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Annotation is one of the most difficult tasks in genome sequencing projects, yet it is essential for connecting genome sequence to biology. Structural and Functional

annotations consist in determining the position and structure of genes as well as of other features such as transposable elements and non coding RNA, and inferring

their putative function in the genome. This requires a complex successive combination (pipeline or workflow) of software, algorithms and methods. Automation of

such a pipeline is necessary to manage large amounts of data released by genome sequencing projects. To achieve a systematic and comprehensive annotation of the

wheat genome sequence (17 Gb), a pipeline called TriAnnot V2.1 has been developed by INRA Clermont-Ferrand (GDEC) and Versailles (URGI) in partnership with

NIAS (Japan), under the umbrella of the IWGSC (International Wheat Genome Sequencing Consortium - http://www.wheatgenome.org). The objective of TriAnnot is to

provide the international scientific community with an online user friendly, fast and as complete as possible annotation tool in view of the sequencing of the wheat

genome. As it is the case for every workflow, the TriAnnot pipeline should minimize manual expertise which is slow and labor-intensive, and maximize relevant

automatic annotation which is a relatively rapid process that allows frequent updates to accommodate new data. TriAnnot V2.1 will be a major tool within the

ANR/FranceAgriMer 3BSEQ flagship project which objectives are to obtain, annotate and utilize the whole wheat chromosome 3B (1Gb) sequence.----------------------

~  http://www.clermont.inra.fr/triannot/  ~~  http://www.clermont.inra.fr/triannot/  ~
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ALIMENTATION AGRICULTURE ENVIRONNEMENT

TriAnnot V2.1 tries to combine the best features of well known international pipelines.

It provides the best compromise in term of fitness, Sensitivity (Sn) and Specificity (Sp).

TriAnnot proposes a color code system to assess the confidence of the structural

automatic gene model annotation. It gives a functional annotation with PfamPfam domain

protein & Gene Ontology, as well as alignment of best hits against proteome databanks.

Additional functionalities are under development (EuGène, RNAseq, miRNA).-------
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