PR EFR R
10x Genomics EEAARERRR TS 2

3. 5cRNA-seq I scATAC-seq BX& 734, 1B HMFEXEEREF RUNXL B9IEIEHH.

SCRNA-seq 5 scATAC-seq BX&#1T peak-gene XKEX73MT  FUF peak-gene REXSZAFFUN RUNX1 FEEE TCGA #3IBIRIE RUNXL 547 kX R

68. SCRNA-seq 5 scATAC-seq Bx& 51

IR 5375

A human circulating immune cell landscape in aging and COVID-19
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A conserved dendritic-cell regulatory program limits antitumour immunity
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Lung cancer scRNA-seq and lipidomics reveal aberrant lipid
metabolism for early-stage diagnosis

Aorta Regulatory T Cells with a Tissue-Specific Phenotype and
Function Promote Tissue Repair through Tff1 in Abdominal Aortic
Aneurysms

Single-cell transcriptomics reveals pathogenic dysregulation of
previously unrecognised chondral stem/progenitor cells in children
with microtia

Anatomically distinct fibroblast subsets determine skin autoimmune
patterns

MET amplification attenuates lung tumor response to immunotherapy
by inhibiting STING

Single-cell analysis reveals transcriptomic remodellings in distinct cell
types that contribute to human prostate cancer progression

Establishment of intestinal organoid cultures modeling injury-associated
epithelial regeneration

Identification of HSC/MPP expansion units in fetal liver by single-
cell spatiotemporal transcriptomics

Cascade diversification directs generation of neuronal diversity in the
hypothalamus

Azvudine is a thymus-homing anti-SARS-CoV-2 drug effective in
treating COVID-19 patients

The olfactory route is a potential way for SARS-CoV-2 to invade the
central nervous system of rhesus monkeys

IDH Mutation Subgroup Status Associates with Intratumor
Heterogeneity and the Tumor Microenvironment in Intrahepatic
Cholangiocarcinoma

"Hypothalamic Rax+ tanycytes contribute to tissue
repair and tumorigenesis upon oncogene activation
in mice"

A pig BodyMap transcriptome reveals diverse tissue physiologies and
evolutionary dynamics of transcription

Single-cell analysis of diverse immune phenotypes in malignant
pleural effusion

Suppressing the DSCAM/PAK 1 pathway reverses neurogenesis
deficits in Down Syndrome patient iPSC-derived cerebral organoids

"Decoding the multicellular ecosystem of lung
adenocarcinoma manifested as pulmonary
subsolid nodules by single-cell RNA sequencing"

Stochastic gene expression drives mesophyll protoplast regeneration

Neoantigen vaccination induces clinical and immunologic responses
in non-small cell lung cancer patients harboring EGFR mutations

De novo generation of macrophage from placenta-derived hemogenic
endothelium

Single-cell analysis reveals the origins and intrahepatic development
of liver-resident [FN-y-producing yo T cells
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A single-cell resolution developmental atlas of hematopoietic stem

and progenitor cell expansion in zebrafish
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