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Rare Genetic Variants in Immune Genes and Neonatal Herpes Simplex Viral Infections. Pediatrics, 2021, 01 15
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epigenetic alterations. Clinical Epigenetics, 2020, 12, 192. 41 29

Paired rRNA-depleted and polyA-selected RNA sequencing data and supporting multi-omics data from
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Integrative analysis of vascular endothelial cell genomic features identifies AIDA as a coronary artery
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on the Risk of Chronic Graftvs.-Host Disease After Allogeneic HSCT. Frontiers in Immunology, 2019, 10, 4.8 20
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Points-to-consider on the return of results in epigenetic research. Genome Medicine, 2019, 11, 31.
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A Hidden Markov Model for Identifying Differentially Methylated Sites in Bisulfite Sequencing Data. 14 9
Biometrics, 2019, 75, 210-221. :
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Genetic Predisposition to Multiple Myeloma at 5q15 Is Mediated by an ELL2 Enhancer Polymorphism.
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Conserved expression of transposon-derived non-coding transcripts in primate stem cells. BMC
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Association of breast cancer risk in BRCA1 and BRCA2 mutation carriers with genetic variants
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