
Project_Name

source("../Sources/Load_Functions.R")
Load_Functions()

Working_Directory	<-	".."
Data_Directory	<-	paste0(Working_Directory,"/Data")
Results_Directory	<-	paste0(Working_Directory,"/Results")

https://link.springer.com/article/10.1007%2Fs00425-019-03120-7
http://www.brassicagenome.net/databases.php
http://www.genoscope.cns.fr/brassicanapus/data/GO/


Project	Name
filter	=	NULL

Filter=list(c("Tissue",	"Root",	TRUE),"Brassica_napus_Root")

CPM_Cutoff Filter_Strategy
Normalization_Method

Color_Group

Project_Name	<-	"Brassica_napus"
Filter=NULL
Sep=","

Data_Files	<-	Load_Data_Files(Data_Directory,	Project_Name,
																				Filter,	Sep)

Project_Name	<-	Data_Files$Project_Name
Target	<-	Data_Files$Target
Raw_Counts	<-	Data_Files$Raw_Counts	
Annotation	<-	Data_Files$Annotation
Reference_Enrichment<-Data_Files$Reference_Enrichment

Filter=list(c("Name_of_factor",	"level_of_this_factor",	TRUE/FALSE),
																"New_Project_Name")

Filter_Strategy="NbConditions"
CPM_Cutoff=1
Normalization_Method="TMM"
Color_Group=c("darkolivegreen3","darkgreen","tan3","darkorange4")

Quality_Control(Data_Directory,	Results_Directory,	Project_Name,



Replicate Interaction

Replicate=FALSE Interaction=FALSE

Replicate=TRUE Interaction=FALSE

Replicate=FALSE Interaction=TRUE

Replicate=TRUE Interaction=TRUE

												Target,	Raw_Counts,	Filter_Strategy,
												Color_Group,	CPM_Cutoff,
												Normalization_Method)

##	################################################
##	Filtering
##	################################################
##	
##	####	Description	of	Raw	counts	table	####
##	Number	of	samples:	12	
##	Number	of	genes:	52962	
##	
##	Number	of	genes	discarded	by	the	filtering:	9233	
##	Number	of	genes	analyzed	after	filtering:	43729	
##	
##	################################################
##		Statistics	on	the	normalization	factors	
##	################################################
##	
##				Min.	1st	Qu.		Median				Mean	3rd	Qu.				Max.	
##		0.7367		0.7878		1.0351		1.0321		1.2851		1.3152

##	png	
##			2



Replicate=TRUE Interaction=TRUE

Index_Contrast

Replicate=TRUE
Interaction=TRUE

Model	<-	GLM_Contrasts(Results_Directory,	Project_Name,
																							Target,	Replicate,	Interaction)
																			
GLM_Model	<-	Model$GLM_Model
Contrasts	<-	Model$Contrasts

Index_Contrast=1:nrow(Contrasts)
Alpha=0.05
NbGenes_Profiles=20
NbGenes_Clustering=50

DiffAnalysis.edgeR(Data_Directory,	Results_Directory,	Project_Name,
												Target,	Raw_Counts,	GLM_Model,	Contrasts,
												Index_Contrast,	Filter_Strategy,	Alpha,
												NbGenes_Profiles,	NbGenes_Clustering,
												CPM_Cutoff,	Normalization_Method)



CPM_Cutoff	=	5 CPM_Cutoff	=	1



Alpha_Enrichment

Title=NULL
Alpha_Enrichment=0.01

Enrichment(Results_Directory,	Project_Name,	Title,
																		Reference_Enrichment,	Alpha_Enrichment)						



Title

Groups
print(Contrats[,1])

Operation
Operation="Union"

Operation="Intersection"

Title=NoSi-Si

A B K

Title="NoSi-Si"
Groups=c("[MatureLeaf_NoSi-MatureLeaf_Si]","[Root_NoSi-Root_Si]",
								"[MatureLeaf_NoSi-MatureLeaf_Si]-[Root_NoSi-Root_Si]")
Operation="Union"

Venn_IntersectUnion(Data_Directory,	Results_Directory,	Project_Name,	
																				Title,	Groups,	Operation)

A=5
B=40
K=c(2,seq(5,30,by=5))

Coexpression_coseq(Data_Directory,	Results_Directory,	Project_Name,
											Title,	Target,	Raw_Counts,	Color_Group,	A,	B,	K)





Enrichment(Results_Directory,	Project_Name,	Title,
																		Reference_Enrichment,	Alpha_Enrichment)


