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About: ISMU Pipeline has been tested on several data sets on a workstation having CentOS 6.2 with 48 
GB RAM.  
 
 

System Requirement: Operating System: CentOS 6.2 / Fedora 15 / RHEL 5.4 RAM: 8 GB or more 
Disk Space: 500 MB Latest version of Java Runtime Environment (JRE) is required  
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Installation of ISMU 
Installation of ISMU pipeline is fairly simple. One needs to copy folder “ISMU” from CD to any user folder of 

workstation  

Executing ISMU Pipeline  

 Open the folder of ISMU on the disk -> Double Click on ISMU.sh Select run in the dialogue box  

 The GUI of ISMU appears on your screen as follows:  

 

Note: If above steps do not work, please open “Terminal” and use following command  

sh ISMU.sh 

 

Entering parameters and selection of SNP calling approach  

 First of all, enter the Number of genotype(s)you would like analyze to get the SNPs 

 Then opt for the Alignment approaches for mapping against the reference sequence 

 Afterwards select the SNPs prediction approaches (CbCC, SAMtools and MaqSNP etc.) 

 Select the destination folder to store the results 

o Note 1: Destination folder should be blank folder 

o Note 2: It also acts as the current working directory for the workflow. 

 Click on the “Next” button for the upload of files. 
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Specifying Reference & Raw Reads Data Files  

Note: ISMU accepts only “FASTQ” files in “Standard” format 

 
 The upload window would appear where you would have to select the files for the analysis 

 
 

 Browse and select a reference sequence for the “Select a reference sequence” box. 

The file format should be fasta file and the file extension must be “.fasta” or “.fa”. 

 Select and upload Genotypes files in FASTQ format  

Note: There is an option to rename the genotypes file under the “Select FASTQ file” option. 

 The genotype data to be used for analysis can be single end and paired end reads. 

 Select and upload first Genotype file for “Genotype 1” box, while to input paired end reads files 

you need to opt for the read type as PE( for paired-end) and you must browse and select two 

files for the same Genotype against “Genotype 2” box. 

Note: In case for paired end data you must give an insert size lengths with minimum (min) and 

maximum (max) values  

 Parameters section is optional and run with the default parameters displayed. 

 Now click on the Next button  

 Note: This might take up some time depending on the sizes of the input data. 

 Please wait for a while and next window would appear as soon this is done. 
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Submitting Job 

ISMU asks user to select optional cleaning/pre-processing of raw reads. 

 Pre-processing is optional and does the cleaning of your data.  

 Note: This pre-processing is highly recommended in case user is not sure about the quality of data  

 

 
 

 Select “Yes” or “No” for pre-processing of the data. 

 User can give multiple processors (CPUs) to speed up the execution (optional). 

 Note: selection of more CPU may affect other programs running. 

 Click on Run button to start analysis. 

 The window would appear which shows that the analysis has started and is in process. 
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Results  

 The Result window would pop up as soon as the pipeline run is finished  

 You may check the results after the analysis is done and this would take time depending on the 

quality and size of the data. 

 When the result window appears on the screen you get the options of checking the results in 

customized fashion. You get an excel sheet which reports all the SNPs. You could check for the 

SNPs among the genotypes. 

 

 Also you could view the results, like alignments in Tablet and genotyping data in Flapjack view to 

get the details of each and every SNP on the base-pair level. 
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Re-launch the Results window 

User can re-launch the results windows in case of close of the application window or visualizing the 

results again 

 Open the folder of ISMU on the disk -> Double Click on re-launch.sh Select run in the dialogue box  

 The GUI of ISMU appears on your screen as follows:  

Note: If above steps do not work, please open “Terminal” and use following command  

sh relaunch.sh 

 

 Select the folder in which the results are stored and click on the Open button then the results 

window appears. 
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Note: 

 1) The ISMU pipeline accepts FASTQ files as input in standard FASTQ format (sanger format). If the 

files are not in this format, then the program “fq_all2std.pl”  from Maq suite (also provided with 

ISMU pipeline) should be used to convert it into  standard format. 

 2) ISMU pre-processing step is for constant read length Illumina NGS data. If the user has variable 

length pre-processed data available, then one could skip the pre-processing step provided they are 

of good quality reads. 

 3) If the user finds “out of memory” message in the summary file of the pipeline, it needs to be 

rerun on a better machine configuration (better RAM) or downsize the data accordingly. 

 4) To re-launch the result window after the analysis is done, “relaunch.sh” script could be used to 

popup the analysis window. 

 5) MAQ accepts reads less than 64 bases in length, and being a first generation aligner  we do not  

advise it to be used. 

 6) NovoAlign does not use multithreading (in open source version) but runs on only one thread – 

hence would take more time. 

 7) INDEL file would not contain any information if un-gapped aligners like SOAP/Maq are chosen. 


