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APPLICATION FORM
Submission deadline: Monday, February 1st, 2016
Submit to: Mira.Ayadi@ligue-cancer.net
(The file should not exceed 10Mo)

Before completing the document, note the recommendations in appendix 1.

1. General information

	Project(s) previously accepted in the framework of the CIT Program 
	Title and year:



	Project coordinator

	First and Last Name
	

	Title, Position
	

	Affiliation
	

	Postal address
	

	E-mail address
	

	Phone number
	


	Project title
	

	Keywords
	

	Abstract : scientific context, project description and expected results (max. 300 words)

	


	Participating teams

	TEAM 1 (Team of the project coordinator)

	Name and Affiliation
	

	Person(s) involved in the project

	First and Last Name
	Title, Position
	E-mail address

	
	
	

	
	
	

	
	
	

	Major scientific publications of the team in the last five years (max. 5)

	1.

2.

3.

4.

5.


	TEAM 2

	Name and Affiliation
	

	Team Director

	First and Last Name
	

	Title, Position
	

	E-mail address
	

	Phone number
	

	Person(s) involved in the project

	First and Last Name
	Title, Position
	E-mail address

	
	
	

	
	
	

	
	
	

	Major scientific publications of the team in the last five years (max. 5)

	1.

2.

3.

4.

5.


	TEAM 3

	Name and Affiliation
	

	Team Director

	First and Last Name
	

	Title, Position
	

	E-mail address
	

	Phone number
	

	Person(s) involved in the project

	First and Last Name
	Title, Position
	E-mail address

	
	
	

	
	
	

	
	
	

	Major scientific publications of the team in the last five years (max. 5)

	1.

2.

3.

4.

5.


	TEAM 4

	Name and Affiliation
	

	Team Director

	First and Last Name
	

	Title, Position
	

	E-mail address
	

	Phone number
	

	Person(s) involved in the project

	First and Last Name
	Title, Position
	E-mail address

	
	
	

	
	
	

	
	
	

	Major scientific publications of the team in the last five years (max. 5)

	1.

2.

3.

4.

5.


	TEAM 5

	Name and Affiliation
	

	Team Director

	First and Last Name
	

	Title, Position
	

	E-mail address
	

	Phone number
	

	Person(s) involved in the project

	First and Last Name
	Title, Position
	E-mail address

	
	
	

	
	
	

	
	
	

	Major scientific publications of the team in the last five years (max. 5)

	1.

2.

3.

4.

5.


If more than 5 teams are involved, insert one table by additional team.

2. Scientific project description

Detail each of the following points (max. 20 pages including figures/tables and references):
2.1. Problematic, hypothesis and objective(s) of the project
2.2. Position of the project in the context of the current knowledge
2.3. Recent work of applicant teams related to the project
2.4. Description of the methodology considered to fulfil the objectives(s) (techniques, role of each team)
2.5. Description of the series of patients and biological resources
NB: A thorough description is important to strengthen the credibility and feasibility of the project.

2.5.1. Description of the series of patients
· How many patients are included in the project?

· Do they belong to a cohort? Which cohort?

· Is it a prospective or retrospective series? Multicentric? Which centers are involved?

· What are the inclusion or exclusion criteria?
· What clinical, biological and molecular annotations are needed for the study? Are some of them already available?
2.5.2. Description of the biological resources
· Indicate nature and number of samples provided for the study.

(Tumoral tissue, non-tumoral tissue, Patient-Derived Xenograft (PDX), body fluids (blood, serum, plasma, urine, etc.))

· Specify if nucleic acids are already extracted.

· Describe experimental models, if available.

(Cell lines, xenografts, etc.)

2.6. If the project is associated to a clinical trial, indicate its object, the promotor, the coordinator, the state of patients’ inclusion
2.7. Expected outcomes: scientific and medical potential impact of the project
2.8. References
Appendix 1: RECOMMENDATIONS
1) Major recommendations

a) Sample annotations

The completeness and richness of the sample annotations are essential for the bioinformatics analyses of “multi-Omics” experiments. To apply for this call on “Comprehensive Cancer Genomics”, a minimum description of annotations is mandatory (Section 2.5 of the application form).

NB: For selected projects, additional information will be requested and recommendations will be provided for a standardized presentation of annotations to be compiled in the CIT program database (Annotator®).

b) Exome analysis

The identification of somatic mutations in tumoral samples by exome sequencing requires constitutional DNA from the patient. It is therefore necessary to provide a blood sample, paired to the tumoral tissue, for exome sequencing.

c) FFPE samples

For exploratory studies, frozen samples of tumours are strongly recommended. FFPE samples can be used, under certain conditions, as part of validation studies.

2) Other recommendations

Extraction and qualification of nucleic acids will be carried out preferentially by the biological resources platform of the CIT program (http://cit.ligue-cancer.net/bioresources/).

For each DNA and/or RNA extraction, the required amount of starting material is as follows:

· Frozen tissue: 30 mg (max. 50 mg)

· FFPE tissue: 5 to 10 sections (each with a thickness of up to 10 µm)

Information on the percentage of tumour cells in the samples has to be communicated to the biological resources platform of the CIT program, before the samples transfer.

For nucleic acids already extracted, the qualification will be performed by the biological resources platform of the CIT program. The optimal quantities required for the qualification and for specific analysis are the following:

· Transcriptome analysis by microarray: 500 ng of total RNA

· Transcriptome analysis by sequencing: 1500 ng of total RNA

· miRNome analysis by sequencing: 3000 ng of total RNA

· CNV/SNP analysis by microarray: 500 ng of genomic DNA

· Methylome by microarray: 1000 ng of genomic DNA

· Exome analysis by sequencing: 1000 ng of genomic DNA
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