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Search study

STUDY ID

GSE128033_FIGZB

GSE128169

GSE135893

GSE128033_FIG2B

GSE227136

GSE227136

GSE159354

UPENN_LUNGMAP

PMID33208946_10X

Details

Genes Studies

TITLE

Proliferating SPP1/MERTK-expressing
macrophages in idiopathic pulmonary fibrosis
(Eig2B),

Single-cell analysis reveals fibroblast
heterogeneity and myofibroblasts in systemic
sclerosis-associated interstitial lung disease

Single-cell RNA sequencing reveals profibrotic
roles of distinct epithelial and mesenchyma
lineages in pulmonary fibrosis

Proliferating SPP1/MERTK-expressing

(Fig 2B}

Cell type-specific and disease-associated eQTL

in the human lung

Cell type-specific and disease-associated eQTL

in the human lung

Molecular mapping of interstitial lung disease
reveals a phenotypically distinct senescent
basal epithelial cell population

Guided construction of single cell reference for
human and mouse lung (UPENN_LUNGMAP)

A molecular cell atlas of the human lung from
single-cell RNA sequencing (10X)
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AUTHORS

Christina Morse
+13 authors

Eleanor Valenzi

+7 authors

Arun C. Habermann
+28 authors

Christina Morse
+13 authors

Heini M Natri
+17 authors

Heini M Natri
+17 authors

Daryle J DePianto
+7 authors

Minzhe Guo
+30 authors

Kyle J. Travaglini
+17 authors
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Basal

Basal

MARKERS
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+6 markers
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+6 markers

KRT5, KRT17, KRT15,

S100A2

+6 markers

KRT17,5100A2,
KRT15, KRTS
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+6 markers

KRT17, MIR2O5HG,
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CELLTYPE

respiratory basal cell

respiratory basal cell

respiratory basal cell

respiratory basal cell

respiratory basal cell

respiratory basal cell

respiratory basal cell

basal cell

basal cell

TISSUE

lower lobe of lung
+2 tissues

lower lobe of lung

+2 tissues

lung

lower lobe of lung
+2 tissues

lung

lung

lung

lung

lower lobe of left
lung

+1 tizsies

CONDITION

interstitial lung
disease 2

+1 condition

interstitial lung
disease

+1 condition

pulmonary fibrosis
+1 condition

interstitial lung
disease 2

+1 condition

interstitial lung
disease 2

+7 conditions
interstitial lung

disease 2
+7 conditions

interstitial lung
disease

+2 conditions

normal

normal

Total: 50 studies
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cell 0.5960
Cell 0.5683
cell 0.5572

Cluster
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Final annotation

respiratory

Prediction
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epithelium
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