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association with Crohn disease in men. Human Genetics, 2006, 119, 305-311.
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LncRNA secondary structure in the cardiovascular system. Non-coding RNA Research, 2017, 2, 137-142.
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Promotor polymorphisms of plasminogen activator inhibitor-1 and other thrombophilic genotypes in
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Rare Variants in the ADAMTS13 Von Willebrand Factord€“Binding Domain Contribute to Pediatric Stroke. 51 19
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Rare genetic variants in SMAP1, B3GAT2, and RIMS1 contribute to pediatric venous thromboembolism.
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A genetic variant alters the secondary structure of the IncRNA H19 and is associated with dilated
cardiomyopathy. RNA Biology, 2021, 18, 409-415.

Pathway-based variant enrichment analysis on the example of dilated cardiomyopathy. Human Genetics,

2016, 135, 31-40. 3.8 8

C/EBPI“induced epigenetic changes control the dynamic gene transcription of $100a8 and S100a9. ELife,
2022,11,.

Monocyte subpopulation profiling indicates CDK6-derived cell differentiation and identifies
subpopulation-specific miRNA expression sets in acute and stable coronary artery disease. Scientific 3.3 7
Reports, 2022, 12, 5589.

Advances in understanding stroke risk in children &€* a geneticist's view. British Journal of

Haematology, 2014, 164, 636-645.

Suppressor of CytoRine Signaling 1 is Involved in Gene Regulation Which Controls the Survival of

Ly6Clow Monocytes in Mice. Cellular Physiology and Biochemistry, 2019, 52, 336-353. L6 >



MONIKA STOLL

# ARTICLE IF CITATIONS

Fetal-Adult Cardiac Transcriptome Analysis in Rats with Contrasting Left Ventricular Mass Reveals

New Candidates for Cardiac Hypertrophy. PLoS ONE, 2015, 10, e0116807.

56 Inherited Risk Factors for Thrombotic Diseases in Children: The Genome-Wide Perspective. Seminars in 97 3
Thrombosis and Hemostasis, 2011, 37, 848-855. :

Induction of ICER is superseded by smICER, challenging the impact of ICER under chronic
betad€adrenergic stimulation. FASEB Journal, 2020, 34, 11272-11291.

58 Polymorphisms in the mTOR-PI3K-Akt pathway, energy balance-related exposures and colorectal cancer 4.0 5
risk in the Netherlands Cohort Study. BioData Mining, 2022, 15, 2. ’

Genetic factors in pediatric venous thromboembolism. Thrombosis Research, 2017, 151, S97-S99.

60  Leukocyte gene expression in post-thrombotic syndrome. Thrombosis Research, 2021, 202, 40-42. 1.7 1

Evolutionarily conserved transcriptional landscape of the heart defining the chamber specific
physiology. Genomics, 2021, 113, 3782-3792.

Validation of a predictive model for identifying an increased risk for recurrence in adolescents and
62 young adults with a first provoked thromboembolism. Blood Cells, Molecules, and Diseases, 2022, 94, 1.4 1
102651.

Cardiac chamber-specific genetic alterations suggest candidate genes and pathways implicating the

left ventricle in the pathogenesis of atrial fibrillation. Genomics, 2022, 114, 110320.

Low Density Lipoprotein Exposure of Plasmacytoid Dendritic Cells Blunts Toll-like Receptor 7/9

64 Signaling via NUR77. Biomedicines, 2022, 10, 1152. 3.2 1



