
Pre-QC Phage Genome Annotation Checklist 

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

Additional emails: 
 (For correspondence) 

Please FKHFN�HDFK�box indicating completion of HDFK task��$QQRWDWLRQ�*XLGH�VHFWLRQ��
V�LQGLFDWHG

�� 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?

�� Are all the genes “valid” when you click the “validate” button?�6HFWLRQ������
�� Have the genes been renumbered such that they go sequentially from 1 to the highest

number?�6HFWLRQ������
�� Have all old BLAST hits been cleared, and all gene features reBLASTed?�6HFWLRQ������
�� Are the locus tags the phage name?�6HFWLRQ������
�� Has the Documentation been recreated to match the information in the feature table?6HFWLRQ����
�� +DYH�W51$�HQGV�EHHQ�DGMXVWHG�ZLWK�ZHE�EDVHG�$UDJRUQ�DQG�RU�W51$VFDQ�6("�6HFWLRQ

�������

�� )RU�WKH�LWHPV�EHORZ��Jenerate a genome profile��DQG�UHYLHZ�WKH�IROORZLQJ.�6HFWLRQ�����

For the YourPhageName_CompleteNotes.dnam5 file:
D� +DYH any duplicate genes (or any with the same stop coordinate?)�EHHQ�UHPRYHG"
E� Does every gene have one and only RQH�complete set of Notes (see fig 12.2 in�the

Annotation Guide)?
F� Do the functions in the Notes match the official function list?
G� Is the function field EMPTY for all features?
H� Do the notes contain the initial Glimmer/GeneMark data from the�autoannotation?

For the YourPhageName .dnam5 file:

D� +DYH any duplicate genes (or any with the same stop coordinate?)�EHHQ�UHPRYHG"
E� Is the Notes field empty for all the features with no known function?
F� Do the�function�QDPHV in the Notes match the official function�list��ZKHQ�DSSOLFDEOH?
G� Is the function field EMPTY for all features?

�� 'HVFULEH�DQ\�LVVXHV�RU�VSHFLILF�JHQHV�WKDW�\RX�ZHUH�XQDEOH�WR�VDWLVIDFWRULO\�UHVROYH��DQG
ZDUUDQW�IXUWKHU�LQVSHFWLRQ�LQ�WKH�4XDOLW\�&RQWURO�UHYLHZ�

*HQRPH�$QQRWDWLRQ�6XEPLVVLRQ�&RYHU�6KHHW


	Phage Name: Teacup
	Institution: Bucknell University
	Other emails: 
	email: gregkrukonis@gmail.com
	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: We tried to fit additional ORfs between ORF 1 and 2 without success. 
We added a number of ORFs not called by eitehr Glimmer or GeneMark based on Blast hits to other Arthrobacter phages.
We want to call fundtion on ORF 90 based on decent HHPred hits.
	Your Name: Greg Krukonis
	7: Yes
	8: Yes


