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The Nausea and vomiting during pregnancy genetics consortium (NVP Genetics Consortium) 

is an open collaborative network of researchers integrating data on NVP of women who have 

been pregnant at least once, with the goal of investigating genetic and environmental factors 

influencing NVP, NVP severity, hyperemesis gravidarum (HG), and their comorbidities.  

Early consortium efforts started at the QIMR Berghofer Medical Research Institute (QIMR), 

Brisbane, Australia, including the collection of data in three different samples, one of them 

specifically designed as a comprehensive data collection of NVP. In 2013, the Genetics of 

Sexuality and Aggression twin samples (GSA, Abo Akademi University in Finland) and the 

Murcia Twin Registry (MTR, University of Murcia in Spain), introduced questions on NVP in 

their protocols with the aim of participating in the consortium. The Avon Longitudinal Study 

of Parents and Children (ALSPAC, University of Bristol in England), the Danish National 

Hospital Register (DNHR, in Denmark) and the Estonian Genome Center at the University of 

Tartu (EGCUT) began collaborating with data on NVP and HG that were already available in 

2014, 2015, and 2018, respectively. In 2018 we gained access to data collected by the company 

23andMe, based in the United States of America. Currently we have data of over 56,000 women 

with reports on NVP and/or HG and we are close to incorporate ~9,000 participants from a 

new data collection conducted at QIMR. The Consortium is open to new collaborations. 

Early work from the NVP Genetics Consortium investigated the proportion of the individual 

differences in NVP that can be attributed to genetic and environmental factors. We found that 

the individual differences in presence, duration, and severity of NVP can be largely attributed 

to genetic factors. The estimates confirmed the need to identify genetic variants influencing 

these complex traits, for which large sample sizes are essential. Our work has confirmed that 

severe NVP is a polygenic trait arising from the effect of multiple risk variants, each with small 

effects.  

The consortium also investigates the causes of the association of NVP with mental health 

disorders, and specifically with depression. We hypothesised and confirmed by using statistical 

genetic methods and results from genetic studies of depression a novel explanation for this 

association – that genes influencing depression also influence NVP. 

Studies of this nature are only possible by means of collaboration, which often involves 

international researchers joining efforts for a common goal. The NVP Genetics Consortium is 

an example of such a research collaboration and we will produce results that improve our 

understanding of NVP.  


