retron_type_VI_hth_cluster2_1 (CDS_0035)
ZorD1_00007 SWI2/SNF2 (CDS_0044)
GTP-binding domain (CDS_0037)
UmuD-like protein (CDS_0039)
integrase (CDS_0033) | HNH endonuclease (CDS_0045)
26 31 integrase (CDS_0034) 41 43 ‘

27 28 2930[32 | |36 | 38 |40[42]

46

uvig_403292:19,063-33,781 (+)
integrase (CDS_0033)
integrase (CDS_0032) 34 35 36

MGV-GENOME-0276065: 17,221-29,483 (+)
integrase (CDS_0036)
integrase(CDS_OO§5) 37
30 31 34 | 138 39 tyrosyl-tRNA synthetase (CDS_0040)

SAMNO09781687_al _ct43839 vs1:18,050-32,211 (+)
integrase (CDS_0036)
integrase (CDS,OO§5) 37
34 | Ts8 39

—
uvig 585682:18,050-31,354 (+)

tRNA-Arg(CCG) GTP-binding domain (CDS_0039)
ABC transporter (CDS_0036) UmuD-like protein (CDS_0042)
integrase (CDS_0033) J DNApoWr;erase(CDS,OO43)
integrase (CDS_0034) 41 45
29 30 | 35 37 38 ‘4,6 ‘ 44 46
DOEODDIDL

uvig 390028: 18,136-38,597 (+)

GTP-binding domain (CDS_0038)
UmuD-like protein (CDS_0040)
integrase (CDS_0032) DNA polymerase (CDS_0041)
31 integrase (CDS_0033)34 353637 | 39 | 4243

A D

uvig 36712:16,437-35,043 (+)
trans_reg_VanU-NCBIFAM glycopeptide resistance transcriptional regulator VanU (NFO00090.1) (CDS_0032)
MTase_ﬁ_OOOSB Type (CDS_0034)
MTase_I_00164 Type (CDS_0033)
UmuD-like protein (CDS_0040)
DNA polymerase (CDS_0041)
37 39
353438

integrase (CDS_0030)
integrase (CDS_0029) 31

4243

uvig 75294:16,586-35,708 (+)
trans_reg_VanU-NCBIFAM glycopeptide resistance transcriptional regulator VanU (NFO00090.1) (CDS_0031)
MTase_ﬂ_OOOSS Type (CDS_0033)
MTase_Il_00164 Type (CDS_0032)
UmuD-like protein (CDS_0038)

DNA poI)Tmerase (CDS_0039)
DNA invertase (CDS_0030 3537
29 | | 34 36 4041

11— —
MGV-GENOME-0298458: 16,586-34,733 (+)

trans_reg_VanU-NCBIFAM glycopeptide resistance transcriptional regulator VanU (NFO00090.1) (CDS_0031)
MTase_ﬂ_OOOS8 Type (CDS_0033)
MTase_Il_00164 Type (CDS_0032)
UmuD-like protein (CDS_0038)

DNA poI)Tmerase (CDS_0039)
integrase (CDS_0029) 3537
integrase (CDS_0030) 34 [36] 4041

11— — E—
IMGVR_UViG_3300045988_165820|3300045988|Ga0495776_172961:16,586-34,733 (+)

trans_reg_VanU-NCBIFAM glycopeptide resistance transcriptional regulator VanU (NFO00090.1) (CDS_0040)

WYL_I_ILII_IV_V_VI 1 (CDS_0039)
DrmD_00002 DrmD (CDS_0042)
MTase_|11_00005 Type (CDS_0044)
a3 | DrmA_00009 DrmA (CDS_0046) |

DNA invertase (CDS_0032)
ABC transporter (CDS_0033) DNA invertase (CDS_0038)
31 | 34 35 36 37 |

Ly D) e B e \ S W i

—
IMGVR_UViG_3300008100_000221|3300008100|Ga0114174_100044(8073-76127:16,443-56,796 (+)

RM_Type_lll_Type_lll_REases_FAM_1.einsi_trimmed (CDS_0045)
DrmMI1_00003 DrmMII (CDS_0041)

PDC-S57_WP_160334625.1 (CDS_0049)

DrmC_00032 DrmC (CDS_0048)

trans_reg_VanU-NCBIFAM glycopeptide resistance transcriptional regulator VanU (NFO00090.1) (CDS_0039)
RM_Type_lll__Type_Ill_REases_FAM_1.einsi_trimmed (CDS_0044)
PDC-S57_WP_160334625.1 (CDS_0048)

DrmMI1_00003 DrmMiII (CDS_0040)

WYL_I_IL_IIIIV_V_VI 1(CDS_0038)

DrmD_00002 DrmD (CDS_0041)
‘ MTase_III_O!

integrase (CDS_0032) integrase (CDS_0037)
integrase (CDS_0031) 33 34 35 36 \

(CDS_0043)

DrmC_00032 DrmC (CDS_0047)

UmuD-like protein (CDS_0050)
DISARM__drmB (CD5_0047)

51

UmuD-like protein (CDS_0049)

DISARM__drmB (CD5_0046)
DrmA_ 00009 DrmA (CDS_0045) | | 50

PPEDDI DD -

IMGVR_UViG_3300045988_178010|3300045988|Ga0495776_163661:16,443-53,683 (+)
32 33 DNAinvertase (CDS_0034)
I
MGV-GENOME-0302942: 16,432-27,943 (+)

DNA invertase (CDS_0032)
31 33 34
DO DD SO0
1 I
MGV-GENOME-0330096: 16,445-28,413 (+)
Specificity_I_00033 Type (CDS_0034)
Specificity_I_00049 Type (C DS_E)S 1)
GTP-binding domain (CDS_0036)
UmuD-like protein (CDS_0039)
DNA polymerase (CDS_0040)
DNA invertase (CDS_0030) 38
29 | 32 333537 4142

I
MGV-GENOME-0323654: 15,586-33,341 (+)
KwaA_00015 Unknown (CDS_0035)
GTP-binTjing domain (CDS_0037)
UmuD-like protein (CDS_0039)
Kiwa__KwaB_2 (CDS_0036)
integrase (C DS_0034)
33] | | [38] 40

L ___ L I
uvig 348398:19,797-31,719 (+)
GTP-binding domain (CDS_0035)
UmuD-like protein (CDS_0037)
integrase (CDS_0032)
integrase (CDS_0033) 38
31| 34 | 36 | 40

MGV-GENOME-0275201:17,173-30,756 (+)
integrase (CDS_0034)
33 35

DOEON DOHEON-DE D

I
MGV-GENOME-0259036: 18,028-26,902 (+)
PDC-S57_WP_005649223.1 (CDS_0038)
Specificity_|_00012 Type (CDS_0032)  GTP-binding domain (CDS_0039)
MTase_|_00002 Type (CD5_0029) UmuD-like protein (CDS_0041)
DNA invertase (CDS_0028) 31 REase_|_00001 Type (CDS 0037) T
42

27 | 30[ | 333435 36 | |40

I
SAMEA2580106_a1_ct80228 vs1: 14,999-37,380 (+)
PDC-S57_WP_005649223.1 (CDS_0034)
Specificity_l_00012 Type (CDS_0030)
GTP-binding domain (CDS_0035)
Ease_|_00001 Type (CDS'0033)
integrase (CDS_0029) UmuD-like protein (CDS_0037)
integrase (CDS_0028) | 3132 | |36 38

— I I
MGV-GENOME-0288557: 14,615-33,021 (+)
retron_type_VI_hth_cluster2_1(CDS_0031)
PDC-S57_WP_005649223.1 (CDS_0032)
GTP-binding domain (CDS_0033)
integrase (CDS_0028) UmuD-like protein (CDS_0035)
integrase (CDS_0027) 2930 | | |347 36

- — —
uvig_113565:14,999-30,962 (+)

PDC-SS7,WP,OOSQ{)223,1 (CDS_0036)
REase_l_00001 Type (CDS_0035)
integrase (CDS_0032) GTP-binding :domain (CDS_0037)

integrase (CDS_0033) UmuD-IiEgprotein (CDS_0039)
31| 34 | |38 40
N I

uvig_595961:16,446-33,971 (+)
trans_reg_VanU-NCBIFAM glycopeptide resistance transcriptional regulator VanU (NFO00090.1) (CDS_0035)

PDC-531_WP_063883643.1(CDS_0033) KwaA_00015 Unknown (CDS_0041)
" MTase_lI.00056 Type (CDS_0037)

MTase_ll_00056 Type (CDS_0036)
\ REase_MTase_|IG_00003 Type (CDS_0038) \
DNA invertase (CDS_0032)

31 | 34 ‘

Kiwa__KwaB_2 (CDS_0042)
39 40 |

— [ I o
IMGVR_UViG_7000000158_000359|7000000158|SRS014979_WUGC _scaffold_22501|10186-63808: 16,444-42,353 (+)

KwaA_00015 Unknown (CDS_0037)
MTase_Il_00056 Type (CDS_0033) C?ﬁ’-binding domain (CDS_0041)
REase_MTase_|IG_00003 Type (CDS_0034) |

DNA invertase (CDS_0032) Kiwa__KwaB_2 (CDS_0038)
31 | 35 36 | | 3940 | 424344| 46

\MGVR,UViG,SSOOOO72107000355|SSOOOO7210\G80103359,1OOO74\71631*12250?16.444*39,601 (+)

trans_reg_VanU-NCBIFAM glycopeptide resistance transcriptional regulator VanU (NFO00090.1) (CDS_0033)
retron_type_|_B1_atpase_toprim_cluster22_2 (CDS_0038)
MTase_Il_00156 Type (CDS_0034) anti-RM (AP1S072) (CDS_0040)
MTase_ 11_00168 Type (CDS_0035) i
REase_11_00090 Type (CDS_0036)
DNA invertase (CDS_0032) ‘ 42 44
31 ||

I —
MGV-GENOME-0334212:16,444-43,923 (+)

PDC-557_WP_005649223.1 (CDS_0045)
GTP-bindinEHomain (CDS_0046)

UmuD-like protein (CDS_0049)
48
47 | 50

anti-RM (APIS072) (CDS_0034)
integrase (CDS_0032) 36 38
integrase (CDS_0031) 33 | 35[37[39 40 4142 43 44

IMGVR_UVIG. 3300045988_156661/3300045988| Ga0495 776,09 7058: 16.444-36,385 (+)
PDC-557_WP_005649223.1 (CDS_0034)
Specificity_I_00012 Type (CDS_0031)
GTP-binding domain (CDS_0035)
Specificity_|_00061 Type (CDS_0030) UmuD-like protein (CDS_0037)
REase_|_00001 Type (CDS'0033)
24 25 29 | 32 | |36 | 38

—
MGV-GENOME-0343262: 17,050-33,622 (+)
GTP-binding domain (CDS_0031)
UmuD-like protein (CDS_0033)
28 29 30 |32 | 34

Lo
MGV-GENOME-0252482:15,204-26,641 (+)
k 10000 nt 1

DNA, RNA and nucleotide metabolism integration and excision moron, auxiliary metabolic gene and host takeover

anti-defence (dbAPIS) AMR (AMRFinderPlus) tRNA
I

GTP-binding domain (CDS_0045)
UmubD-like protein (CDS_0049)

4344 | 464748| 50

UmuD-like protein (CDS_0045)

PDC-S57_WP_005649223.1 (CDS_0050)

GTP-binding domain (CDS_0051)
UmuD-like protein (CDS_0053)

Gabija_GajA (CDS_0037)39 | 41[ 437 454647 48 49 |

other unknown function defence (DefenseFinder)
I

defence (PADLOC)




