
ion binding
anatomical structure morphogenesis

intracellular
kinase activity

establishment of cell polarity
cell junction

response to growth factor
poly(U) RNA binding

extracellular matrix component
regulation of GTPase activity
microtubule−based process

ventricular septum morphogenesis
intraciliary transport particle B

coreceptor activity involved in Wnt signaling pathway
phosphatidylinositol−4,5−bisphosphate binding

GTPase binding
GTPase activator activity

extracellular matrix structural constituent
plasma membrane region

regulation of primary metabolic process
regulation of MAPK cascade

laminin−10 complex
Rho GTPase binding

epithelial tube branching involved in lung morphogenesis
positive regulation of molecular function

Wnt−activated receptor activity
cellular response to endogenous stimulus
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multicellular organism development
plasma membrane part

cell adhesion
DNA−binding transcription activator activity, RNA polymerase II−specific

extracellular matrix
cell projection

cell junction
receptor regulator activity

sarcomere
ion channel activity

ion transport
regulation of signaling receptor activity

extracellular matrix structural constituent
calcium ion binding

negative regulation of hormone biosynthetic process
sequence−specific DNA binding

poly(U) RNA binding
negative regulation of alcohol biosynthetic process

metal ion transmembrane transporter activity
heparan sulfate sulfotransferase activity

cell junction organization
extracellular structure organization

regulation of hormone levels
potassium ion transport

positive regulation of transcription by RNA polymerase II
cyclic nucleotide metabolic process

fibroblast growth factor receptor binding
actin binding

proteoglycan metabolic process
negative regulation of steroid biosynthetic process

RNA polymerase II regulatory region sequence−specific DNA binding
epithelial cell proliferation
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cytosol

protein binding

catabolic process

vesicle

poly(U) RNA binding

transport

catalytic complex

DNA dealkylation involved in DNA repair

regulation of DNA catabolic process

macromolecule modification

proteolysis involved in cellular protein catabolic process

adherens junction

protein catabolic process

protein localization

peroxisome organization
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cilium assembly

cilium

cytoskeletal protein binding

nervous system development

heart development

transcription factor activity, RNA polymerase II proximal promoter sequence−specific DNA binding

smoothened signaling pathway

poly(U) RNA binding

negative regulation of transcription by RNA polymerase II

RNA polymerase II transcription factor binding

outflow tract septum morphogenesis

nephron tubule epithelial cell differentiation

alpha−actinin binding

Enrichment of Genes Significantly Correlated with
 RBMS3_MSI2 in Fibrosis
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extracellular matrix
motile cilium

mesonephros development
regulation of biological quality

cellular component organization
response to glucocorticoid

cilium movement
negative regulation of signal transduction

calcium ion binding
biological adhesion

cilium assembly
cytoplasmic region
heart development

poly(U) RNA binding
cytoskeleton

cellular response to stress
regulation of animal organ morphogenesis

regulation of canonical Wnt signaling pathway
extracellular matrix organization

extracellular matrix structural constituent
actin binding

multi−organism reproductive process
homophilic cell adhesion via plasma membrane adhesion molecules

branching involved in ureteric bud morphogenesis
synapse assembly

protein catabolic process
striated muscle cell differentiation

protein binding
intrinsic component of plasma membrane

organonitrogen compound metabolic process
protein maturation by iron−sulfur cluster transfer

protein K33−linked deubiquitination
response to organic substance

tonic smooth muscle contraction
cytoskeleton organization

Enrichment of Genes Significantly Correlated with
 RBMS3_MSI2 in ILD_PAH
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cytoplasm
anatomical structure morphogenesis

protein binding
phosphorus metabolic process

anchoring junction
basement membrane

cytoskeleton
extracellular matrix structural constituent

regulation of hydrolase activity

GTPase activator activity

membrane docking
transcription coregulator activity

poly(U) RNA binding

establishment or maintenance of cell polarity
insulin−like growth factor−activated receptor activity

synaptic vesicle localization
negative regulation of vascular permeability

ligase activity, forming carbon−carbon bonds
phospholipid transporter activity

positive regulation of transcription of Notch receptor target
negative regulation of maintenance of mitotic sister chromatid cohesion, telomeric

anion transport
caveola

positive regulation of apoptotic process

Enrichment of Genes Significantly Correlated with
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protein binding
negative regulation of nucleic acid−templated transcription

intracellular
cellular response to chemical stimulus

renal system development
protein modification by small protein conjugation

response to other organism
tube formation

tube development
poly(U) RNA binding

nucleosome
icosanoid metabolic process

intracellular signal transduction
aldehyde dehydrogenase (NAD) activity

response to stress
regulation of stem cell differentiation
chromatin assembly or disassembly

oxidoreductase activity, acting on the aldehyde or oxo group of donors
circulatory system development

organonitrogen compound metabolic process
pattern specification process

nucleosome assembly
peroxisome fission

regulation of cell−cell adhesion
whole membrane

Enrichment of Genes Significantly Correlated with
 RBMS3_MSI2 in Skin
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multicellular organismal process

nucleosome

intrinsic component of plasma membrane

hemoglobin complex

striated muscle contraction

extracellular matrix

poly(U) RNA binding

synaptic transmission, glutamatergic

oxygen binding

behavior

pole plasm

positive regulation of potassium ion transport

homophilic cell adhesion via plasma membrane adhesion molecules

striated muscle cell development

positive regulation of cation transmembrane transport

oxygen carrier activity

Enrichment of Genes Significantly Correlated with
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−log10 p value

0 1 2 3 4 5



anatomical structure morphogenesis
collagen−containing extracellular matrix

extracellular matrix structural constituent
growth factor binding

adherens junction
plasma membrane

cell surface
cell leading edge

collagen metabolic process
glycosaminoglycan metabolic process

actin cytoskeleton
transmembrane receptor protein kinase activity

molecular function regulator
transcription factor activity, RNA polymerase II proximal promoter sequence−specific DNA binding

PDZ domain binding
bleb assembly

receptor complex
cellular response to vitamin

platelet alpha granule
neuromuscular junction

plasma membrane organization
growth factor activity

RNA polymerase II proximal promoter sequence−specific DNA binding
negative regulation of nitrogen compound metabolic process

oncostatin−M receptor activity
dystrophin−associated glycoprotein complex

membrane assembly
laminin−1 binding

regulation of cell size
behavior

endocytosis
protease binding

transcription factor activity, RNA polymerase II distal enhancer sequence−specific binding
positive regulation of programmed cell death

Enrichment of Genes Significantly Correlated with
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enzyme linked receptor protein signaling pathway

intracellular part

metal ion binding

collagen−containing extracellular matrix

cell adhesion

transcription regulator activity

extracellular matrix structural constituent

actin binding

ventricular compact myocardium morphogenesis

transmembrane receptor protein serine/threonine kinase activity

homophilic cell adhesion via plasma membrane adhesion molecules

glycosaminoglycan biosynthetic process

growth factor binding

regulation of binding

actin−based cell projection

phosphotransferase activity, alcohol group as acceptor

vasoconstriction

regulation of cell projection organization

actin cytoskeleton

anterior/posterior pattern specification

axon extension

positive regulation of GTPase activity

neural tube formation

Enrichment of Genes Significantly Correlated with
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anatomical structure morphogenesis

extracellular matrix

endoplasmic reticulum lumen

extracellular matrix structural constituent

ion binding

cell junction

cell projection

cell surface

membrane region

platelet alpha granule

vesicle

platelet degranulation

growth factor activity

protein−lysine 6−oxidase activity

cell periphery

cytoskeleton

ovulation cycle

chordate embryonic development

serine−type endopeptidase inhibitor activity

membrane assembly

calcium−dependent cell−cell adhesion via plasma membrane cell adhesion molecules

homeostasis of number of cells

Enrichment of Genes Significantly Correlated with
 RBMS3_WNT5A in EMT
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anatomical structure morphogenesis

collagen−containing extracellular matrix

extracellular matrix structural constituent

anchoring junction

platelet−derived growth factor binding

regulation of GTPase activity

response to wounding

glycosaminoglycan biosynthetic process

GTPase activator activity

ventricular trabecula myocardium morphogenesis

growth

smooth muscle cell migration

PDZ domain binding

Enrichment of Genes Significantly Correlated with
 RBMS3_WNT5A in Fibrosis
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anatomical structure morphogenesis
extracellular matrix

extracellular matrix structural constituent
cell periphery
cell projection

calcium ion binding
integrin binding
heparin binding

cell junction
Wnt−activated receptor activity

Wnt−protein binding
actin cytoskeleton

transmembrane receptor protein kinase activity
synapse

actin binding
endoplasmic reticulum lumen

collagen binding
cell adhesion mediator activity

axoneme assembly
cell surface

behavior
positive regulation of phosphorus metabolic process

regulation of lipase activity
axoneme

PDZ domain binding
olfactory bulb interneuron development

arterial endothelial cell differentiation
receptor complex

phosphatidylinositol bisphosphate kinase activity
growth factor binding

positive regulation of phosphatidylinositol 3−kinase signaling
sensory perception of sound

peptidyl−tyrosine phosphorylation
regulation of cardiac muscle contraction by regulation of the release of sequestered calcium ion

Rho protein signal transduction
pulmonary valve development

regulation of secretion
receptor−mediated endocytosis

regulation of melanin biosynthetic process
oxidoreductase activity, acting on the CH−NH2 group of donors, oxygen as acceptor

Enrichment of Genes Significantly Correlated with
 RBMS3_WNT5A in ILD_PAH
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anatomical structure morphogenesis
extracellular matrix

extracellular matrix structural constituent
growth factor binding

endoplasmic reticulum lumen
cell surface

actin cytoskeleton
collagen trimer

transmembrane receptor protein kinase activity
cell projection

glycosaminoglycan biosynthetic process
molecular function regulator

platelet alpha granule membrane
plasma membrane organization

response to oxygen levels
filopodium

receptor complex
ovulation cycle

epithelial cell apoptotic process
corticospinal tract morphogenesis

platelet−derived growth factor receptor binding
GTPase activator activity

intracellular
platelet degranulation

cytokine production involved in immune response
muscle system process

macrophage cytokine production
regulation of protein binding

peptidyl−tyrosine modification
PDZ domain binding

Wnt signaling pathway, planar cell polarity pathway
neuromuscular junction
response to calcium ion

Enrichment of Genes Significantly Correlated with
 RBMS3_WNT5A in Lung
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skeletal system development

extracellular matrix

extracellular matrix structural constituent

metal ion binding

collagen binding

focal adhesion

transcription regulator activity

sequence−specific DNA binding

cellular response to nutrient levels

oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen

Golgi vesicle transport

negative regulation of cellular protein localization

regulation of protein import into nucleus

L−ascorbic acid binding

regulation of hydrolase activity

cell surface

response to vitamin

cellular carbohydrate biosynthetic process

Enrichment of Genes Significantly Correlated with
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multicellular organismal process

plasma membrane

homophilic cell adhesion via plasma membrane adhesion molecules

cell−cell signaling

transmembrane signaling receptor activity

ion gated channel activity

regulation of hemostasis

axon guidance

extracellular matrix

Golgi lumen

extracellular region

ion transport

calcium ion binding

G−protein coupled receptor signaling pathway

DNA−binding transcription activator activity, RNA polymerase II−specific

postsynaptic membrane

ion channel complex

cardiac muscle cell development

voltage−gated potassium channel activity

peptide cross−linking

synapse

response to stimulus

RNA polymerase II regulatory region sequence−specific DNA binding
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