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ARTICLE IF CITATIONS

Rat PRDM9 shapes recombination landscapes, duration of meiosis, gametogenesis, and age of fertility.
BMC Biology, 2021, 19, 86.

Meiotic recombination mirrors patterns of germline replication in mice and humans. Cell, 2021, 184,

4251-4267.e20. 28.9 31

Cataloging Human PRDM9 Allelic Variation Using Lon%-Read Sequencing Reveals PRDM9 Population
Specificity and Two Distinct Groupings of Related Alleles. Frontiers in Cell and Developmental
Biology, 2021, 9, 675286.

After the break: DSB end processing in mouse meiosis. Genes and Development, 2020, 34, 731-732. 5.9 5

Ensuring meiotic DNA break formation in the mouse pseudoautosomal region. Nature, 2020, 582,
426-431.

Cell-type-specific genomics reveals histone modification dynamics in mammalian meiosis. Nature
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Histone methyltransferase PRDM9 is not essential for meiosis in male mice. Genome Research, 2019, 29,
1078-1086.
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Interrogating the Functions of PRDM9 Domains in Meiosis. Genetics, 2018, 209, 475-487.

Extensive sex differences at the initiation of genetic recombination. Nature, 2018, 561, 338-342. 27.8 76

Analysis of Meiotic Double-Strand Break Initiation in Mammals. Methods in Enzymology, 2018, 601,
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Re-engineering the zinc fingers of PRDM9 reverses hybrid sterility in mice. Nature, 2016, 530, 171-176. 27.8 194

The evolutionary turnover of recombination hot spots contributes to speciation in mice. Genes and
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Suppression of genetic recombination in the pseudoautosomal region and at subtelomeres in mice
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Vezf1 protein binding sites genome-wide are associated with pausing of elongating RNA polymerase II.
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Sensitive mapping of recombination hotspots using sequencing-based detection of ssDNA. Genome
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Genetic recombination is directed away from functional genomic elements in mice. Nature, 2012, 485,
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Genome-wide analysis reveals novel molecular features of mouse recombination hotspots. Nature,

2011, 472, 375-378.

Genomed€wide Analysis Reveals Novel Molecular Features of Mouse Recombination. FASEB Journal, 2011,

20 75,8822 0.5 1
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