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uvig_489555:38,071-46,441 (+)
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IMGVR_UViG_3300045988_099454|3300045988|Ga0495776_112969:39,354-47,751 (+)
anti-CRISPR-Cas evasion by DNA repair (APIS131) (CDS_0064) 70 72 73 74
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19
o
LE
i
i

uvig_580740:39,634-45,752 (+)

o
el
~N
N

73 74 75 76
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IMGVR_UViG_3300045988_119564|3300045988|Ga0495776_047403: 38,482-45,386 (+)
72 73 74 75 76 80 RM_Type_lI_Type_ll_MTases_FAM_1 (CDS_0082)
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uvig 250128:34,615-42,330 (+)

75 76 77
e e — ———— | — —y——— — — —— — ——]
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DNA methyltransferase (CDS_0035)
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HNH endonuclease (CDS_0039)
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N I e— I N L S m—— R
MGV-GENOME-0227238: 18,344-27,459 (+)
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79 80 81 82 83  oMTase_00015 orphan (CDS_0084)

S S O [ N N
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MGV-GENOME-0317992:29,720-36,654 (+)
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HNH endonuclease (CDS_0036)
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RM_Type_lI_Type_ll_MTases_FAM_1 (CDS_0082)
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IMGVR_UViG_3300045988_100613|3300045988|Ga0495776_000311:39,007-47,858 (+)
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MGV-GENOME-0218277:20,139-26,366 (+)

uvig 307463:38,020-47,001 (+)

MGV-GENOME-0227363:19,767-25,400 (+)

MGV-GENOME-0221825:18,408-24,713 (+)

uvig_574068:26,177-36,525 (+)

uvig 405644:17,543-26,091 (+)
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