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RNAspace: non-coding RNA annotation web platform

à la diffusion de documents scientifiques de niveau recherche, publiés ou non, émanant des établissements d'enseignement et de recherche français ou étrangers, des laboratoires publics ou privés.

Generate and visualize ncRNAs alignment

Visualize ncRNAs on genomic sequence 

(

  using CGview, see wishart.biology.ualberta.ca/cgview)

This work was founded by RNG (Réseau National des Génopoles), french network of Genomic Centers.

General presentation

Main workflow

Gene finders are organized into 3 categories containing respectively:

• known RNA based gene finders including (i) sequence homology search tools (BLAST [START_REF] Altschul | Basic local alignment search tool[END_REF], YASS [START_REF] Noe | YASS: enhancing the sensitivity of DNA similarity search[END_REF]) on ncRNA databases (Rfam [START_REF] Gardner | Rfam: updates to the RNA families database[END_REF], fRNAdb [START_REF] Kin | fRNAdb: a platform for mining/annotating functional RNA candidates from non-coding RNA sequences[END_REF]), (ii) general purpose RNA motif search tools (darn! [START_REF] Zytnicki | DARN! A Weighted Constraint Solver for RNA Motif Localization[END_REF], Erpin [START_REF] Gautheret | Direct RNA Motif Definition and Identification from Multiple Sequence Alignments using Secondary Structure Profiles[END_REF]), (iii) specialized search tools (RNAmmer [START_REF] Lagesen | RNAmmer: consistent and rapid annotation of ribosomal RNA genes[END_REF] for ribosomal RNAs, tRNAscan_SE [START_REF] Lowe | tRNAscan-SE: A program for improved detection of transfer RNA genes in genomic sequence[END_REF] for transfer RNAs) • comparative analysis gene finders (an ad hoc pipeline has been implemented based on BLAST or YASS for similarities search and caRNAc [START_REF] Touzet | CARNAC: folding families of non coding RNAs[END_REF] or RNAz [START_REF] Washietl | Fast and reliable prediction of noncoding RNAs[END_REF] for consensus structure inference), • ab initio gene finders (just one based on detection of atypical GC% regions).

Dynamic exploration (sorting and filtering) of putative ncRNAs found on the genomic sequence. Additional information can be computed and/or visualized on line (e.g., secondary structure, alignment of predictions), saved and stored. It is also possible to edit and to delete any putative ncRNA.