
1

Vol.:(0123456789)

Scientific Reports |        (2021) 11:15165  | https://doi.org/10.1038/s41598-021-94521-w

www.nature.com/scientificreports
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Reconstructing hotspots of genetic 
diversity from glacial refugia 
and subsequent dispersal in Italian 
common toads (Bufo bufo)
Andrea Chiocchio, Jan. W. Arntzen, Iñigo Martínez‑Solano, Wouter de Vries, 
Roberta Bisconti, Alice Pezzarossa, Luigi Maiorano & Daniele Canestrelli

Correction to: Scientific Reports https://​doi.​org/​10.​1038/​s41598-​020-​79046-y, published online 08 January 2021

The original version of this Article contained an error in Figure 1 and Figure 3 where parts of the figures were 
incorrectly captured. The original Figure 1 and Figure 3 and accompanying legends appear below.

The original Article has been corrected.
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Figure 1.   Maximum likelihood phylogenetic network of the Bufo bufo mitochondrial haplotypes found in Italy, 
and geographic distribution of the main haplotype groups. Circle sizes are proportional to haplotype frequency, 
and black dots represents missing intermediate haplotypes. Populations are numbered as in Table 1. The map 
was drawn using the software Canvas 11 (ACD Systems of America, Inc.).

Figure 3.   Genetic structure of the Italian Bufo bufo populations, as inferred by the Bayesian clustering 
analysis implemented in TESS based on eight microsatellite loci. The bar plot on the left shows the admixture 
proportions of each individual for the four genetic clusters identified; the pie diagrams on the maps show the 
frequency of each cluster within the studied populations. Populations are numbered as in Table 1. The line chart 
shows values of the deviance information criterion (DIC) statistics estimated for models with the number of 
genetic clusters (K) ranging from 2 to 10. The map was drawn using the software Canvas 11 (ACD Systems of 
America, Inc.).
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Open Access   This article is licensed under a Creative Commons Attribution 4.0 International 
License, which permits use, sharing, adaptation, 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 changes were made. 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://​creat​iveco​mmons.​org/​licen​ses/​by/4.​0/.
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