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AAV Deployment of Enhancer-Based Expression Constructs &lt;em&gt;In Vivo&lt;lem&gt; in Mouse Brain.
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Sequential perturbations to mouse corticogenesis following in utero maternal immune activation.
ELife, 2021, 10, .
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phenotypes in mice. Genome Medicine, 2021, 13, 69. 3.6 15

Parallel functional testing identifies enhancers active in early postnatal mouse brain. ELife, 2021, 10, .

InAvivo targeted DamID identifies CHD8 genomic targets in fetal mouse brain. IScience, 2021, 24, 103234, 1.9 4

Transcriptional Pathology Evolves over Time in Rat Hippocampus after Lateral Fluid Percussion
Traumatic Brain Injury. Neurotrauma Reports, 2021, 2, 512-525.

Autism risk gene POGZ promotes chromatin accessibility and expression of clustered synaptic genes. 9.9 38
Cell Reports, 2021, 37, 110089. :

Transcriptional network orchestrating regional patterning of cortical progenitors. Proceedings of
the National Academy of Sciences of the United States of America, 2021, 118, .

Neurobiological functions of transcriptional enhancers. Nature Neuroscience, 2020, 23, 5-14. 7.1 83

Genomic Resolution of DLX-Orchestrated Transcriptional Circuits Driving Development of Forebrain
GABAergic Neurons. Cell Reports, 2019, 28, 2048-2063.e8.

<i>DIx1<i>and<[i>DIx2<[i>Promote Interneuron GABA Synthesis, Synaptogenesis, and Dendritogenesis. L6 79
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Neonatal Tbrl Dosage Controls Cortical Layer 6 Connectivity. Neuron, 2018, 100, 831-845.e7.

Genomic analysis of transcriptional networks directing progression of cell states during MGE
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Common CHD8 Genomic Targets Contrast With Model-Specific Transcriptional Impacts of CHD8
Haploinsufficiency. Frontiers in Molecular Neuroscience, 2018, 11, 481.

Germline Chd8 haploinsufficiency alters brain development in mouse. Nature Neuroscience, 2017, 20, 71 210
1062-1073. :

Subpallial Enhancer Transgenic Lines: a Data and Tool Resource to Study Transcriptional Regulation

of GABAergic Cell Fate. Neuron, 2016, 92, 59-74.

Transcriptional Networks Controlled by NKX2-1 in the Development of Forebrain GABAergic Neurons. 3.8 120
Neuron, 2016, 91, 1260-1275. ’
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Learning about mammalian gene regulation from functional enhancer assays in the mouse. Genomics, 13 4
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Genomic Views of Transcriptional Enhancers: Essential Determinants of Cellular Identity and
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Transcriptional Regulation of Enhancers Active in Protodomains of the Developing Cerebral Cortex. 3.8 99
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Genome Research, 2014, 24, 920-929. .
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Reduced transcript expression of genes affected by inherited and de novo CNVs in autism. European
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Accurate and exact CNV identification from targeted high-throughput sequence data. BMC Genomics,
2011, 12, 184. 1.2 177

Mutations in 12 genes for inherited ovarian, fallopian tube, and peritoneal carcinoma identified by
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Detection of inherited mutations for breast and ovarian cancer using genomic capture and massively
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