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Message from the Guest Editors

Genome-wide association study is widely used in the
genetic dissection of complex traits. However, there is still
room to improve their methodologies. In QTN,
environmental interaction (QEI) and QTN-by-QTN
interaction (QQI) detection, effects to be estimated are
confounded, polygenic backgrounds to be controlled are
imperfect, and there are limited approaches available for
detecting QEIs and QQIs. Thus, single environment
analyses are frequently applied in multiple environment
experiments, which are inefficient and suboptimal, and
very few interaction studies have been reported in plants
genetics. To address these issues, we established a new
framework in which all the effects to be estimated are
compressed into an effect-related vector, while all the
polygenic backgrounds are compressed into one polygenic
background. Specifically, the compressed mixed model
was integrated with mrMLM to establish the 3VmrMLM
method, which is powered up to detect all types of loci and
estimate their effects. This method is readily available for
genetics analysis in animals, plants, forest trees, and
humans. It is necessary to test this novel method with a
wide range of real datasets across species.
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Message from the Editor-in-Chief

Plants is an open access journal which provides an
advanced forum for research findings in areas related to
plant function, its physiology, biology, taxonomy, stresses,
and its interactions with other organisms. It publishes
original research articles, reviews, reports, conference
proceedings (peer reviewed full articles) and
communications. In original research papers, it is
important that full experimental details are provided.
We also encourage timely reviews and commentaries on
topics of interest to the plant research community.

an Open Access Journal by MDPI

6.54.0

Author Benefits

Open Access: free for readers, with article processing charges (APC) paid by authors or
their institutions.
High Visibility: indexed within Scopus, SCIE (Web of Science), PubMed, PMC, PubAg,
AGRIS, CAPlus / SciFinder, and other databases.
Journal Rank: JCR - Q1 (Plant Sciences) / CiteScore - Q1 (Ecology, Evolution, Behavior
and Systematics)

Contact Us

Plants Editorial Office
MDPI, Grosspeteranlage 5
4052 Basel, Switzerland

Tel: +41 61 683 77 34
www.mdpi.com

mdpi.com/journal/plants
plants@mdpi.com

@Plants_MDPI

https://www.ncbi.nlm.nih.gov/pubmed/?term=2223-7747
https://www.mdpi.com/openaccess
http://www.mdpi.com/journal/plants/apc
https://www.scopus.com/sourceid/21100788294
https://mjl.clarivate.com/search-results?issn=2223-7747&hide_exact_match_fl=true&utm_source=mjl&utm_medium=share-by-link&utm_campaign=search-results-share-this-journal
https://pubmed.ncbi.nlm.nih.gov/?term=%2522plants+%2528basel%2529%2522+%255Bjournal%255D&sort=pubdate
https://preview.ncbi.nlm.nih.gov/pmc/journals/2909/
https://pubag.nal.usda.gov/?_=1643989552119&f%255Bjournal_name%255D%255B%255D=Plants&q=plants&search_field=journal_text&sort=date-desc
https://agris.fao.org/
https://sso.cas.org/as/authorization.oauth2?response_type=code&client_id=scifinder-n&redirect_uri=https%253A%252F%252Fscifinder-n.cas.org%252Fpa%252Foidc%252Fcb&state=eyJ6aXAiOiJERUYiLCJhbGciOiJkaXIiLCJlbmMiOiJBMTI4Q0JDLUhTMjU2Iiwia2lkIjoianMiLCJzdWZmaXgiOiJUYWozcGUu
https://www.mdpi.com/journal/plants/indexing
https://mdpi.com
https://mdpi.com/journal/plants

	The Application of New GWAS Methods in the Genetic Dissection of Complex Traits in Plants

