excisionase (CDS_0041)
40 42 43 44 45 46 47 exonuclease (CDS_0048) 49 50
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uvig_578799:35,023-39,569 (+)
33 34 36

TemPhD_cluster_51038:22,335-26,817 (+)
35 37 38
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IMGVR_UVIG_2579778793_000006|2579778793]2579816035|1-38411: 23,888-28,559 (+)

38 39 DNA polymerase (CDS_0040)
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IMGVR_UViG_2563366810_000003|2563366810/2563391427|32518-71906: 24,245-29,497 (+)
36 38

IMGVR_UVIG_2546825505_000001|2546825505/2546825802|108943-147980: 23,814-28,955 (+)
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TemPhD_cluster_43155:23,455-27,992 (+)
32 38 Gp2.5-like ssDNA binding protein and ssDNA annealing protein (CDS_0043)

—
IMGVR_UVIG_2636415664_000002(2636415664(2636445587:22,322-28,009 (+)
38

IMGVR_UViG_2558860710_000002|2558860710|2558900306|32509-70748: 23,330-28,435 (+)
retron_type_VI_hth_cluster2_1 (CDS_0029) 34 35 37 38

I |

uvig 576384:22,403-27,907 (+)
2000 nt {

DNA, RNA and nucleotide metabolism integration and excision unknown function defence (PADLOC)




