Control_protein_00002 control (CDS_0048)
DNA polymerase (CDS_0046)
44 45 47 | 49 RM_Type_IV_Type_IV_01(CDS_0050)

- |
MGV-GENOME-0239267:30,209-35,118 (+)
trans_reg_VanU-NCBIFAM glycopeptide resistance transcriptional regulator VanU (NFO00090.1) (CDS_0037)
WYL_LIIIITIV_V_VI_1(CDS_0038)
36 \ DNA helicase (CDS_0039) 40 Dpd__DpdE (CDS_0041) 42

O -G A 4 —;

- - — ——
MGV-GENOME-0261138:20,920-38,651 (+)

trans_reg_VanU-NCBIFAM glycopeptide resistance transcriptional regulator VanU (NFO00090.1) (CDS_0049)
trans_reg_VanU-NCBIFAM glycopeptide resistance transcﬁptional regulator VanU (NFO00090.1) (CDS_0048)
RM__Type_|_REases_FAM_1.einsi_trimmed (CDS_0043)
Specificity_I_00123 Type (CDS_0045)
RM_Type_IV_FAM_2 (CDS_0041) MTase_|_00012 Type (CDS_0047)
39 40 42 44 46 | | 50

IO K

MGV-GENOME-0276789:23,655-41,583 (+)

trans_reg_VanU-NCBIFAM glycopeptide resistance transcriptional regulator VanU (NFO00090.1) (CDS_0047)
RM_ Type_|_REases_FAM_1.einsi_trimmed (CDS_0042)
Specificity_I_00123 Type (CDS_0044)
RM_Type_IV_FAM_2 (CDS_0040) MTase_|_00012 Type (CDS_0046)
38 39 41 43 45 [ ] 48

CICH o) 1C_ K

MGV-GENOME-0269887: 23,507-40,245 (+)

trans_reg_VanU-NCBIFAM glycopeptide resistance transcriptional regulator VanU (NFO00090.1) (CDS_0048)
trans_reg_VanU-NCBIFAM glycopeptide resistance transcriptional regulator VanU (NFO00090.1) (CDS_0047)
RM_ Type_|_REases_FAM_1.einsi_trimmed (CDS_0042)
Specificity_I_00123 Type (CDS_0044)
RM_Type_IV_FAM_2 (CDS_0040) MTase_|_00012 Type (CDS_0046) primosomal protein (CDS_0050)
38 39 41 43 45 | | PDC-S37_WP_026770543.1(CDS_0049) | 51

CIKKCTH D
- KEK
MGV-GENOME-0302516:22,874-47,379 (+)
RM _Type_IV_FAM_2 (CDS_0005)
transposase (CDS_0008) RM_ Type_l_REases_FAM_1.einsi_trimmed (CDS_0003)
9 7 6 4 2 Specificity_|_00123 Type (CDS_0001)
CIACTTHE DD
> —C KX

MGV-GENOME-0272514:1-15,036 (-)

RM_Type_ll__Type_ll_MTases_FAM_0 (CDS_0010)
GTP-binding domain (CDS_0008)
| transposase (CDS_0006)

MADS__mad1 (CDS_0009) transposase (CDS_0004)
REase_l1_00049 Type (CDS_0012) 11 \ capH (CDS_0007) 5 32 1
I I -

-
MGV-GENOME-0268081:82-16,543 (-)

RM_Type_ll_Type_ll_MTases_FAM_0 (CDS_0006)
primosomal protein (CDS_0002)
GTP-binding domain (CD5_0004)
| capH(CDS_0003)
REase_lI_00049 Type (CDS_0008) 7 MADS_mad1 (CDS_0005) 1

CdHOETTC ] KK

- — — -
MGV-GENOME-0249933:2-10,510 (-)

primosomal protein (CDS_0002)
GTP-binding domain (CD5_0004)
MTase_l_00056 Type (CDS_0007)
MTase_II 00056 Type (CDS_0006)
\ capH (CDS_0003)
REase_lI_00049 Type (CDS_0009) 8 MADS_mad1 (CDS_0005) 1

)G @ERECH-0d

- — — 1
MGV-GENOME-0247583:3-11,999 (-)

primosomal protein (CDS_0002)
GTP-binding domain (CD5_0004)
MTase_Il_00056 Type (CDS_0007)
MTase_II 00056 Type (CDS_0006)

capH (CDS_0003)

REase_|1_00049 Type (CDS_0009) 8 h‘/IADS mad1 (CDS_0005) 1

CKTHO-E T I EE DA
I I -
MGV-GENOME-0255219: 1-12,436 (-)
RM_Type_lI_Type_ll_MTases_FAM_0 (CDS_0012)
primosomal protein (CDS_0007)
GTP-blndingdomain(CDE_OOlO)
MADS_ mad1 (CDS_0011)
“capH (CDS_0009)
‘ | | T8] 6 5 4 3 2 1

REase_l1_00049 Type (CDS_0014) 13

- — —— -
MGV-GENOME-0256093: 1-16,923 (-)

RM_Type_ll__Type_lI_MTases_FAM_0 (CDS_0038)
primosomal protein (CDS_0042)
GTP-binding domain (CD5_0040)
MADS_' mad1 (CDS_0039)
REase_I_00049 Type (CDS_0036) 37 |  capH(CDS 0041) 43 44 45 46 47

- —— — -
MGV-GENOME-0255076:21,304-37,604 (+)

RM_Type_Il_Type_Il_MTases FAM_0 (CDS_0039)
primosomal protein (CDS_0044)
GTP-binding domain (CD5_0041)
MADS_'mad1 (CDS_0040)
“capH (CDS_0042)
REase_I_00049 Type (CDS_0037) 38 ‘ | | Ta3| 45 46 47 48 49 5051

CICEHOETTC ¢ G-CHDHK X &g

I I -
MGV-GENOME-0266547:21,907-39,607 (+)
RM_Type_lI_Type_ll_MTases_FAM_0 (CDS_0038)
primosomal protein (CDS_0042)
GTP-binding domain (C 55_0040)
MADS_imad 11 (CDS_0039) 48

REase_l1_00049 Type (CDS_0036) 37 capH (Cg70b41) 43 44 45 46 47 T49 50

CdHO-ETTC T C KD X A—-CKHD

I I -
MGV-GENOME-0266743: 21,123-39,652 (+)
RM_Type_ll__Type_ll_MTases_FAM_0 (CDS_0017)
primosomal protein (CDS_0012)
GTP-binding domain (CD5_0015)
MADS_' mad1 (CDS_0016)
“capH (CDS_0014)
| | T3] 11 10 9 8 7 65 4 3 2

K AKX K

REase_l1_00049 Type (CDS_0019) 18

=

- — —— -
MGV-GENOME-0281684: 3-21,446 (-)

RM_Type_ll_Type_ll_MTases_FAM_0 (CDS_0039)
primosomal protein (CDS_0044)
GTP-binding domain (CEE_0041)

MADS_' mad1 (CDS_0040) DNA methyltransferase (CDS_0058)
“CcapHl (CDS_0042) 56
REase_Il_00049 Type (CDS_0037) 38 | | Ta3| 45 46 47 48 49 5051 52 53 54 55 |57

CREHOETTTC ) KK X A-CKEK GE@E¢@E

- — — -
MGV-GENOME-0304091:22,141-47,613 (+)

RM_Type_lI_Type_ll_MTases_FAM_0 (CDS_0019)
primosomal protein (CDS_0014)
GTP-binding domain (CDS_0017)
MADS_ mad1 (CDS_0018)

| | Tas| 13 12 11 10 9 87 6 5 4 32

K a—CAEEK &aad

primosomal protein (CDS_0015)
GTP-binding domain (CD5_0017)
MTase_Il_00056 Type (CDS_0020)
MTase_lI_00056 Type (CDS_0019)

REase_l1_00049 Type (CDS_0021) 20

- —— —— -
MGV-GENOME-0288929:2-22,510 (-)

‘ “capH (CDS_0016) DNA methyltransferase (CDS_0001)

MADS_mad1 (CDS_0018 DNA methyltransferase (CDS_0001)

REase_I_00049 Type (CDS_0022) 21 | |  capH(CDS_0016) 14 13 12 11 0 98 7 6 5 4 32

CdHT -G @@ X AKX IG-EEEa

- —— — -
MGV-GENOME-0297003: 2-24,189 (-)

primosomal protein (CDS_0044)
GTP-binding domain (CDE_OO42)
MTase_Il_00056 Type (CDS_0039)
MTase /00056 Type (CDS_0040)
MADS_mad1 (CDS_0041 56
REase_ll_00049 Type (CDS_0037) 38 | | TCapH(CDS_0043) 45 46 47 48 49 5051 52 53 54 55 | 57

CCEHO- & EECHD K X AKX KHEAd

N  — ] ] -
MGV-GENOME-0295526:21,682-45,392 (+)
trans_reg_VanU-NCBIFAM glycopeptide resistance transcriptional regulator VanU (NFO00090.1) (CDS_0015)

MTase_| I_65058 Type (CDS_0014) primosomal projtgin (CDS_0009)
MTase_I 00164 Type (CDS_0013)  REase_II_00049 Type (CDS_0010)
1716 | | 12 11 | 8 7 6

5 4 32 1
X a-@&maad

- - — —
MGV-GENOME-0282124:3-20,085 (-)

} 10000 nt {
DNA, RNA and nucleotide metabolism integration and excision other unknown function defence (DefenseFinder) defence (PADLOC) AMR (AMRFinderPlus)




