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Seminars in cell and development biology on histone variants remodelers of H2A variants associated
with heterochromatin. Seminars in Cell and Developmental Biology, 2023, 135, 93-101.

The epigenetic regulator LSH maintains fork protection and genomic stability via MacroH2A deposition

and RAD51 filament formation. Nature Communications, 2021, 12, 3520. 58 22

LSH catalyzes ATP-driven exchange of histone variants macroH2A1 and macroH2A2. Nucleic Acids
Research, 2021, 49, 8024-8036.

Lsh/HELLS is required for B lymphocyte development and immunoglobulin class switch recombination.
Proceedings of the National Academy of Sciences of the United States of America, 2020, 117, 3.3 21
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Degradation of ShmC-marked stalled replication forks by APE1 causes genomic instability. Science
Signaling, 2020, 13, .

LSH mediates gene repression through macroH2A deposition. Nature Communications, 2020, 11, 5647. 5.8 35

The chromatin remodeling protein Lsh alters nucleosome occupancy at putative enhancers and
modulates binding of lineage specific transcription factors. Epigenetics, 2019, 14, 277-293.

Activation of AhR with nuclear IKKi+ regulates cancer stem-like properties in the occurrence of 07 38
radioresistance. Cell Death and Disease, 2018, 9, 490. :

A G3BP1-Interacting IncRNA Promotes Ferroptosis and Apoptosis in Cancer via Nuclear Sequestration
of p53. Cancer Research, 2018, 78, 3484-3496.

Tethering of Lsh at the Oct4 locus promotes gene repression associated with epigenetic changes. 13 10
Epigenetics, 2018, 13, 173-181. :

Lsh/HELLS regulates self-renewal/proliferation of neural stem/progenitor cells. Scientific Reports,
2017,7, 1136.

Chromatin Remodeling Factor LSH Drives Cancer Progression by Suppressing the Activity of Fumarate 0.4 85
Hydratase. Cancer Research, 2016, 76, 5743-5755. :

Advanced Applications of RNA Sequencing and Challenges. Bioinformatics and Biology Insights, 2015,
9s1, BBI.S28991.

An ATPase-Deficient Variant of the SNF2 Family Member HELLS Shows Altered Dynamics at

Pericentromeric Heterochromatin. Journal of Molecular Biology, 2015, 427, 1903-1915. 2.0 14

The ATP binding site of the chromatin remodeling homolog Lsh is required for nucleosome density
and <i>de novo</i> DNA methylation at repeat sequences. Nucleic Acids Research, 2015, 43, 1444-1455.

Effect of high fat diet on paternal sperm histone distribution and male offspring liver gene

expression. Epigenetics, 2015, 10, 861-871. 1.3 101

CG hypomethylation in Lsh-/- mouse embryonic fibroblasts is associated with de novo H3K4mel

formation and altered cellular plasticity. Proceedings of the National Academy of Sciences of the
United States of America, 2014, 111, 5890-5895.

Genome-wide DNA methylation patterns in LSH mutant reveals de-repression of repeat elements and

redundant epigenetic silencing pathways. Genome Research, 2014, 24, 1613-1623. 2.4 83
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The SNF2-like helicase HELLS mediates E2F3-dependent transcription and cellular transformation.

EMBO Journal, 2012, 31, 972-985.

Lymphoid-Specific Helicase (HELLS) Is Essential for Meiotic Progression in Mouse Spermatocytes1.
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Lsh, chromatin remodeling family member, modulates genome-wide cytosine methylation patterns at
nonrepeat sequences. Proceedings of the National Academy of Sciences of the United States of
America, 2011, 108, 5626-5631.

Treatment of breast cancer cells with DNA demethylating agents leads to a release of Pol Il stalling at
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Lsh Participates in DNA Methylation and Silencing of Stem Cell Genes. Stem Cells, 2009, 27, 2691-2702. 1.4 60
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Lsh is required for meiotic chromosome synapsis and retrotransposon silencing in female germ cells.
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Lsh is involved in de novo methylation of DNA. EMBO Journal, 2006, 25, 335-345. 3.5 150

Lsh controls silencing of the imprinted Cdknlc gene. Development (Cambridge), 2005, 132, 635-644.
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Lsh, an epigenetic guardian of repetitive elements. Nucleic Acids Research, 2004, 32, 5019-5028.

Lsh, a modulator of CpG methylation, is crucial for normal histone methylation. EMBO Journal, 2003, a5 85
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Association of Lsh, a Regulator of DNA Methylation, with Pericentromeric Heterochromatin Is
Dependent on Intact Heterochromatin. Molecular and Cellular Biology, 2003, 23, 8416-8428.

Lsh-deficient murine embryonal fibroblasts show reduced proliferation with signs of abnormal 0.4 48
mitosis. Cancer Research, 2003, 63, 4677-83. .
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Lsh, a member of the SNF2 family, is required for genome-wide methylation. Genes and Development,
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