RM_Type_ll__Type_ll_MTases_FAM_1 (CDS_0023)
SspD_00001 SspD (CD5_0021)
19  oMTase_00015 orphan (CDS_0025)

13 14 15 16 1718 [20 | 22| 24| 262728 29 30 31
I S, S— T Ry, W) WL, Vg W W Wy W

MGV-GENOME-0178657:8,375-21,565 (+)
RM_Type_lI_Type_ll_MTases_FAM_1 (CDS_0024)

hyaluronidase (CDS_0019) -
20
virion structural protein (CDS_OOlS)TTZl 22 23 | 25 26
L L L L b bbb bl 1

MGV-GENOME-0185145:8,376-22,558 (+)
RM_Type_lI_Type_ll_MTases_FAM_1 (CDS_0022)
oMTase_00015 orphan (CDS_0024)
SspD_00001 SspD (CDS_0021) 25

17 18 19 20 | 23 | T26

MGV-GENOME-0225837:8,355-23,247 (+)
RM_Type_Il__Type_ll_MTases_FAM_1 (CDS_0023)
SspD_00001 SspD (CDS_0022)

hyaluronidase (CDS_0018) oMTase 00015 orphan (CDS_0025)
17 19 2021 | | 24 ] 26 29
S S S SO, SOy SO, O N N SO 0 gy W

MGV-GENOME-0194983: 10,444-24,184 (+)
RM_Type_ll_Type_ll_MTases_FAM_1 (CDS_0036)

RT_III-AM_II-B_2 (CDS_0021) transposase (CDS_0031) oMTase_O%‘ 15 orphan (CDS_0038)
holin (CDS_0023) 27 29 33 DNA meth%se (CDS_0039)
17 19 20 22 [ 24 25 26 [28[30 3234 35 | 37 |T 40

IMGVR_UVIG_3300045988_170953|3300045988|Ga0495776. 104364: 10.443-30818 (+)
RM_Type_ll_Type_ll_MTases_FAM_1 (CDS_0036)
RT_III-AM_I1I-B_2 (CDS_0021) transposase (CDS_0031)
holin (CDS_0023) 29 33 oMTase_ 00015 orphan (CDS_0038)
19 20 22 [ 24 25 26 27287130 32[34 35 | 37 39

|
)
4
:
ﬁ

uvig 34151:10,411-30,987 (+)
RM_Type_Il__Type_ll_MTases_ FAM_1 (CDS_0033)

holin (CDS_0024) transposase (CDS_0032)
UG4 (CDS_0022) 30 OMTase_00015 orphan (CDS_0035)
19 20 21 23 26 27 2829131 | | 34 ] 36

N
w

uvig_281866:10,411-29,459 (+)
RM _Type_Il_Type_ll_MTases FAM_1 (CDS_0039)
oMTase_00015 orphan (CDS_0041)

RT_III-AM_II-B_2 (CDS_0022) transposase (CDS_0032) DNA methylase (CDS_0042)
holin (CDS_0024) 30 SspD_00001 SspD (CDS_0038)[43
20 21 23 [ 25 26 27 2829[31 33 34 35 3637 | 40 | |44

uvig_54180: 10,464-33,603 (+)
RM_Type_ll_Type_ll_MTases_FAM_1 (CDS_0036)
oMTase_00015 orphan (CDS_0038)

RT_III-AM_II1-B_2 (CDS_0022) transposase (CDS_0032) g I
holin (CDS_0024) 30 SspD_00001 SspD (CDS_0035) 40
20 21 23 [ 25 26 27 282931 33 34 | 37 (3941

MGV-GENOME-0231557: 10,464-30,723 (+)
RM _Type_ll_Type_ll_MTases_FAM_1 (CDS_0035)
oMTase_00015 orphan (CDS_0037)
radical SAM domain protein (CDS_0039)
DNA methylase (CDS_0038)

RT_III-AM_I11-B_2 (CDS_0022) transposase (CDS_0032)
holin (CDS_0024) 28 30 33 40
20 21 23 [ 25 26 27 [29[31 T34 36 T4 DNA methyltransferase

uvig_88516:10,444-30,877 (+)
RM _Type_ll_Type_ll_MTases FAM_1 (CDS_0036)
oMTase_00015 orphan (CDS_0038)

RT_III-AM_III-B_2 (CDS_0022) transposase (CDS_0032) I
holin (CDS_0024) 28 30 SspD_00001 SspD (CDS_0035) 40
20 21 23 [ 25 26 27 [29]31 33 34 | 37 |39] 41

MGV-GENOME-0231464:10,465-30,707 (+)
RM_Type_ll_Type_ll_MTases_FAM_1 (CDS_0037)

RT_III-AM_III-B_2 (CDS_0022) transposase (CDS_0032)oMTase_00015 orphan (CDS_0039)
holin (CDS_0024) 30 SspD_00001 SspD (CD5_0035)
20 21 23 [ 25 26 27 282931 33 34 36 | 38| 40
uvig_200099: 10,463-30,863 (+)
RT_lII-AM_III-B_2 (CDS_0021) transposase (CDS_0031)
holin (CDS_0023) 27 29
19 20 22 [ 24 25 26 [28[30 32 3334

uvig_10482: 10,440-29,683 (+)
RT_III-AM_III-B_2 (CDS_0021)
holin (CDS_0023)
19 20 22 [ 24 25 26 27

I
MGV-GENOME-0200290: 10,443-25,122 (+)
RM _Type_Il_Type_ll_MTases_FAM_1 (CDS_0029)
oMTase_00015 orphan (CDS_0031)
RT_III-AM_III-B_2 (CDS_0021)  SspD_00001 SspD (CDS_0028)

holin (CDS_0023) 32
19 20 22 [ 24 25 2627 30 | T33

N N R — I ) M D S M —_— I
MGV-GENOME-0215261: 10,445-27,805 (+)
hyaluronidase (CDS_0019)
holin (CDS_0023) transposase (CDS_0031)
UG4 (CDS_0021] 29~ RM_Type_ll_Type_ll_MTases_FAM_1 (CDS_0036)
18 20 22 | 24 25 26 2728[30 | 3233 3435 37 38

S E N R R D R
IMGVR_UViG_3300045988_180031|3300045988|Ga0495776_079239:8,376-29,310 (+)
oMTase_00015 gl;ghan (CDS_0025)
SspD_00001 SspD (CDS_0024)

PbeC_00033 PbeC (CDS_0020)
23
hyaluronidase (CDS_0018) 2122] 26 27 30

| [ F N S
SAMEA2580101_al_ct100104 vs1:10,403-24.032 (+)
oMTase_00015 orphan (CDS_0024)
SspD_00001 SspD (CDS_0023)

22 ‘

2021 25 26
I 5 SN [ A S A E_— I
MGV-GENOME-0188502: 10,403-23,053 (+)

oMTase_00015 orphan (CDS_0036)
SspD_00001 SspD (CDS_0035)
RT_III-AM_I1-B_2 (CDS_0022) transposase (CDS_0031)
holin (CDS_0024) 28 34
20 21 23 [ 25 26 27 2930 3233 37 38
I N S H I E— I R A R E— I

e s S B
MGV-GENOME-0228967:10,403-30,164 (+)
RT_III-AM_III-B_2 (CDS_0022)
holin (CDS_0024)
hyaluronidase (CDS_0018) 20 21 23 25

|
.
.

uvig 123532:8,319-19,775 (+)

9000 nt i
DNA, RNA and nucleotide metabolism head and packaging integration and excision lysis other unknown function defence (DefenseFinder) defence (PADLOC)
— I




