                              ApiDB-BRC responses to the annotation questions 

Gene prediction, annotation quality

1. what is the scope of effort of the group?

Currently ApiDB does not annotate.  We do not have curatorial control of the genomes that we currently manage in our BRC.  We anticipate this situation to change shortly for Cryptosporidium.

2. what approaches and tools are used

ToxoDB currently provides alternative gene model predictions in addition to the official annotation, but no changes to the official annotation are made.  All of the ApiDB sites, (Cryptosporidium, Toxoplasma and Plasmodium) provide user comment forms where the community is able to provide comments on any aspect of a gene including its annotation.  Comments affecting annotation are forwarded on to the party possessing curatorial control for the gene/organism in question.

3. are their tools and resources that can be shared?

The Glean algorithm developed by Aaron Mackey formerly of the University of Pennsylvania (David Roos research group) to determine a reasonable, consensus among differing gene models might be of utility to other projects.

4 what quantitative measure are used

N/A since we do not annotate.

Protein naming

1 what nomenclature standards are used

Currently there are no universal standards that apply across all of the Apicomplexa.  Each sequence generating source, does however, apply consistent terminology for projects emerging from that center.

2 how much and by what process is expert review and /or published

literature is used

currently, not applicable to our BRC

3 Is there agreement possible on naming standards (locus-tags,

accessions, organism names)

I think that agreement might be possible.  Currently our greatest need is for a unified system of locus tags (within a species, within a genus, and ideally, within the phylum)

4 Is there agreement on standards of quality/support for annotation

Again, this doesn’t apply to us, but does to the groups that curate the sequences we manage in our BRC.  All sources aim for high standards of quality, but the exact methods and procedures vary by sequence source.

