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Cohesin and CTCF differentially affect chromatin architecture and gene expression in human cells.
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The core spliceosome as target and effector of non-canonical ATM signalling. Nature, 2015, 523, 53-58. 27.8 212

PRC2 Facilitates the Regulatory Topology Required for Poised Enhancer Function during Pluripotent
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Enhancers and silencers: an integrated and simple model for their function. Epigenetics and
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Modeling the Pathological Long-Range Regulatory Effects of Human Structural Variation with
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Targeted Chromatin Capture (T2C): a novel high resolution high throughput method to detect
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The Is|1/Ldb1 Complex Orchestrates Genome-wide Chromatin Organization to Instruct Differentiation

of Multipotent Cardiac Progenitors. Cell Stem Cell, 2015, 17, 287-299. 111 74

Pre-B Cell Receptor Signaling Induces Immunoglobulin 2 Locus Accessibility by Functional
Redistribution of Enhancer-Mediated Chromatin Interactions. PLoS Biology, 2014, 12, e1001791.
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TNFiz signalling primes chromatin for NF-2B binding and induces rapid and widespread nucleosome
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Binding of nuclear factor 12B to noncanonical consensus sites reveals its multimodal role during the
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TRIM33 switches off Ifnb1 gene transcription during the late phase of macrophage activation. Nature
Communications, 2015, 6, 8900.

Transcription regulation by distal enhancers. Transcription, 2012, 3, 181-186. 3.1 39

PR-DUB maintains the expression of critical genes through FOXK1/2- and ASXL1/2/3-dependent
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The detailed 3D multi-loop aggregate/rosette chromatin architecture and functional dynamic

organization of the human and mouse genomes. Epigenetics and Chromatin, 2016, 9, 58. 3.9 25



20

22

24

26

28

30

PETROS KOLOVOS

ARTICLE IF CITATIONS

Chromatin Conformation in Development and Disease. Frontiers in Cell and Developmental Biology,
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Whole-Genome Sequencing, Phylogenetic and Genomic Analysis of Lactiplantibacillus pentosus L33, a
Potential Probiotic Strain Isolated From Fermented Sausages. Frontiers in Microbiology, 2021, 12, 3.5 24
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Regulation of the cohesin-loading factor NIPBL: Role of the IncRNA NIPBL-AS1 and identification of a
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Genomic and Phylogenetic Analysis of Lactiplantibacillus plantarum L125, and Evaluation of Its
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Whole transcriptome analysis of human erythropoietic cells during ontogenesis suggests a role of
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Targeted chromatin conformation analysis identifies novel distal neural enhancers of ZEB2 in
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Interplay between FLI-1 and the LDB1 complex in murine erythroleukemia cells and during
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The dynamic emergence of GATA1 complexes identified in <i>in vitro</i> embryonic stem cell
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Low Input Targeted Chromatin Capture (Low-T2C). Methods in Molecular Biology, 2021, 2351, 165-179.
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Identification of SOX2 Interacting Proteins in the Developing Mouse Lung With Potential Implications

for Congenital Diaphragmatic Hernia. Frontiers in Pediatrics, 2022, 10, .




