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NGS techniques applied to
genome-wide aDNA data
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Authentication of aDNA
using damage patterns

Single-stranded DNA library
recovers damaged DNA fragments

Sediment aDNA
independent of subfossils

Full automation of
aDNA lab work

Testing ancient
variants in vivo

Understanding human health
from an evolutionary perspective
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ssembly of ancien
human genomes

UDG treatment removes
aDNA damage

DNA capture enriches
target sequences

>6,000 genomes reconstruct

global population history

Multiomics data to study different
aspects of the human past

Microbiomics
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