RT_III-AM_I1I-B_2 (CDS_0024) capH (CDS_0030) 34
23 25 26 27 28 29 [ 3132337[353637 38 39

Db —C +-G-CHIMN BDEDD

I _—
IMGVR_UViG_3300045988_058002|3300045988|Ga0495776_025715: 18,368-28,109 (+)
capH (CDS_0032)
29 30 31 | 3334

DO H-C KH-CHDI DD

I L
IMGVR_UViG_3300045988_035580|3300045988|Ga0495776_125806:18,211-27,766 (+)
transcriptional repressor (CDS_0036)
excisionase (CDS_0033)
DNA helicase (CDS_0030)
capH (CDS_0031)
28 29 | 732 34 35 | 373839

- —-@-gh-C -G-CHID I PEDD

— -
MGV-GENOME-0310869: 18,368-30,828 (+)

transcriptional repressor (CDS_0035)
DNA helicase (CDS_0030)
capH (CDS_0031)
28 29 | 732 33 34 | 363738

I - —
IMGVR_UViG_3300029500_000086|3300029500|Ga0244793_100127|21544-63334:18,477-30,524 (+)
28

DL DT OD DD

IMGVR _UViG_3300045988 013409|3300045988|Ga0495776_103441:18,369-25,072 (+)
trans_reg_VanU-NCBIFAM glycopeptide resistance transcriptional regulator VanU (NFO00090.1) (CDS_0028)
PDC-M11B_WP_304471233.1 (CDS_0029)
‘ transcriptional repressor (CDS_0033)
MTase_|1_00050 Type (CDS_0030)
| ] 31 32 34

I N I _——
IMGVR_UViG_3300029423 000270|3300029423|Ga0243802_100002|311449-351814: 18,371-29,281 (+)
trans_reg_VanU-NCBIFAM glycopeptide resistance transcriptional regulator VanU (NFO00090.1) (CDS_0028)
PDC-MllB_WP_EO4471233.1 (CDS_0029)
MTase_11_00050 Type (CDS_0030)
‘ capH (CDS_0033)
31 32 | 34

I I _—
IMGVR _UViG_3300029771_000260|3300029771|Ga0243801_100030|50669-91034: 18,371-29,281 (+)
trans_reg_VanU-NCBIFAM glycopeptide resistance transcriptional regulator VanU (NFO00090.1) (CDS_0028)
PDC-M11B_WP_ %4471233 1(CDS_0029)
transcriptional repressor (CDS_0033)
MTase_| II 0050 Type (CDS 0030)
32 34 39 41 MazF-like growth inhibitor (CDS_0042)

I I _—
IMGVR_UVIG_3300029767 000285|3300029767|Ga0243804_10006332861-73248: 18,386-30,266 (+)
tRNA-Trp(CCA)
28 29 30 31 32 |33 34

DD H O —CEEHE HME- DD D

I L]
SAMNO0792080_al_ct2736_vs1:18,402-29,634 (+)
transcriptional regulator (CDS_0030)
DNA invertase (CDS_0028)
29 31 3234 radical SAM domain protein (CDS_0039)

L

SAMNO9781702_al ct2275 vs1:19,923-29,283 (+)
transcriptional repressor (CDS_0030)

28 29 | 3132 35 36 42 43

D—_ KK HMIOESH-EOH OB D

\MG\/R,U\/iGi3BOOO459—88,O45989|33OOO45988\63049577670261361 21,617-30,653 (+)
Control_protein_00002 control (CDS_0031)
transcriptional regulator (CDS.0 0029)
DNA polymerase (CDS 0030)
‘ transposase (CDS_0032)
\ 33 34 39 RM_Type_|I_Type_lI_MTases_FAM_2 (CDS_0040)

MD—D—[X@%D—D%DDD—DD:D

MGV- GENOME 0282240: 18,455-30, 123( )
Control_protein_00002 control (CDS_0031)
transcriptional regulator (CDST)OZ?)
DNA ponerase (CDS_0030)
transposase (CDS_0032)

I -
MGV-GENOME-0279371: 18,455-29,550 (+)
Control_protein_00002 control (CDS_0031)
transcriptional regulator (CDSY)OZ‘?)
DNA polymerase (CDS_0030)
‘ transbosase (CDS_0032)
| 3334 35 transposase (CDS_0036)

28
BT D) DETD

I - [ I
SAMEA1906449 al ct118198 vs1:18,455-31,922 (+)
Control_protein_00002 control (CDS_0031) PDC-M13C_WP_023354497.1 (CDS_0039)
DNA polymerase (C5§,0030) Specificityjl,00033 Type (CDS_0040)
transcriptional regulator (CDS_'0029)endonuclease (CDS_0033)  SoFic_ SoFic (CDS_0037) REase_|_00008 Type (CDS_0042)
2§T \transposase (CDS_0032) 34 35 36 MTase_|_00004 Type (CDS_0038) 41 \ 43 transposase (CDS_0044)

B DO ERDECHh—D 0 DO PO DD TODDDL D

SR5149784iaLct8131 18,371-41 627( )

I 9000 nt {

DNA, RNA and nucleotide metabolism integration and excision lysis moron, auxiliary metabolic gene and host takeover other transcription regulation unknown function
— I |

defence (DefenseFinder) defence (PADLOC) AMR (AMRFinderPlus) tRNA
I




