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Associations between placental hydroxymethylation and birthweight. , 2024, 2, 1-7.

Variation in placental microRNA expression associates with maternal family history of cardiovascular
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Associations between prenatal organophosphate pesticide exposure and placental gene networks.
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Pregnancy-related hemodynamic biomarkers in relation to trimester-specific maternal per - and
polyfluoroalkyl substances exposures and adverse birth outcomes. Environmental Pollution, 2023, 7.8 24
323,121331.

Placental transcriptomic signatures of prenatal exposure to Hydroxy-Polycyclic aromatic
hydrocarbons. Environment International, 2023, 172, 107763.

Newborn metabolomic signatures of maternal per- and polyfluoroalkyl substance exposure and
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Prioritization of potential causative genes for schizophrenia in placenta. Nature Communications,
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Metabolic Perturbations Associated with an Exposure Mixture of Per- and Polyfluoroalkyl Substances
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2023,57,16206-16218.

Extracellular vesicle microRNA in early versus late pregnancy with birth outcomes in the MADRES
study. Epigenetics, 2022, 17, 269-285.

Epigenome-wide scan identifies differentially methylated regions for lung cancer using pre-diagnostic a1 29
peripheral blood. Epigenetics, 2022, 17, 460-472. )

Association between placental toxic metal exposure and NICU Network Neurobehavioral Scales
(NNNS) profiles in the Rhode Island Child Health Study (RICHS). Environmental Research, 2022, 204,
111939.

Urinary metals and maternal circulating extracellular vesicle microRNA in the MADRES pregnancy 31 21
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Per- and polyfluoroalkyl substance (PFAS) exposure, maternal metabolomic perturbation, and fetal

growth in African American women: A meet-in-the-middle approach. Environment International, 2022,
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High-resolution metabolomics of exposure to tobacco smoke during pregnancy and adverse birth
outcomes in the Atlanta African American maternal-child cohort. Environmental Pollution, 2022, 292, 7.8 42
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Investigation of Prenatal Pesticide Exposure and Neurodevelopmental Deficits in Northern Thailand:
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Prenatal exposure to metal mixtures and newborn neurobehavior in the Rhode Island Child Health
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Placental genomics mediates genetic associations with complex health traits and disease. Nature

22 Communications, 2022, 13, .
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genes in a US birth cohort. Environmental Research, 2022, 211, 113066.
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Prenatal exposure to particulate matter and placental gene expression. Environment International,
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CpG methylation patterns in placenta and neonatal blood are differentially associated with neonatal
inflammation. Pediatric Research, 2022, 93, 1072-1084.

Prenatal lead (Pb) exposure is associated with differential placental DNA methylation and

80 hydroxymethylation in a human population. Epigenetics, 2022, 17, 2404-2420.
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A meta-analysis of Fre—pregnancy maternal body mass index and placental DNA methylation identifies 27
CpG sites with implications for mother-child health. Communications Biology, 2022, 5, .

Select Early-Life Environmental Exposures and DNA Methylation in the Placenta. Current

32 Environmental Health Reports, 2022, 10, 22-34. 8.3 30

Placental microRNA expression associates with birthweight through control of adipoRines: results
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Genome-wide DNA methylation differences and polychlorinated biphenyl (PCB) exposure in a US
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Methylome-wide Analysis Reveals Epigenetic Marks Associated With Resistance to Tuberculosis in

Human Immunodeficiency Virusa€“Infected Individuals From East Africa. Journal of Infectious Diseases,
2021, 224, 695-704.

In-utero exposure to zidovudine-containing antiretroviral therapy and clonal hematopoiesis in

36 HIV-exposed uninfected newborns. Aids, 2021, 35, 1525-1535. 2:5
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Light Environment Influences Developmental Programming of the Metabolic and Visual Systems in

Mice. , 2021, 62, 22.

DNA methylation in former extremely low birth weight newborns: association with cardiovascular

38 and endocrine function. Pediatric Research, 2021, 91, 1469-1477.
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Extracellular vesicle-enriched miRNA profiles across pregnancy in the MADRES cohort. PLoS ONE,
2021, 16, e0251259.

Pre-diagnosis neutrophil-to-lymphocyte ratio and mortality in individuals who develop lung cancer.

40 Cancer Causes and Control, 2021, 32, 1227-1236. 1.8 12

Placental DNA methylation signatures of maternal smoking during pregnancy and potential impacts on
fetal growth. Nature Communications, 2021, 12, .

Placental gene networks at the interface between maternal PM2.5 exposure early in gestation and

42 reduced infant birthweight. Environmental Research, 2021, 199, 111342.
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Developmental chronodisruption alters placental signaling in mice. PLoS ONE, 2021, 16, e0255296.
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A Comprehensive Assessment of Associations between Prenatal Phthalate Exposure and the Placental
Transcriptomic Landscape. Environmental Health Perspectives, 2021, 129, .
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NEOage clocks - epigenetic clocks to estimate post-menstrual and postnatal age in preterm infants.

48 Aging, 2021, 13,23527-23544.
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Genome-wide characterization of cytosine-specific 5-hydroxymethylation in normal breast tissue.
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Seasonally variant gene expression in fulla€term human placenta. FASEB Journal, 2020, 34, 10431-10442.
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Evidence for the placenta-brain axis: multi-omic Rernel aggregation predicts intellectual and social
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DNA Methylationa€“Derived Immune Cell Profiles, CpG Markers of Inflammation, and Pancreatic Cancer
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Placental IncRNA expression associated with placental cadmium concentrations and birth weight.

60 Environmental Epigenetics, 2020, 6, .
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Sex-specific DNA methylation differences in people exposed to polybrominated biphenyl. Epigenomics,
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Identification of Let-7f-5p as a novel biomarker of recurrence in non-muscle invasive bladder cancer.

62 Cancer Biomarkers, 2020, 29, 101-110. 1.6 13

Molecular markers of neuroendocrine function and mitochondrial biogenesis associated with early
life stress. Psychoneuroendocrinology, 2020, 116, 104632.

Social Stress-Related Epigenetic Changes Associated With Increased Heart Rate Variability in Infants.
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Combined neurodevelopmental exposure to deltamethrin and corticosterone is associated with Nr3cl
hypermethylation in the midbrain of male mice. Neurotoxicology and Teratology, 2020, 80, 106887.

DNA methylation in children with prenatal methamphetamine exposure and environmental adversity.

66 pediatric Research, 2020, 89, 1152-1156. 24 14

Selenium-associated DNA methylation modifications in placenta and neurobehavioral development of
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Associations Between the Features of Gross Placental Morphology and Birthweight. Pediatric and
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Accurate ethnicity prediction from placental DNA methylation data. Epigenetics and Chromatin, 2019,
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70 Exposure to polybrominated biphenyl (PBB) associates with genome-wide DNA methylation differences 31 48
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MicroRNA Dysregulation and Non-Muscled€“Invasive Bladder Cancer Prognosis. Cancer Epidemiology

Biomarkers and Prevention, 2019, 28, 782-788.

Epigenetically regulated imprinted gene expression associated with IVF and infertility: possible
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Exposure to polybrominated biphenyl and stochastic epigenetic mutations: application of a novel
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A Neurodevelopmental Model of Combined Pyrethroid and Chronic Stress Exposure. Toxics, 2019, 7, 24.

Placental Expression of Imprinted Genes, Overall and in Sex-Specific Patterns, Associated with
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Preterm Infants. Scientific Reports, 2019, 9, .

Maternal and fetal genetic effects on birth weight and their relevance to cardio-metabolic risk
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Microorganisms in the Placenta: Links to Early-Life Inflammation and Neurodevelopment in Children.
Clinical Microbiology Reviews, 2019, 32, .

Meta-analysis of epigenome-wide association studies in neonates reveals widespread differential DNA

80 methylation associated with birthweight. Nature Communications, 2019, 10, .
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Maternal circadian disruption is associated with variation in placental DNA methylation. PLoS ONE,
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Prenatal arsenic exposure alters the placental expression of multiple epigenetic regulators in a

82 sex-dependent manner. Environmental Health, 2019, 18, .
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Transcriptome-wide analysis of changes in the fetal placenta associated with prenatal arsenic
exposure in the New Hampshire Birth Cohort Study. Environmental Health, 2019, 18, .

Association between zidovudine-containing antiretroviral therapy exposure in utero and leukocyte
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occupational asbestos exposure. Modern Pathology, 2019, 33, 228-234.
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Birthweight in infants conceived through in vitro fertilization following blastocyst or
90  cleavage-stage embryo transfer: a national registry study. Journal of Assisted Reproduction and 2.5 11
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Prenatal exposure to maternal depression and anxiety on imprinted gene expression in placenta and

o4 infant neurodevelopment and growth. Pediatric Research, 2018, 83, 1075-1083.

2.4 23
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Maternal BMI at the start of(s;regnancy and offspring epigenome-wide DNA methylation: findings from
118  the pregnancy and childhood epigenetics ( PACE? consortium. Human Molecular Genetics, 2017, 26, 3.0 248
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