N

N

The improved assembly of the European Pear
Gareth Linsmith, Luca Bianco, Chang Liu, Stephane Rombauts, Jean-Marc
Celton, Sara Montanari, Elio Shijlen, Linda Bakker, Cecilia Deng, Charles

Eric Durel, et al.

» To cite this version:

Gareth Linsmith, Luca Bianco, Chang Liu, Stephane Rombauts, Jean-Marc Celton, et al.. The
improved assembly of the European Pear. 9. International Rosaceae Genomics Conference, Nanjing
Agricultural University (NAU). CHN., 2018, Nanjing, China. 1 p. hal-02788547

HAL Id: hal-02788547
https://hal.inrae.fr /hal-02788547
Submitted on 5 Jun 2020

HAL is a multi-disciplinary open access L’archive ouverte pluridisciplinaire HAL, est
archive for the deposit and dissemination of sci- destinée au dépot et a la diffusion de documents
entific research documents, whether they are pub- scientifiques de niveau recherche, publiés ou non,
lished or not. The documents may come from émanant des établissements d’enseignement et de
teaching and research institutions in France or recherche francais ou étrangers, des laboratoires
abroad, or from public or private research centers. publics ou privés.


https://hal.inrae.fr/hal-02788547
https://hal.archives-ouvertes.fr

I —_ -
AQUA 'l\f\} £¢jq Qos 6’&3/\.9'\,\,:(/3 Cm,j/
Nt € H). 2630 o6 [ 1]

The improved assembly of the European Pear NOTE

Gareth Linsmith!?, Luca Bianco’, Chang Liu®, Stephane Rombauts’, Jean-Marc Celton*,
5, Cecilia Deng7, Charles-Eric Durel®,

Sara Montanari’, Elio Schijlen’, Linda Bakke
Francois Laurens™ David Chagpe’, Riccardo Velasco?, David Neale®, Yves Van de Peer!

and Michela Troggio®.

WIB / Ghent University, Bioinformatics & Systems Biology, Technologiepark 927 ,
dazione Edmund Mach, San Michele all’ Adige (TN), Italy;

B-9052 Gent , Belgium.;*Fon
37MBP, Allgemeine Genetik , Universitit Tiibingen , Auf der Morgenstelle 32 ,

D-72076 Tiibingen, Genmany; 4qnstitut de Recherche en Horticulture et Semences -
UMR1345, Institut National de la Recherche Agronomique (INRA), SFR 4207 Quasav,
42 rue Georges Morel, F-4907 1 Beaucouzé, France. :*University of California Davis,
Department of Plant Sciences, Davis, CA USA;‘_Wageningen UR - Bioscience P.O. Box
16, 6700AA, Wageningen, The Netherlands;7The New Zealand Institute for Plant &
Food Research Limited (PFR), Palmerston North Research Centre, Palmerston North,

New Zealand.

m each other between 5.4 and 21.5 MYA and are

Abstract: Apple and Pear diverged fro:
believed to share a common whole genome duplication event between 35 and 50 MYA
been observed between the

(Velasco et al. 2010, Wu et al. 2012). Size differences have
are estimated at 527Mb (Pyrus x Bietschneideri Rehd) '

Apple and Pear genomes which
and 700Mb (Matus x Domestica Borkh) respectively (Wu et al. 2013, Li et al. 2016).
r primarily by the proliferation of

The difference in genome size has been accounted for
transposable elements, with the gene space thought to be fairly similar between the two

species (Wu et al 2012). Comparative genomics of the lineage has however, been

hampered by the fragmented nature of the reference assemblies. A new chromosome
cord et al. 2017) and now also a

scale apple assembly was recently produced (Dac
mbly of the European Pear (this study), which shows strong
y of these genomes.

chromosome scale asse
collinearity with Apple, greatly facilitating the comparative stud
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