RT_II-AM_III-B_2 (CDS_0049)

45 46 47 48 50 51 52 53 5455 56 5758 59 60 61 62 63 64 excisionase (CDS_0065)
DEDEDD T mDDEoD HDOERED. L OIEDIED
IMGVR_UViG_3300045988_114023|3300045988|Ga0495776_174368:33,790-42,017 (+)

50 51 52 53 5455 56 5758 61
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IMGVR_UViG_3300030379_000090|3300030379|Ga0167483_1000348: 33,889-42,116 (+)

45 46 47 48 49 50 51 54 55

IMGVR_UViG_3300029880_000312|3300029880|Ga0245255_100117(27534-85424:30,897-39,449 (+)

47 48 49 50 51 52 5354 57 58
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HNH endonuclease (CDS_0053)
45 46 47 48 4950 51 52 54 55 57 63

uvig_82021:31,278-40,765 (+)
HNH endonuclease (CDS_0053)
45 46 47 48 4950 51 52 54 55

MGV-GENOME-0307138:31,278-40,936 (+)
RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0046)
47 48 49 50 51 52 5354 555657
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IMGVR_UViG_3300045988_114611|3300045988|Ga0495776_003297:30,752-41,442 (+)

phosphoadenosine phosphosulfate reductase (CDS_0049)
RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0046) 47 48 50 51 52 5354 555657
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,398 (+)
RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0047)
48 49 50 51 52 53 5455 565758
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IMGVR _UViG_3300045988_101887|3300045988|Ga0495776_025611:30,702-41,392 (+)
phosphoadenosine phosphosulfate reductase (CDS_0047)
48 49 50 5152 535455
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MGV-GENOME-0327875:31,866-41,041 (+)

anti-CRISPR-Cas evasion by DNA repair (APIS131) (CDS_0037) phosphoadenosine phosphosulfate reductase (CDS_0046)
replication initiation protein (CDS_0038) RM_Type_lI_Type_ll_MTases_FAM_2 (CDS_0043)
DNA primase/helicase (CDS_0039) 44 45 47 484950
[ B— 5, S S, S g S S N— T W S W W S,
MGV-GENOME-0324329:27,201-38,524 (+)
47 48 49 50 5152 55 57
0, S O S gy W S/ S W g v/ S, W N N W W S—4

IMGVR_UViG_3300045988_110221|3300045988|Ga0495776_164050: 32,363-40,991 (+)
phosphoadenosine phosphosulfate reductase (CDS_0047)
46 48 49 505152 56

SAMEA1906495_al_ct256:32,419-41,004 (+)
RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0046)
4 [ 47 48 49 50 51 52
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58364 _cov_29. :30,501-40,305 (+)
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MTase_lI_00157 Type (CDS_0050)
46 47 48 49 51 525354

IMGVR_UViG_3300045988 103386|3300045988\Ga0495776 011815:29,926-39,600 (+)

phosphoadenosine phosphosulfate reductase (CDS_0047)
46 48 49 50 51
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IMGVR_UViG_3300045988 118755|3300045988\Ga0495776 026659:30,102-39,737 (+)
phosphoadenosine phosphosulfate reductase (CDS_0047)
46 48 49 50 51
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MTase_II_00157 Type (CDS_0048)
RM_Type_lI_Type_ll_MTases_FAM_2 (CDS_0046) 47 49 50 51 52
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IMGVR_UViG_3300045988_104588|3300045988|Ga0495776_011339:32,332-42,211 (+)
phosphoadenosine phosphosulfate reductase (CDS_0051)
RM_Type_ll_Type_ll_MTases_ FAM_2 (CDS_0048)
49 50

52 53
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MGV-GENOME-0326182:31,971-42,009 (+)

47 48 49 50 51 52 583

S SN N
IMGVR_UViG_3300007805_000223|3300007805|Ga0105637_100068|32335-89031:32,772-41,024 (+)

phosphoadenosine phosphosulfate reductase (CDS_0047)
48 49 50 51 52 5354 55 56 57
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IMGVR_UViG_3300045988 106468|3300045988\GaO495776 037309: 30, 474 41,280 (+)
phosphoadenosine phosphosulfate reductase (CDS_0047)
45 46 48 49 50 51 52 5354 55 56 57
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49 50 51 52 53 54 55 integrase (CDS_0060)
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IMGVR_UViG_3300045988_119475|3300045988|Ga0495776_004593: 31 548-39,477 (+)
47 48 49 50 51 52

57 58 59
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MGV-GENOME-0328096: 38,262-42,301 (+)
45 46 47 48 49 50 51 52

MGV-GENOME-0320208: 31,048-39,435 (+)

RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0047) HNH endonuclease (CDS_0052)
48 49 50 51 5354 56 57 58
L bbb U I S SN S S—
MGV-GENOME-0332078:32,198-41,256 (+)

HNH endonuclease (CDS_0051)
RM_Type_lI_Type_ll_MTases_FAM_2 (CDS_0047) 48 49 50 5253
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IMGVR _UViG_3300029043_000009|3300029043|Ga0169613_100170:32,198-41,231 (+)
HNH endonuclease (CDS_0052)
RM_Type_lI_Type_ll_MTases_FAM_2 (CDS_0047) 48 49 50 51 5354

I
uvig 117897:32,099-41,179 (+)
RM_Type_lI_Type_ll_MTases_FAM_2 (CDS_0046) HNH endonuclease (CDS_0051)

47 48 49 50 5253
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RM_Type_II_Type_ll_MTases_FAM_2 (CDS_0048) 49 50 51 52 535455

MGV-GENOME-0327409: 33,565-42,964 (+)
RM_Type_lI_Type_ll_MTases_FAM_2 (CDS_0048) 49 50 51 52 535455
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IMGVR_UViG_3300045988_107357|3300045988|Ga0495776_056441:33,565-42,964 (+)
RM_Type_ll_Type_Il_MTases FAM_2 (CDS_0047) HNH endonuclease (CDS_0052)
48 49 50 51 5354 55 56 57 58
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IMGVR_UViG_3300045988_101648|3300045988|Ga0495776_016321:32,457-43,777 (+)
RM_Type_lI_Type_ll_MTases_FAM_2 (CDS_0046)

m
A
[e)
Q)
N

<
]
)
>
=
o
@
'
I
]
@)
o)
v}
o
[}
b
=l

42 477 49 50 51 52 5354 55

IMGVR_UViG_3300045988_111295|3300045988|Ga0495776_016233:30,259-42,530 (+)
58 59 60

MGV-GENOME-0327082: 38,485-42,950 (+)
4000 nt i
DNA, RNA and nucleotide metabolism integration and excision moron, auxiliary metabolic gene and host takeover unknown function defence (DefenseFinder) defence (PADLOC)

anti-defence (dbAPIS)
N




