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COVID-19 immune features revealed by a large-scale single-cell transcriptome atlas. Cell, 2021, 184, 98.9 512
1895-1913.e19. '

Identification of potential vaccine targets for COVID&€49 by combining singled€eell and bulk TCR
sequencing. Clinical and Translational Medicine, 2021, 11, e430.

Global characterization of B cell receptor repertoire in COVID-19 patients by single-cell V(D))

sequencing. Briefings in Bioinformatics, 2021, 22, . 6.5 28

Alternative splicing associated with cancer stemness in kidney renal clear cell carcinoma. BMC
Cancer, 2021, 21, 703.
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Genetic variant rs17185536 regulates <i>SIM1<[i> gene expression in human brain hypothalamus.

Proceedings of the National Academy of Sciences of the United States of America, 2019, 116, 3347-3348. 71 33
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