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Summary:

Additional file 1: Fig. S1. Manhattan plots from GWAS analyses with different subcohort
combinations of affected Dobermanns. Fig. S2. Multi-dimensional scaling (left) and
quantile-quantile plots (right) from GWAS analyses with different subcohort combinations of
affected Dobermanns. Fig. S3. Locus plots from an extended GWAS analysis with 235
cases from the “echo only”, “echo + arrhythmia” and “CHF” subcohorts and Utrecht cohort,
and 143 controls from the “healthy” subcohort.
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Fig. S1. Manhattan plots from GWAS analyses with different subcohort combinations of
affected Dobermanns. The same 143 unaffected, at least six years old Dobermanns were
utilized as controls in all analyses. The affected subcohorts included in each analysis were:
a) “echo only” (affected N=44) b) “echo only” and “echo + arrhythmia” (affected N=153) c)
“echo only”, “echo + arrhythmia”, and “CHF” (affected N=207) d) “arrhythmia only” (affected
N=66) e) “arrhythmia only” and “echo + arrhythmia” (affected N=175) f) “echo only”, “echo +
arrhythmia”, “arrhythmia only” and “CHF” (affected N=273).



Fig. S2. Multi-dimensional scaling (left) and quantile-quantile plots (right) from GWAS
analyses with different subcohort combinations of affected Dobermanns. The affected
subcohorts included in each analysis were: a) “echo only” (lambda=0.96) b) “echo only” and
“echo + arrhythmia” (lambda=0.99) c) “echo only”, “echo + arrhythmia”, and “CHF”
(lambda=0.98) d) “arrhythmia only” (lambda=1.08) e) “arrhythmia only” and “echo +
arrhythmia” (lambda=1.03) f) “echo only”, “echo + arrhythmia”, “arrhythmia only” and “CHF”
(lambda=1.00).



Fig. S3. Locus plots from an extended GWAS analysis with 235 cases from the “echo only”,
“echo + arrhythmia” and “CHF” subcohorts and Utrecht cohort, and 143 controls from the
“healthy” subcohort. Bonferroni-corrected and Meff significance thresholds are indicated with
solid and dashed red lines, respectively. a) Region at chr14:19.0-23.0 Mb. The location of
the previously DCM-linked PDK4 variant is indicated with a black triangle. b) Region at
chr36:21.0-24.0 Mb. The location of the previously DCM-linked TTN variant is indicated with
a black triangle. c) Region at chr20:3.4-5.4 Mb syntenic to a human DCM locus at GRCh38
3p25.1. d) Region at chr28:28.8-30.8 Mb syntenic to a human DCM locus at GRCh38 BAG3.
e) Region at chr2:80.6-82.6 Mb syntenic to a human DCM locus at GRCh38 HSPB7. f)
Region at 26:28.6-28.8 Mb syntenic to a human DCM locus at GRCh38 chr22q11.23
(SMARCB1).


