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• Gitlab repo updated: https://gitlab.cern.ch/cdozen/nanoaodrdframe-ul/-/tree/UL_TTLFV


➡Before making any changes/modification try to compile and run it!


❖Detailed instruction: NanoAODframework instruction


• BaseAnalyser.cpp & BaseAnalyser.h —> Default version 


• User need to rename the source and header files according to the their analysis


• BaseAnalyser.cpp  —>  TprimeAnalyser.cpp  or     SingletopAnalyser.cpp


• BaseAnalyser.h      —>  TprimeAnalyser.h       or     SingletopAnalyser.h

Main version of the classes are ready
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https://gitlab.cern.ch/cdozen/nanoaodrdframe-ul/-/tree/UL_TTLFV
https://codimd.web.cern.ch/s/Mg6ju0oZ2


• In NanoAODAnalyzerrdframe.cpp


• ElectronID added as an example. User need to define other object IDs (MuonID, JetID, etc.)

Object ID definition 
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• In BaseAnalyser.cpp


• Call ElectronID 

Object ID definition 
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• BaseAnalyser.cpp:


• In Rdataframe


• Range() : filter based on entry 
number

Running on a range of entries
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• Select number of files in the command line: 


• 	 - -nrootfiles (or -N) 4      //4 files will be selected in the inputfile directory

Running on Max number of files: - -nrootfiles
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• DATA and MC selection can be done by user : on the command line	 


‣ - -isDATA 0 : means MC 


‣ - -isDATA 1 : means DATA


‣ - - isDATA -1 or nothing defined : it will be selected according to the input file “genweight” branch

Running on Data / MC  and UL / ReReco Selection
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• UL and ReReco selection can be done by user	: on the command line 


‣ - -runtype (or -R) UL


‣ - - runtype (or -R) ReReco
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• Structure: 


• ./processnanoaod.py [option] [inputdir] [outputdir]


• ./processnanoaod.py [options] [inputDir] {$outputroot} -> for  “- - allinone” option

Running options
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• [option]:


‣ - - split : How many jobs to split into. it will allow multithreading you to use multiple CPUs to process the files. (e.g. —split=5)


‣ [inputdir]: Inputfiles directory : roottestfilesUL18/


‣ [outputdir]: output directory : testBaseANA_UL : no need to create an output directory, it will be created if there isn’t


‣ --allinone (-A) : will let you get a single output root file for all the files in the inputDir.


‣ {outputroot}: should be a root file name : testBaseANA_UL18.root 
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./processnanoaod.py --allinone  -Y 2018 --runtype UL --nrootfiles 4 --isDATA 0 roottestfilesUL18/ testBaseANA_UL18.root 

./processnanoaod.py  --split 4  -Y 2018 --runtype UL  - -nrootfile 4 --isDATA 0  roottestfilesUL18/ testBaseANA_UL 



Bonus slide



Web-based working space : Trello
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Trello_NanoUL_cmstop_working_space

https://trello.com/b/GgwYpR0T/topgroup

