#!/bin/bash
#$ -cwd
#$ -q all.q
#$ -S /bin/bash

cd ~

# mapping single-end reads from p53 ChIP-seq with Bowtie:
bowtie -t -v 2 -p 2 -m 1 --solexa-quals mm9 /storage/projects/proficio/ChIPseq/p53.fastq p53.map

# Convert Bowtie output file from .map to .bed format
perl -w /storage/projects/proficio/ChIPseq/bowtie2bed.pl p53.map p53.bed


