25

papers

32

all docs

516710

1,848 16
citations h-index
32 32
docs citations times ranked

642732
23

g-index

3337

citing authors



10

12

14

16

18

ARTICLE IF CITATIONS

RASER-FISH: non-denaturing fluorescence in situ hybridization for preservation of three-dimensional
interphase chromatin structure. Nature Protocols, 2022, 17, 1306-1331.

Functional impairment of erythropoiesis in Congenital Dyserythropoietic Anaemia type | arises at the

progenitor level. British Journal of Haematology, 2022, , . 2.5 0

Genetic and functional insights into CDA-l prevalence and pathogenesis. Journal of Medical Genetics,
2021, 58, 185-195.

High-resolution targeted 3C interrogation of cis-regulatory element organization at genome-wide

scale. Nature Communications, 2021, 12, 531. 12.8 32

Recapitulation of erythropoiesis in congenital dyserythropoietic anemia type | (CDA-l) identifies
defects in differentiation and nucleolar abnormalities. Haematologica, 2021, 106, 2960-2970.

Majeed syndrome: description of a novel mutation and therapeutic response to bisphosphonates and

IL-1 blockade with anakinra. Rheumatology, 2020, 59, 448-451. 19 15

Chromatin arranges in chains of mesoscale domains with nanoscale functional topography
independent of cohesin. Science Advances, 2020, 6, .

Dynamics of the 4D genome during in vivo lineage specification and differentiation. Nature 12.8 79
Communications, 2020, 11, 2722. :

A Dynamic Folded Hairpin Conformation Is Associated with I+-Globin Activation in Erythroid Cells. Cell
Reports, 2020, 30, 2125-2135.e5.

Cohesin Disrupts Polycomb-Dependent Chromosome Interactions in Embryonic Stem Cells. Cell 6.4 129
Reports, 2020, 30, 820-835.e10. :

ATR-16 syndrome: mechanisms linking monosomy to phenotype. Journal of Medical Genetics, 2020, 57,
414-421.

The Application of SEM-Based EDS Microanalysis to the Study of Congenital Dyserythropoietic Anaemia

Type-1 (CDA-l). Microscopy and Microanalysis, 2019, 25, 1104-1105. 04 0

Stabilization of chromatin topology safeguards genome integrity. Nature, 2019, 574, 571-574.

A tissue-specific self-interacting chromatin domain forms independently of enhancer-promoter

interactions. Nature Communications, 2018, 9, 3849. 12.8 62
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