pyrophosphatase (CDS_0068)

SspD_00001 SspD (CDS_0064) 74 LPS (VF0085) (CDS_0077)
60 61 62 63 65 66 67 69 70 71 72 73 175 76 78 79
[ P S/ N g/ B O/ B WS /B B 1 G WS B B

MGV-GENOME-0339431:52,532-65,033 (+)

pyrophosphatase (CDS_0054)
55 56 57 58 59, 60
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B:1 |
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MGV-GENOME-0350388:37,203-49,757 (+)
beta-glucosyl-HMC-alpha-glucosyltransferase (CDS_0062)

pyrophosphatase (CDS_0070) radical SAM domain protein (CDS_0075)
67 69 71 72 73 74 76 77
Eotot b bbb O pbEDhC o

IMGVR_UViG_3300045988_151216|3300045988|Ga0495776_166846:54,107-66,733 (+)
radical SAM domain protein (CDS_0081)

pyrophosphatase (CDS_0075) 78
71 74 76 77 79 80 82 83
[ W, N N, /S O, S N, O S g Gy W W
uvig 330470:55,796-67,913 (+)
pyrophosphatase (CDS_0059) 62
58 60 61 63 64 65 66 67
S, B, N, S, S N N S g G W W, -,
MGV-GENOME-0333823:45,873-57,803 (+)
pyrophosphatase (CDS_0059) 62 66
58 60 61 63 64 65] 67 68 69 70
I, 1, N N O, N, N, O, W Gy W W

MGV-GENOME-0329630:46,025-58,798 (+)
radical SAM domain protein (CDS_0094)

pyrophosphatase (CDS_0088) 91
87 89 9 92 93 95 96 terminase large subunit (CDS_0001) 2

S S D D 1) O/ S N, S S 0 N y S W, W S— W—
uvig_137022:70,807-82,797 (+); 1-3,588 (+)

pyrophosphatase (CDS_0062) radical SAM domain protein (CDS_0053)

65 59 55

SspD_00001 SspD (CDS_0068) 67 6664 63 61 60 58 57 567 54 52 51

N O S ) O O, N O s N S,/ S SO y O, O, 4 W o W—" |

uvig_189887:49,167-67,078 (-)
radical SAM domain protein (CDS_0080)
77
75 76 78 79 81 82
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[ ——— — R S R ——
uvig_281852:56,485-67,279 (+)

pyrophosphatase (CDS_0049)
48 50 51 52 53 54 55

MGV GENOME 0300924:31,121-42, 686( )
pyrophosphatase (CDS_0048)

47 49 50 5il 52 | 58 54
S, B S N |, S F N 0/ 0 GO W W
MGV-GENOME-0310974: 38,629-50,194 (+)
pyrophosphatase (CDS_0067)
66 68 69 70 71 72 73

uvig - 420181 55,982-66,754 (+)

pyrophosphatase (CDS_0065)
64 66 67 68 69 70 71

IMGVR_UViG_3300014783_000180|3300014783|Ga0134390_100157|21858-81568:48,710-59,650 (+)

pyrophosphatase (CDS_0058)
59 60 61 62 63 64
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MGV-GENOME-0348655:43,818-55,454 (+)

pyrophosphatase (CDS_0058)
57 59 60 6162 63 64 65

MGV-GENOME-0322789:44,459-55,507 (+)

pyrophosphatase (CDS_0065)
58 59 64 66 67 68 69 70 71

IMGVR _UViG_3300029736_000354|3300029736|Ga0245186_100297|49-59790:49,418-59,681 (+)
pyrophosphatase (CDS_0061)
60 62 63 64 65 radical SAM domain protein (CDS_0066)
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|

I
{

I —— . S — N ——
uvig_291610:44,488-54,689 (+)

pyrophosphatase (CDS_0056)
55 57 58 59 60 61

S s B E— S —
MGV-GENOME-0343773:36,799-47,625 (+)

pyrophosphatase (CDS_0068) radical SAM domain protein (CDS_0071)

67 69 70 72 73 Bacteriophage abortive infection AbiH__AbiH (CDS_0074)
5 D S B B B g W B | SO -,

uvig 165821:51,696-63,578 (+)
pyrophosphatase (CDS_0054) radical SAM domain protein (CDS_0057)

58 55 56 58 59 Bacteriophage abortive infection AbiH__AbiH (CDS_0060)
o, B, B D, I, B B O
MGV-GENOME-0329058: 36,995-49,502 (+)
pyrophosphatase (CDS_0081)
80 82 83 84 85 86

uvig_308764:57,969-68,257 (+)
pyrophosphatase (CDS_0070)
71 72 73 74 75

|
I
|
I
I
0
18-
I
|
I

IMGVR_UViG_3300029552_000185|3300029552|Ga0245113_100040[140303-202882: 51,442-62,519 (+)

pyrophosphatase (CDS_0072)
71 73 74 75 76 77

MGV-GENOME-0338479:53,860-64,316 (+)

pyrophosphatase (CDS_0072)
71 73 74 75 76 77

IMGVR_UViG_3300045988_156149|3300045988|Ga0495776_140045: 53,860-64,316 (+)

pyrophosphatase (CDS_0053)
54 55 56
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MGV-GENOME-0315748:41,020-52,178 (+)
pyrophosphatase (CDS_0079)

~N
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o

81 82 83

NN D Y A Y S NN S
IMGVR UViG_3300045988_153537|3300045988|Ga0495776_102236:53,034-62,901 (+)
pyrophosphatase (CDS_0073)

72 74 75 76 77
S S /D D ) S N S N S " "/ "
uvig_370331:54,445-64,707 (+)
pyrophosphatase (CDS_0073)
72 74 75 76 77 78
S, S/ D D 1) S O/ S N, W S G W W

MGV-GENOME-0336831:52,574-63,050 (+)

pyrophosphatase (CDS_0073)
72 74 75 76 77 78

IMGVR_UViG_3300029876_000410|3300029876|Ga0245325_100064(20138-82132: 51,885-61,934 (+)
pyrophosphatase (CDS_0072)
73 74 75 76 77 Bacteriophage abortive infection AbiH__AbiH (CDS_0078)

I
|
I
|
B-
iI
|
I
i

N —
IMGVR_UViG_3300045988_127229|3300045988|Ga0495776_149693:47,851-58,562 (+)
nucleoside deoxyribosyltransferase (CDS_0078)
pyrophosphatase (CDS_0074) tRNA-Val(GAC)
68 73 75 76 77 | 79 80 81

IMGVR_UViG_3300029229_000202|3300029229|Ga0167470_100036[19960-84560: 53,568-64,540 (+)
nucleoside deoxyribosyltransferase (CDS_0067)

pyrophosphatase (CDS_0063) radical SAM domain protein (CDS_0069)
64 65 66 | 68 7
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uvig_117607:48,101-59,499 (+)
nucleoside deoxyribosyltransferase (CDS_0074)
pyrophosphatase (CDS_0070) radical SAM domain protein (CDS_0076)
71 72 73 | 75 77
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uvig_191951:54,009-65,409 (+)
nucleoside deoxyribosyltransferase (CDS_0061)

pyrophosphatase (CDS_0057) radical SAM domain protein (CDS_0062)
56 58 59 60 | 63
T D D g O I g O 0 WS W

MGV-GENOME-0333650:45,544-57,569 (+)
nucleoside deoxyribosyltransferase (CDS_0077)

pyrophosphatase (CDS_0073) radical SAM domain protein (CDS_0078)
72 74 75 76 I nucleotide-sugar epimerase (CDS_0079)
[ S D D 1, O S S B W gy B

IMGVR _UViG_3300028969_000130|3300028969|Ga0169711_100049|11226-74045:52,593-62,759 (+)
nucleoside deoxyribosyltransferase (CDS_0062)
yrophosphatase (CDS_0058)
57 59 60 61 63
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MGV-GENOME-0348349:44,896-55,059 (+)

nucleoside deoxyribosyltransferase (CDS_0076)
pyrophosphatase (CDS_0072)
71 73 74 75 radical SAM domain protein (CDS_0077)

| S S S
TemPhD_cluster_56461:54,280-64,504 (+); 1-3,588 (+)
pyrophosphatase (CDS_0076)
75 77 78 79 80 Bacteriophage abortive infection AbiH__AbiH (CDS_0081)

I
|
|
I
I
I
i I
I

IMGVR_UViG_3300029256_000228|3300029256|Ga0168827_100067|33324-97593: 53,008-64,209 (+)
Bacteriophage abortive infection AbiH__AbiH (CDS_0078)

pyrophosphatase (CDS_0073)
72 74 75 76 77 79
[ S W, N, S S, O O Oy S —% -, -,

IMGVR_UViG_3300008523 _000304|3300008523|Ga0115231_1000035|3351-67169: 53,419-63,758 (+)
pyrophosphatase (CDS_0093)
90
SspD_00001 SspD (CDS_0089) I91 92 94 95 Bacteriophage abortive infection AbiH__AbiH (CDS_0096)
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S — S S I s E—
uvig_188820:71,581-80,980 (+)

pyrophosphatase (CDS_0071)
70 72 73 Bacteriophage abortive infection AbiH__AbiH (CDS_0074)
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MGV-GENOME-0340926: 53,289-61,824 (+)

pyrophosphatase (CDS_0076)
75 77 78 79 80 81 Bacteriophage abortive infection AbiH_AbiH (CDS_0082)
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MGV GENOME-0338969:52,309- 64099( )
pyrophosphatase (CDS_0073)
74 75 76 77 78 Bacteriophage abortive infection AbiH__AbiH (CDS_0079)
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MGV-GENOME-0342826:49,215-61,007 (+)
pyrophosphatase (CDS_0079)
78 80 81 82 83 84 Bacteriophage abortive infection AbiH__AbiH (CDS_0085)
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MGV-GENOME-0342818:51,278-63,068 (+)
pyrophosphatase (CDS_0070)
71 72 73 74 75 Bacteriophage abortive infection AbiH__AbiH (CDS_0076)
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uvig_ 324689 53,181-64,972 (+)

pyrophosphatase (CDS_0077)
76 78 79 80 81 Bacteriophage abortive infection AbiH__AbiH (CDS_0082)
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TemPhD_cluster_56381:53,828-65,679 (+); 1-3,588 (+)
radical SAM domain protein (CDS_0080)

pyrophosphatase (CDS_0073)77 79
72 74 75 74787 81 82
oD L _UDESE OPEOWDEDC I EOPD

IMGVR_UViG_3300029180_000065|3300029180|Ga0169750_100013|151764-215496: 53,145-63,672 (+)
69
pyrophosphatase (CDS_0065)[70 72

64 6667 68 |[71] 73 74 75

MG\/ GENOME-0332233:49,657- 60 122 (+)

pyrophosphatase (CDS_0056) 61
55 57 58 5960T 62 63 64

MGV-GENOME-0348747:37,039-48,191 (+)
radical SAM domain protein (CDS_0054)
pyrophosphatase (CDS_0061)
64 57 55
SspD_00001 SspD (CDS_0067) 66 65[63 62 60 59 5856 53 52
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uvig_117351:49,479-65,144 (-)
radical SAM domain protein (CDS_0081)

77
pyrophosphatase (CDS_0073)[78 80
70 72 7475 76 | 179 | 82 83
S S D D S N ), S W G S, W, 0y o W— |
OTU_497:54,529-65,170 (+); 1-3,588 (+)
pyrophosphatase (CDS_0081)
80 82 83 8485 86
S W, N N S O, S 0 W y WS W/
uvig_209251:54,024-63,260 (+)
pyrophosphatase (CDS_0077)
76 78 79 80 81 82
O F o ) D D g W, N S S W o

IMGVR_UViG_3300029547_000110[3300029547|Ga0245108_100019|248915-311517:52,681-62,542 (+)
radical SAM domain protein (CDS_0097)
pyrophosphatase (CDS_0092)
91 93 94 95 96 98 99
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uvig 222803:71,260-81,420 (+)
pyrophosphatase (CDS_0071)
69
68] 70 72 73 74 75 76
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uvig_375980: 53,374-64,376 (+); 1-3,588 (+)

pyrophosphatase (CDS_0072)

6] 71 73 74 75 76
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uvig 376032:53,429-64,376 (+); 1-3,588 (+)
pyrophosphatase (CDS_0072)
70
6] 71 73 74 75 76
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uvig_133867:53,581-64,467 (+)

nucleoside deoxyribosyltransferase (CDS_0074)
65 71 72 73 75 76 77 Bacteriophage abortive infection AbiH__AbiH (CDS_0078)

IMGVR_UViG_3300028984_000047|3300028984|Ga0169601_100024]400-63127:51,046-62,667 (+)

nucleoside deoxyribosyltransferase (CDS_0071)
68 69 70 72 73 74 Bacteriophage abortive infection AbiH__AbiH (CDS_0075)

IMGVR_UViG_3300014522_000046|3300014522|Ga0169727_100008|101521-166885: 53,683-65,304 (+)
73 74 75 76 Bacteriophage abortive infection AbiH__AbiH (CDS_0077)

(N SN
ivig_1010:53,223-63,366 (+)
nucleoside deoxyribosyltransferase (CDS_0063)

58 59 60 61 62 radical SAM domain protein (CDS_0064)
I S S S S N . I ——
MGV-GENOME-0318802:43,756-53,523 (+)

70 71 72 73 Bacteriophage abortive infection AbiH__AbiH (CDS_0074)
S B gy D D Oy S NS, W

IMGVR_UViG_2513020033_000002|2513020033|2513024398|41643-105129: 54,244-63,426 (+)
DNA methyltransferase (CDS_0071)
69 70 7273 74 75 Bacteriophage abortive infection AbiH__AbiH (CDS_0076)
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uvig 133703:53,761-64,142 (+)
DNA methyltransferase (CDS_0069)
67 68 70 717273 74 Bacteriophage abortive infection AbiH_AbiH (CDS_0075)

IMGVR_UViG_3300023496_000301|3300023496|Ga0257043_100053/20166-82167:51,510-61,941 (+)
DNA methyltransferase (CDS_0060)

DNA methyltransferase (CDS_0062)
58 50} I 61 63 64 65 Bacteriophage abortive infection AbiH__AbiH (CDS_0066)

I N SR S
MGV-GENOME-0332552:48,319-60 380(+)
DNA methyltransferase (CDS_0080)
integrase (CDS_0079)
78 I 81 82 83 84 Bacteriophage abortive infection AbiH__AbiH (CDS_0085)
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MGV-GENOME-0336909:52,392-63,111 (+)
PDC-M69A WP_216276383.1 (CDS_0089)
PDC-513_ WP_097300085.1 (CDS_0085)
MTase_|I_00083 Type (CDS_0088)
DNA methyltransferase (CDS_0074) REase_II_00020 Type (CDS_0084)
71 72 73 75767778 79 83 I 8687
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PDC-M69A_WP_216276383.1 (CDS_0088)
PDC-513_WP_097300085.1 (CDS_0084)
MTase_l1_00083 Type (CDS_0087)
DNA methyltransferase (CDS_0074) REase_lI_00020 Type (CDS_0083)
71 72 73 7576 7778 79 80 81 82 8586 89
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IMGVR_UViG_3300028977_000031|3300028977|Ga0169635_10034|34633-106864:53,609-72,171 (+)
DNA methyltransferase (CDS_0079)
integrase (CDS_0078)
| 80 83
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MGV-GENOME-0340527: 56, 364 65,967 (+)
DNA methyltransferase (CDS_0071)
pyrophosphatase (CDS_0067) radical SAM domain protein (CDS_0075)
66 68 6970 2 73 74 76 77 Bacteriophage abortive infection AbiH__AbiH (CDS_0078)

I

I

|

|

[

!I

4

R

|

|
I

) S
IMGVR_UViG_3300045988_148567|3300045988|Ga0495776_188043: 50,450-63,535 (+)

DNA methyltransferase (CDS_0064)
yrophosphatase (CDS_0060) radical SAM domain protein (CDS_0068)
59 61 6263 65 66 67 69 70 Bacteriophage abortive infection AbiH__AbiH (CDS_0071)
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IMGVR_UViG_7000000516_000050|7000000516|SRS019161 WUGC _scaffold_23113:47,642-60,722 (+)
DNA methyltransferase (CDS_0072)
pyrophosphatase (CDS_0068) radical SAM domain protein (CDS_0076)
67 69 7071 73 74 75 77 78 Bacteriophage abortive infection AbiH__AbiH (CDS_0079)
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IMGVR_UVIG_2693429857_000002|2693429857|2693479428|172-64186:51,105-63,954 (+)
DNA methyltransferase (CDS_0074)
pyrophosphatase (CDS_0070)
69 71 7273 75 76 77 78 79 80 Bacteriophage abortive infection AbiH__AbiH (CDS_0081)
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IMGVR_UViG_3300008282_000261|3300008282|Ga0114156_1000172|5631-69468:51,991-63,777 (+)
DNA methyltransferase (CDS_0071) Bacteriophage abortive infection AbiH__AbiH (CDS_0078)
yrophosphatase (CDS_0068) radical SAM domain protein (CDS_0075)
67 69 70 72 73 74 76 77 79
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IMGVR_UViG_3300029244_000212|3300029244|Ga0168714_100313|4906-69490: 51,438-64,524 (+)
DNA methyltransferase (CDS_0070) Bacteriophage abortive infection AbiH__AbiH (CDS_0077)
pyrophosphatase (CDS_0067) radical SAM domain protein (CDS_0074)
66 68 69 71 72 73 75 76 78
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IMGVR_UViG_7000000459_000057|7000000459|SRS012902_Baylor_scaffold_933|5035-68291:50,111-63,196 (+)
DNA methyltransferase (CDS_0068)
pyrophosphatase (CDS_0064) radical SAM domain protein (CDS_0072)
63 65 6667 69 70 71 73 74 Bacteriophage abortive infection AbiH__AbiH (CDS_0075)
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DNA methyltransferase (CDS_0091)
pyrophosphatase (CDS_0087) radical SAM domain protein (CDS_0095)
86 88 8990 92 93 94 96 97 Bacteriophage abortive infection AbiH__AbiH (CDS_0098)

|

I

|

|

:
4I
I

I N S . B S . Y
uvig_215270:73,344-86,489 (+); 1-3,588 (+)
DNA methyltransferase (CDS_0074)
pyrophosphatase (CDS_0070) radical SAM domain protein (CDS_0079)
71 7273 75 76 77 78 80 81 Bacteriophage abortive infection AbiH__AbiH (CDS_0082)
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TemPhD_cluster_39182:52,899-66,045 (+); 1-3,588 (+)
DNA methyltransferase (CDS_0076)
pyrophosphatase (CDS_0073)
72 74 75 77 78 79 radical SAM domain protein (CDS_0080)
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IMGVR_UViG_3300029556_000169|3300029556|Ga0244975_100048|12013-78350: 55,314-66,277 (+)
DNA methyltransferase (CDS_0073)
pyrophosphatase (CDS_0069)
68 70 7172 74 75 76 radical SAM domain protein (CDS_0077)
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IMGVR_UViG_3300029678_000254|3300029678|Ga0245195_100343|6595-69071:51,453-62,416 (+)
DNA methyltransferase (CDS_0086)
yrophosphatase (CDS_0082)
81 83 8485 87 88 89 radical SAM domain protein (CDS_0090)
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uvig 290756:61,570-72,594 (+); 1-3,588 (+)
DNA methyltransferase (CDS_0090)
pyrophosphatase (CDS_0086) radical SAM domain protein (CDS_0094)
85 87 8889 91 92 93 95

I N [ S N S
uvig 303371:68,740-79,762 (+)
RM_Type_lI_Type_ll_MTases_FAM_0 (CDS_0066)
DNA methyltransferase (CDS_0073)
pyrophosphatase (CDS_0069)
68 70 7172 74 75 76 radical SAM domain protein (CDS_0077)
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IMGVR_UViG_3300045988_142426|3300045988|Ga0495776_160349: 52,844-64,744 (+)
DNA methyltransferase (CDS_0075)
radical SAM domain protein (CDS_0079)
pyrophosphatase (CDS_0071) 80
70 72 7374 76 77 78 T81
I 1 I, B I I e O s ), N ) I I e IS W
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IMG\/R UViG_3300023485 000166|3300023485I630257032 10122|3302-67630:52,113-64,268 (+)
DNA methyltransferase (CDS_0075)
radical SAM domain protein (CDS_0079)
pyrophosphatase (CDS_0071)
70 72 7374 76 77 78 T8
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TemPhD_cluster_56374:53,572-65,788 (+); 1-3,588 (+)

DNA methyltransferase (CDS_0066)
pyrophosphatase (CDS_0062)
63 6465 67 68 69 radical SAM domain protein (CDS_0070)
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MGV- GENOME 0331541:47,919-59, 840( )
DNA methyltransferase (CDS_0078)

DNA methyltransferase (CDS_0074) radical SAM domain protein (CDS_0082)
integrase (CDS_0073) integrase (CDS_0081)
SspD_00001 SspD (CDS_0070) 71 72 I 75 7677 79 80 83 84 85
S SO O S ) B, W /S W 3/ O N/ S N vy G N

uvig_181991:55,975-70,749 (+)
DNA methyltransferase (CDS_0070)

DNA methyltransferase (CDS_0067) radical SAM domain protein (CDS_0074)
SspD_00001 SspD (CDS_0063) 64 65 66 68 69 I 71 72 73 75 76 77
OO D D HD-DEN F )P H o
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IMGVR_UViG_3300029617_000417|3300029617|Ga0245125_100174(41737-106716:50,145-64,919 (+)
DNA methyltransferase (CDS_0066)
DNA methyltransferase (CDS_0063) radical SAM domain protein (CDS_0070)
SspD_00001 SspD (CDS_0059) 60 61 62 64 65 I 67 68 69 7172 73

IMGVR_UViG_3300045988_132014|3300045988|Ga0495776_111695:47,847-62,195 (+)
DNA methyltransferase (CDS_0057)
DNA methyltransferase (CDS_0061)
SspD_00001 SspD (CDS_0054) ‘ radical SAM domain protein (CDS_0065)
55 56 58 5960 62 63 64 66 67 68
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MGV-GENOME-0327138:43,782-57,544 (+)
DNA methyltransferase (CDS_0059)
DNA methyltransferase (CDS_0063)
I 60 6162 64 65 66 radical SAM domain protein (CDS_0067)

SspD_00001 SspD (CDS_0055) 56 57 58

IS N S N N S R —
uvig 107917:45,105-57,799 (+)
DNA methyltransferase (CDS_0059)
DNA methyltransferase (CDS_0056)
integrase (CDS_0055)
53 54 |

SspD_00001 SspD (CDS_0052) 58 I 60 61 62

w
~N

(NN S S
uvig 48757:43,434-54,548 (+)
SspD_00001 SspD (CDS_0097)
RM_Type_ll_Type_ll_MTases_FAM_0 (CDS_0095) 99
96 | 987100101102 103

gI

uvig_264482:82,146-92,762 (+)
SspD_00001 SspD (CDS_0066) 6768 69 70 71 72

IMGVR_UViG_3300007798_000174|3300007798|Ga0105755_100078|12723-74387:51,852-61,604 (+)
RM_Type_ll_Type_ll_MTases_FAM_0 (CDS_0058)
SspD_00001 SspD (CDS_0056)
57 555453 52 51 50

;I
i
I
I
|

uvig 429921:47,890-62,155 (-)
transposase (CDS_0076)
SspD_00001 SspD (CDS_0071) 72 73 74 75 77

I
|
g
! I
|

OTU | 468:56,788-67,465 (+)
SspD_00001 SspD (CDS_0067) 68 69 70 71

IMGVR_UViG_3300029458 _000140|3300029458]|Ga0244161_100179(8149-69268:51,747-61,059 (+)
SspD_00001 SspD (CDS_0066) 67 68 69 Bacteriophage abortive infection AbiH__AbiH (CDS_0070)

IMGVR_UViG_2879368307_000002|2879368307/2879368307|925231-985496: 51,190-60,205 (+)

radical SAM domain protein (CDS_0063)
61 62 64 65

IMGVR_UViG_3300030039_000150|3300030039|Ga0242799_100177(1-61407:51,383-61,346 (+)

nucleoside deoxyribosyltransferase (CDS_0066)
SspD_00001 SspD (CDS_0062) 63 64 65 radical SAM domain protein (CDS_0067)

1
!.
®
4
|

) S — —
IMGVR_UViG_3300045988_115396|3300045988|Ga0495776_074089:48,926-58,530 (+)

nucleoside deoxyribosyltransferase (CDS_0057)
SspD_00001 SspD (CDS_0053) 54 55 56 radical SAM domain protein (CDS_0058)

N )-—- I S W

MGV-GENOME-0329445:47,724-56,902 (+
66 676869 70 71

;

MGV-GENOME-0342637:54,541-63,110 (+)
RM_Type_llI_Type_ll_MTases_FAM_2 (CDS_0058)
radical SAM domain protein (CDS_0062)
60
59 61 63 64 65 66

!I
|

IMGVR_UViG_3300045988_115472|3300045988|Ga0495776_150593:48,596-59,267 (+)
RM_Type_ll_Type_ll_MTases_FAM_0 (CDS_0058)
60
59 ] 61 62 63 64 65 66

!I
|

MGV- GENOME 0340277:48,596-59,267 (+)
RM_Type_ll_Type_ll_MTases_FAM_0 (CDS_0061)
radical SAM domain protein (CDS_0057)
59
60 58 56 55 54 53

%I
L
|
I
|

uvig_ 106280 48,281-62,601(-)

radical SAM domain protein (CDS_0073)
62 65 69 70 7172 74 75 76 77

— —
uvig 542773:52,304-63,093 (+)

radical SAM domain protein (CDS_0071)
69
SspD_00001 SspD (CDS_0066) 67 68T 70 72  Bacteriophage abortive infection AbiH__AbiH (CDS_0073)

I
I
:
i
|
|
|

uvig_ 194828 52,788-63,002 (+)
radical SAM domain protein (CDS_0067)
65
SspD_00001 SspD (CDS_0062) 63 64| 66 68  Bacteriophage abortive infection AbiH__AbiH (CDS_0069)

I
Ig
I
B
||
!
B
|
I
I
I

IMGVR_UViG_3300029031_000158|3300029031|Ga0169626_100022|147346-208084: 50,902-60,678 (+)
radical SAM domain protein (CDS_0076)

74
SspD_00001 SspD (CDS_0070) 71 72 73T 75 77  Bacteriophage abortive infection AbiH__AbiH (CDS_0078)
g B, I, B B D V) Sy O

uvig_314486:54,068-63,846 (+)
radical SAM domain protein (CDS_0057)
59
SspD_00001 SspD (CDS_0062) 61 60T 58 56  Bacteriophage abortive infection AbiH__AbiH (CDS_0055)

|
8
I
|.
|
=

— S N I B N S—
uvig_424756:51,922-65,781 (-)
radical SAM domain protein (CDS_0067)
65
SspD_00001 SspD (CDS_0061) 62 63 64 | 66 Te9

|
1]
I
8
L
|
.

MGV-GENOME-0354019:49,626-57,826 (+)
radical SAM domain protein (CDS_0066)
70
63 64 65 67 68 69 71

|

|

|
.

uvig_331867:49,858-59,334 (+)
SspD_00001 SspD (CDS_0066)
65 67 6869 70 71 7273 74

ivig_4178:52,302-63,360 (+)

7000 nt i
DNA, RNA and nucleotide metabolism head and packaging integration and excision other unknown function defence (DefenseFinder) defence (PADLOC) virulence (VFDB) pseudogene
I




