Throughout the genome, we found that many genes with overlapping sequences with their 5' neighbors  had 4bp of overlap. We briefly considered that we could be developing a bias to choose start codons that leave a 4bp overlap, but after verification we believe the calls are accurate. 4 bp overlaps were more prevalent than any other number.





Glimmer called a FWD gene from 26700 – 27275 and Genmark called a RVS gene from 27224 – 26715. The two overlapped for most of their ORFs. The FWD gene had no matches and the RVS had quite a few. This region is surrounded by RVS genes. What's interesting to note is that there is a single FWD gene in this region as well, gp32 that has very good matches. 5' to this FWD gene there is even a non-coding space that could be occupied by a promoter of transcription. 





There is a 356 bp gap between the last and second to last annotated genes. GeneMark called a gene in the space between. However, we discarded its viability by virtue of its very small size, low Shine-Dalgarno score, no coding potential, and lack of BLAST hits. The Original GeneMark call @bp 49713.


However, throughout the genome we consistently found small gaps/overlaps between adjacent genes. We considered deleting the last gene to avoid the big gap entirely, but the last gene has good characteristics. To account for the huge gap in an otherwise tightly-packed genome, we propose there might be regulatory regions in these 356 bp.


