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Lineage recording in human cerebral organoids. Nature Methods, 2022, 19, 90-99.

Characterization of RNA content in individual phase-separated coacervate microdroplets. Nature

Communications, 2022, 13, 2626. 12.8 14

Resolving organoid brain region identities by mapping single-cell genomic data to reference atlases.
Cell Stem Cell, 2021, 28, 1148-1159.e8.

Charting human development using a multi-endodermal organ atlas and organoid models. Cell, 2021, 28.9 82
184, 3281-3298.e22. )

NGN2 induces diverse neuron types from human pluripotency. Stem Cell Reports, 2021, 16, 2118-2127.

Extracellular LGALS3BP regulates neural progenitor position and relates to human cortical

complexity. Nature Communications, 2021, 12, 6298. 12.8 21

Lipidome alterations in human prefrontal cortex during development, aging, and cognitive disorders.
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Fluoxetine treatment prevents the inflammatory response in a mouse model of posttraumatic stress
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