MazG-like pyrophosphatase (CDS_0035)
DnaD-like helicase loader (CDS_0036)
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MGV-GENOME-0359109: 18,172-24,730 (+)
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IMGVR_UViG_3300045988_076538|3300045988|Ga0495776_039727:22,097-27,277 (+)
20 23

— mE == ———
IMGVR_UViG_3300045988_094973|3300045988|Ga0495776_049017:9,660-15,076 (+)
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MGV-GENOME-0347884: 63,691-69,242 (+)
37 HNH endonuclease (CDS_0039)

I — —
uvig_139290: 19,187-25,480 (+)
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IMGVR_UViG_3300045988_107262|3300045988|Ga0495776_171690: 16,488-21,695 (+)
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MGV-GENOME-0346987: 20,640-25,773 (+)
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MGV-GENOME-0344565:58,519-63,450 (+)
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WGTR_UVIG_3SOOO45988_079037|3300045988\(330495776_018372: 18,250-23,487 (+)

uvig_7423:18,549-24,645 (+)
22 28

T e M W S
uvig_3794:18,388-25,423 (+)
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uvig_553014:20,170-26,936 (+)
Type_V_V_U4 Cas12 (CDS_0034)
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MGV-GENOME-0358642:19,352-28,127 (+)
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uvig 268571:11,926-25,219 (+)
25 26

e — T o e S e B S
uvig_534761:11,934-24,877 (+)
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uvig_582589:11,408-24,610 (+)
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SAMNO09781780_al_ct167449 vs2:11,386-20,279 (+)
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SAMNO9781768 al ct16186 vs2:12,410-21,861 (+)
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uvig 257586:25,555-29,356 (+)
44 RM_Type_ll_Type_ll_MTases_FAM_1 (CDS_0049)
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IMGVR_UViG_3300045988_117933|3300045988|Ga0495776_010733:25,590-32,218 (+)
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uvig_230542:20,382-27.290 (+)
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IMGVR_UViG_3300045988_104590|3300045988|Ga0495776_010780:22,576-29,182 (+)
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MGV-GENOME-0359498: 20,738-27,376 (+)
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MGV-GENOME-0357779:20,284-26,956 (+)
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uvig_70027: 20,595-27,820 (+)
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SRS046068_al ct1270:22,776-29,617 (+)
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uvig_540782:22,583-29,718 (+)
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MGV-GENOME-4432838:20,264-26,712 (+)
transposase (CDS_0028) 32
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IMGVR_UViG_3300045988_086074(3300045988|Ga0495776_096092: 17,245-25,243 (+)
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