anti-CRISPR-Cas evasion by DNA repair (APIS131) (CDS_0048)

nucleotide kinase (CDS_0040) transcriptional activator (CDS_0049)
DnaB-like replicative helicase (CDS_0037) integrase (CDS_0051)
DnaD-like helicase loader (CDS 0036) 38 39 41 42 43 44 45 46 47 50 HNH endonuclease (CDS_0052)
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IMGVR_UViG_3300006458_000017|3300006458|Ga0100175_100393: 25,679-33,683 (+)
41 42 43
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SRS015644_al_ct14164:21,740-29,663 (+)
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IMGVR_UViG_3300022580_000019|3300022580|Ga0248024_176:21,669-29,513 (+)
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IMGVR_UViG_3300028539_000019|3300028539|Ga0307855_107: 21,669-29,513 (+)
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IMGVR_UViG_3300008099_000005|3300008099|Ga0114261 100199: 22,331-30,329 (+)
33 34 replisome organizer (CDS_0035) 41 42 43 44 45
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IMGVR_UViG_3300006832_000180|3300006832|Ga0099611_100105|1-34912: 22.649-31.494 (+)
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IMGVR_UViG_3300007315_000023|3300007315|Ga0104930_100313: 23,954-31,757 (+)
nucleotide kinase (CDS_0038)
MazG-like pyrophosphatase (CDS_0037) 39 40 41
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IMGVR UViG_3300008075_000108|3300008075|Ga0114853_100079|14168-45909: 20,118-28,636 (+)
nucleotide kinase (CDS_0034)
MazG-like pyrophosphatase (CDS_0033) 85 36 37 38 39 41

IMGVR_UViG_3300008153_000047|3300008153/Ga0114320_1000213: 19,199-28,094 (+)

nucleotide kinase (CDS_0035)
MazG-like pyrophosphatase (CDS_0034) 36 37 38 39 41 42

SRS018739_a1_ct37195: 18,950-26,810 (+)

29 30 31 32 33 34 35 37 portal protein (CDS_0041)
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IMGVR_UViG_3300007297_000004|3300007297|Ga0104793_ 100564 21,679-31,098 (+)
29 MazG-like pyrophosphatase (CDS_0034)35 36 37 38 39 DNA repair exonuclease (CDS_0040)
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IMGVR_UViG_3300019475_000011|3300019475|Ga0197718_100010: 18,825-28,467 (+)
33 34 35 37 38 39
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SRS014684 al ct14948 vs1:19,443-26,941 (+)
25 26 MTase_II_00058 Type (CDS_0029)
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MGV-GENOME-0154080: 10,385-18,396 (+)
replisome organizer 45 46 47
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SRS143022_al_ct13626_vs01:25,821-32,637 (+)
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IMGVR UViG_3300008128_000018|3300008128|Ga0114847_100250: 19,267-25,837 (+)
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SRS147712_al_ct77582_vs01:17,635-24,625 (+)
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IMGVR_UViG_3300008269_000178|3300008269|Ga0114154_100155[220-30651: 19,364-27,307 (+)
33 34 35 36

IMGVR UViG_3300008754_000018|3300008754|Ga0114089_100463:19,639-27,582 (+)
31 35 36 37
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IMGVR_UViG_3300008715_000060|3300008715|Ga0115609_1000537: 19,462-25,457 (+)

nucleotide kinase (CDS_0033) 34 35

IMGVR_UViG_3300008636_000168|3300008636|Ga0111420_100064[109-31455:21,615-27,394 (+)
32 33 34

MGV-GENOME-0206801:19,031-25,240 (+)
3000 nt {
DNA, RNA and nucleotide metabolism head and packaging integration and excision other transcription regulation unknown function defence (PADLOC) anti-defence (dbAPIS)
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