Abstract: Genomic Footprints of Selection under Domestication in Old World Camelids (Plant and Animal Genome XXIV Conference)

P it
Ojepp it

PLANT & ANIMAL GENOME

January 9-13,2016
San Diego, CA

CONFERENCE XXIV

s The Largest Ag-Genomics Meeting in the World. www.intlpag.org

Home/Search
Browse by Day
Browse by Type

Poster Categories

Meeting Information

When: January 08 - 13, 2016
Where: San Diego, CA

W122

Genomic Footprints of Selection under Domestication in Old World Camelids

Date: Saturday, January 9, 2016
Time: 8:05 AM
Room: Royal Palm Salon 1-2

Robert Fitak , Institute of Population Genetics, Vetmeduni Vienna, Austria and Department of Biology, Duke
University, Durham, NC, Durham, NC

Elmira Mohandesan , Vetmeduni Vienna, Institute of Population Genetics, Vienna, Austria

Jukka Corander , Department of Mathematics and Statistics, University of Helsinki, Helsinki, Finland
Adiya Yadamsuren , Mongolian Academy of Sciences, Institute of Biology, Mammalian Ecoloy Laboratory,
Ulaanbaatar, Mongolia

Battsetseg Chuluunbat , Laboratory of Genetics, Institute of Biology, Mongolian Academy of Sciences,
Ulaanbaatar, Mongolia

Omer Abdelhadi , University of Khartoum, Department for Meat Sciences, Khartoum, Sudan

Abdul Raziq , Lasbela University of Agriculture, Water and Marine Sciences, Uthal, Pakistan

Bernard Fayes , CIRAD-ES, Montpellier, France

Pamela A. Burger , Research Institute of Wildlife Ecology, Vetmeduni Vienna, Austria, Vienna, Austria

PDF file

In many parts of the Old World, domesticated camels (genus Camelus) are an essential resource, providing
food, labor, commodities, and sport to millions of people. Of the three extant species, two have been
domesticated (single-humped dromedaries, Camelus dromedarius, and two-humped Bactrian camels
Camelus bactrianus) and one remains wild (two-humped wild Bactrian camels Camelus ferus). All three
species possess a variety of adaptations to harsh desert conditions, including mechanisms to tolerate
extreme temperatures, dehydration, and sandy terrain. Recent genomic studies of camels have identified
patterns of selection consistent with the aforementioned adaptations in addition to quantifying genetic
variation and examining demographic history. However, these studies are limited to analyses based upon a
single genome from each species, thus biasing many inferences of selection and adaptation. Furthermore,
draft genomes are extremely susceptible to errors in the estimated number of genes, thereby distorting
conclusions of adaptation based upon orthologous genes between species. In this study, we take a
population genomics approach to inferring both positive selection and demographic history of Old World
camelids. By re-sequencing multiple genomes from all three species, our objectives were to i) identify genes
or regions under selection within and between species related to domestication and/or adaptation, ii) examine
the recent demographic history and genome ancestry, and iii) provide an extensive set of genomic resources
for future studies of camels.
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