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* Downloading read and reference genome sequence files.

fastg-dump ${NM}.fastqg

o * Trimming adaptors and low quality bases

Java —Jar <path to trimmomatic.jar>» PE [-threads <threads] [-phred33 | -phredéd4] [-trimlog
<logFile>] >] [-basein <inputBase> | <input 1> <input 2>] [-basecut <outputBase> | <unpaired
output 1> <paired ocutput 2> <unpaired ocutput 2> <step 1> ...

« Alignment of reads and reference genome sequence

bowtie2 -x reference genome -U read l.fastq -S ${NM}.sam
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