
fasta

• fasta_to_fastq.pl script (Linux)

fasta fastq



fastq (generic encoding)

• FastqGroomer 1.0.4 (Galaxy)

FASTQ Groomer - Galaxy



Sanger encoded fastq

• Bowtie2 alignment tool (Galaxy)

Bowtie2 Alignment Tool - Galaxy



.bam 

• bamToBed tool (Linux)

bed  file



.bed (pig coordinates) 

• LiftOver 1.0.3 (Galaxy)

LiftOver Tool - Galaxy



.bed (human coordinates) 

• Excel 

.bed (specific format)

• AnnotateGenomicRegions
Raw mapped coordinates

Groomed mapped coordinates



“Annotate Genomic Regions” Tool



.xls results file with human 
orthologues

EXCEL 
macro


