Analysis Pipeline

Pipeline files are in:
/lbnc/denervaud/pbs/analysisPipeline
(note: move sortFolders.sh from /lbnc/denervaud/pbs/ to the analysisPipeline folder)
Data Structure needs to be:
subDir/mainExperimentFolder/rawImage/epi (fluorescence images)
subDir/mainExperimentFolder/rawImage/dia (brightfield for segmentation)
Sort into separate folders
.sortFolders.sh subDir/mainExperimentFolder/rawImage “pos1 posEnd” (e.g. “1 1152”)
Remove old temporary pipeline files
./cleanScript.sh
Make Job files
./makeJobFiles.sh subDir mainExperimentFolder nameForDataFolder “pos1 posEnd”


(note: always run only a few to check if everything works)
(info output is in subDir/mainExperimentFolder/singleCellData/nameForDataFolder/logFiles)

makeJobFiles calls:
pbsRun -> information where to find mainInput

Central pipeline file:

mainInput – this is where all the magic happens
sub parts

chamberSeperatorCluster.m – to separate the two chambers

makeSingleMovieContrast.m – calls the ImageJ stuff(user needs to have ImageJ plus needed extensions installed)
Tricky part because the user needs to adjust it to his ImageJ installation (e.g. check the lines in mainInput that follow “info.jarDir”

makeSingleMovie_matlab.m – we do not actually use this part

nd_scSort – Cell sorting for quality control

nd_Afsub_mcmc_fct – autofluorescence subtraction

nd_smallSet_fct – feature extraction (interesting on its own)
