267
264 264 272
261 262 26371265 | 268 269 270 271 | 273 274

e . —
MGV-GENOME-0380189:261,234-273,057 (+)

Cas14u CAS-V-F; (CDS_0260)
256 261262

MGV-GENOME- 0380176 255, 130 269 ,266 (+)
257

MGV-GENOME- 0380177 252, 444 266 132 (+)
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MGV-GENOME- 0380085 61, 831 75 910( )
208 transposase (CDS_0210) transposase (CDS_0211)

MGV-GENOME- O379976 181 411 195,443 (+)
216 218 219 220 221

MGV-GENOME-0380129: 197,867-211.691 (1)
168 173 174 175 176

—
MGV-GENOME-0379793: 154,780-170,004 (+)

259 260 261

MGV-GENOME- 0380179 253, 038 267 609 (+)
transposase (CDS_0019) 24 25 26 phosphatase

MGV-GENOME-4435320: 13,614-29, 880(+)

3

259 260 excisionase (CDS_0261) DarTG__DarG (CDS_0268)

I
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IMGVR_UViG_3300023499 OOOZZOI3300023499\Ga0257052 100006 254,076-271,470 (+)
241 242 243 248

MGV-GENOME- 0380165 241, 717 260 255 (+)
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MGV-GENOME-0380008: 67,441-86,890 (+)
258 259 264 266 267

MGV-GENOME-0380178: 255,197-271460 (+)
SpaH-type pili (VF0727) (CDS_0273)
267 RIrA islet (VF0529) (CDS_0272)
T 268 269 271 | 274 275

o

MGV-GENOME-0380203:267,183-292,941 (+)

10000 nt i
integration and excision other unknown function defence (DefenseFinder) defence (PADLOC) virulence (VFDB)
N I




