DNA polymerase (CDS_0232)
transposase (CDS_0221)

227 SpaD-type pili (VF0726) (CDS_0242) AAA domain, putative AbiEii toxin, Type IV TA system (CDS_0253)
225 236 SpaH-type pili (VF0727) (CDS_0243) NimABCDEF family 5-nitroimidazole reductase (NFO00261.1) (CDS_0260)
222 226 231|233 237 255 258
223 [228 230 5344 238 ‘ 247249 251 756
220 [ 224 ||[T229] | |235 | [239 240241 | 244 245 246248250 [252 | 254257 259 nitroreductase (CDS_0261)

MGV-GENOME-0380112 185682:228781(+)
(T:DS_0142
CDS_0146

\ [ CDS_0148
CDS_0143

¢Ds 0145
KK

MGV-GENOME-0379292 126155:133327(+)

RM_Type_ll_Type_| I_MTases_Me_l |_MTases_FAM_0 (CDS_0057)
RM_Type_ll__Type_ll_MTases__Type_ll_MTases_FAM_0 (CDS_0058)
cas12f1 V-F_3 (CDS_0043)

cas12f2_V-F_2 (CDS_0083) 47
80 72 49 HNH endonuclease (CDS_0032)
[78 74L 67 (Lz‘té 39 AAA domain, putative AbiEii toxin, Type IV TA system (CDS_0023)
85 81 77 75 7169 [66 6462 methyltransferase (CDS_0056) 5 J}s 37 35 27 21
8786 84 | 82[79] 76 [73[7068|[6563]61 6059 | | [55 54 53 52 51 4gQ4 | 4241403836]3433
R HCIAAKIE KIKIKKKS

31 30 29 28[26 25 24 | 22] 18

" I — — —

MGV-GENOME-0380131 12930:77239(-)

RM_Type_ll_Type_| I_MTases_Me_l |_MTases_FAM_0 (CDS_0051)
RM_Type_ll__Type_ll_MTases__Type_lI_MTases_FAM_0 (CDS_0052)
cas12f1_V-F_3 (CDS_0037)

cas12f2_V-F_2 (CDS_0077) 41
74 66 43 HNH endonuclease (CDS_0026)
5[72 63[ 61 Mo 33
79 75 71 69 6563 [60 5856 methyltransferase (CDS_0050) 44?9 31 29 22
80] 78 | 76[73] 70 T67]6462|[5957]55 5453 | | [49 48 47 46 45 4J[8 | 3635343730[2827 25 24 2321

MGV-GENOME-0379981 12930:69038(-)

RM_Type_ll__Type._| I_MTases_MJe_l |_MTases_FAM_0 (CDS_0052)
RM_Type_ll__Type_ll_MTases__Type_ll_MTases_FAM_0 (CDS_0053)

74 66 DNA binding protein (CDS_0056) cas12f1_V-F_3 (CDS_0035)
L72 68[ 61 \ 44 37 AAA domain, putative AbiEii toxin, Type IV TA system (CDS_0021)
78 3| 69 6563 [60 58  |methyltransferase (CDS_0051) 43 38 34 32 30 27 23
79] 777675[71 70 6716462 | [59] 57 | 5554 | | [50 49 4847 46 452241403936 | [33[31] 29  28[26 25 24[22 | 2019

MGV-GENOME-0380027 12828:73276(-)

RM_Type_ll__Type_l I_MTases_'I;yEe_I |_MTases_FAM_0 (CDS_0216)
RM_Type_IIG_Type_lIG__Type_lIG_FAM _O.einsi_trimmed (CDS_0213)
RM_Type_ll_Type_ll_MTases__Type_ll_MTases_FAM_0 (CDS_0215)

203 227  cas12f2_V-F_2(CDS_0237)
195 201 206 2726 —Dransposase(CDs_on)
192 [197 202 207 methyltransferase (CDS_0217) 228 234 238
190 194 198 géoﬂ 209 211 219 222 \lzso 232 235 [240242 246
189 [191 193[196] 199 200||205 [208210212 | 214 29231 233|236 239241243  245| 247 248
{4

218 220 221 | 223 224225

MGV-GENOME-0380026 153981:209781(+)
RM_Type_ll__Type_ll_MTases__Type_ll_MTases_FAM_0 (CDS_0205)

RM_Type_ll_Type_l I_MTases_TypeTII_MTases_FAM_O (CDS_0204) HNH endonuclease (CDS_0226)
193 | cas12f1_V-F_3 (CDS_0220)
185 191 196 methyltransferase (CDS_0206) 212 224
187 192 197 201 213 222l cas12f2_V-F_2 (CDS_0229)
180 184 188 *1944 199 202 210 l215 217 219 22 230
179 [181 182 183[186] 189 190|[195 |198200 203 207 208 209 | 211 |214216 | 218[ 221| | 225 | 227228 | [231 232

MGV-GENOME-0380018 154956:210384(+)
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