KRT19

COL3A1

IGFBP7

LY6D

SYNPO2

MAP3K1

FABP4

IL7R

SLC30A1

MOCS3

STRIT1

Ductal cells

Mammary epithelial cells
Luminal epithelial cells
Sebocytes

Pulmonary alveolar type | cells
Dendritic cells

Cholangiocytes

Myeloid-derived suppressor cells

Podocytes
Macrophages
Fibroblasts
Pancreatic stellate cells
Hepatic stellate cells
Leydig cells

Miller cells
Osteoblasts

Enteric glia cells
Meningeal cells
Endothelial cells
Adipocytes

Glomus cells
Stromal cells
Megakaryocytes
Mesangial cells
Basophils
Myoepithelial cells
Keratinocytes

Basal cells
Mesothelial cells
Salivary mucous cells
Luteal cells

Tuft cells

B cells memory
Pericytes

Smooth muscle cells
Monocytes

T follicular helper cells
Granulosa cells
Thymocytes
Intercalated cells
Gamma delta T cells
Chondrocytes
Cardiomyocytes
Acinar cells
Adipocyte progenitor cells
Paneth cells

Loop of Henle cells
Nuocytes

T memory cells

Erythroid-like and erythroid precursor cells

T cells

Endothelial cells (aorta)
Juxtaglomerular cells
Osteoclast precursor cells
Spermatozoa

Beta cells

T helper cells

Adrenergic neurons

Airway epithelial cells
Airway goblet cells

Airway smooth muscle cells
Alpha cells

Alveolar macrophages
Anterior pituitary gland cells
Platelets

Hepatocytes

Pvalue(-log10)
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HALLMARK_INTERFERON_GAMMA_RESPONSE
HALLMARK_G2M_CHECKPOINT
HALLMARK_FATTY_ACID_METABOLISM
HALLMARK_E2F_TARGETS
HALLMARK_HEME_METABOLISM
HALLMARK_MYC_TARGETS_V1
HALLMARK_PEROXISOME
HALLMARK_TNFA_SIGNALING_VIA_NFKB
HALLMARK_UNFOLDED_PROTEIN_RESPONSE
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