endolysin (CDS_0040)
38 44
139 4142 43| 45 46 47 48 49 50 51 52

!+

MGV-GENOME-0335975 36900:53417(+)

RM _Type_ll_Type_ll_MTases__Type_ll_MTases_FAM_0 (CDS_0046)
Hachiman__HamA_1 (CDS_0044)

‘ 48

43 45 477

MGV-GENOME-0336587 36858:53996(+

Druantia_l__DruA (CDS_0046)
DNA helicase (CDS_0047)
FtsK/SpolllE-like protein (CDS_0043) 44 45 ‘ 48 49

!
{

MGV-GENOME-0340496 36921:60704(+)

CDS_0037 CDS_0044
T cDs.0040 CDS_0043 | cps_0045

MGV-GENOME-0347253 36450:54282(+)

DISARM_2_ drmMII (CDS_0044)
DISARM_2_ drmMII (CDS_0048)
endonuclease (CDS_0047)
43 45 46 | 49 50 51

i#

MGV-GENOME-0339842 36921:58254(+)

glycopeptide resistance transcriptional regulator VanU (NFO00090.1) (CDS_0049)
RM_Type_lll_Type_lll_MTases__Type_Ill_MTases_FAM_0 (CDS_0054)
Septu_PtuA 2 (CDS_0044) DNA helicase (CDS_0050)
HNH endonuclease (CDS_0043) 45 46 47 48 51 5253 55 56 57

|
£
B

MGV-GENOME-0345627 36942:66243(+)

glycopeptide resistance transcriptional regulator VanU (NFO00090.1) (CDS_0049)
Septu__PtuA_2 (CDS_0044)
HNH endonucleas (CDS_0043) 45 46 47 48 | DNA helicase (CDS_0050)

| o
n —

MGV-GENOME-0339186 36921:56744(+)

HitABC (VFO;&:Q) (CDS_0047)
ABC transporter (CDS_0045)
42 43 44 46 | 48

N
o
5
o

5152 583 54

uvig 193246 36921:67450(+)

DNA binding protein (CDS_0049)
tail fiber proteinTC DS_0048)
44 46 51 53
4314547 50 [52] 54

E%

MGV-GENOME-0331821 36900:54767(+)

DNA binding protein (CDS_0046)
tail fiber protein (CDS_0045)
43 48 50
42 44 47 [49] 51

EH

MGV-GENOME-0333516 36920:55710(+)

DNA binding protein (CDS_0050)
tail fiber protein (CDS_0049)
47 ‘ 52 54
43 44 4546 48 51 [53] 55

i%

MGV-GENOME-0336088 36900:56849(+)

metallo—phosphogs'Lerase (CDS_0047)
Retron_RT_Tot_1 (CDS_0048) tail fiber protein (CDS_0063)

ThiF family (CDS_0050) 53 60 66 68
43 44 4546 49 | 51 52 [54 55 56 575859 [61 62 | 6465 [67] 69

MGV-GENOME-0348052 36919:69462(+)

DNA binding protein (CDS_0057)
tail fiber proteinTCDS_OOSé)

46 53 59 61
43 44 45 [47 48 49 505152 [54 55 58 [60] 62

MGV-GENOME-0365834 36921:61111(+)

RM_Type_ll_Type_ll_MTases__Type_ll_MTases_FAM_0 (CDS_0046)
DNA binding protein (CDS_0061)

48 tail fiber proteinTCDS_OOéO)
Hachiman__HamA _1 (CDS_0044) |49 5Y5 57 63 65
43 45 | 47|]50 51 52 5354 56 |58 59 62 [64] 66 67

MGV-GENOME-0347321 36858:64838(+)
Retron_VI__HTH (CDS_0049)

46 51 54
434445747 48 | 50] 5253 55 56 57integrase (CDS_0058)

MGV-GENOME-0340584 36940:59138(+)
—1000nt——mm
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