CALL FOR PROPOSALS 2010/2011 “LARGE-SCALE DNA SEQUENCING”

GENERAL GUIDELINES

9) Aim of the project, biological rationale for the utility of the genome sequence of the organism of interest

Use this section to emphasize the scientific merits of your project. Your description should highlight the scientific questions to be addressed or answered, the importance of the research, the ability of the proposed research to advance our understanding of the natural world (relation to other genome sequences, relevance for the interpretation of other genome sequences, understanding of evolutionary processes in general, importance for understanding of basic biological processes, importance for understanding human health and disease, importance for other applications), and the suitability of the organism for experimentation (can the organism be cultivated or reproduced in the laboratory, is it accessible to genetic screening and/or analysis, are there publicly available collections of mutants, etc.).
10) Starting material

Please document the description of the starting material as requested,

or justify lack of information.

Any missing information may result in rejection of the proposal.

· Include the technical information : DNA source, abundance of DNA, DNA purity level, axeny, specific information on genome size (bibliographic references or techniques for estimation of size), G+C content, information on ploidy, polymorphism level (details and methods of estimation), repeat structure with details about how these are known, etc.

· Include the genomic resources already in place to aid this project: physical maps, genetic maps, fingerprinted BAC libraries, EST libraries, etc.

· In the case of cDNA libraries, describe the mode of construction of the libraries (vector, normalization complete cDNA, etc.), the average size of the inserts, the percentage of empty clones, and other details which seem pertinent.

· In the case of SAGE libraries, describe the nature of the labels and the size of the inserts.

· In the case of metagenomes, are preliminary analyses available (analysis of 16S rDNA, FISH, etc.)?

· In case of several independent organisms to be sequenced, include a brief description of each of them

11) Technical description of the sequencing project

· Explain the sequencing, assembly and annotation* strategies, etc. that you intend to use,. Are there any problems likely to be encountered in these steps? 

· Justify the sequencing strategy proposed, but do not provide technical details of manipulations.

· The number of sequence reads (cDNA, EST, etc.)

· Your suggestion of the technology to be used.

For your information, the average read lengths are: for Sanger: 700bp; for 454: 400bp; for Solexa and Solid sequences 36-100 bp. Genoscope aims at delivering high quality assembled sequences independent of the technology used.

Finishing: because of the high pace of evolution of New Sequencing Technologies, Genoscope does not propose manual finishing of the genomes sequenced in the frame of this Call for Proposals. The shotgun strategy will be optimized (using adequate read lengths, fragment sizes, coverage, and technology mixes) in order to obtain high-quality draft sequences that are of sufficient quality to support most types of biological analyses.
*Annotation can be carried out at Genoscope, please contact Patrick Wincker (pwincker@genoscope.cns.fr):

-
Eukaryotes: Genoscope has developed a suite of procedures for eukaryote genome annotation and analysis as well as a number of specific tools.

-
Prokaryotes: Genoscope provides an annotation pipeline for bacterial sequences in which the results are organized in a database structure which is accessible via a graphic annotation interface (Web server for the MaGe annotation platform).

Do not hesitate to add any other aspects which you think of specific interest

Contact: AP2010@genoscope.cns.fr 
