
IER5

KCNH1
H2AC25

TTN
CCDC141

SLC6A11 REELD1

LTC4S

H2BC4

H2AC7 H2BC11

H2BC13H3C10

H3C12

KHDRBS2−OT1

SORCS3

NUBPL−DTADGRG5
OR3A2 CD70

0

1

2

3

4

5

−5.0 −2.5 0.0 2.5 5.0
 Log2 fold change

 −
Lo

g 1
0 

P
Downregulated Non−Significant Upregulated

Glaucoma(up−reg.) vs Normal, p_adj < 0.05, |logFC| >1

Macrophage, DEG num: 133

EXTL2
HSD11B1

DPP10

TNS1

CADPS
HTRA3

SYNPO

TSBP1−AS1

HLA−DRB5 SYNE1

SCD

BET1L

GRIA4

CLEC2B

RMST

COL4A2 TM9SF1
TEX14

CYYR1

ADAMTS5

0

10

20

30

−10 −5 0 5
 Log2 fold change

−
Lo

g 1
0 

P

Downregulated Non−Significant Upregulated

Glaucoma(up−reg.) vs Normal, p_adj < 0.05, |logFC| >1

Mast cell, DEG num: 235

HSPA1B
CENPP

0.0

0.5

1.0

1.5

2.0

−5 0 5
 Log2 fold change

−
Lo

g 1
0 

P

Downregulated Non−Significant Upregulated

Glaucoma(up−reg.) vs Normal, p_adj < 0.05, |logFC| >1

T/NK cell, DEG num: 2

Macrophage Down−reg Macrophage Up−reg

0 25 50 75 0 25 50 75

transcription regulator
activator activity

JUN kinase kinase kinase
activity

Tat protein binding

adenyl−nucleotide exchange
factor activity

structural constituent of
chromatin

endoplasmic reticulum
chaperone complex

chromosome, centromeric core
domain

CENP−A containing chromatin

CENP−A containing nucleosome

nucleosome

mammary gland epithelial cell
differentiation

ovulation

chaperone cofactor−dependent
protein refolding

hemoglobin biosynthetic
process

innate immune response in
mucosa

tropomyosin binding

diacylglycerol binding

high voltage−gated calcium
channel activity

structural molecule activity
conferring elasticity

peptidyl−proline dioxygenase
activity

myofilament

parallel fiber to Purkinje
cell synapse

striated muscle thin filament

calyx of Held

presynaptic active zone
cytoplasmic component

amino acid neurotransmitter
reuptake

neuronal action potential
propagation

skeletal myofibril assembly

regulation of hypersensitivity

cardiac myofibril assembly

FoldEnrichment

−log10(p value)
5
10
15
20

−log10(p value)
5
10
15
20

Mast cell Down−reg Mast cell Up−reg

0 50 100 150 200 0 50 100 150 200

UDP−glycosyltransferase activity

manganese ion binding

acetylglucosaminyltransferase activity

SNAP receptor activity

acetylgalactosaminyltransferase activity

intercellular bridge

autophagosome membrane

SNARE complex

dense core granule

neuronal dense core vesicle

dense core granule localization

NK T cell activation

N−acetylglucosamine metabolic process

negative regulation of cell division

dense core granule exocytosis

phosphatidylinositol−4−phosphate binding

alcohol dehydrogenase (NADP+) activity

ligand−gated monoatomic ion channel
activity involved in regulation of

presynaptic membrane potential

mitogen−activated protein kinase kinase
kinase binding

glutamate−gated receptor activity

protein complex involved in cell
adhesion

sperm principal piece

CatSper complex

complex of collagen trimers

protein complex involved in cell−matrix
adhesion

cGMP biosynthetic process

ketone body metabolic process

otic vesicle development

collagen−activated signaling pathway

otic vesicle morphogenesis

FoldEnrichment

−log10(p value)
1.5
2.0
2.5
3.0
3.5
4.0

−log10(p value)
1.5
2.0
2.5
3.0
3.5
4.0

T/NK cell Down−reg T/NK cell Up−reg

0 500 1000 1500 0 500 1000 1500

exogenous protein binding

virus receptor activity

protein folding chaperone

ATP−dependent protein folding chaperone

protein−containing complex destabilizing
activity

centriole

blood microparticle

ficolin−1−rich granule lumen

inclusion body

aggresome

regulation of inclusion body assembly

regulation of nucleotide−binding domain,
leucine rich repeat containing receptor

signaling pathway

positive regulation of tumor necrosis
factor−mediated signaling pathway

negative regulation of inclusion body
assembly

regulation of nucleotide−binding
oligomerization domain containing 2

signaling pathway

condensed chromosome

chromosome, centromeric region

condensed chromosome, centromeric region

kinetochore

inner kinetochore

protein−DNA complex organization

protein−DNA complex assembly

centromere complex assembly

CENP−A containing chromatin assembly

chromatin remodeling at centromere

FoldEnrichment

Ontology
BP
MF
CC

−log10(p value)
2.1
2.4
2.7
3.0

−log10(p value)
2.1
2.4
2.7
3.0

a

d fe

b c




