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Enteric glial cell heterogeneity regulates intestinal stem cell niches.

~: 20.86 PMID: 34727519
=: Cell Stem Cell 2022 01 06;29(1) e mnm 2 pEeu N =L O} Iy P2 DOl 10.1016/j.stem.2021.10.004

FIZ=: Baghdadi MB, Ayyaz A, Coquenlorge S, Chu B, Kumar S, Streutker C, Wrana JL, Kim TH,

C @ Stroma clustering D

S100b expression
9¢~J§%?
104 ’ : :::L




B
EGC clusters
Fon 13
i i
]
sl
u Signature of mouse EGC clusters 1 Signature of human EGC clusters
Isg15, Ifitm3, 3 :
! T A s Gbp2, Ripd Sl loas Mars EGC #0
2 R 21 P : o) RV GfapHs
A | ome N 2
2 ) i 7 | \& 15 By o B
¢ 10
EGCH# @ wor”  os 22 o 2 a8
Plp ¥ 5%~ g EGC #0 25
. Gfap's
_o| Comt. Lgi4, Marcks, Pmp & 4 -s0{Comt, Lgid, Marcks, Prnp 50
2.8 3 A T2 3. 7 3 %o 25 oo 28 80 <o 25 oo 25 60
ey uiles R el

WS E B FH S RNA R 5 i 2 R 4i il (EGC) 1 T4 i A= 2 A i/
FERBE: ADNEAARIHEH

WFERwE: 1074, F40F (scRNA-seq)

IR ML 25,327 MM (KR 6,559 I+ 18,678 1)

5i8: EGC fERASAMEMERAEIEH (IBD) A R IEEE, WiE T40EJsCs)misE
VB 1R AN TR TR T 4k I 25 1 (GFAP)+ EGCs WEBETTT . #1525 GFAP+ EGCs
975K, GFAP+EGCs il &iEZ M WNT RCAERE LGRS+ ISC i H K EH.

2. A $RER T NGB K & IR 2= 20

Spatiotemporal analysis of human intestinal development at single-cell resolution.
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Spatially organized multicellular immune hubs in human colorectal cancer.
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Molecular phenotyping reveals the identity of Barrett's esophagus and its malignant
transition.
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Mapping Development of the Human Intestinal Niche at Single-Cell Resolution.
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Single-cell analyses of Crohn's disease tissues reveal intestinal intraepithelial T cells
heterogeneity and altered subset distributions.
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Cells of the human intestinal tract mapped across space and time.
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Single-Cell Sequencing of Developing Human Gut Reveals Transcriptional Links to
Childhood Crohn's Disease.
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Lineage-dependent gene expression programs influence the immune landscape of
colorectal cancer.
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Distinct Mesenchymal Cell Populations Generate the Essential Intestinal BMP
Signaling Gradient.
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Single-cell transcriptome analysis reveals differential nutrient absorption functions
in human intestine.
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Mucosal Profiling of Pediatric-Onset Colitis and IBD Reveals Common Pathogenics

and Therapeutic Pathways.
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