First run the Illumina_to_bowtie module on the paired-end fastq files matching randomer tags to test sequences.  This will create a fasta file that you then align to the Drosophila genome using bowtie2 with the “-a” all alignments parameter.  

[bookmark: _GoBack]Second, run the bowtie_to_match_list module on the bowtie2 output mentioned above in order to create the randomer_genomic_weighted_match_list file.  This file needs to then be placed by the user into the “dixon_outlier_test” and  “count_data_by_100_bp_bin” folders.  
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