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Single-cell transcriptomic analysis of somatosensory neurons uncovers temporal
development of neuropathic pain.
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NPAS4 regulates the transcriptional response of the suprachiasmatic nucleus to light
and circadian behavior.
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Decoding molecular and cellular heterogeneity of mouse nucleus accumbens.

=FmET: 20.071 PMID: 34663959 HRtIE=E: Nat Neurosci 2021 Oct 180 mmitg s Oy PrPIY|
DOI: 10.1038/s41593-021-00928-x
{E& 71 ChenR, Blosser TR, Djekidel MN, Hao J, Bhattacherjee A, Chen W, Tuesta LM, Zhuang X, Zhang Y,

Snap25 peunn)
Drd1a {D1 MSN)

D2 (02 MSN)
Rasp18 (IN)
I'e

Top2a (NB)
Gt (astro)

FSNE 2

Clga (micm)
Cldn5 {endo)

High
- -

Expression

Mog (diigo)
Pdgira (OPC)

- - - -y

g

BEFLE B A ERAHH RNA S5 #8778 B NAc I IX ) e B2 i 5 o

BEARBE: MRS NAc i (1149

WFFEE: 1075, AN (scRNA-seq)

IR 37,011 4

S M0 G SN A (8] 2 FEPE 2 NAC fESI AN Th e S k25t B A A T —
AR T4 73 28, T NAc WISSMIAMThRE, ER 1 45670 A28 (a5 BAE
R PEE R G FEACRFAE U7 THI AR B

5. B HRER T R E i NSO B2 J2 I Bt R AT R R s 2R A

Chromatin and gene-regulatory dynamics of the developing human cerebral cortex
at single-cell resolution.
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Transcriptional Reprogramming of Distinct Peripheral Sensory Neuron Subtypes
after Axonal Injury.
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Single cell RNA sequencing of human microglia uncovers a subset associated with
Alzheimer's disease.
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Single cell RNA sequencing identifies early diversity of sensory neurons forming via
bi-potential intermediates.
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MAFG-driven astrocytes promote CNS inflammation.
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Single-cell transcriptomic analysis of the lateral hypothalamic area reveals
molecularly distinct populations of inhibitory and excitatory neurons.
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Single-cell transcriptomic analysis of Alzheimer's disease.
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Single-Cell Sequencing of iPSC-Dopamine Neurons Reconstructs Disease Progression
and ldentifies HDAC4 as a Regulator of Parkinson Cell Phenotypes.

=EET: 20.86 PMID: 30503143

EFFIE=: Cell Stem Cell 2019 01 03;24(1) B I LranR - OUIIZZd  DOl: 10.1016/j.5tem.2018.10.023
{E&7IF= Lang C, Campbell KR, Ryan B), Carling P, Attar M, Vowles J, Perestenko OV, Bowden R, Baig F, Kasten M,
Hu MT, Cowley SA, Webber C, Wade-Martins R,




PC3

RNA extraction
Smart-seq2 Smart-seq2
i
-sequen

WEFTE 0. P P20 e SR 4L 20 T TR R M1 R 1 95 R R e R AR DG 4 ALl

BARGE: ZEEMZTT (5S2AT40M iPSC /16D

W 5RH%: Smart-seq2 V-5, FRAHIIT (scRNA-seq)

FIRG S 146 AR

S5 JEIIXT iPSC KU1 2 EL AN 28 T HEAT T 40 W26 (X B A L S AL o0 T, BRI T —A

P T ISP i DR R A S R U, 5 e SR TR AL B 1 2k AL 4
(HDAC4) & #ms ki) 37T 1. HDAC4 £ PD iPSC e 1122 TR A 28 0 R0

BRI A R R E A AR, SEE ARSI IskE. H HDACA b &R )7

iPSC fiT2E M 2 M & ufE 2 KA B R (DE) Sl 1 B R4 1E PD A oG4 fu

B 2RI T B A S 2 S an ey ) FE 20 i S o SR AR s T LA R R T 7 R

13. B4 RNA JFHER T/ RKR R B2 MK PR L B E Tk

Single-cell RNA sequencing reveals midbrain dopamine neuron diversity emerging
during mouse brain development.
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Single-Cell RNA Sequencing of Microglia throughout the Mouse Lifespan and in the
Injured Brain Reveals Complex Cell-State Changes.
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Single-cell profiling identifies myeloid cell subsets with distinct fates during
neuroinflammation.

FIEET: 41.845 PMID: 30679343
HET&#: Science 2019 01 25;363(04.25)Esg=ge 2 AIns =t 23: i S N o Wep T DOI: 10.1126/science.aat7554
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Single-cell genomics identifies cell type-specific molecular changes in autism.

FEET: 41.845 PMID: 31097668
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Single-cell analysis reveals T cell infiltration in old neurogenic niches.
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DOl: 10.1038/s41586-019-1362-5
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Neuronal vulnerability and multilineage diversity in multiple sclerosis.
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DOI: 10.1038/541586-019-1404-7

Steindel M, Tung B, Goyal N, Bhaduri A, Mayer S, Engler JB, Bayraktar OA, Franklin RJM, Haeussler M, Reynolds R,
Schafer DP, Friese MA, Shiow LR, Kriegstein AR, Rowitch DH,




Control nuclei after

and before nuclei capturing

b Genes per nuclei UMis per nuclei c Pathological lesion stages
%% 4
o B
b
o
r 4 .
s 3
-
%
1000 - 0050 1,000 - 50020
d
Upper cortical layer demyelination Deep cortical layer demyelination Subcortical layer demyelination

BEIEE 8 I SR I0F 3 BrivAG 2 K A4 (MS) 75 32 Hh 22 A4 i 2R (1 T8 AR A,
BEARER: AKMHHN

TR : 1074, BYfZIF (snRNA-seq)

ARG AR: 48,919 M4t

gl WEFURIEMRR ZRER FE R pih, B R RILESRME A w1t CUX2 Kk
B TOH R IXEE MS #H TURERIRIN H BOGH B R A B SR D RNA 1 B .
IR R o AR ML+ 5 S A B R S I 4 T AR ) /NI B 4 L R R FIEAE. MIS BREBR ) 3 25 B it
ZUo AHASERIRR, SR RNA U3 G 5o et/ o 2 L /5, 5t 4 LA % i e s W ) A%
JA S NSRH 5 HAT WA E ] o 2P AU SRR, i 20 0 Xy S 1 2 3 4 8 S5 e P B o ol
LT A S A 5%, A BT MS AR B .

19. ARE/NREBRH BA D RFHE AR T 41 H K2

Conserved cell types with divergent features in human versus mouse cortex.
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Altered human oligodendrocyte heterogeneity in multiple sclerosis.

FBET: 42.778 PMID: 30747918  EEFI&=: Nature 2019 02;566(7745 o mar e ROV
DOI: 10.1038/s41586-019-0903-2
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A single-cell atlas of entorhinal cortex from individuals with Alzheimer’s disease
reveals cell-type-specific gene expression regulation.

=FIRET: 20.071 PMID: 31768052 HEFIEE: Nat Neurosci 2019 12;22(1 2 e v e X o) e piy |
DOIl: 10.1038/s41593-019-0539-4
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Integrative single-cell analysis of transcriptional and epigenetic states in the human
adult brain.

®EET: 36.558 PMID: 29227469
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