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Author Correction: Genome Biol 24, 187 (2023)
https://doi.org/10.1186/s13059-023-03023-7

Following publication of the original article [1], the authors reported errors in Fig. 5
and Figure S1. The blue geometric symbols for Illumina Canine HD BeadChip and
Axiom Canine HD Array were swapped in the figure keys. The colors of the lines and
symbols in the plots are correct. The corrected Fig. 5 is given below. The updated addi-
tional file 2 is published in this correction article.

These errors do not affect the main results and conclusions of the paper. The original
article [1] has been updated.

©The Author(s) 2023. 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 mate-
rial. 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/4.0/. The Creative Commons Public Domain Dedication waiver (http://creativecommons.org/publicdo-
main/zero/1.0/) applies to the data made available in this article, unless otherwise stated in a credit line to the data.


http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/publicdomain/zero/1.0/
http://creativecommons.org/publicdomain/zero/1.0/
http://crossmark.crossref.org/dialog/?doi=10.1186/s13059-023-03101-w&domain=pdf
https://doi.org/10.1186/s13059-023-03023-7
https://doi.org/10.1186/s13059-023-03023-7

Meadows et al. Genome Biology (2023) 24:255

a 1.0
08 e Low-pass WGS B Downsampled panel (filtered sites)
- 4 Axiom Canine HD Array O Downsampled panel (all sites)
Q 06 = |llumina CanineHD BeadChip B Full panel (filtered sites)
LI @ Full panel (all sites)
Autosome + PAR
027 Fiered € 00
T T T T
0 0.1 1 51020 50
0.95 e e —
Reference MAF(%) fr = of e sy ——
b 1o 0.90
08 o g ——
o  0.85 |
£ 069 z
z
0.4 0.80
0.2 Chr X Non-PAR
Al 0.75 -
T T T T
0 0.1 1 51020 50
Reference MAF(%) 070 1 . , : ; ; : : ; : ; ;
C 1.0 500 1000 1500 1929 500 1000 1500 1929 500 1000 1500 1929
Low-pass WGS Axiom Canine HD Array lllumina CanineHD BeadChip
0.8+
8 0.6 / f
z — —
0.4+ 160 -
Autosome + PAR
0.2 I —
T T T —_— 140 T8 aghe o e
0 0.1 1 51020 50 = i
S <+
Reference MAF(%) 3 120 -
d 100 x
@
o) _ —
0.95 a® & 10
[} L] D
& 0.90 — —
z 80 r
0.85 :
Autosome + PAR 60 — Shat
0.80 fntered : , ; ‘ T T T T T T T T T T T T
7 8 9 10 " 500 1000 1500 1929 500 1000 1500 1929 500 1000 1500 1929
Sites (x10°) Low-pass WGS Axiom Canine HD Array llumina CanineHD BeadChip

Fig. 5 Genotype imputation accuracy of the Dog10K reference panel. a NRC rates of imputed genotypes
across autosomes and the PAR segment of chromosome X. Variant sites are filtered according to GLIMPSE
and IMPUTES imputation quality scores (INFO>0.9). b NRC rates of imputed genotypes across the non-PAR
segment of chromosome X. Variants are not filtered by imputation quality score, as imputation software
does not provide scores for haploid genotypes. ¢ NRC rates of imputed genotypes across autosomes and
the PAR segment of chromosome X prior to filtering on imputation quality. d NRC rates and total number of
imputed sites for each platform. Sites were filtered according to imputation quality score > 0.9 and reference
MAF > 1%. e NRC rates for downsampled and full chromosome 38 reference panels for sites with reference
MAF > 1%. Results show both quality and non-quality filtered sites. Data points show NRC rates for a single
downsampled reference panel. Horizontal bars indicate mean NRC rates for each reference panel population
size. f Number of imputed variants for downsampled and full chromosome 38 reference panels for sites with
reference MAF > 1%. Results show both quality and non-quality filtered sites. Data points show the number
of imputed variants for a single downsampled reference panel. Horizontal bars indicate the mean number of
variants for each reference panel population size
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Additional file 2: Supplementary Methods [165-182]. Fig. S1. Imputation accuracy of individual samples for sites
with MAF > 1%. Fig. S2. Median copy-number across the genome for wolves. Fig. $3. Repeatmasker classification
of SINE variation. Fig. S4. Distribution of variation across the genome for breed and other dogs (n=1,591). Fig. S5.
Nucleotide diversity along chr26. Fig. S6. Signature of a retrogene detected at the TEX2 locus.
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