CDS 4388 - 4969
  /gene="12"
  /product="ParB-like nuclease domain"
  /function="ParB-like nuclease domain"
  /locus tag="ranunculus_12"
    /note=Original Glimmer call @bp 4388 has strength 15.07; Genemark calls start at 4388
    /note=SSC: Start = 4388, Stop = 4969. (Forward). CP: Does contain all GeneMarkHost capacity. SD: ZScore 2.112 is not the highest start score. SCS: Start is called by Glimmer and is called by Genemark. LO: 582 bp is not the longest possible ORF. GAP: -4 bp. ST: SS=NA. F: ParB-like nuclease domain. FS: PHDBLAST= PhageName= Beagle, ProteinNumber= 15, Function= ParB-like nuclease domain protein, EValue= 6.0E-80. NCBIBLAST= PhageName= ParB-like nuclease domain protein [Arthrobacter phage Beagle] >gb|QOP66766.1| ParB-like nuclease domain protein [Arthrobacter phage Odyssey395] >gb|UYL87379.1| ParB-like nuclease domain protein [Arthrobacter phage Pureglobe5], Coverage= 100.0, SubjectRange= 1:193, QueryRange= 1:193, EValue= 1.0264E-100. HHPRED= Accession= 7BNR_B, Description= ParB family protein; DNA-binding protein, CTP, Myxococcus, DNA-segregation, DNA BINDING PROTEIN; HET: UFQ, GOL; 1.7A {Myxococcus xanthus (strain DK 1622)}, Probability= 99.8. Coverage= 93.2643, SubjectRange= 2:188, QueryRange= 2:190. CDD= .
    /note=Several blast results state parB-like nuclease domains with very low e-values

CDS 4966 - 5283
  /gene="13"
  /product="hypothetical function"
  /function="hypothetical function"
  /locus tag="ranunculus_13"
    /note=Original Glimmer call @bp 4966 has strength 7.28; Genemark calls start at 4969
    /note=SSC: Start = 4966, Stop = 5283. (Forward). CP: Does contain all GeneMarkHost capacity. SD: ZScore 2.597 is the highest start score. SCS: Start is called by Glimmer and is not called by Genemark. LO: 318 bp is the longest possible ORF. GAP: -4 bp. ST: SS=NA. F: hypothetical function. FS: PHDBLAST= PhageName= Beagle, ProteinNumber= 16, Function= function unknown, EValue= 3.0E-19. NCBIBLAST= PhageName= hypothetical protein PBI_BEAGLE_16 [Arthrobacter phage Beagle], Coverage= 100.0, SubjectRange= 1:80, QueryRange= 1:105, EValue= 7.35971E-18. HHPRED= . CDD= .
    /note=starterator suggests the start location is at 4966 which also has blast results. Blast results are inconclusive and point towards a NKF gene

CDS 5268 - 5381
  /gene="14"
  /product="hypothetical function"
  /function="hypothetical function"
  /locus tag="ranunculus_14"
    /note=Original Glimmer call @bp 5268 has strength 10.32
    /note=SSC: Start = 5268, Stop = 5381. (Forward). CP: Does contain all GeneMarkHost capacity. SD: ZScore 2.263 is not the highest start score. SCS: Start is called by Glimmer and is not called by Genemark. LO: 114 bp is not the longest possible ORF. GAP: -16 bp. ST: SS=NA. F: hypothetical function. FS: PHDBLAST= . NCBIBLAST= PhageName= hypothetical protein SEA_ODYSSEY395_18 [Arthrobacter phage Odyssey395], Coverage= 91.8919, SubjectRange= 1:31, QueryRange= 1:34, EValue= 0.00995931. HHPRED= . CDD= .
    /note=Blast results are inconclusive and point towards a NKF gene

CDS 5362 - 5913
  /gene="15"
  /product="helix-turn-helix DNA binding domain"
  /function="helix-turn-helix DNA binding domain"
  /locus tag="ranunculus_15"
    /note=Original Glimmer call @bp 5362 has strength 15.38; Genemark calls start at 5362
    /note=SSC: Start = 5362, Stop = 5913. (Forward). CP: Does contain all GeneMarkHost capacity. SD: ZScore 2.263 is not the highest start score. SCS: Start is called by Glimmer and is called by Genemark. LO: 552 bp is the longest possible ORF. GAP: -20 bp. ST: SS=NA. F: helix-turn-helix DNA binding domain. FS: PHDBLAST= PhageName= Odyssey395, ProteinNumber= 19, Function= helix-turn-helix DNA binding domain protein, EValue= 2.0E-65. NCBIBLAST= PhageName= helix-turn-helix DNA binding domain protein [Arthrobacter phage Odyssey395] >gb|UYL87382.1| terminase small subunit [Arthrobacter phage Pureglobe5], Coverage= 89.071, SubjectRange= 7:170, QueryRange= 7:180, EValue= 5.62974E-83. HHPRED= Accession= PF19575.3, Description= HTH_58 ; Helix-turn-helix domain, Probability= 97.5. Coverage= 30.0546, SubjectRange= 3:60, QueryRange= 3:73. CDD= .
    /note=Blast results suggests this gene could be multiple different functions, called the highest probability function of helix-turn-helix. Should review this gene later.

CDS 5906 - 6328
  /gene="16"
  /product="ribbon-helix-helix DNA binding domain"
  /function="ribbon-helix-helix DNA binding domain"
  /locus tag="ranunculus_16"
    /note=Original Glimmer call @bp 5906 has strength 5.54; Genemark calls start at 5906
    /note=SSC: Start = 5906, Stop = 6328. (Forward). CP: Does contain all GeneMarkHost capacity. SD: ZScore 1.578 is not the highest start score. SCS: Start is called by Glimmer and is called by Genemark. LO: 423 bp is not the longest possible ORF. GAP: -8 bp. ST: SS=NA. F: ribbon-helix-helix DNA binding domain. FS: PHDBLAST= PhageName= Beagle, ProteinNumber= 19, Function= function unknown, EValue= 3.0E-49. NCBIBLAST= PhageName= hypothetical protein PBI_BEAGLE_19 [Arthrobacter phage Beagle] >gb|QOP66770.1| ribbon-helix-helix DNA binding domain protein [Arthrobacter phage Odyssey395], Coverage= 100.0, SubjectRange= 1:139, QueryRange= 1:140, EValue= 8.7613E-61. HHPRED= Accession= 2K1O_B, Description= Putative; Helicobacter pylori, repressor, transcriptional regulator, DNA-binding, ribbon-helix-helix, HP0564, JHP0511, UNKNOWN FUNCTION, GENE REGULATION; NMR {Helicobacter pylori}, Probability= 99.0. Coverage= 32.1429, SubjectRange= 11:56, QueryRange= 11:83. CDD= .
    /note=Ribbon-helix-helix was suggested though multiple blast results. Sea-phages functional assignments warned caution about calling a gene ribbon-helix-helix. Review this gene later.

CDS 6341 - 8053
  /gene="17"
  /product="terminase, large subunit"
  /function="terminase, large subunit"
  /locus tag="ranunculus_17"
    /note=Original Glimmer call @bp 6341 has strength 11.52; Genemark calls start at 6341
    /note=SSC: Start = 6341, Stop = 8053. (Forward). CP: Does contain all GeneMarkHost capacity. SD: ZScore 1.783 is not the highest start score. SCS: Start is called by Glimmer and is called by Genemark. LO: 1713 bp is the longest possible ORF. GAP: 12 bp. ST: SS=NA. F: terminase, large subunit. FS: PHDBLAST= PhageName= Pureglobe5, ProteinNumber= 22, Function= terminase large subunit, EValue= 0.0. NCBIBLAST= PhageName= terminase large subunit [Arthrobacter phage Pureglobe5], Coverage= 97.3684, SubjectRange= 1:541, QueryRange= 1:555, EValue= 0.0. HHPRED= Accession= 5OE8_B, Description= Large subunit terminase; large terminase, VIRAL PROTEIN; 2.2A {Deep-sea thermophilic phage D6E}, Probability= 100.0. Coverage= 68.0702, SubjectRange= 37:420, QueryRange= 37:459. CDD= .
    /note=Most blast results point towards terminase, large subunit or terminase in general. Review later with other genes to confirm large subunit

CDS 8071 - 8382
  /gene="18"
  /product="hypothetical function"
  /function="hypothetical function"
  /locus tag="ranunculus_18"
    /note=Original Glimmer call @bp 8182 has strength 4.57; Genemark calls start at 8071
    /note=SSC: Start = 8071, Stop = 8382. (Forward). CP: Does contain all GeneMarkHost capacity. SD: ZScore 2.0 is not the highest start score. SCS: Start is not called by Glimmer and is called by Genemark. LO: 312 bp is the longest possible ORF. GAP: 17 bp. ST: SS=NA. F: hypothetical function. FS: PHDBLAST= . NCBIBLAST= PhageName= membrane protein [Arthrobacter phage Odyssey395] >gb|UYL87386.1| hypothetical protein SEA_PUREGLOBE5_23 [Arthrobacter phage Pureglobe5], Coverage= 100.0, SubjectRange= 1:103, QueryRange= 1:103, EValue= 8.67793E-62. HHPRED= . CDD= .
    /note=blast results mostly pointed towards NKF, except for NCBI which had a high match for membrane protein. Called as NKF for now, look back on this one later.

CDS 8556 - 10292
  /gene="19"
  /product="portal protein"
  /function="portal protein"
  /locus tag="ranunculus_19"
    /note=Original Glimmer call @bp 8556 has strength 14.34; Genemark calls start at 8556
    /note=SSC: Start = 8556, Stop = 10292. (Forward). CP: Does contain all GeneMarkHost capacity. SD: ZScore 1.472 is not the highest start score. SCS: Start is called by Glimmer and is called by Genemark. LO: 1737 bp is not the longest possible ORF. GAP: 173 bp. ST: SS=NA. F: portal protein. FS: PHDBLAST= PhageName= Beagle, ProteinNumber= 23, Function= portal protein, EValue= 0.0. NCBIBLAST= PhageName= portal protein [Arthrobacter phage Beagle], Coverage= 99.1349, SubjectRange= 58:625, QueryRange= 58:573, EValue= 0.0. HHPRED= Accession= 8FQL_E, Description= Portal protein; Prohead I, icosahedral symmetry, HK97, phage, capsid, VIRUS; 3.6A {Escherichia phage HK97}, Probability= 100.0. Coverage= 63.4948, SubjectRange= 67:399, QueryRange= 67:368. CDD= .
    /note=Heavy blast evidence for portal protein

CDS 10289 - 13027
  /gene="20"
  /product="capsid maturation protease"
  /function="capsid maturation protease"
  /locus tag="ranunculus_20"
    /note=Original Glimmer call @bp 10289 has strength 12.07; Genemark calls start at 10289
    /note=SSC: Start = 10289, Stop = 13027. (Forward). CP: Does contain all GeneMarkHost capacity. SD: ZScore 3.037 is the highest start score. SCS: Start is called by Glimmer and is called by Genemark. LO: 2739 bp is not the longest possible ORF. GAP: -4 bp. ST: SS=NA. F: capsid maturation protease. FS: PHDBLAST= PhageName= Pureglobe5, ProteinNumber= 26, Function= capsid maturation protease, EValue= 0.0. NCBIBLAST= PhageName= capsid maturation protease and MuF-like fusion protein [Arthrobacter phage Beagle] >gb|UYL87389.1| capsid maturation protease [Arthrobacter phage Pureglobe5], Coverage= 100.0, SubjectRange= 1:887, QueryRange= 1:912, EValue= 0.0. HHPRED= . CDD= .
    /note=Blast results show multiple mentions of capsid maturation protease with an e-value of 0

CDS 13030 - 13173
  /gene="21"
  /product="hypothetical function"
  /function="hypothetical function"
  /locus tag="ranunculus_21"
    /note=Original Glimmer call @bp 13030 has strength 6.07; Genemark calls start at 13030
    /note=SSC: Start = 13030, Stop = 13173. (Forward). CP: Does contain all GeneMarkHost capacity. SD: ZScore 2.397 is the highest start score. SCS: Start is called by Glimmer and is called by Genemark. LO: 144 bp is the longest possible ORF. GAP: 2 bp. ST: SS=NA. F: hypothetical function. FS: PHDBLAST= PhageName= Odyssey395, ProteinNumber= 27, Function= function unknown, EValue= 5.0E-12. NCBIBLAST= PhageName= hypothetical protein SEA_ODYSSEY395_27 [Arthrobacter phage Odyssey395], Coverage= 100.0, SubjectRange= 1:47, QueryRange= 1:47, EValue= 9.90636E-13. HHPRED= . CDD= .
    /note=Blast results are inconclusive, but start site has evidence with starterator and having coding capacity. Gene is flanked by 2 capsid genes and has a consistent gap no matter what start is chosen. Review gene later
