
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� $QQRWaWLRQ *XLGe VecWLRQ �
V LQGLcaWeG

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? 6ecWLRQ �����
3. Have the genes been renumbered such that they go sequentially from 1 to the highest

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

�������

8. For the items below, generate a genome profile, and review the following. 6ecWLRQ ����

For the YourPhageName_CompleteNotes.dnam5 file:
a. +ave 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 naPes in the Notes match the official function list� when aSSOicabOe?
d. Is the function field EMPTY for all features?

9. 'escribe an\ issXes or sSecific genes that \oX were Xnable to satisfactoril\ resolve, and
warrant fXrther insSection in the 4Xalit\ &ontrol review.

Genome Annotation Submission Cover Sheet


	Phage Name: Jekyll
	Institution: Western Kentucky University
	Other emails: bobby.gaffney@wku.edu
	email: claire.rinehart@wku.edu
	1: Yes
	2: Yes
	3: Yes
	4: Yes
	6: Yes
	5: Yes
	9: Yes
	10: 
	11: Yes
	12: Yes
	13: Yes
	14: Yes
	15: 
	16: Yes
	Describe: Potential problem areas:
CDS 9741 - 10022
    /note=Large overlap for start site but next alternative site looses coding capacity. Matches other similar proteins 1:1.

CDS 11763 - 12116
    /note=Ribosomal slippage: Join[11269..11672, 11674..12116]

CDS 55137 - 55520
    /note=HHPred matches Terminase proteins and domains well. The question is whether this is in a location where the terminase will be expressed during structural component expression and assembly. Phagesdb hits to terminases are quite weak.



Suggestions for Region notes:

CDS 727 - 963
    /note=Consider Region note like Emerson_4, AID59104, (75% identity).

CDS 1230 - 1433
    /note=Consider Region note like Validus_6, YP_009002656, (78.8% identity).

CDS 1637 - 3058
    /note=Include Region and Site notes from BarrelRoll_8, YP_009018987, (100% identity).

CDS 3055 - 4623
    /note=Include Region note from BarrelRoll_9, YP_009018988, (99.8% identity).

CDS 4628 - 7138
    /note=Include Region notes like Emerson_10, AID59109, (98.7% identity).

CDS 7357 - 7899
    /note=Consider including Region note for DUF4355, pfam14265, 3.2e-13 E-value.

CDS 7974 - 8909
    /note=Include Region note from CrimD_13, YP_003856985, (100% identity).

CDS 12116 - 15949
    /note=Include Region notes from BarrelRoll_21, YP_009019000, (99.9% identity).

CDS 18954 - 19430
    /note=May consider including DUF2744, pfam10910, as a Region note. HHPred 100% probability and 67% coverage.

CDS 20912 - 23344
    /note=Consider including a Region for carbohydrate binding domain such as 4d0q_A or 2zez_A matched in HHPred at 99.2% probability and 19% coverage

CDS 24842 - 26497
    /note=Include Region notes like Jaws_30, AEJ93784,  (99.3% identity). Two separate domains: pfam13529 and cd00442.

CDS 27814 - 28158
    /note=Include Region notes from Jaws_33, AEJ93787, (100% identity).

CDS 28393 - 29601
    /note=Consider including Region notes for "MPP superfamily" like Validus_35, YP_009002685, (86% identity). Supported by HHPred cd00840 match at 99.6% probability.

CDS complement (31935 - 32237)
    /note=Include Region notes like Adephagia_40, (99% identity).

CDS 32595 - 33683
    /note=Include Region notes like BarrelRoll_41, YP_009019020, (99.7% identity).

CDS complement (34716 - 35096)
    /note=Consider including Region notes like CrimD_43, YP_003857015, (88.8% identity). HHPred match to pfam12844 also supports HTH domain.

CDS 35513 - 35779
    /note=Include Region notes like BarrelRoll_45, YP_009019024, (98.9% identity).

CDS 36474 - 36686
    /note=Include Region Jawa_48, AEJ93799, (100% identity).

CDS 36683 - 37474
    /note=Include Region notes like Murucutumbu_50, YP_009215553, (96.2% identity).

CDS 37471 - 37734
    /note=Include Region notes from Adephagia_50, AEJ95819, (100% identity).

CDS 37731 - 38672
    /note=Include Region notes from Jaws_51, AEJ93802, (100% identity).

CDS 38886 - 39236
    /note=Consider inclusion of 100% probability HHPred match to DUF1523, pfam07509, with 88% coverage.

CDS 39892 - 40092
    /note=Include Region notes from Adephagia_56, AEJ95825, (100% identity).

CDS 40104 - 40658
    /note=Include Region notes from Adephagia_57, AEJ95826, (100% identity).

CDS 40658 - 40924
    /note=Include Region notes like Jaws_58, AEJ93809, (98.5% identity).

CDS 42595 - 42810
    /note=Consider including a Region with a zinc-finger based interaction domains such as the HHPred matches to cd15601 or 1zfo_A.

CDS 43622 - 43864
    /note=Include Region notes from Adephagia_66, AEJ95835, (100% identity).

CDS 43861 - 44100
    /note=Include Region note from Adephagia_67, AEJ95836, (100% identity).

CDS 44097 - 44468
    /note=Include Region notes from Adephagia_67, AEJ95836, (100% identity). 

CDS 44510 - 47128
    /note=Include Region notes from Adephagia_69, AEJ95838, (99.9% identity).

CDS 47537 - 48235
    /note=Include Region notes from BarrelRoll_71, YP_009019050, (100% identity).

CDS 50461 - 50922
    /note=Include Region notes from JAWS_75, AEJ93826, (100% identity)._

CDS 51534 - 52436
    /note=Include Region notes like JAWS_78, AEJ93829, (97.7% identity).

CDS 52906 - 53184
    /note=Consider including an Xis related HTH domain based on HHPred 97.2% probability match to TIGR01764 and other hits. The coverage is low this is why I am suggesting it as a domain. Also there are distant Phagesdb hits to Xis.

CDS 53944 - 55137
    /note=Include Region notes like Adephagia_84, AEJ95853, (99.7% identity).

CDS 55137 - 55520
    /note=HHPred matches Terminase proteins and domains well. The question is whether this is in a location where the terminase will be expressed during structural component expression and assembly. Phagesdb hits to terminases are quite weak.

CDS 57612 - 57812
    /note=Include Region notes like BarrelRoll_91, YP_009019070, (98.5% identity).

CDS 59347 - 59649
    /note=Include Region notes from Angelica_95, YP_003856973, (100% identity).
	Your Name: Claire Rinehart
	7: Yes
	8: Yes


