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PAHANG DOUBLED HAPLOID 
 

Pahang Doubled-Haploid 
from anther culture 
Genome size : 520 Mb 
 
Pahang 
Wild diploid (2n=22) 
Species: M. acuminata 
Subspecies: malaccencis 

 

 
 

 
 Bakry et al  Fruits 2008 

 -> Haploids available only for one M. acuminata  genotype : Pahang 

Présentateur
Commentaires de présentation
The MusaTract whole genome sequencing project, founded by the French ANR Agency, started beginning of 2009 and aims at sequencing the Musa accuminata Pahang doubled haploid genome.Pahang DH is derived from the spontaneous chromosomal doubling of a wild haploid Pahang plant.This accession belongs to the Musa accuminata malaccencis subspecies, with an AA genome with a size around five hundred forty Mb.
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Architecture 
ARCHITECTURE 

Présentateur
Commentaires de présentation
Architecture of the Banana Genome Hub and Interoperability between Biological Information Systems. Gene report can be displayed using Tripal, GBrowse or BioMart and edited with Artemis. Polypeptides can then be further analyzed with GreenPhylDB using for instance keywords and InterPro domains, with the GMOD Galaxy workflow manager by running personalized phylogenetic workflow, with Pathway tools  to study metabolic pathway through keywords or EC numbers, or with OryGenesDB GBrowse2 to study Musa orthologs of the monocotyledon reference genome. Finally SNP stored in GBrowse can be investigated with SNiPlay using identifiers. Genetic markers can be positioned on genetic maps using GMOD CMAP through identifiers and investigated into the TropGeneDB, linked with the Musa Germplasm Information System through International Transit Center (ITC) accession numbers. Germplasm material can then be requested to the ITC. 
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THANK YOU 

Gaëtan Droc, Delphine Larivière, Valentin Guignon, Nabila Yahiaoui, Dominique This, Olivier Garsmeur, Alexis 
Dereeper, Chantal Hamelin, Xavier Argout, Jean-François Dufayard, Juliette Lengelle, Franc-Christophe Baurens, 
Alberto Cenci, Bertrand Pitollat, Angélique D’Hont, Manuel Ruiz, Mathieu Rouard, Stéphanie Bocs, The Banana 
Genome Hub. Database: the journal of biological databases and curation, 2013, Submitted revision (manuscript ID 
DATABASE-2012-0102.R1).  
BGH is supported by South Green Bioinformatics Platform http://southgreen.cirad.fr/ 
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