site-specific recombination directionality factor RDF (CDS_0064)
PDC-M11B_WP_204471233.1(CDS_0073)
SspD_00001 SspD (CDS_0072)
63 65 66 67 68 69 70 71 \ 74 75 76 77 78 79 80 81 82 83 84 85 86

— I — E— E—
IMGVR_UViG_3300029790_000326|3300029790|Ga0242825_1000519|13296-61326:38,191-47,244 (+)

PDC-M11B_WP_204471233.1 (CDS_0072)

SspD_00001 SspD (CDS_0071)
68 70 \ 73 74 75 76 77 terminase small subunit (CDS_0085)

—
uvig 433153:36,928-46,844 (+)

63 64 69 70 71 72 73 74 75 76 77 78 79 82 84
A _— I N
IMGVR_UViG_7000000093_000033|7000000093|SRS022137_LANL scaffold_20268:34,747-45,739 (+)
PDC-M11B_WP_204471233.1 (CDS_0073)
etA_00002 (CDS_0074)
62 63 68 69 70 71 72 | 75 76 77 82 83
- S S I E—

N
uvig 592714: 35,338-46,623 (+)
PDC-M11B_WP_204471233.1 (CDS_0071)

67 68 69 70 72 73 74

I
|
-

— —
IMGVR_UViG_3300045988_038359|3300045988|Ga0495776_098256: 35,314-45,222 (+)
57 64 65 66 67 68 69 70 71 72 73 79

— E——
uvig 581602:35,129-46,833 (+)

66 71 72 73 74 75 76 77 7879 80 84 85
- & —— — ——<@/49 —— —— — — — ] — I — -
uvig_426714:37,131-47,843 (+)
71 72 73 74 75 76 77 7879 80

SAMNO5826672_al_ct6222: 37,131-47,788 (+)
PDC-M11B_WP_204471233.1 (CDS_0033)
oMTase_00015 orphan (CDS_0030)
SspD_00001 SspD (CDS_0032)
24 | 31 | 34 35 36 37

I — — I E——
MGV-GENOME-0241585:26,553-33,249 (+)

PDC-M11B_WP_204471233.1 (CDS_0051)
oMTase_00015 orphan (CDS_0048)

S5pD_00001 SspD (CDS_JOSO)
| 49 | 52 53 54 55

uvig 24720:26,702-32,673 (+)
PDC-M11B_WP_204471233.1 (CDS_0035)
RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0033)
&) 34 36 37 38 39

E#

MGV-GENOME-0240692: 25,662-33,134 (+)
PDC-M11B_WP_204471233.1 (CDS_0044)
RM_Type_ll__Type_ll_MTases_ FAM_2 (CDS_0041$

40 42 43 \ 45 46 47 48 49 50
| N 1 N 5 —— N
IMGVR_UViG_3300045988_012543|3300045988|Ga0495776_002560: 33,016-40,779 (+)
PDC-M11B_WP_204471233.1 (CDS_0043)
RM _Type_ll__Type_ll_MTases FAM_2 (CDS_0040$
39 41 42 \ 44 45 46 47 48 49
/D I /0 0y, S 0, S O 0 0 O, gy W WO, W

IMGVR_UViG_3300045988_013554|3300045988|Ga0495776_147873:30,342-38,104 (+)
PDC-M11B_WP_204471233.1 (CDS_0044)
RM_Type_lI_Type_ll_MTases_FAM_2 (CDS_0041
40 42 43 \ 45 46 47 48 49 50

|
l |

m\/-GENOME-O281118: 33,016-40,779 (+)
PDC-M11B_WP_204471233.1 (CDS_0045)
RM_Type_ll__Type_ll_MTases_FAM_2 (CDS_OO42$
43 44 \ 46 47

|
'#
‘

IMGVR_UViG_3300045988_012382|3300045988|Ga0495776_109924:32,920-39,727 (+)
PDC-M11B_WP_204471233.1 (CDS_0049)
47 48 50 51 52 53

[
o

IMGVR_UViG_3300045988_007781|3300045988|Ga0495776_062851:26,999-34,445 (+)
PDC-M11B_WP_204471233.1 (CDS_0052)
MTase_lI_00157 Type (CDS_0048) 49 50 51 53 54 55

IMGVR_UViG_3300045988_034649|3300045988|Ga0495776_041978:27,172-33,846 (+)

PDC-M11B_WP_204471233.1 (CDS_0052)
MTase_lI_00157 Type (CDS_0048) 49 50 51 53 54 55

MGV-GENOME-0258017:27,172-33,846 (+)
oMTase_00015 orphan (CDS_0051)
52 53 54 55 56 57 58

IMGVR_UViG_3300045988 022554|3300045988|Ga0495776 009265: 29,360-37,576 (+)
oMTase_00015 orphan (CDS_0048) 54
49 50 51 52 5355 56

IMGVR_UViG_3300045988 013529|3300045988|Ga0495776_014284:26,903-35,139 (+)
oMTase_00015 orphan (CDS_0048)
49 50 51 52 53 54 55

—— I E——
IMGVR_UViG_3300045988_013363|3300045988|Ga0495776_014288:26,903-35,144 (+)

50 51 52 53 54 55 56

o
N

——
MGV-GENOME-0244166:27,426-34,456 (+)
50 51 52 53 54 55 56

IMGVR_UViG_3300045988_015956|3300045988|Ga0495776_017700: 27,341-34,426 (+)
50 51 52 53 54 55

——— I E——— E— E—
uvig_562816:27,418-34,432 (+)

RM_Type_lI_Type_ll_MTases_FAM_2 (CDS_0046)
47 48 49 5051 52

)
|
\
|
|

— —
IMGVR_UViG_3300045988_024227|3300045988|Ga0495776_015138:26,061-32,255 (+)

43 44 45 46 47 48 49

IM_GVR_UVIG_3300029594_000007|3300029594\(330245 142_100546: 33,950-40,525)
34 35 36 37 38 39 40

I
MGV-GENOME.0248/43: 28,281.34.857 (+)

phosphoadenosine phosphosulfate reductase (CDS_0028)
27 29 30 31 32

N
uvig 491039 :15,513-21,804 (+)
phosphoadenosine phosphosulfate reductase (CDS_0045)
46 47 48 49

!
| |
i
|

MGV-GENOME-0236475:25,652-33,242 (+)
44 45 46 47 48 49 50 51 52 56 58 terminase small subunit (CDS_0059)

c
<
N}
o
@
g
w
w
©w
o)
N
=
IS
@
N}
o~
~

(+)

38 43 44 45 46 47 48 49 50 51
- ] —— I E— —

MGV-GENOME-0284356: 33,549-43,044 (+)
4000 nt i
DNA, RNA and nucleotide metabolism head and packaging integration and excision moron, auxiliary metabolic gene and host takeover other unknown function defence (DefenseFinder)
I

defence (PADLOC)
I




