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» The Doberman Diversity Project (DDP), in . EE———
partnership with Embark Vet, Inc, is committed to s
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WITH MULTIPLEXED GENOTYPING DCM2 REQUIRES AGING COHORT
DOBERMAN DISEASE PREDISPOSITIONS R
Acquired Hypothyroidism : : DCM1 Meurs et al 2012 0.193 e ([:l[—)‘lla7gfl))HORT DIéﬁSNé)SS FnD—EBC):M
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yroid p . DCM1 + DCM2 are 60% HUU Bannasch et al 2008 2.89e10- S 1 2070% 9.99% 1.44% 7.14% 14.29% 3.57%
recommended predictive Al MAF calculated using n > 1700 except DvDab (n = 386) O 2 760% 4.13% 087% 2 357%10.71% 0.00%
recommendade no correlation o
Chronic Ative Hopati VR 1 +  FUTURE DIRECTIONS
underdiagnosed Spondylomyelopathy N toxicity, or LSA risk
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(Mandigers et al 2004) selective breeding difficult Legend [ WT [ WT/Mut B Mut/Mut . ngh'quallty hlgh-denSIty genOtyping reveals
W ETHODS CHRY HAPLOTYPE ANALYSIS SUGGEST low frequency of uncommon disease risk
>1 CONTRIBUTING PATERNAL LINE variants, presents opportunity for genetically
» gDNA was collected using Genotek PG-100 saliva i informed long-term breed management
swabs and extracted using standard methods n o N + Ultimately, we intend to identify genomic
* Dogs were genotyped on the custom Embark SNP chip, e sy B regions associated with longevity or mortality
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 Clinical and demographic data were collected via the i 7 BT S e > — Bl ages, analyses for de novo discovery and risk
DDP website, email, and external survey platforms T % 5 P 5 g allele penetrance will gain greater power
* Ancestry and linkage analyses were performed as HG A1
described (Deane-Coe et al, 2018) .y 2
» Frop Was calculated as described (Sams et al, 2018) A COLLABORATE WITH US!

Learn more at
Adapted from Lounsberry et al, 2017 and



