
 

New method developed to detect and adjust
population structure in genetic summary
data
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In a new study published today in the American Journal of Human
Genetics, researchers announced the development of a new method to
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increase the utility and equity of large genetic databases. The research
was conducted by Audrey Hendricks, an associate professor of statistics
at the University of Colorado Denver (CU Denver).

Summix, the new method developed by Hendricks and her team of CU
Denver undergraduate and graduate students, estimates the genetic
ancestry in databases and adjusts the information to match the ancestry
of a person or sample of people. This method leads large genetic
databases to become more useful for people of various ancestries such as
African American or Latinx, as they are underrepresented in genetic
databases and studies. Hendricks compares this method to translating a
book from English to another language.

"Think of DNA as the words of our body," says Hendricks. "All of the
words of our body make the instruction book that makes each of us up.
Right now, it's like the DNA books are only written in English so the
information in the library is not as useful for people who don't speak
English. We're working to create books in the library that are more
universal."

According to Hendricks, individuals and samples from understudied
populations, such as African American and Latnix, are the most likely to
lack large public resources with precisely matched ancestry data. As a
result, researchers working with those populations often resort to the
closest, but still poorly matched ancestral group. This leads to biased
results in the very populations where high-quality research is needed the
most.

The team showed the effectiveness of Summix in over 5,000 simulation
scenarios and in the widely used Genome Aggregation Database
(gnomAD), a publicly available genetic resource. They found Summix's
estimates of ancestry proportions to be highly accurate (within 0.001%)
and the ancestry-adjusted genetic information to be less biased. The
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Summix method is available in open access software increasing the
utility of the method and its applications.

"Most people are a combination of multiple continental (e.g. African and
European) or finer scale (e.g. Italian and German) ancestries," said
Hendricks. "As healthcare moves forward with precision medicine,
matching the unique ancestral makeup of each person will become
increasingly important. The ability of Summix to update a genetic
resource to match the ancestry of an individual is an important step in
this direction and helps to increase the utility and equity of genetic
summary data."

  More information: Ian S. Arriaga-MacKenzie et al, Summix: A
method for detecting and adjusting for population structure in genetic
summary data, The American Journal of Human Genetics (2021). DOI:
10.1016/j.ajhg.2021.05.016

Provided by University of Colorado Denver

Citation: New method developed to detect and adjust population structure in genetic summary
data (2021, June 21) retrieved 3 May 2024 from 
https://medicalxpress.com/news/2021-06-method-adjust-population-genetic-summary.html

This document is subject to copyright. Apart from any fair dealing for the purpose of private
study or research, no part may be reproduced without the written permission. The content is
provided for information purposes only.

Powered by TCPDF (www.tcpdf.org)

3/3

http://dx.doi.org/10.1016/j.ajhg.2021.05.016
http://dx.doi.org/10.1016/j.ajhg.2021.05.016
https://medicalxpress.com/news/2021-06-method-adjust-population-genetic-summary.html
http://www.tcpdf.org

