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The Aims of this workshop were to familiarise attendees with M. incognita genome 
annotation tools and to learn how to validate and/or correct protein-coding gene automatic 
annotations so they will be able to participate to M. incognita genome valorisation as part of 
their research. 

1. Workshop program 

On the first day, delegates were introduced to open-source as well as restricted tools that are 
available to critically evaluate a genome sequence, including: 
- The Meloidogyne incognita web interface, used by the consortium, to evaluate and modify 
functional annotations and for comparative genomics. 
- Apollo, as a genome browser and editor, to dig into the evidence for structural annotation. 
 

  9:00 –   9:30  Participant and instructor introductions 
  9:30 – 10:30  Introduction to Meloidogyne incognita genome project 
10:30 – 12:30  M. incognita annotation tools overview  
12:30 – 14:00  Lunch 
14:00 – 15:30  Hands-on session on M. incognita annotation tools 
   Practical part 1 – Automatic annotation 
15:30 – 15:45  Coffee break 
15:45 – 16:15  How to browse automatic results and annotations with Apollo  
16:15 – 17:30  Hands-on session (continued) 
   Practical part 2 – Apollo as a browser 

 
The second day of the workshop was focused on the structural annotation and on how to 
correct sequence features.  
 

  9:00 – 10:30  How to edit annotations with Apollo  
10:30 – 10:45  Coffee break   
10:45 – 12:00  How to edit annotations with Apollo (continued) 
12:00 – 13:30  Lunch  
13:30 – 15:30  Hands-on session on Apollo 
   Practical part 3 – Apollo as a curation tool 
15:30 – 15:45  Coffee break 
15:45 – 17:30  Hands-on session (continued) 
   Practical part 3 – Apollo as a curation tool 

 
On the third day of the workshop, attendees put into practice the functional and structural 
annotation methods using the tools previously covered. Each delegate developed their own 
annotation strategy and applied it to regions of the genome sequence. 
 

  9:00 – 10:30  Workflow to import corrected sequences 
10:30 – 10:45  Coffee break 
10:45 – 12:00  Workflow to import corrected sequences 
12:00 – 13:30  Lunch  

 13:30 – 15:30  Hands-on session on workflow 
    Practical part 4 – Saving curated annotations  
 15:30 – 16:30  Questions  
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2. Workshop participants 

Last name First name e-mail address Lab country 
De Luca Francesca f.deluca@ba.ipp.cnr.it Italy 
Veronico Pasqua p.veronico@ba.ipp.cnr.it Italy 
Leonetti Paola p.leonetti@ba.ipp.cnr.it Italy 
Dalzell Jonathan jdalzell03@qub.ac.uk UK 
El Ashry Abd El Naser nelashry@groupwise.boku.ac.at Austria 
Menkhaus Jan j,menkhaus@phytomed.uni-kiel.de Germany 
Holterman Martijn Martijn.holterman@acw.admin.ch Switzerland 
Toktay Halil toktay@yahoo.com Turkey 
Lilley Catherine c.j.lilley@leeds.ac.uk UK 

3. Workshop summary 

The Aims of this practical training exercise were 2-fold:  
- To familiarise participants with M. incognita genome annotation tools (and some 
other freely available software) 
- To perform manual validation and/or correction of protein-coding gene structural and 
functional automatic annotation. 

 
To do this, we used one example of a real gene that had been incorrectly annotated during the 
course. First, we provided an overview of each topic to give insight into the background and 
methodology of genome annotation. Then we performed practical sessions (divided into 4 
session) and finally each participant gained experience of using the techniques they had 
learned, working in small groups to check automatic annotation of various regions of the M. 
incognita genome. 
 
A manual issued to the participants is available at:  
http://www.sophia.inra.fr/sophia_eng/enseignement_emplois_et_stages/formation_cost/compt
e_rendu 
 
During the workshop, participants accessed all the tools for structural and functional 
annotation as well as predicted protein description forms via M. incognita website: 

http://meloidogyne.toulouse.inra.fr/cgi-bin/consortium/meloidogyne.cgi 
 
This workshop has provided researchers from several countries with the skills required to 
perform manual annotation of the M. incognita genome sequence.  Each participant has 
agreed to apply these skills over the coming months, ensuring that the genome sequence 
available to the wider scientific community is of the highest possible quality.  This workshop 
has also ensured that researchers in many different institutes now have the skills required to 
access and derive benefits from the M. incognita genome sequence. 
 
In future COST 872 will continue to be used as a means of ensuring that the wider scientific 
community is aware of how to access the M. incognita genome sequence.  In addition, we will 
use COST 872 to consult the community on issues of wide importance including functional 
nomenclature of gene families. 


