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10 A benchmark and an algorithm for detecting germline transposon insertions and measuring <i>de
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11 Liquid chromatin Hi-C characterizes compartment-dependent chromatin interaction dynamics. Nature
Genetics, 2021, 53, 367-378. 9.4 84

12 Annotation of chromatin states in 66 complete mouse epigenomes during development.
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13 Genetic and epigenetic features of promoters with ubiquitous chromatin accessibility support
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14 An expanded benchmark for antibody-antigen docking and affinity prediction reveals insights into
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15 Neuronal and glial 3D chromatin architecture informs the cellular etiology of brain disorders.
Nature Communications, 2021, 12, 3968. 5.8 48

16 Genome-wide mapping of human DNA replication by optical replication mapping supports a stochastic
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18 YAP and TAZ are transcriptional co-activators of AP-1 proteins and STAT3 during breast cellular
transformation. ELife, 2021, 10, . 2.8 56
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21 Depletion of TRRAP Induces p53â€•Independent Senescence in Liver Cancer by Downâ€•Regulating Mitotic
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prediction. Bioinformatics, 2020, 36, 751-757. 1.8 14
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Dynamic incorporation of multiple in silico functional annotations empowers rare variant
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29 LogoJS: a Javascript package for creating sequence logos and embedding them in web applications.
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30 The evolutionarily conserved piRNA-producing locus pi6 is required for male mouse fertility. Nature
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31 Adaptive Evolution Targets a piRNA Precursor Transcription Network. Cell Reports, 2020, 30,
2672-2685.e5. 2.9 16

32 A chromosomal connectome for psychiatric and metabolic risk variants in adult dopaminergic
neurons. Genome Medicine, 2020, 12, 19. 3.6 31

33 Integrated miRNA-/mRNA-Seq of the Habenulo-Interpeduncular Circuit During Acute Nicotine
Withdrawal. Scientific Reports, 2020, 10, 813. 1.6 9

34 Comprehensive identification of alternative back-splicing in human tissue transcriptomes. Nucleic
Acids Research, 2020, 48, 1779-1789. 6.5 33

35 Chemical modifications of adenine base editor mRNA and guide RNA expand its application scope.
Nature Communications, 2020, 11, 1979. 5.8 66

36 Transcriptomic Profiling Reveals Extraordinary Diversity of Venom Peptides in Unexplored Predatory
Gastropods of the Genus Clavus. Genome Biology and Evolution, 2020, 12, 684-700. 1.1 17
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39 Genome-wide analysis of polymerase IIIâ€“transcribed <i>Alu</i> elements suggests cell-typeâ€“specific
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40 Blind prediction of homoâ€• and heteroâ€•protein complexes: The CASP13â€•CAPRI experiment. Proteins:
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41 Chromatin profiling of cortical neurons identifies individual epigenetic signatures in schizophrenia.
Translational Psychiatry, 2019, 9, 256. 2.4 18
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44 Spatial genome exploration in the context of cognitive and neurological disease. Current Opinion in
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46 Epigeneticâ€•genetic chromatin footprinting identifies novel and subjectâ€•specific genes active in
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47 Maelstrom Represses Canonical Polymerase II Transcription within Bi-directional piRNA Clusters in
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52 The piRNA targeting rules and the resistance to piRNA silencing in endogenous genes. Science, 2018,
359, 587-592. 6.0 198

53 Transcriptome-wide Interrogation of the Functional Intronome by Spliceosome Profiling. Cell, 2018,
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58 Co-dependent Assembly of Drosophila piRNA Precursor Complexes and piRNA Cluster
Heterochromatin. Cell Reports, 2018, 24, 3413-3422.e4. 2.9 29
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transcription in early Drosophila embryonic development. Cell Death and Disease, 2018, 9, 765. 2.7 13
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65 Differential analysis of chromatin accessibility and histone modifications for predicting mouse
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66 pirScan: a webserver to predict piRNA targeting sites and to avoid transgene silencing in C. elegans.
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70 CRISPR/Cas9-mediated genome editing induces exon skipping by alternative splicing or exon deletion.
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71 Genetic disruption of oncogenic Kras sensitizes lung cancer cells to Fas receptor-mediated apoptosis.
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72 Genome-Wide CRISPR Screen Identifies Regulators of Mitogen-Activated Protein Kinase as Suppressors
of Liver Tumors in Mice. Gastroenterology, 2017, 152, 1161-1173.e1. 0.6 97
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75 Adaptive Evolution Leads to Cross-Species Incompatibility in the piRNA Transposon Silencing
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118 Evaluating template-based and template-free protein-protein complex structure prediction. Briefings
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