Cover Letter

Project: Annotation of Lopton

Cluster: A

Subcluster: A1

Genome Length: 52384

GC content: 63.5%

One thing is interesting is that genes 1 to 37 are forward, the rest of the genes are all reverse.

Selected notes from PECAAN which cover debatable and difficult calls.
CDS 4408 - 4668

    /note=According to Phage DB blast, similarity shown to structural protein; according to HHPRED, similarity to tail fiber protein or side tail spike protein. There is no such selection in the gene function assignment table. However, I do think it is worth to mention its function as is here.

CDS 4676 - 4933

    /note=According to HHPRED, the protein has high similarity to flagellar motor switch protein in bacteria (pfam14841)

CDS 14716 - 15078

    /note=The reason I didn't choose the first open reading frame is because the Z-Score and the final score wasn't the best choice.   

CDS 16805 - 17281

    /note=The first ORF was has the LORF and it has a gap of 21 instead of 120 called by Glimmer and GeneMark. Although it has less favorable  Z-score and Final Score, we select the first ORF.

CDS 22455 - 24257

    /note=The first and longest ORF has better Z-score and Final Score than what is called by the glimmer and gene mark. Gap -1 is more compact than Gap 20. Thus the LORF is selected.

CDS 24352 - 24798

    /note=It is worth noticing that the gap is 94, bigger than the 30 limit.

CDS 24795 - 25142

    /note=Start at 24795 has better score and longer ORF than 24810 (called by Glimmer and GeneMark)

CDS 25139 - 25486

    /note=25139 start site covers all CC while 25160 does not. 25139 is selected even if its score is less favorable than 25160. 

CDS 28925 - 29248

    /note=LORF is selected. According to PhageDB, this gene product is very similar to Mul-like protein. However, Mul-like protein is not listed in function assignment table.

CDS 30741 - 32324

    /note=The LORF is selected for longest sequence and smallest gap.

CDS complement (33112 - 33294)

    /note=33294 is selected for better Z-score and final score

CDS complement (33667 - 34023)

    /note=Glimmers and GeneMark both agree with 34023. 34023 is selected because of better scores.

CDS complement (34044 - 35870)

    /note=According to Phage DB, the function should be DNA Polymerase I. DNA primase/polymerase is the best match in function assignment table

CDS complement (35893 - 36135)

    /note=According to PhageDB, this gene product is similar to Type I Restriction Enzyme, however, this is not listed in Function Assignment Table.

CDS complement (37844 - 37984)

    /note=Glimmer and GeneMark disagree, I agree with glimmer because of gap space and final score

CDS complement (37989 - 39707)

    /note=According to PhageDB, some shows the function as RDF and the other show phosphoesterase. Based on pubmed research, it indicates that some RDF proteins contain motifs associated with phosphoesterase.

CDS complement (39704 - 40459)

    /note=40489 is not selected because of gap space. Based on the Phagesdb Blast

CDS complement (40444 - 40665)

    /note=Added gene because of a strong CC in a big gap.

CDS complement (40662 - 41306)

    /note=The gap is showing 216. Do not believe that this is correct.

CDS complement (41678 - 41812)

    /note=Not enough  high percentage for it to be hypothetical protein

CDS complement (42621 - 42812)

    /note=According to HHPred, the gen product is similar to E3 ubiquitin-protein ligases. However, this is not listed in Function Assignment Table. E3 may play important role in DNA repair.

CDS complement (44970 - 45704)

    /note=45704 is selected for longer ORF and shorter gap.

CDS complement (46737 - 47132)

    /note=According to PhageDB, it is just stated "repressor"

CDS complement (47174 - 47860)

    /note=LORF and smallest gap is selected

CDS complement (48240 - 48419)

    /note=In the PhageDB, there is one " immunity repressor" listed. Maybe need to double check the correctness of the database.

CDS complement (48682 - 48864)

    /note=According it HHpred, the gene product is very similar to RNA polymerase sigma

