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CRISPR-Cas knockout of miR21 reduces glioma growth. Molecular Therapy - Oncolytics, 2022, 25, 121-136.

Genome editing in animals with minimal PAM CRISPR-Cas9 enzymes. Nature Communications, 2022, 13,

2601. 12.8 24

Lack of Cas13a inhibition by anti-CRISPR proteins from Leptotrichia prophages. Molecular Cell, 2022, 82,
2161-2166.e3.

Optimization of AsCas12a for combinatorial genetic screens in human cells. Nature Biotechnology, 175 %
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Scalable characterization of the PAM requirements of CRISPR&€“Cas enzymes using HT-PAMDA. Nature
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Whole-genome sequencing association analysis of quantitative red blood cell phenotypes: The NHLBI
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cells. Blood, 2021, 137, 2598-2608.

CRISPR-targeted<i>MAGT1<[i>insertion restores XMEN patient hematopoietic stem cells and

lymphocytes. Blood, 2021, 138, 2768-2780. 14 20

Astrocytic interleukin-3 programs microglia and limits Alzheimerd€™s disease. Nature, 2021, 595, 701-706.

NNT mediates redox-dependent pigmentation via a UVB- and MITF-independent mechanism. Cell, 2021, 184, 28.9 35
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Making the cut with PAMless CRISPR-Cas enzymes. Trends in Genetics, 2021, 37, 1053-1055.

enAsCas12a Enables CRISPR-Directed Evolution to Screen for Functional Drug Resistance Mutations in

Sequences Inaccessible to SpCas9. Molecular Therapy, 2021, 29, 208-224. 8.2 8

Plant genome editing branches out. Nature Plants, 2021, 7, 4-5.

Cell-based artificial APC resistant to lentiviral transduction for efficient generation of CAR-T cells
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Mutant Allele-Specific CRISPR Disruption in DYT1 Dystonia Fibroblasts Restores Cell Function.
Molecular Therapy - Nucleic Acids, 2020, 21, 1-12.

In vivo engineering of lymphocytes after systemic exosome-associated AAV delivery. Scientific Reports, 3.3 20
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Broad-spectrum anti-CRISPR proteins facilitate horizontal gene transfer. Nature Microbiology, 2020, 5,
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Unconstrained genome targeting with near-PAMless engineered CRISPR-Cas9 variants. Science, 2020,
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Activities and specificities of <scp>CRISPR</scp>/Cas9 and Cas12a nucleases for targeted mutagenesis
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Engineered CRISPRa€“Cas12a variants with increased activities and improved targeting ranges for gene,
epigenetic and base editing. Nature Biotechnology, 2019, 37, 276-282.
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Allele-Specific CRISPR-Cas9 Genome Editing of the Single-Base P23H Mutation for Rhodopsin-Associated
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Broadening the targeting range of Staphylococcus aureus CRISPR-Cas9 by modifying PAM recognition.
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