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R 
● Versions: 3.0.2, 3.1.2, 3.2.5, 3.5.0, 3.6.0 (module avail R)
● Intel version (MKL) : 3.2.3 3.4.3



R - serial job

Can submit to serial/short, 
depending on required runtime

#!/bin/bash
#PBS -q serial
#PBS -l select=1:ncpus=1:mem=10GB
#PBS -j oe
#PBS -N Job_Name
cd $PBS_O_WORKDIR
source /etc/profile.d/modules.sh
module load R-3.2.5

Rscript Rcode.r

Use openmp queue for high 
memory

#!/bin/bash
#PBS -q openmp
#PBS -l select=1:ncpus=1:mem=80GB
#PBS -j oe
#PBS -N Job_Name
cd $PBS_O_WORKDIR
source /etc/profile.d/modules.sh
module load R-3.2.5

Rscript Rcode.r



R - parallel
● using third party packages

○ doParallel / foreach / 

BiocParallel

● can choose 1 node of any 

parallel queue
○ select=1

● For multi node parallelism 
○ pdbMPI / snow

#!/bin/bash

#PBS -P Project_Name_of_Job

#PBS -q parallel24

#PBS -l select=1:ncpus=24:mpiprocs=24:mem=160GB

#PBS -j oe

#PBS -N Job_Name

###  -N Job_Name: set filename for standard output/error 

message.

cd $PBS_O_WORKDIR;   ## This line is needed, do not modify.

##--- Put your exec/application commands below ---

##--- For example:

source /etc/profile.d/rec_modules.sh

module load R-3.2.5;  module list

### np=$( cat ${PBS_NODEFILE} |wc -l );  ### get number of CPUs

Rscript your_parallel_R.r



Installing R packages -1
● Only on atlas8 login node 
● Load the relevant R module (ex: 

R-3.5.0)
● Install them using install.packages()



Install R packages -2

Choose NUS mirror site for repo

● Singapore (Singapore) [https]
● Singapore (Singapore) [http]



Installing R packages -3

Bioconductor packages can be installed using the default way 
on atlas8 login node

Some packages depend on system libraries and need to 
compile from source. Such requests should be escalated to 
NUSIT HPC (via nTouch)

https://ntouch.nus.edu.sg/install/

