
Pre-QC Phage Genome Annotation Checklist 

Phage Name: 
Your Name: 
Your Institution: 
Your email: 

Additional emails: 
 (For correspondence) 

Please check each box indicating completion of each task. Annotation Guide section #'s indicated

1. Does the genome sequence in your final contain the same number of bases and is it the
same as the posted sequence on phagesdb.org?

2. Are all the genes “valid” when you click the “validate” button? Section 9.3.2
3. Have the genes been renumbered such that they go sequentially from 1 to the highest

number? Section 9.3.3
4. Have all old BLAST hits been cleared, and all gene features reBLASTed? Section 9.3.4
5. Are the locus tags the phage name? Section 9.3.3
6. Has the Documentation been recreated to match the information in the feature table?Section 1.4
7. Have tRNA ends been adjusted with web-based Aragorn and/or tRNAscan SE? Section

9.5.3-4

8. For the items below, generate a genome profile, and review the following. Section 11.3

For the YourPhageName_CompleteNotes.dnam5 file:
a. Have any duplicate genes (or any with the same stop coordinate?) been removed?
b. Does every gene have one and only one complete set of Notes (see fig 12.2 in the

Annotation Guide)?
c. Do the functions in the Notes match the official function list?
d. Is the function field EMPTY for all features?
e. Do the notes contain the initial Glimmer/GeneMark data from the autoannotation?

For the YourPhageName .dnam5 file:

a. Have any duplicate genes (or any with the same stop coordinate?) been removed?
b. Is the Notes field empty for all the features with no known function?
c. Do the function names in the Notes match the official function list, when applicable?
d. Is the function field EMPTY for all features?

9. Describe any issues or specific genes that you were unable to satisfactorily resolve, and
warrant further inspection in the Quality Control review.

Genome Annotation Submission Cover Sheet


	Phage Name: Nidhogg
	Institution: Durham Technical Community College
	Other emails: fogartym@durhamtech.edu
	email: leadons@durhamtech.edu
	1: Yes
	2: Yes
	3: Yes
	4: Yes
	6: Yes
	5: Yes
	9: Yes
	10: Yes
	11: Yes
	12: Yes
	13: Yes
	14: Yes
	15: Yes
	16: Yes
	Describe: Nidhogg genes requiring extra attentionAdded Gene: Gene 43 –  SSC:14028-14180 This gene was added primarily due to the large gap between the two auto-annotated genes and the existence of a large amount of coding potential in the gap. Starterator agreed with a new start site, and there were many 1:1 BLAST alignments with a new gene added.Deleted gene: A gene called in genemark only at 133542 – 133604. Was 64 bp long and had no blast hits and no similar gene in phamerator phage checkedGene with large overlap Gene 231: Original Glimmer call @bp 128890 has strength 7.34; GeneMark calls start at 128989 SSC: 128890-129210 CP: Yes, all of it SD: (kibler6/Karlin medium) Final= -5.056, Z Score= 1.829, one better score but would cause more overlap than is already present SCS: Glimmer called, Starterator agreed. Genemark called next start downstream. Gap: 49 bp overlap, Blast: Hypothetical Astraea 1:1, Riza 1: 5, LO: Yes, longest possible ST: SS F: NKF FS: Checked NCBI, phagesdb, HHPred. Logic: 49bp overlap is outside the norm but based on phamerator map, a similar overlap is observed in phage MoMoMixonGenes with large gaps upstream Gene 65: Original Glimmer call @bp 21734 has strength 19.68; SSC: 21734-21964 CP: Yes, captures all coding potential SD: (kibler6/Karlin medium) [Final=-1.954; Z=3.285, these are the best scores] SCS: Agrees with both Gap: 517 bp gap but no coding potential according to GM; Blast:1:1 alignment with gp64 of ScottMcG LO: Not the longest ORF ST: Agrees with Starterator; F: NKF FS: checked Blast, phamerator, HHpred.Gene 232: SSC: 129491-129664  CP: Yes, all of it  SD: SD -5.866, Z Score 1.939, best score; SCS: neither called, this gene was added based on coding potential during annotation; Gap: 284 bp gap  Blast: Hypothetical Gizmo, 1:1 alignment;  LO: Yes, longest possible ST: NI  F: NKF FS: Checked NCBI, phagesdb, HHPred Logic: **Gene added by the annotators, two reverse strand genes that were orginally called by Glimmer and Genemark were deleted  - these genes were inconsistent with other cluster C1 phages examined in Phamerator including MoMomixon and Pleione. Some cluster C phage examined have a gap in this region and some phage (for example MoMoMixon) have two genes annotated. Based on coding potential, we only have justification for addition of this one gene and maintenance of the 284 bop gap upstream.Gene 234: Original Glimmer call @bp 131714 has strength 8.37 SSC: 131714- 132037 CP: Yes it does. SD: Kibler6/ Karlin Medium. Final= -3.571 Z= 2.540. best score. SCS: both called it Gap: 361 bp gap. BLAST: Top hit gp 221 of phage Bxz1. Q: 1- 107 S: 1-107. 1:1 alignment. LO:  ST: NI F: NFK FS: checked blastp, Phamerator, HHPred; Logic:  361 bp gap exists. There is some weak coding potential upstream in the same frame as this gene (according to genemarkS) but there is no obvious ORF (no start and stop sites). Also, a similar gap exists in this area in the closely related phages Pleione and MoMomixonWrap around geneGene 268: Original Glimmer call @bp 155986 has strength 11.34 ** not called by GeneMark SSC: 155986-18; Changed feature from CDS to misc_Signal since the manual states that GENBANK software does not tolerate wrap around genes as CDS?
	Your Name: Steven Leadon
	7: Yes
	8: Yes


