MTase_l_00164 Type (CDS_0244)
MTase_l_00164 Type (CDS_0243)
VP1839__VP1839 (CDS_0234)

major tail protein (CDS_0229) AbiLi-1 AbiLi (CDS_0272)
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MGV-GENOME-0380201: 193,699-266,698 (+)
MTase_lI_00164 Type (CDS_0226)
MTase_Il_00164 Type (CDS_0225)
VP1839_VP1839 (CDS_0216)
221
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217219 223 228 1231233 236l 239 242 245247 T 251
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MGV-GENOME-0380187: 182,141-255,140 (+)
229 234 239 242 245
227 1230 232 l235 238 241243 T 247
225 228| | 231 233 | 236237][240 | | 244244 248 249 253
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H ]

MGV-GENOME-0380180: 186,823-245.493 (+)
RM_Type_IIG_Type_lIG_1 (CDS_0232)
MTase_I_00072 Type (CDS_0235)
MTase_ll_00164 Type (CDS_0236)
RM_Type_|_S_02 (CDS_0231] transcriptional repressor (CDS_0271)
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227 229 23 740 43 247249(1252 256 259261 | 265 273
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MGV-GENOME-0380205: 189,100-269,202 (+)
223 230 234 237 240
221224 226 228(1 233 236238 T 242

220 222 225 [227229 231232235 [ | 239241 243 244
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IMGVR_UViG_3300045988_183752|3300045988|Ga0495776_166560: 164,345-228,079 (+)
Protein of unknown function (Retron_VII_2__DUF3800) (CDS_0235)
MTase_l|_00164 Type (CDS_0244)
MTase_|I_00083 Type (CD5_0241)
| MTase_11.00164 Type (CDS_0243)
00020 Type (CDS_0239) 247
236 j249 258 263 266 269
1238 48 251 254 256 l259 262 265267 | 271
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MGV-GENOME-0380218: 196,368-273,665 (+)
Protein of unknown function (Retron_VII_2__DUF3800) (CDS_0232)

MTase_II_00164 Type (CDS_0241)
MTase_II_00083 Type (CD5_0238)
MTase_lI_00164 Type (CDS_0240)
REase_II_00020 Type (CDS_0236) 244
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MGV-GENOME-0380212: 192,107-268,720 (+)
Protein of unknown function (Retron_VII_2_ DUF3800) (CDS_0229)
MTase_Il_00164 Type (CDS_0239)
MTase_Il_00164 Type (CDS_0237)
Cas14u CAS-V-F; (CDS_0238)
RM_Type_lIG_Type_IIG_1(CDS_0235) 242
232 ‘ 343 253 258 261 264
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MGV-GENOME-0380228: 196,115-274,536 (+)
RM_Type_IIG_Type_lIG_1 (CDS_0184)

MTase_I_00164 Type (CDS_0187)
MTase_ll 00164 Type (CDS_0186)
Specificity_Il_00002 Type (CD5_0183) 190
179 191 201 207 210 213
177 180 182 192194 197199 202 204 206 209211 | 215
178|181 188 189 | [199 195 196 198200 [203 [205[[2087 | 212214 216 217
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MGV-GENOME-0380164: 150,203-225,000 (+)
} 30000 nt {
tail transcription regulation unknown function defence (DefenseFinder) defence (PADLOC)




