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Downloading	CosmoMC

1. Go	to	http://cosmologist.info/cosmomc/submit.html

2. Fill	in	your	data	(name,	surname	and	e-mail	address),	and	submit.

3. Open	the	e-mail	you	have	received,	and	click	the	link	in	it.

4. Download	the	latest	version	of	CosmoMC:	cosmomc_Jul15_1.tar.gz



Downloading	the	Planck	likelihood

1. Go	to	http://pla.esac.esa.int/pla/#cosmology&	click	SIGN	IN and	REGISTER.

2. Create	yourself	an	account.	Fill	in	your	name,	surname,	e-mail	and	submit.

3. Open	the	e-mail	you	have	received,	and	copy	the	authentication	code.

4. Open	another	mail	you	have	received,	and	create	yourself	a	password.

5. Sign	in	with	your	new	account,	and	download:
The	likelihood	 code:	COM_Likelihood_Code-v2.0_R2.00.tar.bz2	
The	data	files:	COM_Likelihood_Data-baseline_R2.00.tar.gz	(contains	high_l,	 low_l,	lensing)



Installing	CosmoMC &	Planck	likelihood
*	Example	of	working	directory:	/home/USERNAME/

1. Copy	the	Planck	likelihood	 code,	Planck	likelihood	 data	and	CosmoMC to	your	path.
◦ COM_Likelihood_Code-v2.0_R2.00.tar.bz2
◦ COM_Likelihood_Data-baseline_R2.00.tar.gz
◦ cosmomc_Jul15_1.tar.gz

2. Uncompress the	Planck	likelihood	 code,	Planck	likelihood	 data	and	CosmoMC.
1. cd	/home/USERNAME/
2. tar	-xvf COM_Likelihood_Code-v2.0_R2.00.tar.bz2 –––>	which	creates	a	folder	named	plc-2.0
3. tar	-xvf COM_Likelihood_Data-baseline_R2.00.tar.gz –––>	which	creates	a	folder	named	plc_2.0
4. tar	-xvf cosmomc_Jul15_1.tar.gz –––>	which	creates	a	folder	named	cosmomc



Installing	CosmoMC &	Planck	likelihood
*	Linking	to	the	Plank	likelihood:

3. Add	this	to	your	.bashr file	or	execute	before	you	compile/run	CosmoMC
1. source	/opt/ohpc/pub/compiler/intel/compilers_and_libraries_2016.0.109/linux/mpi/intel64/bin/mpivars.sh
2. source	/opt/ohpc/pub/compiler/intel/compilers_and_libraries_2016.0.109/linux/bin/compilervars.sh intel64

4. Install	the	Planck	likelihood
1. cd	/home/USERNAME/plc-2.0
2. ./waf configure	--install_all_deps --

lapack_mkl=/opt/ohpc/pub/compiler/intel/compilers_and_libraries_2016.0.109/linux/mkl --
lapack_mkl_version=10.3

3. ./waf install

5. Put	a	symbolic	link	to	the	Planck	data	in	CosmoMCdata:
1. cd	/
2. ln	-s	/home/USERNAME/plc_2.0	/home/USERNAME/cosmomc/data/clik



Installing	CosmoMC &	Planck	likelihood
*	Linking	to	the	Plank	likelihood:
6. Modify	the	CosmoMC Makefile

3. cd	/home/USERNAME/cosmomc/source/
4. vi	Makefile

replace	in	line	7:	 MPIF90C	?=	mpif90		–––>	 	 MPIF90C	?=	mpif90	-f90=ifort

7. Compile	CosmoMC
3. make	clean
4. make

8. Run	a	toy	chain	(leave	it	running	for	a	minute,	this	 is	not	a	parallel	run).	Done!	😎
3. cd	..
4. vi	test.ini

replace	in	line	37:	 action	=	0 (test) –––>	 	 action	=	4	(full	MCMC)
3. ./cosmomc test.ini



Example:	Compiling	CosmoMC
COMPILING	COSMOMC	&	THE	PLANCK	LIKELIHOOD



Example:	Sending	a	CosmoMC job
EXAMPLES	OF	A	COSMOMC JOB

cosmomc.sh

#!/bin/bash

#SBATCH	-J	cosmomc_test job	name
#SBATCH	-o	./stdout/job.%j.out creates	output	 files
#SBATCH	-e	./stdout/job.%j.err creates	error	files
#SBATCH	--nodes	1 total	number	of	nodes
#SBATCH	--ntasks 8 total	number	of	cores
#SBATCH	-time	140:00:00 max.	running	hours
#SBATCH	-p	batch selects	queue	“batch”

./cosmomc test.ini execute	the	code	

cosmomc.sh

#!/bin/bash

#SBATCH	-J	cosmomc_test job	name
#SBATCH	-o	./stdout/job.%j.out creates	output	 files
#SBATCH	-e	./stdout/job.%j.err creates	error	files
#SBATCH	--nodes	2 total	number	of	nodes
#SBATCH	--ntasks 16 total	number	of	cores
#SBATCH	-time	140:00:00 max.	running	hours
#SBATCH	-p	batch selects	queue	“batch”

./cosmomc test.ini execute	the	code	



Example:	Sending	a	CosmoMC job
EXAMPLE	OF	A	PARALELL	JOB

cosmomc.sh

#!/bin/bash

#SBATCH	-J	cosmomc_test job	name
#SBATCH	-o	./stdout/job.%j.out creates	output	 files
#SBATCH	-e	./stdout/job.%j.err creates	error	files
#SBATCH	--nodes	1 total	number	of	nodes
#SBATCH	--ntasks 8 total	number	of	cores
#SBATCH	-time	140:00:00 max.	running	hours
#SBATCH	-p	batch selects	queue	“batch”
export	$OMP_NUM_THREADS=8

prun–n	1	./cosmomc test.ini execute	the	code	

cosmomc.sh

#!/bin/bash

#SBATCH	-J	cosmomc_test job	name
#SBATCH	-o	./stdout/job.%j.out creates	output	 files
#SBATCH	-e	./stdout/job.%j.err creates	error	files
#SBATCH	--nodes	2 total	number	of	nodes
#SBATCH	--ntasks 16 total	number	of	cores
#SBATCH	-time	140:00:00 max.	running	hours
#SBATCH	-p	batch selects	queue	“batch”
export	$OMP_NUM_THREADS=16

prun2	./cosmomc test.ini execute	the	code	



Example:	CosmoMC output
Output	 files:	test_1.txt,	test_2.txt,	…,	test.inputparams,	test.ranges,	test.paramnames,	test.likelihoods.


