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NGS Analysis Using Galaxy 
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UCR Galaxy homepage (https://galaxy.bioinfo.ucr.edu) 

 

https://galaxy.bioinfo.ucr.edu
https://galaxy.bioinfo.ucr.edu


ÅData source: SRR038850 sample from from experiment 
published by Kaufman et al (2012, GSE20176) 

 
Å FastqFile:  

 http://biocluster.ucr.edu/~nkatiyar/Galaxy_workshop/Snpseq/SRR038850.fastq 

 

Å TAIR10 Genome:  

 http://biocluster.ucr.edu/~nkatiyar/Galaxy_workshop/Snpseq/tair10chr.fasta 

SNPSeq Analysis dataset 

http:// www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE20176 

http://biocluster.ucr.edu/~nkatiyar/Galaxy_workshop/Snpseq/SRR038850.fastq
http://biocluster.ucr.edu/~nkatiyar/Galaxy_workshop/Snpseq/tair10chr.fasta


SNP-Seq pipeline 

Upload data 
and QC 

ωSequence (fastq file) 

ωReference genome (fasta file) 

ωFilter reads based on quality scores 

Alignment 
with BWA 

ωAlign with BWA 

ωSAM to BAM conversion 

Variant 
calling 

ωMpileup 

ωBcftools view 

 



Upload data 
Dƻ ǘƻ έDŜǘ 5ŀǘŀέΣ ŎƭƛŎƪ ƻǇŜƴ έ¦ǇƭƻŀŘ CƛƭŜ ŦǊƻƳ ȅƻǳǊ ŎƻƳǇǳǘŜǊέΦ ¢ƘŜƴ ǎǇŜŎƛŦȅ ǘƘŜ 
following list of URLs in URL/Text box 
 
http://biocluster.ucr.edu/~nkatiyar/Galaxy_workshop/Snpseq/SRR038850.fastq 
http://biocluster.ucr.edu/~nkatiyar/Galaxy_workshop/Snpseq/tair10chr.fasta 
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Å Select NGS: QC and manipulation and Fastq groomer 

Å The FASTQ Groomer tool is used to verify and convert between the known FASTQ 
variants. 

Å After grooming, the user is presented with a valid FASTQ format that is accepted by all 
downstream analysis tools. 

Convert Fastq file to sanger sequences 
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Features available in history panel 

ÅView, Edit, Delete file 
 

ÅSize of the file 
 

ÅSave the file 
 

ÅRepeat the analysis 



 

Å To understand the quality properties of the reads, one can run the FASTQ 
Summary Statistics tool from NGS: QC and manipulation. 

 

FASTQ Summary Statistics 

8 



FASTQ Quality control 
 

} To understand the quality properties of the reads, one can also run the 
FASTQC: Read QC reports from NGS: QC and manipulation. 
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Quality control output 
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