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	Phage Name: KingMidas
	Institution: College of Charleston
	Other emails: 
	email: byrumc@cofc.edu
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	Describe: This is my first annotated sequence. I hope everything is as it should be. I think the GeneMark/Glimmer data is in my DNA Master file, but have also attached a pdf copy of the KingMidas GeneMark data in case it is not there. Thank you for checking my files!PECAAN was used to annotate. Start sites and locations of uncalled genes were determined using GeneMark, Glimmer, Starterator, and Phamerator. Functions of genes were determined using PhamBLAST, NCBI BLAST, HHPred, CDD, and Phamerator. Transmembrane domains were located based on TMHMM results and confirmed using SOSUI. The lack of valid tRNA and tmRNA was confirmed using online ARAGORN v.2.0 and online tRNAscan-SE. Full annotation was exported, edited to denote hypothetical protein sequences and the translational frameshift in the tail assembly chaperone, and re-BLASTED.CDS 108 - 563    /note="Manual examination for consensus sequence AAGGAGG was used to determine start."CDS 6443 - 6772    /note="On left arm, located downstream of major capsid protein and another head-to-tail adapter as in F1 phage Nimbo."CDS 6809 - 7105    /note="Choice based mainly on the domain information and syntenic location."    /note="Called start site supported by manual examination for consensus sequence AAGGAGG."CDS 7176 - 7499    /note="Chose this start site because the 7251 site occurs partway through the coding sequence."CDS 7608 - 8417    /note="May be major tail protein based on synteny. Weak similarity in HHPred...but probability too low."CDS 8532 - 9083    /note="Ribosomal slippage"    /note="CDS join(8532..9027; 9027..9468)"CDS 9034 - 9468    /note="Ribosomal slippage"    /note="CDS join(8532..9027; 9027..9468)"CDS 9486 - 13010    /note="sipB (reported in HHPred) is found in tape measure protein."CDS 17874 - 18704    /note="Classified as minor tail protein by others, but no supporting data in the hhpred search and the cdd search, so annotated it as NKF."CDS 18701 - 21238    /note="Carbohydrate binding module present. Many have categorized this as a minor tail protein."CDS 24662 - 24916    /note="Similar to a protein thought to interact with ribosomes (see HHPRED data)."CDS 27185 - 27325    /note="Transmembrane domain confirmed by both TMHMM and SOSUI."CDS 27622 - 28776    /note="Downstream of pham 43465 as in F1 phage Empress."CDS 30399 - 30632    /note="Holin is known to have a transmembrane domain...supported by TMHMM."CDS 30629 - 31003    /note="Transmembrane domain confirmed by both TMHMM and SOSUI."CDS 32364 - 32459    /note="Transmembrane domain confirmed by both TMHMM and SOSUI"CDS complement (32497 - 32631)    /note="GeneMark signal is very low to undetectable. Question whether this should be included."CDS 33086 - 33244    /note="Homologues found in F1 phages Dante and Empress."CDS complement (34805 - 35260)    /note="Transmembrane domain confirmed by both TMHMM and SOSUI"CDS complement (35374 - 35520)    /note="Similar sequence found in F1 phages Hamulus and Spoonbill."CDS 36199 - 36495    /note="Moved start site based on better SD scores, lower gap, and includes more of the GeneMark signal."CDS 36932 - 37129    /note="No signal obvious on GeneMark."CDS 38777 - 39124    /note="Transmembrane domain confirmed by both TMHMM and SOSUI"CDS 40372 - 40737    /note="Low to no signal in GeneMark record."CDS 41119 - 41583    /note="Homologous to eukaryotic Ku and Gam protein of bacteriophage Mu. Thought to bind bacteriophage Mu DNA, preventing degradation and aiding in successful transposition. Binds dsDNA."CDS 43363 - 43521    /note="Should start be 43159 instead? Found in all phams in Starterator record. Would close gap between genes 62 and 63 which is 200 with the present start site. Not many records in Starterator. May have been called wrong by first person."CDS 43681 - 43836    /note="Although it has a larger gap than the 43696 site, it has a better SD score and is called most often in Phamerator."CDS 47133 - 47984    /note="May be a RepA-like replication initiator. Has a hit to phage replisome organizer that is significant."CDS 48241 - 48444    /note="Strong homology to CarS antirepressor which antagonizes the CarA and CarH transcriptional repressors in Myxococcus xanthus, preventing them from binding to DNA. Does not bind DNA itself. Based on HHpred findings."CDS 48441 - 48635    /note="Little to no signal in GeneMark record."CDS 49005 - 49505    /note="Contains Ead/Ea2 domain."CDS 49731 - 49934    /note="Transmembrane domain confirmed by both TMHMM and SOSUI"CDS 51284 - 51514    /note="Transmembrane domain confirmed by both TMHMM and SOSUI"CDS 52870 - 53094    /note="Downstream of NKF pham 45274 and upstream of NKF pham 51134 as in F1 phages Empress and OldBen."    /note="Although TMHMM suggests this codes for a transmembrane protein, SOSUI identified it as a soluble protein sequence."
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