Phage: Marie
Finding Institution: Saint Joseph's University
· Beginning of genome:  auto-annotation produced large areas with no called genes.  This appears to be valid since 1) these areas lack both typical and atypical coding potential in GeneMark version 2.5.  and 2)  using Phamerator, called genes are absent in this area for phages similar to Marie, including  Jobu08, Bxz2, and JHC117. 
· Genes 25_1, 25_2 (translataional frameshift):  needs further attention; produces problems with validation because of an in-frame stop codon.  The  frameshift is in the +1/+2 reading frames (this has been annotated following procedures in the DNAMaster manual), and produces in-frame stop codons. Moving the frameshift genes to the +2/+3 reading frames provides valid stop codons. When attempting to delete the original call, insert a gene into the +3 reading frame, and move the start back prior to adding the other section of the gene in the regions tab, DNAMaster automatically moves the gene call back to the +2 reading frame.  The frameshift should be a -1 shift from the 3rd reading frame. 
· Gene 40: gap (123 bp) between genes 40 and 41.   Gene 40 is not the longest ORF but shows 1:1 BLAST alignment with gp41 of Vix.    Making the ORF longer to shorten the gap produces a poorer BLAST alignment.
· Genes 66 &67: Very short gene lengths, 75 bp and 63 bp respectively.  Gene 66:  not the longest possible ORF.  The called start site for Gene 66 has 1:1 alignment with gp65 of Bxz2, but no other matches.   Marie gp674 aligns 1:1 with Bzx2 gp 66, but no other matches.
· Large gap (359 bp) between genes 75 and 76; although there are valid ORFs, there is no coding potential in this region; blasting these ORFs produces no significant alignment.  Phamerator also shows no genes called in this area for three other similar phages, JHC117, Bxz2 and Jobu08.
· Gene 80: Not the longest ORF; but if start site is moved to decrease the gap, no good blast alignments appear. 
· End of the genome:  we called no genes here; no genes are present here in similar genomes viewed in Phamerator, however Marie shows atypical coding potential on the Genemark Mycobacterium smegmatis output (version 2.5).
