human_bowtie.sh script:
_____________________________________________________________________
#!/bin/bash 
#SBATCH --qos=normal
#SBATCH --job-name=human_bowtie
#SBATCH --time=14:00:00
#SBATCH --nodes=1 #nodes
#SBATCH --ntasks-per-node=1
#SBATCH --cpus-per-task=20
#SBATCH --mem=128000

module load samtools

outdirectory="/lustre/project/personally_designated_folder"
bowtie -p 20 -m 1 -S -y -v 3 -X 600 --chunkmbs 8184 /lustre/project/hg_X_Y_M_index -1 $1 -2 $2 > "${outdirectory}/${1%_1.fq}.bam"
_____________________________________________________________________

human_L1_pipeline.sh script: 
_____________________________________________________________________
#!/bin/bash 
#BATCH --qos=normal
#SBATCH --job-name=human_L1
#SBATCH --time=10:00:00
#SBATCH --nodes=1 #nodes
#SBATCH --ntasks-per-node=1
#SBATCH --cpus-per-task=1

module load samtools

#Strand separate

samtools view -h ${1} | awk 'substr($0,1,1) == "@" || $2 == 83 || $2 == 163 {print}' | samtools view -bS - > ${1}sorted_topstrand.bam

samtools view -h ${1} | awk 'substr($0,1,1) == "@" || $2 == 99 || $2 == 147 {print}' | samtools view -bS - > ${1}sorted_bottomstrand.bam

#Generate read counts

bedtools coverage -abam /lustre/project/FL-L1_BLAST_RM_plus.gtf -b ${1}sorted_topstrand.bam > ${1}tryhard_top_plus.txt

bedtools coverage -abam /lustre/project/FL-L1_BLAST_RM_minus.gtf -b ${1}sorted_bottomstrand.bam > ${1}tryhard_bottom_minus.txt

mkdir -p StrandSep ReadCount
mv ${1}*strand* StrandSep
mv ${1}*txt ReadCount
_____________________________________________________________________

bam_index.sh script: 

_____________________________________________________________________
#!/bin/bash 
#BATCH --qos=normal
#SBATCH --job-name=bam_index
#SBATCH --time=10:00:00
#SBATCH --nodes=1 #nodes
#SBATCH --ntasks-per-node=1
#SBATCH --cpus-per-task=1

module load samtools 

samtools index $1
_____________________________________________________________________

Command to be run in a supercomputer within the directory containing sequencing *.fq data using human_bowtie.sh script: for i in *1.fq;do sbatch human_bowtie.sh $i ${i%1.fq}2.fq;done

Command to be run in supercomputer within directory containing BAM alignments using human_L1_pipeline.sh script: for i in *.bam;do sbatch human_L1_pipeline.sh $i;done

Command to be run in supercomputer within directory containing BAM alignments using bam_index.sh script: for i in *.bam;do sbatch bam_index.sh $i;done
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