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African bush elephant genomic data (LoxAfr3.0): https://www.ncbi.nlm.nih.gov/assembly/GCF_000785645.1

African bush elephant genomic data (LoxAfr4): ftp://ftp.broadinstitute.org/pub/assemblies/mammals/elephant/loxAfr4/

Dugong genomic data: https://www.ncbi.nlm.nih.gov/sra/DRR251525

West Indian Manatee genomic data: https://www.ncbi.nlm.nih.gov/assembly/GCF_000243295.1/

Cape rock hyrax genomic data: https://www.ncbi.nlm.nih.gov/assembly/GCA_004026925.2/

Beluga whale genomic data: https://www.ncbi.nlm.nih.gov/assembly/GCF_002288925.1/

Polar bear genomic data: https://www.ncbi.nlm.nih.gov/assembly/GCF_000687225.1/

Walrus genomic data: https://www.ncbi.nlm.nih.gov/assembly/GCF_000321225.1/

Narwhal genomic data: https://www.ncbi.nlm.nih.gov/assembly/GCA_005125345.1/

(3) Mitochondrial genomes:

Steller’s sea cow: https://www.ncbi.nlm.nih.gov/nuccore/NC_040161.1/

Dugong: https://www.ncbi.nlm.nih.gov/nuccore/AJ421723

West Indian manatee: https://www.ncbi.nlm.nih.gov/nuccore/AM904728

African savanna elephant: https://www.ncbi.nlm.nih.gov/nuccore/DQ316069

Asian elephant: https://www.ncbi.nlm.nih.gov/nuccore/DQ316068

Woolly mammoth: https://www.ncbi.nlm.nih.gov/nuccore/DQ316067

Rock hyrax: https://www.ncbi.nlm.nih.gov/nuccore/NC_004919.1

In this study, we used petrous bone from the Steller's sea cow (Hydrodamalis gigas) skeleton. The sex and age of the animal are

unknown. The specimen from Bering Island and is stored in the Museum of the World Ocean (Kaliningrad, Russia). Field number of the
sample: Ber/07/Yk-1. Palaeobiological analysis and preservation of the skeleton estimates show that the animal lived several hundred years
ago. This sample was selected because of skull petrous bone a good source of endogenous DNA (e.g. PMID: 26086078). The H. gigas individual
lived on Bering Island and was a part of the last Steller's sea cow population.

DNA-libraries Lib1k; Lib3k, Lib4-2, and St11, which had the best fraction of endogenous DNA were used in this study. Other libraries

were excused from the deep sequencing plan because low content of endogenous DNA. These libraries were not used for deep sequencing
for economic reasons.

n/a

We used only one specimen but with a high content of endogenous DNA. We used several parallel DNA-extractions and selected four libraries
with the highest amount of endogenous DNA (>40%) that were used for deep sequencing. Only high-quality SNPs (with p-value < 0.05;
coverage > 10X) were used in this study.
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