
 

 

 University of Groningen

Enhancing genetic discoveries with population-specific reference panels
Sanna, Serena

IMPORTANT NOTE: You are advised to consult the publisher's version (publisher's PDF) if you wish to cite from
it. Please check the document version below.

Document Version
Publisher's PDF, also known as Version of record

Publication date:
2016

Link to publication in University of Groningen/UMCG research database

Citation for published version (APA):
Sanna, S. (2016). Enhancing genetic discoveries with population-specific reference panels. [Thesis fully
internal (DIV), University of Groningen]. University of Groningen.

Copyright
Other than for strictly personal use, it is not permitted to download or to forward/distribute the text or part of it without the consent of the
author(s) and/or copyright holder(s), unless the work is under an open content license (like Creative Commons).

The publication may also be distributed here under the terms of Article 25fa of the Dutch Copyright Act, indicated by the “Taverne” license.
More information can be found on the University of Groningen website: https://www.rug.nl/library/open-access/self-archiving-pure/taverne-
amendment.

Take-down policy
If you believe that this document breaches copyright please contact us providing details, and we will remove access to the work immediately
and investigate your claim.

Downloaded from the University of Groningen/UMCG research database (Pure): http://www.rug.nl/research/portal. For technical reasons the
number of authors shown on this cover page is limited to 10 maximum.

Download date: 25-05-2023

https://research.rug.nl/en/publications/72006787-29ab-4666-b69b-a61fb1afd3c7


Stellingen behorend bij het proefschrift 
 

Enhancing genetic discoveries with population-specific  
reference panels 

 
 

1. It took 10 years before the value of genome-wide association studies as drivers for gene 

discovery was fully recognized. 

 

2. Genotype imputation saved thousands of dollars to small labs, helped to improve current 

technologies and gave real usable value to public, international efforts as HapMap and 1000 

Genomes.   

 

3. Population-specific reference panels are necessary to detect the full spectrum of genetic 

variation (this thesis). 

 

4. Both the ‘common disease-common variant (CDCV)’ and the ‘common-disease rare variant 

(CDRV)’ hypotheses are true.  

 

5. Large, isolated and founder populations are an ideal setting for genetic mapping of rare variants 

as genetic drift or selection may increase their frequency and therefore provide more statistical 

power (this thesis).  

 

6. Association at very rare and private mutations detected in sequencing-based GWAS needs to be 

supported by functional studies. 

 

7. Medical science today is collaboration among disciplines, among research groups, and between 

academia and industry.  

 

8. The ‘big data’ explosion needs to be followed by ‘data sharing’ to turn it into valuable 

information. 

 

9. The society needs to be educated on genomics to involve patients and volunteers in research 

decisions. 

 

10. Unless you are a medical doctor, you cannot ignore the need for a PhD to pursue a career in 

research, even in a country where it is not necessary. 

  


