activity
transmembrane signaling receptor activit...

activation of MAPKKK activity
actin polymerization or depolymerization
positive regulation of axon extension in...

sequestering of actin monomers
negative regulation of blood coagulation
parallel actin filament bundle assembly

regulation of actin filament length
regulation of actin polymerization...

ovarian nurse cell to oocyte transport
karyosome formation

log pvalues (correction=none)
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Module:lightgreen (Pre-nymph)

extrinsic component of membrane
plasma membrane

integral component of membrane
extrinsic component of plasma membr

extracellular region
intrinsic component of plasma memb

membrane
intrinsic component of membrane

anchored component of plasma membr
anchored component of membrane

protein−cysteine S−palmitoyltransferase ...
structural constituent of chitin−based l...

hydrolase activity
carbohydrate binding

peptidase activity
structural constituent of cuticle

endopeptidase activity
serine−type endopeptidase activity

serine hydrolase activity
serine−type peptidase activity

thermosensory behavior
DNA catabolic process, endonucleolytic
regulation of triglyceride metabolic pro...

apoptotic DNA fragmentation
dephosphorylation

protein palmitoylation
protein dephosphorylation

response to reactive oxygen species
cuticle development

response to hydrogen peroxide

log pvalues (correction=none)

0 1 2 3 4 5

GO Categories
BP MF CC

TopGo results

59 genes

285 genes



C. dipterum modules

0

30

60

90

Em
br

yo
_d

ay
4_

a

Em
br

yo
_d

ay
4_

b

Em
br

yo
_d

ay
6_

a

Em
br

yo
_d

ay
10

_a

Em
br

yo
_d

ay
10

_b

Em
br

yo
_d

ay
14

_a

Em
br

yo
_d

ay
14

_b

O
va

rie
s_

a

O
va

rie
s_

b

Te
st

is
_a

Te
st

is
_b

M
us

cl
e_

a

M
us

cl
e_

b

G
ut

_a

G
ut

_b

M
al

pi
gh

ia
nT

ub
es

_a

M
al

pi
gh

ia
nT

ub
es

_b

W
in

g_
pa

d_
a

W
in

g_
pa

d_
b

G
ills

_a

G
ills

_b

Br
ai

n_
a

Br
ai

n_
b

M
al

eH
ea

d_
a

M
al

eH
ea

d_
b

Fe
m

H
ea

d_
b

factor(tissue)

cR
PK

M

Module:yellow (Wing)

lateral plasma membrane
endoplasmic reticulum membrane

coated vesicle
Golgi−associated vesicle membrane

cell junction
cell−cell junction
Golgi membrane
Golgi apparatus

endoplasmic reticulum
endomembrane system

glucosyltransferase activity
cadherin binding

polypeptide N−acetylgalactosaminyltransf...
transcriptional repressor activity, RNA ...

carbohydrate binding
gap junction channel activity

transcriptional repressor activity, RNA ...
UDP−glycosyltransferase activity

transferase activity, transferring glyco...
transferase activity, transferring hexos...

imaginal disc−derived wing morphogenesis
morphogenesis of a polarized epithelium

animal organ morphogenesis
regulation of tube size, open tracheal s...
regulation of tube architecture, open tr...

morphogenesis of an epithelium
protein O−linked glycosylation

glycoprotein metabolic process
glycoprotein biosynthetic process

protein glycosylation

log pvalues (correction=none)

0 2 4 6 8

GO Categories
BP MF CC

TopGo results
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Module:steelblue (Malpighian tube)

endosome
plasma membrane

Golgi stack
intrinsic component of plasma membr

cell surface
Golgi membrane
Golgi apparatus

membrane
integral component of membrane
intrinsic component of membrane

transferase activity, transferring glyco...
UDP−glycosyltransferase activity

catalytic activity
antiporter activity

ferroxidase activity
transferase activity, transferring hexos...

transmembrane transporter activity
ion transmembrane transporter activity

organic anion transmembr transporter ...
anion transmembrane transporter activ

anion transmembrane transport
phosphate ion transmembrane transport

transmembrane transport
cellular metal ion homeostasis

ion homeostasis
cation homeostasis

organic anion transport
cellular ion homeostasis

anion transport
glycosaminoglycan metabolic process

log pvalues (correction=none)

0 1 2 3 4 5 6 7

GO Categories
BP MF CC

TopGo results

699 genes

788 genes



C. dipterum modules
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Module:brown (Gills)

cleavage furrow
cell−cell adherens junction

microtubule plus−end
extracellular matrix

cell surface
plasma membrane raft

fusome
extracellular space

extracellular region

iron ion binding
oxidoreductase activity

NADP binding
metallopeptidase activity

metallocarboxypeptidase activity
exopeptidase activity

heme binding
carboxypeptidase activity

metalloexopeptidase activity
odorant binding

oxidation−reduction process
sensory perception of chemical stimulus
positive regulation of Toll signaling pa...

pigment metabolic process
regulation of melanization defense respo...

defense response to fungus
response to bacterium

melanin biosynthetic process
defense response to Gram−positive bacter...

response to fungus

log pvalues (correction=none)

0 5 10 15 20

GO Categories
BP MF CC

TopGo results
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Module:orange (Cuticle)

rough endoplasmic reticulum
outer membrane
myosin complex

spindle
extracellular region

cytoskeleton
integral component of membrane
intrinsic component of membrane

lipid particle
microtubule

NADP binding
metallopeptidase activity

phosphatidylinositol bisphosphate phosph...
fatty−acyl−CoA reductase (alcohol−formin...

MAP−kinase scaffold activity
calcium ion binding

chitinase activity
chitin deacetylase activity

chitin binding
metalloendopeptidase activity

wax biosynthetic process
epidermal cell differentiation

pentose−phosphate shunt
non−sensory hair organization

imaginal disc−derived wing hair organiza...
superoxide metabolic process

chitin catabolic process
cuticle pigmentation

chitin metabolic process
cuticle development

log pvalues (correction=none)

0 1 2 3 4

GO Categories
BP MF CC

TopGo results

895 genes

194 genes



C. dipterum modules

intracellular membrane−bounded organelle
large ribosomal subunit

mitochondrial small ribosomal subunit
mitochondrial proton−transporting ATP sy...

cytochrome complex
ribosome

mitochondrial large ribosomal subunit
cytoplasm

organelle membrane
mitochondrial respiratory chain complex ...

transmembrane transporter activity
hydrogen ion transmembrane transporter a...

structural molecule activity
oxidoreductase activity
electron carrier activity

structural constituent of ribosome
oxidoreductase activity, acting on NAD(P...
oxidoreductase activity, acting on NAD(P...
NADH dehydrogenase (ubiquinone) activity

NADH dehydrogenase activity

nucleoside triphosphate biosynthetic pro...
mitochondrial membrane organization

ATP biosynthetic process
aerobic respiration

mitochondrial respiratory chain complex ...
mitochondrial transport

oxidation−reduction process
mitochondrial electron transport, NADH t...

nucleoside phosphate metabolic process
nucleotide metabolic process

log pvalues (correction=none)

0 5 10 15 20 25
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Module:blue (Muscle)
TopGo results
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Module:skyblue (Chitin)

cytoplasmic side of apical plasma membra...
BLOC−1 complex

lamellipodium
presynaptic periactive zone

NatC complex
extracellular space
extracellular region
extracellular matrix

protein phosphatase inhibitor activity
neuropeptide receptor binding

chromatin insulator sequence binding
uridylyltransferase activity

chitin binding
structural molecule activity

structural constituent of pupal chitin−b...
structural constituent of chitin−based l...

structural constituent of cuticle
structural constituent of chitin−based c...

retrograde transport, endosome to Golgi
endosomal transport

chitin−based embryonic cuticle biosynthe...
calcium−dependent cell−cell adhesion via...

multicellular organism development
cell−cell adhesion mediated by cadherin

UDP−N−acetylglucosamine metab proces...
chitin metabolic process

cuticle development
chitin−based cuticle development

log pvalues (correction=none)

0 2 4 6 8 10

GO Categories
BP MF CC

TopGo results

1010 genes

116 genes



C. dipterum modules
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Module:yellowgreen (Trachea)

female germ cell nucleus
intrinsic component of membrane
integral component of membrane

male germ cell nucleus
tRNA methyltransferase complex

extracellular matrix
extracellular space
extracellular region

oxidoreductase activity, acting on CH−OH...
serine−type endopeptidase activity

hydrolase activity, acting on carbon−nit...
deacetylase activity

acetylglucosaminyltransferase activity
chitinase activity

structural constituent of cuticle
structural constituent of chitin−based c...

chitin deacetylase activity
chitin binding

chitin−based embryonic cuticle biosynthe...
regulation of tube architecture, open tr...

regulation of tube diameter
regulation of tube diameter, open trache...

cuticle development
chitin−based cuticle development

regulation of tube size, open tracheal s...
chitin biosynthetic process

regulation of tube length, open tracheal...
chitin metabolic process

log pvalues (correction=none)
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TopGo results

integral component of membrane
membrane

extrinsic component of plasma membrane
extrinsic component of membrane
intrinsic component of membrane

peroxisome
extracellular region

anchored component of membrane
extracellular space

anchored component of plasma membrane

glutathione peroxidase activity
exopeptidase activity

serine hydrolase activity
serine−type peptidase activity

carboxypeptidase activity
glutathione transferase activity

peptidase activity
hydrolase activity

metallocarboxypeptidase activity
catalytic activity

peptidyl−lysine biotinylation
positive regulation of Toll signaling pa...

response to insecticide
proteolysis

maltose metabolic process
response to DDT

oxidation−reduction process
cellular oxidant detoxification

glutathione metabolic process
response to toxic substance

log pvalues (correction=none)
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Module:black (Gut)
TopGo results

48 genes

532 genes



C. dipterum modules
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Module:paleturquoise (Gut/Malphigian)

proteasome core complex, alpha−subunit c...
Golgi apparatus

pre−autophagosomal structure
cytosolic proteasome complex

endomembrane system
proteasome regulatory particle, base sub...

proteasome core complex
proteasome accessory complex

proteasome regulatory particle
proteasome complex

antioxidant activity
cysteine−type peptidase activity

efflux transmembrane transporter activit...
hydrolase activity, hydrolyzing O−glycos...

chitinase activity
TBP−class protein binding

peptidase activity
endopeptidase activity

proteasome−activating ATPase activity
threonine−type endopeptidase activity

proteasomal protein catabolic process
proteasome−mediated ubiquitin−dependent ...

proteolysis involved in cellular protein...
protein catabolic process

cellular protein catabolic process
modification−dependent protein catabolic...
proteasomal ubiquitin−independent protei...
ubiquitin−dependent protein catabolic pr...

catabolic process
Toll signaling pathway

log pvalues (correction=none)
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Module:cyan (Protein synthesis)

SWI/SNF superfamily−type complex
DNA−directed RNA polym II, holoenzy...

nuclear DNA−directed RNA polyme comp...
cytosolic small ribosomal subunit

ribosome
small nuclear ribonucleoprotein complex

cytosolic large ribosomal subunit
cell

catalytic step 2 spliceosome
nucleolus

DNA binding
rRNA binding

translation factor activity, RNA binding
helicase activity

transcription cofactor activity
structural molecule activity

chromatin binding
protein binding

structural constituent of ribosome
mRNA binding

ncRNA processing
metabolic process

rRNA processing
biosynthetic process

regulation of metabolic process
chromosome organization

cellular biosynthetic process
peptide metabolic process

cellular process
organic substance metabolic process

log pvalues (correction=none)
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TopGo results

933 genes

1535 genes



C. dipterum modules
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Module:tan (Day 10 embryo- Neurogenesis)

neuronal cell body
Slit−Robo signaling complex

ciliary rootlet
cell

cell body
ciliary transition zone

MKS complex
axon

intracellular organelle
nucleus

RNA polymerase II transcription factor a...
RNA polymerase II regulatory region DNA ...
RNA polymerase II regulatory region sequ...

transcription regulatory region DNA bind...
double−stranded DNA binding

transcription regulatory region sequence...
seq−specific double−stranded DNA bi...

transcription factor activity, sequence−...
nucleic acid binding

DNA binding

axonogenesis
neuron differentiation

regulation of metabolic process
regulation of cellular metabolic process

nervous system development
system development

regulation of gene expression
transcription, DNA−templated

regulation of nucleic acid−templated tra...
regulation of transcription, DNA−templat...

log pvalues (correction=none)
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Module:darkolivegreen (Brain B- Lipid metabolism)

phagocytic vesicle
extracellular space

phagocytic vesicle membrane
extracellular region

peroxisome
intrinsic component of plasma membr
integral component of plasma membr

triglyceride lipase activity
carboxypeptidase activity

oxidoreductase activity, acting on CH−OH...
metallocarboxypeptidase activity

carboxylic ester hydrolase activity
phospholipase activity

cofactor binding
solute:proton symporter activity

coenzyme binding
lipase activity

oligopeptide transport
response to hyperoxia

ethanolamine−containing compound metabol...
phospholipid metabolic process

dopamine catabolic process
mitochondrial respiratory chain complex ...
isopentenyl diphosphate biosynthetic pro...

regulation of gluconeogenesis
succinate metabolic process

lipid catabolic process

log pvalues (correction=none)
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C. dipterum modules

potassium channel complex
cation channel complex

voltage−gated potassium channel complex
cell projection

transmembrane transporter complex
intrinsic component of plasma membrane
integral component of plasma membrane

membrane
plasma membrane

cell periphery

tubulin binding
voltage−gated potassium channel activity

sodium channel regulator activity
cytoskeletal protein binding

protein serine/threonine kinase activity
kinase activity

calmodulin binding
voltage−gated cation channel activity

phosphotransferase activity, alcohol gro...
voltage−gated ion channel activity

sensory perception of light stimulus
phototransduction, visible light

response to stimulus
rhodopsin mediated signaling pathway

G−protein coupled receptor signaling pat...
detection of visible light

signal transduction
phototransduction

cell communication
signaling

log pvalues (correction=none)
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Module:magenta (Male Head- Phototransduction)
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Module:turquoise (Ovaries)

spindle
chromosome, centromeric region

nucleoplasm
chromatin

nuclear chromosome
macromolecular complex

polytene chromosome
cell

nuclear lumen
polytene chromosome interband

endonuclease activity
deoxyribonuclease activity

RNA binding
transcription factor activity, sequence−...

nuclease activity
RNA polymerase II transcription factor a...

transcriptional activator activity, RNA ...
transcription factor activity, RNA polym...
transcriptional activator activity, RNA ...

DNA binding

transcription, DNA−templated
intracellular mRNA localization

regulation of cellular metabolic process
cellular metabolic process
bicoid mRNA localization

DNA metabolic process
regulation of gene expression

RNA localization
regulation of metabolic process

nitrogen compound metabolic process

log pvalues (correction=none)
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GO Categories
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TopGo results

TopGo results

692 genes

2773 genes



C. dipterum modules

intrinsic component of membrane
endoplasmic reticulum membrane

rhabdomere microvillus
integral component of membrane

extracellular matrix
intrinsic component of endoplasmic retic...

integral component of endoplasmic reticu...
extracellular space
extracellular region

stearoyl−CoA 9−desaturase activity
vascular endothelial growth factor recep...

transition metal ion binding
copper ion transmembrane transporter act...

glycosaminoglycan binding
fatty acid synthase activity

3−oxo−lignoceronyl−CoA synthase activity
3−oxo−cerotoyl−CoA synthase activity

3−oxo−arachidoyl−CoA synthase activity
fatty acid elongase activity

meiotic mismatch repair
sphingolipid biosynthetic process

fatty acid metabolic process
very long−chain fatty acid biosynthetic ...

fatty acid elongation
fatty acid biosynthetic process

fatty acid elongation, polyunsaturated f...
fatty acid elongation, monounsaturated f...

fatty acid elongation, unsaturated fatty...
fatty acid elongation, saturated fatty a...

log pvalues (correction=none)
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Module:darkmagenta (Female Head- Fatty acid metab)
TopGo results
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Module:red (Embryo day 4- Autophagy)

COP9 signalosome
organelle membrane

autophagosome membrane
proton−transporting V−type ATPase, V1 do...
vacuolar proton−transporting V−type ATPa...

plasma membrane proton−transporting V−ty...
Atg12−Atg5−Atg16 complex

vacuole
proton−transporting V−type ATPase comple...

vacuolar membrane

ribosome binding
aminopeptidase activity

small GTPase binding
Ras GTPase binding
Rab GTPase binding

Atg8 ligase activity
ATPase coupled ion transmembrane transpo...

cation−transporting ATPase activity
mitochondrial ribosome binding

proton−transporting ATPase activity, rot...

regulation of calcium−mediated signaling
ATP hydrolysis coupled ion transmembrane...

larval midgut histolysis
larval midgut cell programmed cell death
ATP hydrolysis coupled proton transport

macroautophagy
vacuole organization

catabolic process
regulation of autophagy

autophagy

log pvalues (correction=none)
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GO Categories
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TopGo results

65 genes

579 genes



C. dipterum modules

clathrin coat of coated pit
presynaptic membrane

cell cortex region
cell periphery

clathrin−coated endocytic vesicle membra...
clathrin−coated vesicle
AP−2 adaptor complex

presynaptic endocytic zone
clathrin−coated pit

cell cortex

anion transmembrane transporter activity
binding, bridging

ubiquitin−like protein binding
organic anion transmembrane transporter ...

ubiquitin binding
protein binding, bridging

nucleobase−containing comp kinase ac...
clathrin binding

nucleoside kinase activity
uridine kinase activity

synaptic vesicle recycling
receptor−mediated endocytosis

synaptic vesicle endocytosis
UMP biosynthetic process

pyrimidine−containing compound salvage
CTP biosynthetic process

pyrimidine nucleoside salvage
pyrimidine nucleobase metabolic process

UMP salvage
CTP salvage

log pvalues (correction=none)
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Module:saddlebrown (Embryogenesis- Synapsis)

TopGo results
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Module:green (Testis)

cytoskeleton
vacuole

microtubule associated complex
glycine cleavage complex

lytic vacuole
lysosome
axoneme

cilium
extracellular space
extracellular region

hydrolase activity, acting on carbon−nit...
hydrolase activity

catalytic activity
sterol−transporting ATPase activity

cholesterol transporter activity
carbohydrate binding

lipid transporter activity
methylenetetrahydrofolate dehydrogenase ...

methenyltetrahydrofolate cyclohydrolase ...
formate−tetrahydrofolate ligase activity

pde novop IMP biosynthetic process
histidine biosynthetic process

purine nucleobase biosynthetic process
organic acid metabolic process

sulfur compound metabolic process
carboxylic acid metabolic process

purine nucleobase metabolic process
methionine metabolic process

sulfur amino acid metabolic process
cellular amino acid metabolic process

log pvalues (correction=none)
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TopGo results

112 genes
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M serine-type peptidase activity
peptidase activity
hydrolase activity

fatty acid biosynthetic process
maltose metabolic process

lipid biosynthetic process
lipid catabolic process

lipid metabolic process
fatty acid metabolic process

cellular lipid metabolic process
protelysis
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protein−carbohydrate complex

chitin−based cuticle development

0 5 10 15

GO Categories
BP MF CC

D. melanogaster modules

log pvalues (correction=none)

TopGo results
Module:darkgrey (Gut)

fatty acid oxidation
lipid oxidation

serine hydrolase activity
serine-type endopeptidase activity

exopeptidase activity
endopeptidase activity

hydrolase activity, hydrolizing O-glyc...
 metalloexopeptidase activity

iron ion binding

membrane
integral component of membrane
intrinsic component of membrane

peroxisome
endoplasmic reticulum membrane

extracellular space
endoplasmic reticulum

extracellular region
intracellular ferritin complex

peroxisomal membrane

Module:darkturquoise (Larval CNS)
TopGo results

multicellular organism development
developmental process

anatomical structure development

taxis
axon guidance
axonogenesis

axon development
chemotaxis

cuticle development

structural constituent of cuticle
structural constituent of chitin-based c...
structural constituent of chitin-based l...

structural molecule activity
chitin binding

poly(U) RNA binding
volume-sensitive chloride channel activi...

steroid hormone receptor activity
poly-pyrimidine tract binding

RNA polymerase II transcription factor a...

extracellular matrix
extracellular region

growth zone
site of polarized growth

cell periphery
plasma membrane

integral component of plasma membrane
intrinsic component of plasma membrane

lamellipodium

log pvalues (correction=none)

593 genes

221 genes



D. melanogaster modules
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TopGo results
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Module:salmon (Jump Muscle)

A band
striated muscle thin filament

myosin complex
myosin II complex

muscle myosin complex
actin cytoskeleton

Z disc
I band

sarcomere
myofibril

structural constituent of chitin−based c...
structural constituent of cuticle

protein tyrosine/serine/threonine phosph...
structural constituent of chitin−based l...

structural constituent of muscle
actin binding

histone deacetylase binding
alpha−actinin binding

actinin binding
muscle alpha−actinin binding

cell−substrate adhesion
muscle structure development
actin filament−based process

actin cytoskeleton organization
muscle contraction

sarcomere organization
actomyosin structure organization

muscle system process
muscle cell development

myofibril assembly

log pvalues (correction=none)
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GO Categories
BP MF CC

endosome membrane
SNARE complex

cis−Golgi network
cytoplasmic vesicle

vesicle
Golgi cisterna

Golgi stack
Golgi membrane
Golgi apparatus

endomembrane system

phospholipid binding
polypeptide N−acetylgalactosaminyltransf...

protein binding
SNARE binding
enzyme binding

SNAP receptor activity
Rab GTPase binding

small GTPase binding
Ras GTPase binding

GTPase binding

defense response
protein transport

intra−Golgi vesicle−mediated transport
protein localization

establishment of protein localization
vesicle organization

Golgi vesicle transport
localization

intracellular signal transduction
vesicle−mediated transport

log pvalues (correction=none)

0 5 10 15

GO Categories
BP MF CC

0

50

100

150

200

250

Em
br

_4
_6

h

Em
br

_1
2_

14
h

Ad
ul

t_
O

va
rie

s

Ad
ul

t_
Te

st
is

M
us

cl
e_

IF
M

M
us

cl
e_

ju
m

p

La
rv

a_
Fa

tB
od

y

La
rv

a_
G

ut

W
ho

le
_G

ut

Ad
ul

t_
G

ut

M
al

pi
gh

ia
n_

tu
be

La
rv

a_
Sa

liv
ar

yG
l

Im
ag

in
al

D
is

cs

W
in

gD
is

c_
a

W
in

gD
is

c_
b

La
rv

a_
C

N
S

W
ho

le
_B

ra
in

M
al

eH
ea

d

Fe
m

H
ea

d

factor(tissue)

cR
PK

M

Module:red (Salivary glands)

378 genes

630 genes



D. melanogaster modules
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Module:blue (Brain - Synapsis)

axon terminus
cell junction

neuron projection terminus
synaptic vesicle

synaptic membrane
exocytic vesicle

integral component of membrane
secretory vesicle

intrinsic component of membrane
axon

voltage−gated ion channel activity
ion channel activity

neurotransmitter receptor activity
metal ion transmembrane transporter acti...
inorganic cation transmembrane transport...

cation transmembrane transporter activit...
transmembrane signaling receptor activit...

signaling receptor activity
cation channel activity

G−protein coupled receptor activity

regulation of localization
cell morphogenesis involved in different...

localization
neuron projection morphogenesis

synaptic vesicle cycle
synaptic vesicle transport

intracellular signal transduction
synapse assembly

synaptic vesicle localization
neuron projection development

log pvalues (correction=none)
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Module:greenyellow (Wing disc)

cytosol
RNA polymerase complex

nuclear DNA−directed RNA polym comp...
cytosolic large ribosomal subunit

precatalytic spliceosome
spliceosomal complex

cytoplasm
ribosome

nucleoplasm
cytosolic ribosome

tRNA methyltransferase activity
nuclease activity

nucleotidyltransferase activity
snoRNA binding

endonuclease activity
DNA−directed 5p−3p RNA polymerase activi...

rRNA binding
methyltransferase activity

RNA methyltransferase activity
structural constituent of ribosome

RNA splicing, via transesterification re...
RNA splicing

mRNA processing
ribonucleoprotein complex assembly

regulation of gene expression
tRNA modification

peptide metabolic process
tRNA processing
RNA modification

log pvalues (correction=none)
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1578 genes

1919 genes



D. melanogaster modules

TopGo results

TopGo results
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Module:cyan (Embryo 12-14 hours)

septate junction
integral component of plasma membrane

cell−cell junction
extracellular region

intrinsic component of plasma membrane
integral component of membrane
intrinsic component of membrane

plasma membrane
cell periphery

membrane

coreceptor activity involved in Wnt sign...
NADP−retinol dehydrogenase activity

actin binding
structural molecule activity

Toll binding
RNA polymerase II distal enhancer sequen...

carbohydrate binding
calcium ion binding

Wnt−protein binding
cell adhesion molecule binding

muscle structure development
cell differentiation

animal organ development
open tracheal system development

regulation of tube architecture, open tr...
developmental process

anatomical structure morphogenesis
anatomical structure development

multicellular organism development
system development

log pvalues (correction=none)
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Module:black (Flight Muscle)

proton−transporting ATP synthase complex...
mitochondrial proton−transporting ATP sy...

cytochrome complex
ribosome

intracellular organelle
proton−transporting ATP synthase complex
mitochondrial proton−transporting ATP sy...
intracellular membrane−bounded organelle

mitochondrial large ribosomal subunit
mitochondrial ribosome

iron−sulfur cluster binding
proton−transporting ATP synthase activit...

electron carrier activity
structural constituent of ribosome

catalytic activity
hydrogen ion transmembrane transporter a...

oxidoreductase activity, acting on NAD(P...
NADH dehydrogenase (ubiquinone) activity

oxidoreductase activity
oxidoreductase activity, acting on NAD(P...

aerobic respiration
nucleoside triphosphate biosynthetic pro...

ATP biosynthetic process
hydrogen ion transmembrane transport

phosphate−containing compound metabolic ...
mitochondrial respiratory chain complex ...
carbohydrate derivative metabolic proces...

mitochondrion organization

log pvalues (correction=none)
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GO Categories
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375 genes

597 genes



D. melanogaster modules
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TopGo results
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Module:magenta (Embryo 4-6 hours- Transcription)

cell cortex
spliceosomal complex

nucleoplasm
chromosome

nuclear lumen
macromolecular complex

intracellular organelle
intracellular membrane−bounded organelle

intracellular
cell

transcription cofactor activity
mRNA binding

transcription factor binding
transcription factor activity, RNA polym...

helicase activity
transcription regulatory region DNA bind...
RNA polymerase II transcription factor a...

transcription factor activity, sequence−...
sequence−specific DNA binding

DNA binding

log pvalues (correction=none)
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GO Categories
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rhabdomere microvillus membrane
microvillus

extracellular matrix
extrinsic component of plasma membrane

rhabdomere microvillus
rhabdomere membrane
inaD signaling complex

extracellular space
rhabdomere

extracellular region

G−protein coupled photoreceptor activity
structural constituent of cuticle

serine hydrolase activity
serine−type peptidase activity

photoreceptor activity
peptidase activity

serine−type endopeptidase activity
catalytic activity

endopeptidase activity
oxidoreductase activity

rhodopsin mediated signaling pathway
phototransduction, visible light

response to radiation
cellular response to radiation

detection of visible light
response to light stimulus

phototransduction
cellular response to light stimulus

sensory perception of light stimulus
visual perception

log pvalues (correction=none)

0 5 10 15 20 25

GO Categories
BP MF CC

0

50

100

150

200

Em
br

_4
_6

h

Em
br

_1
2_

14
h

Ad
ul

t_
O

va
rie

s

Ad
ul

t_
Te

st
is

M
us

cl
e_

IF
M

M
us

cl
e_

ju
m

p

La
rv

a_
Fa

tB
od

y

La
rv

a_
G

ut

W
ho

le
_G

ut

Ad
ul

t_
G

ut

M
al

pi
gh

ia
n_

tu
be

La
rv

a_
Sa

liv
ar

yG
l

Im
ag

in
al

D
is

cs

W
in

gD
is

c_
a

W
in

gD
is

c_
b

La
rv

a_
C

N
S

W
ho

le
_B

ra
in

M
al

eH
ea

d

Fe
m

H
ea

d

factor(tissue)

cR
PK

M

Module:purple (Adult heads- Visual perception)

569 genes

484 genes



D. melanogaster modules
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Module:white (Muscle-Cellular metabolism)

intracellular
cytoplasm

small ribosomal subunit
ribonucleoprotein complex

large ribosomal subunit
mitochondrial small ribosomal subunit
mitochondrial large ribosomal subunit

mitochondrion
ribosome

mitochondrial matrix

copper ion binding
flavin adenine dinucleotide binding

ubiquitin−like protein conjugating enzym...
transferase activity, transferring alkyl...
ubiquitin conjugating enzyme binding

translation initiation factor activity
oxidoreductase activity, acting on the C...

prenyltransferase activity
structural molecule activity

structural constituent of ribosome

organic substance metabolic process
metabolic process

biosynthetic process
cellular biosynthetic process

protein metabolic process
nitrogen compound metabolic process

cellular metabolic process
gene expression

peptide metabolic process
translation

log pvalues (correction=none)
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GO Categories
BP MF CC

eukaryotic translation initiation factor...
sperm flagellum

axonemal dynein complex
mitochondrial inner membrane

dynein complex
axoneme

motile cilium
mitochondrial envelope

mitochondrial membrane
cilium

protein phosphatase inhibitor activity
malate transmembrane transporter activit...
peptide transmembrane transporter activi...

protein transporter activity
ubiquitin conjugating enzyme activity

protein transmembrane transporter activi...
manganese ion binding

ubiquitin−protein transferase activity
ubiquitin−like protein transferase activ...

dynein intermediate chain binding

sperm competition
microtubule bundle formation

spermatid differentiation
mitochondrial transport

cilium assembly
cilium movement

axoneme assembly
cilium organization

spermatogenesis
male gamete generation

log pvalues (correction=none)
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Module:brown (Testes)

111 genes

2414 genes
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Module:pink (Malpighian tubules)

cytoplasm
plasma membrane proton−transporting V−ty...

cell periphery
peroxisome

plasma membrane
intrinsic component of plasma membrane
integral component of plasma membrane

membrane
intrinsic component of membrane
integral component of membrane

oxidoreductase activity, acting on CH−OH...
cofactor binding

organic anion transmembrane transporter ...
ion transmembrane transporter activity

anion transmembrane transporter activity
active transmembrane transporter activit...

catalytic activity
oxidoreductase activity

transporter activity
transmembrane transporter activity

organic anion transport
branched−chain amino acid metabolic proc...

ion transmembrane transport
cellular amino acid metabolic process

anion transport
ion transport

organic acid metabolic process
carboxylic acid metabolic process

oxidation−reduction process
transmembrane transport

log pvalues (correction=none)
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GO Categories
BP MF CC

peroxisome
extracellular space
extracellular region

sphingomyelin phosphodiesterase activity
acid sphingomyelin phosphodiesterase act...

amylase activity
alpha−amylase activity

peptidase activity
hydrolase activity, acting on glycosyl b...

endopeptidase activity
serine hydrolase activity

serine−type peptidase activity
serine−type endopeptidase activity

lipid metabolic process
ceramide biosynthetic process
phospholipid catabolic process

membrane lipid biosynthetic process
response to copper ion

sphingomyelin metabolic process
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Module:green (Ovaries)

basement membrane
mitochondrion

glycine cleavage complex
larval serum protein complex
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extracellular space

peptidase inhibitor activity
endopeptidase inhibitor activity
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serine−type endopeptidase activity

innate immune response
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pde novop IMP biosynthetic process
organic acid metabolic process

carboxylic acid metabolic process
immune system process

immune response
tetrahydrofolate metabolic process
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defense response
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Module:grey60 (Larval gut)

actin cytoskeleton
pre−autophagosomal structure

cortical cytoskeleton
pre−autophagosomal structure membrane

vesicle
endosome

actin cortical patch
cortical actin cytoskeleton

autophagosome
extracellular region

protein tag
1−acyl−2−lysophosphatidylserine acylhydr...
phosphatidylserine 1−acylhydrolase activ...

lipid binding
extracellular matrix structural constitu...
phosphatidylinositol phosphate binding

phosphatidylcholine 1−acylhydrolase acti...
ubiquitin−like protein binding

ubiquitin binding
carbohydrate derivative binding

organic substance catabolic process
cold acclimation

autophagy
vacuole organization

nucleophagy
autophagosome assembly

mitophagy
catabolic process
macroautophagy

carbohydrate derivative metabolic proces...
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Module:lightcyan (Head) 

activator ecdysone receptor complex
cAMP−dependent protein kinase complex

respiratory chain
extracellular space

endoplasmic reticulum
ATP−binding cassette (ABC) transporter c...

perinuclear region of cytoplasm
membrane

integral component of membrane
intrinsic component of membrane

transferase activity, transferring acyl ...
transferase activity, transferring acyl ...

iron ion binding
dioxygenase activity

L−ascorbic acid binding
hormone activity

oxidoreductase activity
heme binding

oxidoreductase activity, acting on paire...
oxidoreductase activity, acting on paire...

regulation of receptor activity
positive regulation of circadian sleep/w...

circadian sleep/wake cycle
protein hydroxylation

rhythmic behavior
circadian behavior

cuticle development
prepupal development

pupariation
oxidation−reduction process
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Module:saddlebrown (Adult male)

H4/H2A histone acetyltransferase complex
NuA4 histone acetyltransferase complex

mitochondrion
outer mitochondrial membrane protein com...

mitochondrial envelope
mitochondrial membrane

microtubule
mitochondrial outer membrane translocase...

outer membrane
mitochondrial outer membrane

H4 histone acetyltransferase activity
acid−amino acid ligase activity

peptide alpha−N−acetyltransferase activi...
proteasome binding

protein−glycine ligase activity
acetyltransferase activity

adenyl−nucleotide exchange factor activi...
Lys48−specific deubiquitinase activity

N−acetyltransferase activity
histone acetyltransferase activity

histone H2A acetylation
positive regulation of hemocyte prolifer...

dorsal closure, spreading of leading edg...
negative regulation of antimicrobial pep...

peptidyl−lysine acetylation
histone acetylation

regulation of eclosion
negative regulation of compound eye reti...

protein K48−linked deubiquitination
photoreceptor cell fate determination
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Module:greenyellow (Neurogenesis)

presynaptic active zone
cell projection

dendrite
axon

intrinsic component of plasma membrane
integral component of plasma membrane

membrane
neuron projection

plasma membrane
cell periphery

octopamine receptor activity
G−protein coupled peptide receptor activ...

protein homodimerization activity
peptide receptor activity

G−protein coupled receptor activity
antigen binding

axon guidance receptor activity
protein binding involved in cell−cell ad...

signaling receptor activity
transmembrane signaling receptor activit...

detection of mechanical stimulus
G−protein coupled receptor signaling pat...
detection of mechanical stimulus involve...
detection of mechanical stimulus involve...

dendrite self−avoidance
neuron recognition

detection of stimulus involved in sensor...
sensory perception of touch

axonal fasciculation
central nervous system morphogenesis
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Module:red (Fat body)

integral component of plasma membrane
intrinsic component of plasma membrane

integral component of membrane
extracellular space

intrinsic component of membrane
collagen type IV trimer

collagen trimer
extracellular region
extracellular matrix

basement membrane

oleoyl−[acyl−carrier−protein] hydrolase ...
enoyl−[acyl−carrier−protein] reductase (...

3−oxoacyl−[acyl−carrier−protein] reducta...
[acyl−carrier−protein] S−acetyltransfera...

guanosine−3p,5p−bis(diphosphate) 3p−diph...
lipoprotein particle receptor binding

oxidoreductase activity, acting on CH−OH...
oxidoreductase activity

extracellular matrix structural constitu...
oxidoreductase activity, acting on the C...

aromatic amino acid family catabolic pro...
organonitrogen compound catabolic proces...

embryonic heart tube morphogenesis
carboxylic acid metabolic process

motor neuron axon guidance
oxidation−reduction process

L−phenylalanine catabolic process
organic acid metabolic process

basement membrane organization
extracellular matrix organization
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Module:darkgreen (membrane)

Golgi transport complex
transport vesicle

protein phosphatase type 1 complex
intracellular

vesicle
cytoplasmic vesicle

FAR/SIN/STRIPAK complex
Mon1−Ccz1 complex

endomembrane system
cytoplasm

protein phosphatase inhibitor activity
ubiquitin conjugating enzyme activity

Rab GTPase binding
ubiquitin−like protein transferase activ...

H4 histone acetyltransferase activity
pyruvate dehydrogenase (acetyl−transferr...

kinase binding
protein kinase binding

transferase activity
enzyme binding

negative regulation of TOR signaling
engulfment of apoptotic cell

cellular response to nitrogen starvation
regulation of GTPase activity

endosome to lysosome transport via multi...
positive regulation of GTPase activity

heparan sulfate proteoglycan biosyntheti...
cellular process

vesicle−mediated transport
cellular protein modification process
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Module:skyblue (Embryo/Nerve cord- Eye morphogenesis)

actin−based cell projection
lateral plasma membrane

nucleus
cell projection

synaptic membrane
cell−cell adherens junction

apical junction complex
adherens junction

bicellular tight junction
cell junction

protein binding
cell adhesion molecule binding

ionotropic glutamate receptor binding
SAM domain binding

U5 snRNA binding
U6 snRNA binding

transcription factor activity, RNA polym...
second spliceosomal transesterification ...

ubiquitin protein ligase activity
pre−mRNA binding

animal organ morphogenesis
motor neuron axon guidance

eye photoreceptor cell differentiation
photoreceptor cell development

R7 cell development
spermathecum morphogenesis

animal organ development
eye photoreceptor cell development

eye morphogenesis
photoreceptor cell differentiation
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Module:orange (Protein synthesis)

rough endoplasmic reticulum
oligosaccharyltransferase complex

cytosolic small ribosomal subunit
small ribosomal subunit

cytosol
ribonucleoprotein complex

large ribosomal subunit
cytosolic large ribosomal subunit

ribosome
cytosolic ribosome

transferase activity, transferring glyco...
U1 snRNA binding

nucleosome−dependent ATPase activity
transferase activity, transferring hexos...

dolichyl−diphosphooligosaccharide−protei...
oligosaccharyl transferase activity

nucleic acid binding
RNA binding

structural molecule activity
structural constituent of ribosome

nitrogen compound metabolic process
protein N−linked glycosylation via aspar...

biosynthetic process
ribosome biogenesis

cellular biosynthetic process
ribosomal large subunit biogenesis

gene expression
peptide metabolic process

translation
cytoplasmic translation

0

50

100

150
Module:black (Nerve Cord- Synapsis)

synaptic membrane
membrane

synapse
cell projection

axon
integral component of plasma membrane
intrinsic component of plasma membrane

neuron projection
cell periphery

plasma membrane

cation transmembrane transporter activit...
acetylcholine−gated cation−selective cha...

voltage−gated potassium channel activity
ligand−gated ion channel activity

ion transmembrane transporter activity
channel activity

extracellular ligand−gated ion channel a...
ion channel activity

transmembrane signaling receptor activit...
signaling receptor activity

localization
behavior

regulation of membrane potential
cell−cell signaling

signaling
cell communication

modulation of synaptic transmission
neurological system process

chemical synaptic transmission
synaptic signaling
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Module:midnightblue (Splicing)

intracellular
intracellular organelle

precatalytic spliceosome
intracellular membrane−bounded organelle

spliceosomal complex
macromolecular complex

nuclear lumen
nucleoplasm

nucleus
ribonucleoprotein complex

enzyme binding
translation initiation factor activity

histone acetyltransferase activity (H3−K...
signal recognition particle binding
macromolecular complex binding

histone deacetylase binding
7S RNA binding

mRNA binding
RNA binding

nucleic acid binding

RNA metabolic process
chromatin organization

regulation of metabolic process
RNA processing

regulation of gene expression
mRNA splicing, via spliceosome

RNA splicing, via transesterification re...
gene expression

mRNA processing
RNA splicing
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Module:blue (Gut)

early endosome
late endosome

lytic vacuole
lysosome

endomembrane system
endosome membrane

vacuole
cytoplasmic vesicle

vesicle
endosome

GTPase regulator activity
GTPase activator activity

sugar:proton symporter activity
phospholipid−translocating ATPase activi...
trehalose transmembrane transporter acti...
glucose transmembrane transporter activi...

lipid binding
glucuronosyltransferase activity

transaminase activity
pyridoxal phosphate binding

steroid metabolic process
sterol metabolic process

vacuolar transport
UDP−glucose metabolic process

nucleotide−sugar metabolic process
response to toxic substance

lysosomal transport
response to xenobiotic stimulus

xenobiotic metabolic process
endosomal transport
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mitochondrial matrix
ribosome

large ribosomal subunit
mitochondrial small ribosomal subunit

mitochondrion
extracellular space

mitochondrial ribosome
mitochondrial large ribosomal subunit

ubiquitin binding
ion transmembrane transporter activity

iron−sulfur cluster binding
transporter activity

organic anion transmembrane transporter ...
anion transmembrane transporter activity

bicarbonate transmembrane transporter ac...
inorganic anion exchanger activity

monocarboxylic acid transmembrane transp...
transmembrane transporter activity

regulation of mitotic spindle organizati...
bicarbonate transport

cation homeostasis
tubulin complex assembly

analia development
ion homeostasis

cellular ion homeostasis
monocarboxylic acid transport

anterior/posterior pattern specification...
genital disc anterior/posterior pattern ...
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Module:purple (Fat body/Salivary gland- Translation)

eukaryotic translation initiation factor...
eukaryotic 43S preinitiation complex

nucleolus
small ribosomal subunit

cytosolic small ribosomal subunit
large ribosomal subunit

ribonucleoprotein complex
cytosolic large ribosomal subunit

ribosome
cytosolic ribosome

ATP−dependent RNA helicase activity
RNA helicase activity

phosphotransferase activity, phosphate g...
translation initiation factor activity

translation factor activity, RNA binding
rRNA binding

nucleic acid binding
RNA binding

structural molecule activity
structural constituent of ribosome

maturation of LSU−rRNA
gene expression

ncRNA processing
ribosomal large subunit biogenesis

rRNA metabolic process
rRNA processing

peptide metabolic process
ribosome biogenesis

translation
cytoplasmic translation
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Module:white (Proteasome)

nuclear lumen
nucleoplasm

cell
cytoplasm

intracellular
proteasome complex

proteasome regulatory particle, lid subc...
proteasome accessory complex
proteasome regulatory particle

prefoldin complex

chaperone binding
zinc ion binding

unfolded protein binding
transferase activity, transferring hexos...

Rho GTPase binding
cyclin−dependent protein serine/threonin...

DNA−dependent ATPase activity
transition metal ion binding
glucosyltransferase activity

transferase activity, transferring glyco...

DNA−dependent DNA replication
somatic stem cell division

nuclear division
macromolecular complex assembly

neuroblast division
cell cycle

asymmetric neuroblast division
establishment or maintenance of neurobla...

cellular component organization
proteasome assembly
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GO Categories
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Module:lightgreen (Cellular respiration)

Z disc
myofibril

sarcomere
late endosome membrane
mismatch repair complex

mitochondrial inner membrane
MutLalpha complex

organelle membrane
cytoplasm

mitochondrion

ferrous iron binding
actin binding

mismatched DNA binding
oxidoreductase activity

microtubule binding
ubiquinone binding

lyase activity
protein kinase inhibitor activity

cytoskeletal protein binding
membrane insertase activity

protein insertion into mitochondrial mem...
nucleotide metabolic process

chaperone−mediated protein folding
phosphate−containing compound metabolic ...

female germline ring canal stabilization
protein refolding

cellular respiration
citrate metabolic process

tricarboxylic acid cycle
aerobic respiration
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GO Categories
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75 genes

259 genes
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Module:magenta (Ovaries- Replication)

RNA polymerase complex
nuclear chromosome

chromosome
replication fork protection complex

intracellular organelle
nuclear lumen

nucleus
intracellular

macromolecular complex
intracellular membrane−bounded organelle

histone acetyltransferase activity
3p−5p DNA helicase activity

ribonuclease P activity
methyltransferase activity

DNA replication origin binding
SNAP receptor activity

ribonuclease activity
transferase activity

RNA−DNA hybrid ribonuclease activity
endoribonuclease activity, producing 5p−...

organic substance metabolic process
nitrogen compound metabolic process

cellular metabolic process
RNA metabolic process

chromosome organization
ncRNA processing

DNA metabolic process
nucleobase−containing compound metabolic...

DNA−dependent DNA replication
DNA replication
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GO Categories
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Module:lightyellow (Fatty acid metabolism)

myosin complex
muscle myosin complex

outer membrane
mitochondrial outer membrane

actin cytoskeleton
extracellular region

integral component of membrane
intrinsic component of membrane

sarcomere
myofibril

DNA polymerase binding
oxidoreductase activity

decanoate−−CoA ligase activity
long−chain fatty acid−CoA ligase activit...

fatty acid synthase activity
fatty acid ligase activity

3−oxo−lignoceronyl−CoA synthase activity
3−oxo−cerotoyl−CoA synthase activity

3−oxo−arachidoyl−CoA synthase activity
fatty acid elongase activity

fatty acid elongation, monounsaturated f...
fatty acid elongation, unsaturated fatty...
fatty acid elongation, saturated fatty a...

carboxylic acid metabolic process
cellular lipid metabolic process

lipid biosynthetic process
lipid metabolic process

long−chain fatty acid metabolic process
fatty acid biosynthetic process

fatty acid metabolic process
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GO Categories
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1718 genes
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S. maritima modules

TopGo results

log pvalues (correction=none)

TopGo results
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Module:royalblue (Cellular metabolism)

transcription factor complex
nuclear cap binding complex
mRNA cap binding complex

ER to Golgi transport vesicle
macromolecular complex

membrane coat
nucleus

intracellular
intracellular organelle

intracellular membrane−bounded organelle

histone demethylase activity (H3−K4 spec...
histone acetyltransferase activity (H4−K...
histone acetyltransferase activity (H4−K...

nuclear hormone receptor binding
acetyl−CoA C−acyltransferase activity

oxidoreductase activity, acting on the a...
RNA cap binding

pre−mRNA binding
beta−catenin binding

H4 histone acetyltransferase activity

cellular metabolic process
organic substance metabolic process

biosynthetic process
transcription, DNA−templated

cellular biosynthetic process
regulation of nucleic acid−templated tra...

regulation of transcription, DNA−templat...
regulation of gene expression

regulation of cellular metabolic process
regulation of metabolic process
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GO Categories
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Module:darkorange (Fat Body- Post-translation modification)

ER to Golgi transport vesicle
transport vesicle

nuclear chromosome
site of polarized growth

growth cone
chromatin
cell body

extrinsic component of membrane
axonal growth cone

perikaryon

protein serine/threonine kinase activity
phosphotransferase activity, alcohol gro...

dolichyl−phosphate−mannose−protein manno...
adenyl ribonucleotide binding

ATP binding
protein kinase activity

enzyme regulator activity
organic anion transmembrane transporter ...

transferase activity
protein N−acetylglucosaminyltransferase ...

proteolysis involved in cellular protein...
phosphorylation

proteolysis
immune system process
hemocyte differentiation

proteasomal protein catabolic process
peripheral nervous system neuron develop...

protein phosphorylation
protein metabolic process

cellular protein modification process
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GO Categories
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231 genes

343 genes



S. maritima modules

TopGo results

log pvalues (correction=none)

TopGo results
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Module:brown (Embryogenesis)

precatalytic spliceosome
chromatin

nucleoplasm
proteasome core complex, alpha−subunit c...

chaperonin−containing T−complex
proteasome complex

ribonucleoprotein complex
proteasome core complex

spliceosomal complex
nucleus

RNA polymerase II regulatory region DNA ...
transcription factor binding

transcription regulatory region sequence...
transcription factor activity, sequence−...

double−stranded DNA binding
sequence−specific double−stranded DNA bi...

RNA polymerase II transcription factor a...
sequence−specific DNA binding

DNA binding
nucleic acid binding

animal organ morphogenesis
blastoderm segmentation

RNA metabolic process
negative regulation of transcription, DN...

negative regulation of nucleic acid−temp...
animal organ development

embryonic pattern specification
gene expression

segmentation
pattern specification process
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GO Categories
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Module:turquoise (Testis- Cilium)

microtubule associated complex
microtubule cytoskeleton

axonemal dynein complex
dynein complex

axoneme
mitochondrial envelope

mitochondrial inner membrane
mitochondrion

mitochondrial membrane
cilium

motor activity
dynein light intermediate chain binding

deoxyribonuclease activity
ATP−dependent microtubule motor activity...

endodeoxyribonuclease activity
exonuclease activity

dynein light chain binding
dynein intermediate chain binding

exodeoxyribonuclease activity
single−stranded DNA endodeoxyribonucleas...

execution phase of apoptosis
microtubule−based movement

axonemal dynein complex assembly
DNA catabolic process

apoptotic DNA fragmentation
DNA catabolic process, endonucleolytic

cell projection assembly
cilium movement
cilium assembly

cilium organization
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GO Categories
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2420 genes



S. maritima modules

log pvalues (correction=none)

TopGo results
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Module:darkgrey (Transcription)

presynapse
synapse

presynaptic membrane
intracellular

cell cortex
gamma−tubulin complex

cell cortex region
gamma−tubulin ring complex

gamma−tubulin large complex
equatorial microtubule organizing center

RNA polymerase II distal enhancer sequen...
clathrin heavy chain binding
cytoskeletal adaptor activity

chromatin binding
transcription factor activity, RNA polym...

promoter−specific chromatin binding
protein binding

single−stranded RNA binding
DNA binding

nucleic acid binding

regulation of chromosome organization
positive regulation of RNA splicing

spindle assembly involved in female meio...
regulation of metabolic process

enteroendocrine cell differentiation
regulation of gene expression

regulation of localization
female meiosis II

regulation of transport
negative regulation of gene expression
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GO Categories
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166 genes


