polynucleotide kinase (CDS_0006)

HNH endonuclease (CDS_0003)

DNA repair exonuclease (CDS_0004) DS-32__DS-32B (CDS_0013)
1 2 | 5 | 7 8 DNA primase (CDS_0009) 10 11 12 DNA helicase (CDS_0014)

Han_2018_ERR1398081_NODE_271_length_35644 _cov_39.598893:284-9,490 (+)

polynucleotide kinase (CDS_0068)
74 73 69 67 65 61 HNH endonuclease

IMGVR_UViG_3300045988_059475|3300045988|Ga0495776_116922:38,894-48,414 (-)
polynucleotide kinase (CDS_0005)
HN‘H endonuclease (CDS_0007)
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MGV-GENOME-0240851: 175-9,208 (+)
polynucleotide kinase (CDS_0070)
71 69 HNH endonuclease (CDS_0068)
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IMGVR_UViG_3300045988_044259|3300045988|Ga0495776_047062: 39,900-48,933 (-)
polynucleotide kinase (CDS_0070)
71 69 HNH endonuclease (CDS_0068)
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MGV-GENOME-0309228: 39,900-49,631 (-)
polynucleotide kinase (CDS_0051) 50 49

MGV-GENOME-0231940: 24,875-33,440 (-)

endonuclease (CDS_0009)

polynucleotide kinase (CDS_0004) 5 11 1314 15
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SAMNO09781743 a1l _ct207821 vs1: 130-9,501 (+)

endonuclease (CDS_0066)
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polynucleotide kinase (CDS_0004)
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endonuclease (CDS_0008)
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uvig 582154:743-8,954 (+)
DNA repair exonuclease (CDS_0068)
69 67 66 endonuclease (CDS_0063)

I I
NC_042041.1:38,983-47,759 (-)
73 71 DNA methyltransferase (CDS_0068)

IMGVR_UViG_3300045988_066185|3300045988|Ga0495776_116691:40,720-48,205 (-)

uvig_244421:38,069-47,294 (-)

67 64
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NC_041900.1: 38,496-46,625 (-)
64 61 59 57 56
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IMGVR_UViG_3300045988_050059|3300045988|Ga0495776_116670:37,541-48,196 (-)
65 62 60 59 exonuclease (CDS_0057)
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IMGVR_UViG_3300029996_000039|3300029996|Ga0245029_100573: 35,260-46,256 (-)

Gp2.5-like ssDNA binding protein and ssDNA annealing protein (CDS_0054)
61 HNH endonuclease (CDS_0056)
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IMGVR_UViG_3300029538_000003|3300029538|Ga0244900_100542: 33,988-45,791 (-)

endonuclease (CDS_0067) 65 HNH endonuclease (CDS_0062) 61
— 1 O N [ S .
IMGVR_UViG_3300029502_000011|3300029502|Ga0244223_100526: 37,533-48,968 (-)
RM _Type_Il_Type_|l_MTases_FAM_1 (CDS_0044) GTP-binding domain (CDS_0040)

49 DNA methyltransferase (CDS_0046) 43 39

E

MGV-GENOME-0237766:23,534-33,801 (-)
DNA methyltransferase (CDS_0010)
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MGV-GENOME-0235429: 1,037-11,303 (+)
71 70 endonuclease (CDS_0065) 63

I I
uvig 257342:36,665-47,842 (-)
HNH endonuclease (CDS_0005)
6 8 HNH endonuclease (CDS_0011) 12 13

- - 9,682 (+)
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uvig_438241:37,491-47,715 (-)
HNH endonuclease (CDS_0049)
50 48

41
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MGV-GENOME-0235879:25,026-33,587 (-)
4000 nt i
DNA, RNA and nucleotide metabolism other unknown function defence (DefenseFinder)
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