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| sobre malalties?

Potential damaging mutationin

The genome sequencing of an albino Western LRP5 from genome sequencing of
lowland gorilla reveals inbreeding in the wild the first reported chimpanzee with
Prado-Martinez et al. the Chiari malformation
Manuel Solis-Moruno (', Marc de Manuel’, Jessica Hernand ez-Rodriguez()’, Claudia
Fontsere’, Alba Gomara-Castafio’, Cristina Vals: N. jo?, Dietmar C ', Arcadi
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Pocs

recursos genomics en primats
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recursos genomics en primats
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Seqlienciacio del genoma complet
(811 individus cobertura ~ 30X)
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Pero... i que podem fer amb aquestes dades?
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Que ens fa humans?
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Una nova Visio
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