NimABCDEF-NCBIFAM NimABCDEF family 5-nitroimidazole reductase (NFO00261.1) (CDS_0196)
metal-dependent phosphohydrolase (CDS_0164)

tRNA-Leu(CAA) nitroreductase (CDS_0197)
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MGV-GENOME-0379775:134,908-173,544 (+)
Fos_BSH-NCBIFAM FosB/FosD family fosfomycin resistance bacillithiol transferase (NFO00493.1) (CDS_0150)
dCMP deaminase (CDS_0140)
letA_00002 (CDS_T0135)
139 transposase (CDS_0148)
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Ti28 130 | 132 134 Is |T142T145 | | T|153 [NimABCDEF-NCBIFAM NimABCDEF family 5-nitroimidazole reductase (NFO00261.1) (CDS_0155)
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uvig 550520: 101,467-132,505 (+)
RM_Type_ll__Type_ll_MTases_FAM_1 (CDS_0056)
MTase_l_00164 Type (CDS_0057)
MTase_l_00083 Type (CDS_0060)
REase_II_00020 Type (CDS_0061) cas12f2_V-F_2 (CDS_0043)
dCMP deaminase (CDS_0091) ~ DarTG_DarG (CDS_ 00714 | | 47
V_U4 CAS-V-F; (CDS_0083) l MTase_ll 00164 Type (CDS_0058) 49 HNH endonuclease (CDS_0032)
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MGV-GENOME-0380131:12,930-97,803 (-)

RM_Type_ll_Type_ll_MTases_FAM_1 (CDS_0050)
MTase_l_00164 Type (CDS_0051)
MTase_|l_00083 Type (60‘5,0054)
REase_ll_00020 Type (CDS_0055) cas12f2_V-F_2 (CDS_0037)
dCMP deaminase (CDS_0085)  DarTG_DarG (CDS_0065) 4 ||

V_U4 CAS-V-F; (CDS_0077) l MTase_II'00164 Type (CDS_0052) 43 HNH endonuclease (CDS_0026)
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MGV*GENOME*OS79981: 12,930789,602 ()

RM_Type_ll__Type_ll_MTases_FAM_1 (CDS_0051)
MTase_I|_00083 Type (CDS_0055)
MTase_I_00164 Type (CDS_0053)
DNA binding protein (CDS_0056)

dCMP deaminase (CDS_0088) REase_lI_00020 Type (CDS_0057)
letA_00002 (CDS_0093) DarTG__DarG (CDS_0065) cas12f2_V-F_2 (CDS_0035)
89 74 66 61 | 45 37 AbiLi-1 AbiLi (CDS_0021)
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MGV-GENOME-0380027: 12,828-97,708 (-)
RM_Type_lI_Type_ll_MTases_FAM_1 (CDS_0206)
MTase_ll_00164 Type (CDS_0205)
MTase_l_00164 Type (CDS_0204)

dCMP deaminase (CDS_0171) DarTG__DarG (CDS_0194) cas12f2_V-F_2 (CDS_0220)
letA 00002 (CDS 0166) 185 193 198 212 HNH endonuclease (CDS_0226)
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MG\/ GENOME 0380018 131 073-210,384 (+)

RM_Type_ll_Type_ll_MTases_FAM_1 (CDS_0194)
MTase_|I_00164 Type (CDS_0193)

dCMP deaminase (CDS_0170) MTase_|l_00164 T%é (CDS_0192) transposase (CDS_0217) DNA polymerase (CDS_0232)
DarTG__DarG (CDS_OISZY 207 transposase (CDS_0221) | SpaH-type pili (VF0727) (CDS_0243)
letA_00002 (CDS_0165) 175 183 200 Lmo 227 RIrAislet (VF0529) (CDS_0244)  Abili-1 AbiLi (CDS_0253)
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168 176 181 186l 198 202 208 213216 222275 230233237 247]
161 163 1661 171 173[178  180]| 187190 95 197 203 205 \!215 215218 723 22823 235 239 241 248 251 255
155 160 | 162 164/ 167|| [172174|] 179 ]||185°189 191| | | 196 | | 199 ||[[204206|211214 | T 219 220 \524\\\ 34\ 38| 240 24 245 244] 250 252|254

MG\/ GENOME 0380112: 124452 228,781 (+)

RM_Type_ll__Type_ll_MTases_FAM_1 (CDS_0164)

MTase_I_00164 Type (CDS_0163) HNH endonuclease (CDS_0188)
dCMP deaminase (CDS_0135) MTase_|l_00164 T\/Tpé (CDS_0161) DNA polymerase (CDS_0203)
DarTG__DarG (CDS_0152) cas12f2_V-F_2 (CDS_0180) 195 SpaH-type pili (VF0727) (CDS_0214)
letA_00002 (CDS_0130) 143 151 172 197 RIrAislet (VF0529) (CDS_0215)
134 140145 149 156 170 transposase (CDS 0186) 193198 207 AbiLi-1 AbiLi (CDS_0223)
133 146 150155 159 168 173 178 | 182 18§ 192 196 201|204 208 218
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MGV GENOME 0379978 105 079-210,070 (+)

RM_Type_ll_Type_ll_MTases_FAM_1 (CDS_0217)
REase_ﬁTase_I 1G_00003 Type (CDS_0223)
Specificity_ll_00002 Type (CDS_bZ 12)
RM_Type_IIG_Type_lIG_1 (CDS_0213)

MTase_II" 00164 Type (CDS_0216) PDC-527_WP_184132443.1 (CDS_0256)
MTase_I_00164 Type (CDS_0215) cas12f2_V-F_2 (CDS_0237)
dCMP deaminase (CDS_0181) DarTG__DarG (CDS_0204) 227 DNA polymerase (CDS_0261)
letA_00002 (CDS_0176) 195 203 208 276 transposase (CDS_0244) 250255 260 265
180 184 190 197 201L206l 228 234 253 | 262 AbiLi-1 AbiLi (CDS_0276)
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MGV GENOME 0380120: 129.363.234.779 (1)
RM_Type_ll_Type_ll_MTases_FAM_1 (CDS_0217)
REase_ﬁTase_I 1G_00003 Type (CDS_0223)
Specificity_lI_00002 Type (CDS_bZ 12)
RM_Type_IIG_ Type_IIG_1(CDS_0213)
MTase_II' 00164 Type (CDS_0216)

MTase_I_00164 Type (CDS_0215) cas12f2_V-F_2 (CDS_0237)
dCMP deaminase (CDS_0181) DarTG_ DarG (CDS_0204) 227
letA_00002 (CDS_0176) 195 203 208 276 transposase (CDS_0244)
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MGV-GENOME-0380026: 129,363-209,781 (+)
RM_Type_ll_Type_ll_MTases_FAM_1 (CDS_0139)
RM_Type_lIG_Type_lIG_1 (CDS_0135)
MTase_Il_00164 Type (CDS_0137)
dCMP deaminase (CDS_0123) \ \

RM_Type_|_S 02 (CDS 0134) cas12f2_V-F_2 (CDS_0153)
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MGV-GENOME-0379499:85,797-142,260 (+)
PDC-527_WP_184132443.1 (CDS_0162)

DNA polymerase (CDS_0167)
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MGV-GENOME-0379621: 121,579-155,740 (+)
PDC-S27_WP_184132443.1 (CDS_0162)
RM_Type_IV_FAM _2 (CDS_0154)
DNA polymerase (CDS_0167)
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MGV- GENOME 037%41 117, 920 157,738 (+)
RM_Type_ll_Type_ll_MTases_FAM_1 (CDS_0167)
Thoeris_ ThsB_Global (CDS_0162)

MTase_I1_00083 Type (CDS_0163) PDC-527_WP_184132443.1 (CDS_0198)
REase_II_00020 Type (CDS_0161) DNA methyltransferase (CDS_0182)
homing endonuclease (CDS_0164) GTP-binding domain (CDS_0201)
dCMP deaminase (CDS_0147) ‘ DNA polymerase (CDS_0204)
letA 00002 (CDS0142) 153 MTase_[_00164 Type (CDS_0166) 188 192197 AbiLi-1 AbiLi (CDS_0222)
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uvig 453408: 106,081-187,814 (+)
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Ma_2019_SRR413678 NODE 42 length_198699_cov_5.798942: 126 865-137,416 (+)
159 AbiLi-1 AbiLi (CDS_0160)
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MG\/—GENOWE*O37.9261: 120,981-132,153 (+)
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DNA, RNA and nucleotide metabolism integration and excision other unknown function defence (DefenseFinder) defence (PADLOC) virulence (VFDB) AMR (AMRFinderPlus) tRNA
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