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

Additional emails: 
 (For correspondence) 

Please FKHFN�HDFK�box indicating completion of HDFK task��,I�\RX�DUH�QRW�VXUH�KRZ�WR�GR�VRPHWKLQJ�
SOHDVH�VHH�WKH�2QOLQH�%LRLQIRUPDWLFV�PDQXDO�SDJH��+RZ�WR�3DVV�3UHOLPLQDU\�5HYLHZ����

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

number?
�� Have all old BLAST hits been cleared, and all gene features reBLASTed?
�� Are the locus tags the�6($B 3+$*(1$0(�?
�� +DV�WKH�'RFXPHQWDWLRQ�EHHQ�recreated to match the information in the feature table?
�� +DYH�W51$�HQGV�EHHQ�DGMXVWHG�ZLWK�ZHE�EDVHG�$UDJRUQ�DQG�RU�W51$VFDQ�6("
�� +DV�WKH�IUDPHVKLIW�LQ�WKH�WDLO�DVVHPEO\�FKDSHURQH�EHHQ�DQQRWDWHG��ZKHUH�DSSOLFDEOH"�

�� )RU�WKH�LWHPV�EHORZ��Jenerate a genome profile��DQG�UHYLHZ�WKH�IROORZLQJ.��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
F� Do the functions in the Notes match the official function list?
G� $UH�DOO�WKUHH�OLQHV�RI�IXQFWLRQDO�HYLGHQFH�GHVFULEHG�IRU�(9(5<�JHQH"
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� ,V the Notes field empty �LQFOXGLQJ�KLGGHQ�PDUNV?�
F� Do the�function�QDPHV in the 3URGXFW�ILHOG HLWKHU�match the official function�list�RU�

VD\��+\SRWKHWLFDO�3URWHLQ�"
G� ,V�WKH�)XQFWLRQ�ILHOG�HPSW\��LQFOXGLQJ�KLGGHQ�PDUNV"� 

*HQRPH�$QQRWDWLRQ�6XEPLVVLRQ�&RYHU�6KHHW
PrHOLPLQDU\�Annotation 5HYLHZ�Checklist ���������

��� 'LG�\RX�XVH�3(&$$1�WR�DQQRWDWH�\RXU�SKDJH"
,I��VR�SOHDVH�GHVFULEH�KRZ�LQ�WKH�WH[W�ILHOG��DIWHU�TXHVWLRQ����

��� 'HVFULEH�DQ\�LVVXHV�RU�VSHFLILF�JHQHV�WKDW�\RX�ZHUH�XQDEOH�WR�VDWLVIDFWRULO\�UHVROYH�
DQG�ZDUUDQW�IXUWKHU�LQVSHFWLRQ�LQ�WKH�4XDOLW\�&RQWURO�UHYLHZ�
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	Phage Name: Sedgewig
	Institution: Monmouth College
	Other emails: tibbetts@monm.edu
	email: jgodde@monm.edu
	1: Yes
	2: Yes
	3: Yes
	4: Yes
	6: Yes
	5: Yes
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	10: Yes
	11: Yes
	12: Yes
	13: Yes
	14: Yes
	15: Yes
	16: Yes
	Describe: All annotation was done using PECAAN.  This program was then used to create the DNA Master files that we are submitting.  The only controversy we anticipate is that we have called ORF4 a MuF-like minor capsid protein and then called ORF11 a minor capsid protein.  Although the function of this ORF is not usually called in the orthologs found in phagesdb, we think that the HHPred data is incontrovertible.  Namely, the e-value is 5.2e-9, the % coverage is 85%, and the probability is 98.5.
	Your Name: James Godde
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