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Pluripotency exit is guided by the <i>Peln1</i>-mediated disruption of intrachromosomal architecture. 5.9
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Promoter-interacting expression quantitative trait loci are enriched for functional genetic variants.
Nature Genetics, 2021, 53, 110-119.
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Nature Immunology, 2021, 22, 485-496.
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Severely ill patients with COVID-19 display impaired exhaustion features in SARS-CoV-24€"“reactive CD8
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COVID-19 genetic risk variants are associated with expression of multiple genes in diverse immune cell
types. Nature Communications, 2021, 12, 6760.
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Imbalance of Regulatory and Cytotoxic SARS-CoV-2-Reactive CD4+ T Cells in COVID-19. Cell, 2020, 183,
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Identifying statistically significant chromatin contacts from Hi-C data with FitHiC2. Nature
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Single-Cell Transcriptomic Analysis of SARS-CoV-2 Reactive CD4 <sup>+</sup> T Cells. SSRN Electronic
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domains. Nature Communications, 2019, 10, 4843.
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Reduced exFression of phosphatase PTPN2 promotes pathogenic conversion of Tregs in autoimmunity.
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Using DNase Hi-C techniques to map global and local three-dimensional genome architecture at high
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PacBio assembly of aPlasmodium knowlesigenome sequence with Hi-C correction and manual
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Identification of copy number variations and translocations in cancer cells from Hi-C data.
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Plasmodium knowlesi:a superbin vivononhuman primate model of antigenic variation in malaria. 15 97
Parasitology, 2018, 145, 85-100. )

Integrative detection and analysis of structural variation in cancer genomes. Nature Genetics, 2018,
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Loci along a Candida albicans Chromosome. PLoS Genetics, 2016, 12, e1006317. 85 34

Bipartite structure of the inactive mouse X chromosome. Genome Biology, 2015, 16, 152.

Topologically associating domains and their long-range contacts are established during early G1
coincident with the establishment of the replication-timing program. Genome Research, 2015, 25, 5.5 157
1104-1113.

A predictive modeling approach for cell line-specific long-range regulatory interactions. Nucleic
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Fine-scale chromatin interaction maps reveal the cis-regulatory landscape of human lincRNA genes. 19.0 177
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Three-dimensional modeling of the <i>P. falciparum</[i> genome during the erythrocytic cycle reveals
a strong connection between genome architecture and gene expression. Genome Research, 2014, 24, 5.5 193
974-988.

Statistical confidence estimation for Hi-C data reveals regulatory chromatin contacts. Genome
Research, 2014, 24, 999-1011.

Implications of COMT long-range interactions on the phenotypic variability of 22q11.2 deletion
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Functional similarities of reaction sets in metabolic pathways. , 2010, , .
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