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Author Correction: The genomiclandscape of
gene-level structural variationsinJapanese and
global soybean Glycine max cultivars
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Ryoichi Yano®, Feng Li, Susumu Hiraga®, Ryoma Takeshima,
Michie Kobayashi®, Kyoko Toda, Yosuke Umehara, Hiromi Kajiya-Kanegae,
Hiroyoshi Iwata, Akito Kaga & Masao Ishimoto ®

Intheversion of the articleinitially published online, there was amisstatementin the Methods
“Phylogenetic tree analysis and PCA” section where in the sentence now reading “The dis-
similarity matrix between soybean accessions was calculated with R-poppr®® and then used to
construct a phylogenetic tree using the unweighted pair group method with arithmetic mean
implemented in MEGA (v11)®! the text “unweighted pair group method with arithmetic mean”
replaced the original phrase “neighbor-joining method.” The error has been corrected in the
HTML and PDF versions of the article.

Open Access This article is licensed under a Creative Commons Attribution-NonCommercial-
NoDerivatives 4.0 International License, which permits any non-commercial use, sharing,
distribution and reproduction in any medium or format, as long as you give appropriate credit
to the original author(s) and the source, provide a link to the Creative Commons licence, and
indicate if you modified the licensed material. You do not have permission under this licence
to share adapted material derived from this article or parts of it. The images or other third party
material in this article are included in the article’s Creative Commons licence, unless indicated
otherwise in a credit line to the material. If material is not included in the article’s Creative
Commons licence and your intended use is not permitted by statutory regulation or exceeds
the permitted use, you will need to obtain permission directly from the copyright holder. To
view a copy of this licence, visit http://creativecommons.org/licenses/by-nc-nd/4.0/.
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Inthe version of the article initially published online, boxed labels in the Fig.1“Graph of states”
diagram from points¢,- t, were missing the final letter “C”, which has now been corrected in the
HTML and PDF versions of the article.
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