
  

 
 

“Potato Genome Sequence Released by  
International Group of Scientists” 

 
The Potato Genome Sequencing Consortium (PGSC), an international team of scientists 
has announced that it has released the first draft sequence of the potato genome. The 
PGSC started work on the project three years ago. The resulting 'blueprint' of how the 
potato works could revolutionize breeding programs. 
 
Potato, a key member of the Solanaceae family, is a close relative of tomato, pepper, 
and eggplant. It is the world's third most important crop and the most important 
vegetable crop. Access to the potato genome sequence, the “genetic blueprint” of how a 
potato plant grows and reproduces, is anticipated to assist potato scientists in improving 
yield, quality, nutritional value and disease resistance of potato varieties. More 
importantly, the potato genome sequence will permit potato breeders to reduce the 10-
12 years currently needed to breed new varieties. 
 
The PGSC was initiated in January 2006 by the Plant Breeding Department of 
Wageningen University & Research in the Netherlands and has developed into a global 
consortium of research groups from 14 countries.  
 
The potato genome has 12 chromosomes and is estimated to be 840 million base pairs. 
At the onset of the project, the PGSC employed an approach in which the work was 
allocated to each consortium member based on chromosomes and was focused on the 
diploid line RH89-039-16 (RH) of cultivated potato, Solanum tuberosum. However, in the 
past two years, the advent of new sequencing technologies led to a significant change of 
approach within the PGSC and in 2008, the consortium initiated sequencing of the 
doubled monoploid DM1-3 516R44 (DM) potato derived from a diploid landrace of potato 
in order to simplify and complement the RH effort. In June 2009, PGSC members came 
together in Carlow, Ireland to plan the final phases of the project. 
 
Currently, the PGSC is busy with finalising the sequence data for both RH and DM with 
an end goal of a high quality draft sequence of both of these potato lines by the end of 
2009. Currently, genome coverage is greater than 70X using a combination of data 
generated by using three different sequencing platforms including two of the Next 
Generation Sequencing Platforms. The assembly, which covers 95% of the genes in 
potato, was possible due to a newly developed computer program by the Beijing 
Genomics Institute, a member of the PGSC from China. 
 
This first draft genome assembly is now available in the public domain at 
www.potatogenome.net and updates will be made over the next 6 months as additional 
data is generated including annotation of the genes, analysis of when and where they 
are switched on and off, and analysis of specific suites of genes that are critical to potato 
production. 
 
A complete listing as well as contact details for all PGSC members can be found at 
www.potatogenome.net 


