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ERRATUM

On the origins and domestication of the olive: a review and perspectives

Guillaume Besnard, Jean-Frédéric Terral and Amandine Cornille

Annals of Botany doi: 10.1093/aob/mcx145

The second affiliation of the last author should read: GQE – Le Moulon, INRA, Univ. Paris-Sud, CNRS, AgroParisTech, Université 
Paris-Saclay, 91190 Gif-sur-Yvette, France

There were minor errors in Figure B2C and Figure B3. The correct figures are given below.
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Erratum588

Pathogens or symbionts (microbes, nematodes and arthropods)
- Signal of adaptation of pathogen/symbiont to olive host during domestication?
(Same approaches as above1 but applied to the pathogen/symbiont)
- Olive responses to wild and crop pathogens/symbionts (e.g. RNAseq) 

Microbial and microfaunal community
diversity of wild and cultivated olives? 

(Metabarcoding approaches)

Olive-pathogen/symbiont
co-demographic histories?

Ecological genomics of olive domestication:
Adaptive divergence of cultivated olive?1

Impact of olive domestication on its biotic community and
conversely: eco-evolutionary feedback?

Association genomics

Associations with
environmental data for

wild and cultivated olives

GWAS with cultivated
olive phenotypes

Comparative genomics
between cultivated and wild olives

(Genome scans)

Wild-to-crop
introgressed regions

Selection?
(positive or balancing?)

Highly
differentiated regions

Results showdown Outliers SNPs?

Olive domestication history

Tracking domesticated lineages
(phylogeography and archaeogenomics) 

& pedigree reconstruction of current
germplasm

Population genomics to infer
 domestication history

(e.g. divergence time, crop-to-wild
migration rates, population sizes changes)

A
vo

id
 s

pu
ri

ou
s

si
gn

al
s 

of
ad

ap
ta

tio
n

Coaslescent-based
methods to infer

demography (dadi, ABC)

Changes in population
size over time

(PSMC models)

Ecological genomics of olive-associated biotic community interaction

The online paper has been corrected.


