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Fibroblasts

Enteric glia cells
Neuroendocrine cells
Hepatic stellate cells
Beta cells

Basal cells

B cells naive
Erythroid-like and erythroid precursor cells
Enteric neurons
Platelets

Ductal cells
Myoepithelial cells
Keratinocytes
Chondrocytes
Myeloid-derived suppressor cells
Dendritic cells

Microfold cells
Epithelial cells
Cholangiocytes
Myoblasts

Loop of Henle cells
Mesothelial cells
Macrophages
Endothelial cells
Natural killer T cells
Peritubular myoid cells
Trophoblast cells
Pancreatic stellate cells
Miiller cells

Glomus cells

Stromal cells.
Bergmann glia
Mesangial cells
Osteoblasts

Plasma cells

B cells

Hematopoietic stem cells
Monocytes .
Pancreatic progenitor cells
Thymocytes

Alveolar macrophages
Satellite cells
Neutrophils

Sertoli cells

Mast cells

Acinar cells

Adipocyte progenitor cells
Adipocytes

Adrenergic neurons
Myofibroblasts
Endothelial cells (aorta)
Smooth muscle cells
Salivary mucous cells
Chromaffin cells
Tanycytes
Oligodendrocyte progenitor cells
Gamma delta’ T cells
Astrocytes

Basophils
Juxtaglomerular cells
Merkel cells

Airway goblet cells
Megakaryocytes

T memory cells
Pericytes

NK cells

T cells

Airway epithelial cells
Airway smooth muscle cells
Alpha cells

Anterior pituitary gland cells
Ciliated cells

Luteal cells

Ependymal cells
Cardiomyocytes
Cajal-Retzius cells
Myocytes

Podocytes

Neurons

Crypt cells

Luminal epithelial cells

Pvalue(-log10)
20
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HALLMARK_UV_RESPONSE_DN
HALLMARK_COMPLEMENT
HALLMARK_EPITHELIAL_MESENCHYMAL_TRANSITION
HALLMARK_ESTROGEN_RESPONSE_LATE
HALLMARK_HEME_METABOLISM
HALLMARK_ADIPOGENESIS
HALLMARK_ALLOGRAFT_REJECTION
HALLMARK_ANDROGEN_RESPONSE
HALLMARK_ANGIOGENESIS
HALLMARK_APICAL_JUNCTION
HALLMARK_P53_PATHWAY
HALLMARK_COAGULATION
HALLMARK_KRAS_SIGNALING_DN
HALLMARK_APICAL_SURFACE
HALLMARK_KRAS_SIGNALING_UP
HALLMARK_APOPTOSIS
HALLMARK_ESTROGEN_RESPONSE_EARLY
HALLMARK_CHOLESTEROL_HOMEOSTASIS
HALLMARK_TNFA_SIGNALING_VIA_NFKB
HALLMARK_HYPOXIA
HALLMARK_UV_RESPONSE_UP
HALLMARK_MYOGENESIS
HALLMARK_IL6_JAK_STAT3_SIGNALING
HALLMARK_REACTIVE_OXYGEN_SPECIES_PATHWAY
HALLMARK_INFLAMMATORY_RESPONSE
HALLMARK_PI3K_AKT_MTOR_SIGNALING
HALLMARK_FATTY_ACID_METABOLISM
HALLMARK_GLYCOLYSIS
HALLMARK_PEROXISOME
HALLMARK_MITOTIC_SPINDLE
HALLMARK_WNT_BETA_CATENIN_SIGNALING
HALLMARK_TGF_BETA_SIGNALING
HALLMARK_INTERFERON_ALPHA_RESPONSE
HALLMARK_MTORC1_SIGNALING
HALLMARK_XENOBIOTIC_METABOLISM
HALLMARK_BILE_ACID_METABOLISM
HALLMARK_NOTCH_SIGNALING
HALLMARK_IL2_STAT5_SIGNALING
HALLMARK_INTERFERON_GAMMA_RESPONSE
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KEGG_TYPE_II_DIABETES_MELLITUS
KEGG_TASTE_TRANSDUCTION

KEGG_LONG TERM_DEPRESSION
KEGG_CALCIUM_SIGNALING_PATHWAY
KEGG_CHEMOKINE_SIGNALING_PATHWAY
KEGG_CYTOKINE_CYTOKINE_RECEPTOR_INTERACTION
KEGG_MAPK_SIGNALING_PATHWAY
KEGG_ABC_TRANSPORTERS
KEGG_ACUTE_MYELOID_LEUKEMIA
KEGG_ADHERENS_JUNCTION
KEGG_P53_SIGNALING_PATHWAY
KEGG_ALDOSTERONE_REGULATED_SODIUM_REABSORPTION
KEGG_GLIOMA
KEGG_COMPLEMENT_AND_COAGULATION_CASCADES
KEGG_PPAR_SIGNALING_PATHWAY
KEGG_LONG_TERM_POTENTIATION
KEGG_PHOSPHATIDYLINOSITOL_SIGNALING_SYSTEM
KEGG_ECM_RECEPTOR_INTERACTION
KEGG_OLFACTORY_TRANSDUCTION
KEGG_GNRH_SIGNALING_PATHWAY
KEGG_LEISHMANIA_INFECTION
KEGG_PATHWAYS_IN_CANCER
KEGG_ARGININE_AND_PROLINE_METABOLISM
KEGG_ARACHIDONIC_ACID_METABOLISM
KEGG_COLORECTAL_CANCER
KEGG_NOD_LIKE_RECEPTOR_SIGNALING_PATHWAY
KEGG_FOCAL_ADHESION
KEGG_SMALL_CELL_LUNG_CANCER
KEGG_REGULATION_OF_ACTIN_CYTOSKELETON
KEGG_ADIPOCYTOKINE _SIGNALING_PATHWAY
KEGG_INTESTINAL_IMMUNE_NETWORK_FOR_IGA_PRODUCTION
KEGG_ASTHMA
KEGG_SYSTEMIC_LUPUS_ERYTHEMATOSUS
KEGG_ALLOGRAFT_REJECTION
KEGG_GRAFT_VERSUS_HOST_DISEASE
KEGG_TYPE_I_DIABETES_MELLITUS
KEGG_AUTOIMMUNE_THYROID_DISEASE
KEGG_VIRAL_MYOCARDITIS
KEGG_THYROID_CANCER
KEGG_BLADDER_CANCER
KEGG_ENDOMETRIAL_CANCER
KEGG_NON_SMALL_CELL_LUNG_CANCER
KEGG_RENAL_CELL_CARCINOMA 10
KEGG_MELANOMA
KEGG_LEUKOCYTE_TRANSENDOTHELIAL_MIGRATION
KEGG_GLYCOSAMINOGLYCAN_BIOSYNTHESIS_CHONDROITI! JE:ATE
KEGG_GLYCOSAMINOGLYCAN_BIOSYNTHESIS_HEPARAN_SU T
KEGG_NOTCH_SIGNALING_PATHWAY

KEGG_BIOSYNTHESIS_OF UNSATURATED FATTY_ACIDS
KEGG_JAK_STAT_SIGNALING_PATHWAY

KEGG_PRIMARY _IMMUNODEFICIENCY
KEGG_REGULATION_OF_AUTOPHAGY

KEGG_FATTY_ACID _METABOLISM
KEGG_VALINE_LEUCINE_AND_ISOLEUCINE_DEGRADATION
KEGG_STARCH_AND_SUCROSE_METABOLISM
KEGG_INOSITOL_PHOSPHATE_METABOLISM
KEGG_GLYOXYLATE_AND_DICARBOXYLATE_METABOLISM
KEGG_GALACTOSE_METABOLISM
KEGG_PENTOSE_PHOSPHATE_PATHWAY
KEGG_HOMOLOGOUS_RECOMBINATION
KEGG_FRUCTOSE_AND_MANNOSE_METABOLISM
KEGG_N_GLYCAN BIOSYNTHESIS
KEGG_GLYCOLYSIS_GLUCONEOGENESIS
KEGG_FC_EPSILON_RI_SIGNALING_PATHWAY
KEGG_ALANINE_ASPARTATE_AND_GLUTAMATE_METABOLISM
KEGG_SNARE_INTERACTIONS IN_VESICULAR TRANSPORT
KEGG_VASOPRESSIN_REGULATED_WATER _REABSORPTION
KEGG_GLYCEROPHOSPHOLIPID_METABOLISM
KEGG_MTOR_SIGNALING_PATHWAY
KEGG_CYTOSOLIC_DNA_SENSING_PATHWAY
KEGG_RIG_|_LIKE_RECEPTOR_SIGNALING_PATHWAY
KEGG_INSULIN_SIGNALING_PATHWAY
KEGG_WNT_SIGNALING_PATHWAY

KEGG_HUNTINGTONS_DISEASE
KEGG_B_CELL_RECEPTOR_SIGNALING_PATHWAY
KEGG_FC_GAMMA_R_MEDIATED_PHAGOCYTOSIS
KEGG_LYSOSOME

KEGG_ALPHA_LINOLENIC_ACID_METABOLISM
KEGG_ALZHEIMERS_DISEASE

Pvalue(-log10)
15



Uz

:"/_§ T
E { TIMICROBIAL_PROTEINS
E-NEWUI
el % ENRYRESAND
::g TALLOPROTEINASES
=3 NG STk s
E- LJ v}sﬁ_'éNSNALI NG

| AN CRIPTION_FACTOR_ACTIVATION

! %@J' HS_MATRIX

il N-Ij—llwiSTAG E_BRANCHING_MOF

B |E%5EABNEJSOL

i G NALING
; N?% Eé% MefERANE

B 6 ARBKFHREeRRANEL S

= ;éeém%\;@wgwmc STRUCTU
E-| n

=¢ Q%E%ﬁg NGER_MOLECULES

E-NbY DS_BY_SCAVENGER_RECEPTORS

E- s CANTIGEN_PRESENTATION

= =5 5

E-RAS WS TREATOI NF O SR GRCTION_vARIANT:
= 3! _RAS

= “RAS

= Y IGFIR

= Al =\ " !

= ' F‘%@% #W%W%ﬁ
= E

= N W A:'LI'ESS TYPE_LIFN_PR
E-RERECTIVE | fﬁ@gém%c RACTURAL_TYPE
E-RERECTIVES A :"? 10

=R R RS ELONGATION_IN_TH ©iS_GOLGI

= . %%%5 RRHANFU G SHYREA
= R

= THESIS ©

= I L&TES_TRANSCRIPTION
E-RNAsRR _ﬂg@tﬁ; _REPAIR_GG_NER_

E-NUELE ION_REPAIR

= RROC APPED_INTRON_CONTAINING_PRE_MRNA

E?} E RIVATIVES

E-LE %E%\%ﬁé@%%g RIF_AND_NADE

== ALLING

=t RRESBGsaTion

= 5

E_E N \4

= R |
= C 'Y%E&@‘E%WEAEMATEQBLCA

CACNA1A
S100A8
NR4A1
COL1A2
IGKC
CDH5
AMPD2
ACKR3
TOP3B
ZNF580
RABEP2
TMEM86B
SORBS3
OLFM4

P8 SBECIALIZED_ PRORESOLVING. MEDIATORS._SPMS_



