1. seq1.fq – the reads that match to the pLUH01/Lancaster/2015/1
2. seq2.fq – the reads that match to the pLUH01/Lancaster/2015/2
3. seq3.fq – the reads that match to the pLUH01/Lancaster/2015/3
4. seq1.fa – the template onto which seq1.fq can be aligned
5. seq2.fa – the template onto which seq2.fq can be aligned
6. seq3.fa – the template onto which seq3.fq can be aligned
7. seq1_bowtie.bam -  the BAM file for seq1.fq aligned on seq1.fa
8. seq1_bowtie.bam.bai -  the BAI index for the above 
9. seq2_bowtie.bam -  the BAM file for seq2.fq aligned on seq2.fa
10. seq2_bowtie.bam.bai -  the BAI index for the above
11. [bookmark: _GoBack]seq3_bowtie.bam -  the BAM file for seq3.fq aligned on seq3.fa
12. seq3_bowtie.bam.bai -  the BAI index for the above
13. Submission21072000.txt – the GenBank submission

Because pLUH01 is a circular plasmid genome, there will be some reads that cover the 5’-most and 3’-most regions of the template.  Therefore seq1-seq3 are extended at the 5’ and 3’ ends, in order to allow those reads to align.





