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Summary The new IWGSC, Inc:  A Nonprofit Corporation 



Why 
•  Lay a foundation to accelerate wheat improvement 
•  Increase profitability throughout the industry 

Vision 

•  High quality annotated genome sequence, 
comparable to rice genome sequence 

•  Physical map-based, integrated and ordered 
sequence 

The Same Vision 



! Chromosomes: 605 - 995 Mbp 
(3.6 – 5.9% of the genome) 

Dissection of the genome into single 
chromosomes (arms) Triticum aestivum 

(2n = 6x = 42) 
1C ~ 17,000 Mbp 

AA BB 

DD 

! Chromosome arms: 225 - 585 Mbp 
(1.3 – 3.4% of the genome) 
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Doležel et al., Chromosome Res. 15: 51, 2007 
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Managing the 17 Gb, Hexaploid Genome 

Chromosome genomics 
"  Chromosome specific BAC libraries and sequencing IEB 



MTP sequencing 

A reference sequence anchored to the 
genetic and phenotypic maps 

Long term
 

Physical mapping of individual 
chromosomes 

Short term 

Gene catalog 
Virtual order 

Markers 

Survey sequencing of 
individual chromosomes 

Roadmap to the Wheat Genome Sequence 



IWGSC Projects 

The Annotated Reference 
Sequence of the Bread Wheat 

Genome 

Pseudomolecules 
(1 of 21 completed) 

Chromosome Shotgun 
Sequences and marker 

alignment 
(completed) 

Physical Maps (16 of 21 
completed; 5 almost finished) 
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Moving Towards the IWGSC Target 
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IWGSC Chromosome Shotgun Sequencing Initiative 
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•  Sequence assemblies for 40 chromosome arms + chromosome 3B  

#  Total length 10.2 Gb 

#  128Mb (1DS) – 639Mb (3B) assembled sequence per chromosome 
#  N50 contig length after repeat masking = 6.1kb (1.7kb-8.9kb) 

•  Annotation (RNASeq, FLcDNA, grass genomes): 124,201 allocated to chromosomes 

IWGSC Chromosome Survey Sequence Data 



Summary IWGSC Resources 

•  All resources accessible at URGI, 
Versailles  

•  IWGSC CSS Raw sequence reads in the 
SRA 

•  IWGSC CSS assemblies available at 
URGI and EBI 

•  IWGSC CSS assemblies & gene models 
integrated into EnsemblPlants 

http://wheat-urgi.versailles.inra.fr/Seq-Repository/ 

http://plants.ensembl.org/Triticum_aestivum 



IWGSC Sponsors 



For More Information: 
www.wheatgenome.org 
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