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Synopsis	
  of	
  the	
  lecture	
  
Recent	
  advances	
  in	
  DNA	
  extraction,	
  targeted	
  DNA	
  and	
  whole-­‐genome	
  capture,	
  and	
  DNA	
  library	
  
preparation	
  methods	
  have	
  vastly	
  advanced	
  the	
  field	
  of	
  ancient	
  DNA	
  research	
  and	
  enabled	
  us	
  to	
  
sequence	
  genomes	
  of	
  hundreds	
  of	
  thousand	
  year	
  old	
  samples.	
  In	
  my	
  talk	
  I	
  will	
  outline	
  our	
  current	
  
understanding	
  of	
  	
  ancient	
  DNA	
  damage,	
  DNA	
  half-­‐life	
  and	
  methods.	
  I	
  willfurther	
  show	
  	
  examples	
  of	
  how	
  
ancient	
  DNA	
  can	
  tell	
  us	
  about	
  our	
  own	
  history,	
  as	
  well	
  as	
  special	
  adaptations	
  and	
  past	
  life	
  of	
  extinct	
  
species.	
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