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Single-Cell RNA Sequencing Reveals the Immunological Profiles of Renal Allograft
Rejection in Mice.
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Decoding myofibroblast origins in human kidney fibrosis.

FHET: 42778 PMID: 33176333  EEFU&=E: Nature 2021 01;589(7841 |t eyt RO Y
DOI: 10.1038/s41586-020-2941-1
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Single-Cell Transcriptome Analysis Reveals Intratumoral Heterogeneity in ccRCC,
which Results in Different Clinical Outcomes.
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Single-cell RNA sequencing of human kidney.
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Single-cell analysis reveals immune landscape in kidneys of patients with chronic
transplant rejection.
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Single cell transcriptomics identifies focal segmental glomerulosclerosis remission
endothelial biomarker.

PIEET: 6.205 PMID: 32107344 HEEFEE: JCl Insight 2020 03 26;5(6)

DOI: 10.1172/jci.insight. 133267
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Harnessing Expressed Single Nucleotide Variation and Single Cell RNA Sequencing
To Define Immune Cell Chimerism in the Rejecting Kidney Transplant.

FmETF: 9274 PMID: 32669324
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The single-cell transcriptomic landscape of early human diabetic nephropathy.

FRET: 9412 PMID: 31506348

HATIE=%: Proc Matl Acad Sci U S A 2019 09 24;116(39) g=ges:iyymvgsry=y s s - Loy V(e
DOI: 10.1073/pnas. 1908706116
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The immune cell landscape in kidneys of patients with lupus nepbhritis.

SIEET: 20479 PMID: 31209404 FATIEEE: Nat Immunol 2019 07,2007 S e A LI EE)
DOI: 10.1038/s41590-019-0398-x
{E&FIZ=: Arazi A, Rao DA, Berthier CC, Davidson A, LiuY, Hoover PJ, Chicoine A, Eisenhaure TM, Jonsson AH, LiS,
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Petri MA, Putterman C, Kalunian KC, Woodle ES, Lederer JA, Hildeman DA, Nusbaum C, Raychaudhuri §, Kretzler M
Anolik JH, Brenner MB, Wofsy D, Hacohen N, Diamond B, Accelerating Medicines Partnership in SLE network,
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Spatiotemporal immune zonation of the human kidney.

SEET: 41.845 PMID: 31604275

BFFIe=Es: Science 2019 09 27;365(6460 ot eI~ DOI: 10.1126/science.aat5031

{E&FIFE: Stewart BJ, Ferdinand JR, Young MD, Mitchell TJ, Loudon KW, Riding AM, Richoz N, Frazer GL, Staniforth JUL
Vieira Braga FA, Botting RA, Popescu DM, Vento-Tormo R, Stephenson E, Cagan A, Farndon SJ, Polanski K,

Efremova M, Green K, Del Castillo Velasco-Herrera M, Guzzo C, Collord G, Mamanova L, Aho T, Armitage JN,
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Stewart GD, Sebire N, Coleman N, Haniffa M, Teichmann SA, Behjati S, Clatworthy MR,
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Single-Cell Profiling Reveals Sex, Lineage, and Regional Diversity in the Mouse
Kidney.

AT 10.092 PMID: 21689386 HRTEE: Dev Cell 2019 11 04,51 ) S -i—je == X0 ) IR VEP
DOI: 10.1016/j.devcel.2019.10.005
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Kidney zonation Spatial genomics Gender differences Single cell RNA-seq
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