10

papers

12

all docs

1040056

1,519 9
citations h-index
12 12
docs citations times ranked

1281871
11

g-index

4000

citing authors



10

ARTICLE IF CITATIONS

Defining the nature of human pluripotent stem cell-derived interneurons via single-cell analysis. Stem
Cell Reports, 2021, 16, 2548-2564.

Tau Pathology Drives Dementia Risk-Associated Gene Networks toward Chronic Inflammatory States

and Immunosuppression. Cell Reports, 2020, 33, 108398. 6.4 57

Astrocyte layers in the mammalian cerebral cortex revealed by a single-cell in situ transcriptomic map.
Nature Neuroscience, 2020, 23, 500-509.

Transcriptomic and cellular decoding of regional brain vulnerability to neurogenetic disorders. 12.8 141
Nature Communications, 2020, 11, 3358. :

Inherited and De Novo Genetic Risk for Autism Impacts Shared Networks. Cell, 2019, 178, 850-866.e26.

A Single-Cell Transcriptomic Atlas of Human Neocortical Development during Mid-gestation. Neuron, 81 361
2019, 103, 785-801.e8. ’

The BRAIN Initiative Cell Census Consortium: Lessons Learned toward Generating a Comprehensive
Brain Cell Atlas. Neuron, 2017, 96, 542-557.

MiR-191 Regulates Primary Human Fibroblast Proliferation and Directly Targets Multiple Oncogenes. 05 20
PLoS ONE, 2015, 10, e0126535. )

miR-503 represses human cell proliferation and directly targets the oncogene DDHD2 by

non-canonical target pairing. BMC Genomics, 2015, 16, 40.

A Myca€“microRNA network promotes exit from quiescence by suppressing the interferon response and 145 49
cell-cycle arrest genes. Nucleic Acids Research, 2013, 41, 2239-2254. :



