
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: Gruunaga
	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: I am confident of most gene calls. A few points to look at:


CDS complement (47691 - 47990)
    /note=Include Region notes like EricB_88, AEJ93345, (80% identity) that are for a ParB-like domain.
    /note=Insertion of a C at base 48054 has shifted the coding for the first 25 amino acids of the ParBc-like protein into another reading frame which is now called gene 89. Since this was sequenced at Pitt, please have Dan check one more time to see if this extra C could be a sequencing error or whether it is really a SNP.

CDS complement (40013 - 40267)
    /note=There is no start site that will give this gene the same length as in other phages. The current start at 40267 looses coding capacity of 35 amino acids, with a gap of 116, but allows room for gene 67. A start at 40465 or 40486 would overlap gene 67 by  82 or 103 bp out of it's length of 180 and would essentially eliminate gene 67 while leaving a gap of 106 with gene 68. 


The remaining notes are suggestions for /Region notes.

CDS 411 - 1172
    /note=Include Region note from 100% match to Gladiator_1, AEJ95006.

CDS 1082 - 1915
    /note=Include Region notes from 100% match to Gladiator_2, AEJ95007.

CDS 2133 - 2429
    /note=Include Region and Site notes from Blue7_4, YP_009014495,(100% identity).

CDS 3031 - 3993
    /note=Include Region notes from Gladiator_6, AEJ95010, (100% identity).

CDS 3993 - 4658
    /note=Include Region notes from Gladiator_7, AEJ95011, (100% identity).

CDS 11655 - 12176
    /note=May want to include DUF4395, pfam14265 (99% probability in HHPred). Similar DUF found in Zaka_18, YP_008859125 (98% identity).

CDS 12209 - 13180
    /note=Include Region notes from Blue7, YP_009014507, (100% identity).

CDS 13452 - 13829
    /note=Include Region notes from Gladiator_21, AEJ95022,(100% identity).
    
CDS 16707 - 18923
    /note=Include Region notes from Gladiator_29, AEJ95030, (100% identity).

CDS 21751 - 22203
    /note=Include Region notes from Artemis2UCLA_32, YP_008858456, (100% identity).

CDS 22200 - 22496
    /note=Include Region notes from CloudWang3_33, YP_008856803, (100% identity).

CDS 24206 - 24463
    /note=May include Region notes like Blue7_36, YP_009014524, (81% identity).

CDS 25099 - 25641
    /note=Include Region and Site notes from DaVinci_37, AEK08480, (96% identity).

CDS complement (26206 - 26598)
    /note=Include Region and Site notes from VohminGhazi_40, AIS73613, (100% identity).

CDS complement (27786 - 29627)
    /note=Include Region and Site notes like Zaka_45, YP_008859152,(99.8% identity).

CDS complement (30158 - 30709)
    /note=Include Region notes from Zaka_48, YP_008859155, (100% identity).

CDS complement (30709 - 31137)
    /note=Include Region and Site notes from Blue_7, YP_009014539, (98.5% identity).

CDS complement (31345 - 32073)
    /note=Include Region notes from Artemis2UCLA_51, YP_008858475, (100% identity).

CDS complement (32776 - 33147)
    /note=Include Region notes from CloudWang3_53, YP_008856823, (100% identity).

CDS complement (33147 - 35201)
    /note=Include Region notes like Gladiator_51, AEJ95083, (99.9% identity).

CDS complement (36192 - 36962)
    /note=Include Region and Site notes from Blue7_59, YP_009014547, (100% identity).

CDS complement (37494 - 38126)
    /note=Include Region and Site notes from CloudWang3_61, YP_008856831, (100% identity). 

CDS complement (37954 - 38343)
    /note=Include Region notes from Artemis2UCLA_62, YP_008858486, (100% identity).

CDS complement (38488 - 38991)
    /note=Include Region notes from Jeffabunny_64, AER50295, (100% identity).

CDS complement (40384 - 40563)
    /note=May also have Region information like Blue7_71, YP_009014559, (85% identity). However, it has greater coverage and a better E-value match to the HHPred match TIGR04438 which is a Mycobacteria 19KDa antigen.

CDS complement (40592 - 41398)
    /note=Include Region and Site notes from CloudWang3_72, YP_008856842, (100% identity).

CDS complement (41449 - 41706)
    /note=Region 29-62 matches a number of HTH domains in HHPred. Consider for Region note.

CDS complement (42431 - 43252)
    /note=Include Region notes from CloudWang3_76, YP_008856846, (100% identity).

CDS complement (43684 - 44235)
    /note=Include Region notes like CloudWang3_78, YP_008856848, (100% identity).

CDS complement (45702 - 46163)
    /note=Include Region notes from Gladiator_82, AEJ95054, (100% identity).

CDS complement (47167 - 47694)
    /note=Include Region and Site notes like CloudWang3_91, YP_008856861, (99% identity).

	Your Name: Claire Rinehart
	7: Yes
	8: Yes


