integrase (CDS_0042)
38 41 46
3637 [39407] 43 44 45]47
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|

MGV-GENOME-4430406: 28,354-35,094 (+)
41 42

MGVR_UViG_3300045988_115323|3300045988|Ga0495776_121927: 28,354-37,070 (+)
41 46

MGV-GENOME-0335221:28,351-35,264 (+)

transposase (CDS_0044)
3] 45

IMGVR_UViG_3300023506_000007|3300023506]|Ga0257040_100345: 28,353-37,230 (+)
41 42 43 44

uvig_836617:28,354-40,766 (+)
41lintegrase (CDS_0042)48 49

I W BN D
MGVR_UViG_3300045988_067390|3300045988|Ga0495776_161317:28,354-35,646 (+)
integrase (CDS_0041)

IMGVR_UViG_3300045988_075005|3300045988|Ga0495776_090718: 28,384-34,911 (+)
PDC-M35B_WP_055244538.1 (CDS_0041)
PDC-M35A_ WP_218031253.1 (CDS_0042)

43 44 45

|
| ]
|
|
|
|

IMGVR_UViG_3300045988_070718|3300045988|Ga0495776_051550: 28,357-39,686 (+)

FtsK/SpolllE-like protein (CDS_0042)
41 | 4344 48

§ SR E— —— . EE——— .
MGV-GENOME-0347224:28,351-38,314 (+)

4142 43 44 45 46  integrase (CDS_0047) 54

Yy — N L L ;& | §B ]
uvig_188822:28,309-42,466 (+)
vanH_gen-NCBIFAM D-lactate dehydrogenase VanH (NFO00492.1) (CDS_0052)
Hyaluronic acid capsule (VF0244) (CDS_0046)
RM_Type_ll_Type_ll_REase06 (CDS_0050)
PDC-M35B_WP_055244538.1 (CDS_0041) ABC transporter (CDS_0048) mREase_IV_00003 Type (CDS_0057)
PDC-M35A_WP_218031253.1 (CDS_0042) tRNA-Phe(GAA) DNA methyltransferase (CDS_0058)
43 44 45 47 49 51 53 54 55 56 ‘ 59 60 61 62 63 64 65
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|
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-
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uvig_487045: 28,357-63,504 (+)
RM_Type_ll_Type_|l_REase06 (CDS_0045)

ABC transporter (CDS_0043) DNA methyltransferase (CDS_0053)
41 42 44 46 47 48 49 50 51 52 54 55 56 57 58 59
YEBOb-D-IRD-C DDt EmmEsC HED QIR D aH-aidh

uvig_139287:28,351-57,079 (+)
vanH_gen-NCBIFAM D-lactate dehydrogenase VanH (NFO00492.1) (CDS_0053)

ABC-type heme transporter (VF0739) (CDS_0049) PDC-S02_WP_052301854.1 (CDS_0058)
RM_Type_lI_Type_ll_REase06 (CDS_0051)
exonuclease V (CDS_0048) DNA methyltransferase (CDS_0059)
41 42 4344 45 46 47 | 50 52 54 55 56 57 | 60 61 6263 64 65 66

uvig 249962:28,068-63,554 (+)
41 47

N I — I
uvig 325240:28,351-32,767 (+)
replication initiation protein (CDS_0060)
integrase (CDS_0044) tail protein (CDS_0052) FtsK/SpolllE-like protein (CDS_0061)
45 capH (CDS_0048) anti-RM (APIS176) (CDS_0056)
T 4647 ] 49 50 51 53 54 55 575859 | 6263

41 42 43
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uvig_570423:28,351-57,553 (+)

integrase (CDS_0110)
109 | 111
108 | | T112

IMGVR UVIG_: 3300045988 118297|3300045988\630495776 171562:67,384-72,638 (+)
integrase (CDS_0100)

98 99 101

E—
uvwg 250697 61 301 66,795 (+)

PDC-M35B_WP_055244538.1 (CDS_0097)
PDC-M35A_WP_218031253.1 (CDS_0098)
integrase (CDS_0101)
99 100 102
HEODD-AEKHEDD

B PR — .
IMGVR _UViG_3300045988_104345|3300045988|Ga0495776_179156:59,813-66,248 (+)
integrase (CDS_0101)

99100 | 102
N N EE——

—
MGV-GENOME-0347574:61,209-66,408 (+)
Orf5_00008 Orf5 (CDS_0120)

HOPD——D

| EE——— —
SAMNO0791997 a1l _ct2598 vs1:83,933-88,831 (+)

102 recD_IV-D_1(CDS_0107)
97 98 99 100 101T 103 104 105 106 108 109

uv\g 587019 64 097 80, 790( )
10000 nt !
DNA, RNA and nucleotide metabolism integration and excision lysis moron, auxiliary metabolic gene and host takeover other tail transcription regulation unknown function
— I —_—

defence (DefenseFinder) defence (PADLOC) virulence (VFDB) anti-defence (dbAPIS) AMR (AMRFinderPlus) tRNA
I




