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CDS complement (52644 - 53087)
  /gene="81"
  /product="gp81"
  /locus tag="ranunculus_81"
    /note=Original Glimmer call @bp 53087 has strength 12.84; Genemark calls start at 53087
    /note=SSC: 53087-52644 CP: no SCS: both ST: NI BLAST-Start: [DNA binding protein [Arthrobacter phage Beagle] ],,NCBI, q1:s8 100.0% 1.47408E-73 GAP: 14 bp gap LO: no RBS: Kibler 6, Karlin Medium, 1.876, -5.29832271930559, no F:  SIF-BLAST: ,,[DNA binding protein [Arthrobacter phage Beagle] ],,QGJ92849,80.5195,1.47408E-73 SIF-HHPRED:  SIF-Syn: 

CDS complement (53102 - 53611)
  /gene="82"
  /product="gp82"
  /function="hypothetical protein"
  /locus tag="ranunculus_82"
    /note=Original Glimmer call @bp 53611 has strength 14.76; Genemark calls start at 53611
    /note=SSC: 53611-53102 CP: yes SCS: both ST: SS BLAST-Start: [hypothetical protein SEA_ODYSSEY395_89 [Arthrobacter phage Odyssey395]],,NCBI, q24:s41 86.3905% 2.42406E-33 GAP: -4 bp gap LO: yes RBS: Kibler 6, Karlin Medium, 1.869, -4.723615450753023, no F: hypothetical protein SIF-BLAST: ,,[hypothetical protein SEA_ODYSSEY395_89 [Arthrobacter phage Odyssey395]],,QOP66838,51.0638,2.42406E-33 SIF-HHPRED:  SIF-Syn: 
    /note=NCBI BLAST not very helpful. No data available from Phagesdb.
    /note= Other phages from AP2, AP3, and AP4 list function unknown.

CDS complement (53608 - 54003)
  /gene="83"
  /product="gp83"
  /function="hypothetical protein"
  /locus tag="ranunculus_83"
    /note=Original Glimmer call @bp 54003 has strength 17.37; Genemark calls start at 54003
    /note=SSC: 54003-53608 CP: yes SCS: both ST: SS BLAST-Start: [hypothetical protein PP641_gp066 [Arthrobacter phage SilentRX] ],,NCBI, q4:s46 92.3664% 6.48736E-33 GAP: 57 bp gap LO: yes RBS: Kibler 6, Karlin Medium, 2.869, -3.5800013779028776, yes F: hypothetical protein SIF-BLAST: ,,[hypothetical protein PP641_gp066 [Arthrobacter phage SilentRX] ],,YP_010656447,47.0588,6.48736E-33 SIF-HHPRED: DUF3846 ; Domain of unknown function (DUF3846),,,PF12957.11,81.6794,99.4 SIF-Syn: 
    /note=Explore the possibility that the reverse gene from approximately 55,900 bp to 53,608 is a single gene based on Glimmer and GeneMark map.

CDS complement (54061 - 55665)
  /gene="84"
  /product="gp84"
  /function="dna primase/polymerase/helicase"
  /locus tag="ranunculus_84"
    /note=Original Glimmer call @bp 55665 has strength 13.54; Genemark calls start at 55665
    /note=SSC: 55665-54061 CP: yes SCS: both ST: SS BLAST-Start: [DNA primase/polymerase/helicase [Arthrobacter phage Beagle] ],,NCBI, q1:s1 100.0% 0.0 GAP: 48 bp gap LO: yes RBS: Kibler 6, Karlin Medium, 2.944, -3.4160307515230497, yes F: dna primase/polymerase/helicase SIF-BLAST: ,,[DNA primase/polymerase/helicase [Arthrobacter phage Beagle] ],,QGJ92854,87.4532,0.0 SIF-HHPRED: DNA primase/helicase; helicase, ATPase, hexamer, DNA replication, HYDROLASE, TRANSFERASE-DNA complex; HET: TTP; 3.2A {Enterobacteria phage T7},,,6N7I_D,75.2809,100.0 SIF-Syn: 
    /note=Explore the possibility that the reverse gene from approximately 55,900 bp to 53,608 bp is a single gene based on Glimmer and GeneMark map.

CDS complement (55714 - 56472)
  /gene="85"
  /product="gp85"
  /function="helix-turn-helix DNA binding domain"
  /locus tag="ranunculus_85"
    /note=Original Glimmer call @bp 56472 has strength 11.41; Genemark calls start at 55902
    /note=SSC: 56472-55714 CP: yes SCS: both-gl ST: SS BLAST-Start: [DNA binding protein [Arthrobacter phage Beagle] ],,NCBI, q3:s1 99.2064% 7.2913E-128 GAP: 261 bp gap LO: yes RBS: Kibler 6, Karlin Medium, 3.109, -3.2592921783815076, yes F: helix-turn-helix DNA binding domain SIF-BLAST: ,,[DNA binding protein [Arthrobacter phage Beagle] ],,QGJ92855,83.4008,7.2913E-128 SIF-HHPRED:  SIF-Syn: 
    /note=Explore the possibility that gene 82, 83 and may be part of 84 could be one gene. 
    /note=Other sub-clusters including the AP1, and AP2 regarded this gene 84 as HTH DNA-binding Domain or DNA binding protein.

CDS complement (56734 - 57270)
  /gene="86"
  /product="gp86"
  /function="hypothetical protein"
  /locus tag="ranunculus_86"
    /note=Original Glimmer call @bp 57270 has strength 19.33; Genemark calls start at 57270
    /note=SSC: 57270-56734 CP: yes SCS: both ST: SS BLAST-Start: [hypothetical protein SEA_PUREGLOBE5_95 [Arthrobacter phage Pureglobe5]],,NCBI, q29:s20 84.2697% 5.69636E-34 GAP: 63 bp gap LO: yes RBS: Kibler 6, Karlin Medium, 1.377, -5.73456940637445, no F: hypothetical protein SIF-BLAST: ,,[hypothetical protein SEA_PUREGLOBE5_95 [Arthrobacter phage Pureglobe5]],,UYL87458,61.0778,5.69636E-34 SIF-HHPRED:  SIF-Syn: 
    /note=Explore the possibility that 57,960 bp to 56,734 bp is one reverse gene, based on Glimmer and GeneMark map.

CDS complement (57334 - 57963)
  /gene="87"
  /product="gp87"
  /function="SSB protein"
  /locus tag="ranunculus_87"
    /note=Original Glimmer call @bp 57963 has strength 12.53; Genemark calls start at 57963
    /note=SSC: 57963-57334 CP: yes SCS: both ST: SS BLAST-Start: [single strand DNA binding protein [Arthrobacter phage Zartrosa] ],,NCBI, q1:s1 100.0% 1.52061E-77 GAP: 4 bp gap LO: no RBS: Kibler 6, Karlin Medium, 1.789, -5.4877970958852, no F: SSB protein SIF-BLAST: ,,[single strand DNA binding protein [Arthrobacter phage Zartrosa] ],,YP_009884258,80.2198,1.52061E-77 SIF-HHPRED: Single-stranded DNA-binding protein; SSGCID, BARTONELLA HENSELAE, SINGLE-STRAND BINDING PROTEIN, Seattle Structural Genomics Center for Infectious Disease, DNA BINDING PROTEIN; 2.1A {Bartonella henselae} SCOP: b.40.4.0, l.1.1.1,,,3PGZ_A,99.5215,99.9 SIF-Syn: 
    /note=This is not the DprA-like ssDna Binding protein, but rather the Single-Stranded DNA binding protein. 
    /note=
    /note=From the Sea-Phages Functional Assignment spreadsheet it seems that the ssDna Binding proteins are now called SSB protein: "Many of these assignments are labeled as ssDNA binding proteins, but Dr. Hatful requested that they be designated SSB protein. that change will be coming...."

CDS complement (57968 - 58255)
  /gene="88"
  /product="gp88"
  /function="hypothetical protein"
  /locus tag="ranunculus_88"
    /note=Original Glimmer call @bp 58255 has strength 9.74; Genemark calls start at 58276
    /note=SSC: 58255-57968 CP: no SCS: both-gl ST: SS BLAST-Start: [hypothetical protein PP641_gp071 [Arthrobacter phage SilentRX] ],,NCBI, q1:s6 94.7368% 1.04331E-18 GAP: 165 bp gap LO: no RBS: Kibler 6, Karlin Medium, 3.017, -2.2364030944336752, yes F: hypothetical protein SIF-BLAST: ,,[hypothetical protein PP641_gp071 [Arthrobacter phage SilentRX] ],,YP_010656452,65.9794,1.04331E-18 SIF-HHPRED:  SIF-Syn: 
    /note=Explore possibility that Genes 87 and 88 are part of one gene.

CDS complement (58421 - 58807)
  /gene="89"
  /product="gp89"
  /function="hypothetical protein"
  /locus tag="ranunculus_89"
    /note=Original Glimmer call @bp 58807 has strength 17.23; Genemark calls start at 58807
    /note=SSC: 58807-58421 CP: yes SCS: both ST: SS BLAST-Start: [hypothetical protein SEA_PUREGLOBE5_98 [Arthrobacter phage Pureglobe5]],,NCBI, q1:s34 92.1875% 8.09194E-11 GAP: 109 bp gap LO: yes RBS: Kibler 6, Karlin Medium, 2.499, -4.113180079823027, no F: hypothetical protein SIF-BLAST: ,,[hypothetical protein SEA_PUREGLOBE5_98 [Arthrobacter phage Pureglobe5]],,UYL87461,40.2439,8.09194E-11 SIF-HHPRED:  SIF-Syn: 
    /note=Explore the possibility that Gene 87 and 88 are part of the same gene.

CDS complement (58917 - 60245)
  /gene="90"
  /product="gp90"
  /function="hypothetical protein"
  /locus tag="ranunculus_90"
    /note=Original Glimmer call @bp 60245 has strength 17.61; Genemark calls start at 60245
    /note=SSC: 60245-58917 CP: yes SCS: both ST: SS BLAST-Start: [hypothetical protein PBI_BEAGLE_101 [Arthrobacter phage Beagle]],,NCBI, q4:s2 99.3213% 3.15106E-93 GAP: 11 bp gap LO: yes RBS: Kibler 6, Karlin Medium, 2.046, -4.354778061539587, no F: hypothetical protein SIF-BLAST: ,,[hypothetical protein PBI_BEAGLE_101 [Arthrobacter phage Beagle]],,QGJ92860,60.2273,3.15106E-93 SIF-HHPRED:  SIF-Syn: 

