single strand DNA binding protein (CDS_0048)

PDC-M69A_WP_216276383.1 (CDS_0030) Sak4-like ssDNA annealing protein (CDS_0046)
DNA methyltransferase (CDS_0035) Mu Gam-like end protection (CDS_0045)
29 3132 33 34 36 37 38 39 40 41 42 43 44 | DNAhelicase (CDS_0047) DNA primase (CDS_0049)

S — . B S DI SE—
TemPhD_cluster_32420:25,788-36,856 (+)
DNA methyltransferase (CDS_0037)
MTase_lI_00074 Type (CDS_0038)
capH (CDS_0031) 36 I 39 40 41 42 43 44 45 46 Sak4-like ssDNA annealing protein (CDS_0049)

-_— . " — —
TemPhD _cluster 41820 25,930-35,436 (+)

DNA methyltransferase (CDS_0037)
38 39 40 41 42 43

N E—— N [ | B¢ B ________ & |
TemPhD_cluster_60632:26,080-35,514 (+)

DNA methyltransferase (CDS_0028)
29 30 31 32 33 34 35 36

S . S R S SE— —
IMGVR _UViG_2778261258_000003|2778261258|2778294971(31464-70187:20,728-30,872 (+)

DNA methyltransferase (CDS_0038)
37 39 40 4142 43 44 45 46 47

N | | I
TemPhD_cluster_32172:25,446-35,722 (+)
DNA methyltransferase (CDS_0033)
27 28 34 35 36 37 38 39 40 41

TemPhD_cluster_49560:23,316-34,320 (+)
anti-SOS response (AP1S132) (CDS_0025)
transcriptional repressor (CDS_0027) DNA methyltransferase (CDS_0033)

anti-repressor Ant (CDS_0028) RM_Type_lI_Type_ll_REase23 (CDS_0036)
| 29 34 35 37 38 39 40 41
U S 1 D 0 | S S | g O g g W 0 By B

TemPhD_cluster_42049:22,575-34,221 (+)

MTase_II_00058 Type (CDS_0031)
29 30 32 33 34 35 36

IMGVR_UViG_2636415629 _000002|2636415629|2636441522|725154-764288:21,846-31,481 (+)

DNA methyltransferase (CDS_0037) kinase (CDS_0051)
38 39 40 41 42 43 44 45 46 47 48 49 50 52

TemPhD _cluster_19723:27,253-37,824 (+)
host nuclease inhibitor (CDS_0039)
DNA methyltransferase (CDS_0038)
Tase_|I_00074 Type (CDS_0041)
40 42 43 44 45 46 47 48 49 50 51 RNAligase (CDS_0052)

»

B,

I%
{

acetyltransferase (CDS_0037) I

S S— — e S S E— —
TemPhD_cluster_48876_:25,790-37,934 (+)

RM_Type_|I_Type_ll_REase23 (CDS_0040)
DNA methyltransferase (CDS_0038) replication initiation protein (CDS_0047)

MTase_I1'00074 Type (CDS_0039)
37 | | 4142 43444546 48 49
I E—— S N N —— I S

TemPhD_cluster_25607: 26, 079 35,777 (+)
RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0042)
RM_Type_Il_Type_|l_REase23 (CDS_0043)
40 41 I 45 46 47 48 49

TemPhD_cluster_7122:27,799-36,225 (+)
RM_Type_ll_Type_ll_REase23 (CDS_0043)
45 46 47 48

EI

TemPhD_cluster_3894:27,229-35,907 (+)
40 41 43 44 45 46

IMGVR_UViG_2888636399_000001|2888636399|2888636399|1250157-1292343:26,613-35,722 (+)

DNA methyltransferase (CDS_0033)
32 34 35 3637 38 39 40

TemPhD_cluster_61064:24,149-33,283 (+)
RNA-binding protein (CDS_0047)
39 40 42 43444546 | 4849 50

EE—— |
TemPhD_cluster_49034 _:26,175-36,260 (+)
RNA-binding protein (CDS_0039)
34 35363738 | 40 41

I

IMGVR_UViG_2648501776_000002|2648501776]2648564677|16-38190:21,128-31,212 (+)
RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0038) RNA-binding protein (CDS_0047)
37 39 40 41 42 43444546 | 4849 50

TemPhD_cluster_49441: 25,332-36,467 (+)
41 42 43 4445 46 47

I A /N SN
TemPhD_cluster_49156: 25,838-36,153 (+)

40 41 42 4344 45 46 47

TemPhD_cluster_60786:25,471-35,623 (+)
40 41 42 4344 45 46 47

a

TemPhD_cluster_36131:25,493-36,049 (+)
RM _Type_Il_Type_|l_REase23 (CDS_0044)
DNA methyltransferase (CDS_0041)
transcriptional regulator CD§_00 6) 42 43 4546 47 48 4950 51 52

|

|

[

‘
—

IMGVR_UVIG_2724679395_000001|2724679395|2724729694|419110-463987:27,291-38,133 (+)
RM_Type_ll_Type_ll_REase23 (CDS_0044)

DNA methyltransferase (CDS_0041)
42 43 45 46 4748 49 50
S N S D S I

IMGVR_UVIG_2718218069_000001|2718218069|2718228513|1247818-1292479:27,198-37,917 (+)
MTase_lI_00074 Type (CDS_0038)
DNA methyltransferase (CDS_0039)
3637 integrase (CDS_0040) 41 42 43 4445 46 47

TemPhD_cluster 48854 :25,839-36,966 (+)
MTase_lI_00074 Type (CDS_0038)
DNA methyltransferase (CDS_0039)
3637 integrase (CDS_0040) 41 42 43 4445 46 47

TemPhD_cluster_48990_:25,839-36,966 (+)
45 46 47 48 49 50 51 52 53

TemPhD_cluster_48716_:26,850-37,395 (+)
44 45 46 4748 49 50 51 5253

e Y S —
TemPhD_cluster_41212:27,240-38,149 (+)

38 43 45 46 47 48 49

TemPhD_cluster_35821_:26,824-36,380 (+)
41 42 43 44 45

TemPhD_cluster_36072:25,779-35,335 (+)
RM _Type_Il_Type_|l_REase23 (CDS_0040)

DNA methyltransferase (CDS_0037) 42
38 39 41] 43 44 45 46 47
S E——— L R e — I S

TemPhD_cluster_41192:25,992-36,263 (+)
RM _Type_ll_Type_|l_REase23 (CDS_0040)
DNA methyltransferase (CDS_0037) 38 39 41 42 43 44

TemPhD_cluster_60713: 25,617-35,796 (+)
RM _Type_Il__Type_|l_REase23 (CDS_0041)

DNA methyltransferase (CDS_0038)
39 40 42 43 44 45
I ——— L e ———————————— & N |

TemPhD_cluster - 41626 26,338-35,941 (+)
RM_Type_ll_Type_ll_REase23 (CDS_0040)

DNA methyltransferase (CDS_0037) RM _Type_ll_Type_|l_REase23 (CDS_0043)
38 39 41 42 44 45 46
| 5 | | . - " — 5] ;g — ]
TemPhD_cluster_41130:26,224-36,362 (+)

MTase_lI_00074 Type (CDS_0037)
DNA methyltransferase (CDS_0038)
36 I 39 40 41 42 43 44 454647 48
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w

IMGVR UVlG 2904298669 OOOOOl|2904298669I2904298669|1257846 1303346:24,043-37,310 (+)
MTase_|I_00074 Type (CDS_0035)
DNA methyltransferase (CDS_0036)

33 34 | 37 38 39 40 41 42 434445 46
abboo—D0{ L FE L B D TR DDDD-Boor o -
IMGVR_UVIG_2874787068_000001|2874787068|2874787068|1252839-1296639: 24,519-36,200 (+)
DNA methyltransferase (CDS_0036)
28 29 35 37 38 39 40 41 42 434445 46

TemPhD cIuster 41273 23,994-35, 421 (+)

DNA methyltransferase (CDS_0038)
34 35 8y 39 40 41 42 43

IMGVR_UViG_2597490170_000001|2597490170|2597522376|1240074-1281861: 26,190-33,908 (+)
DNA methyltransferase (CDS_0037)
34 35 36 38 39 40 41 42 43 44 45 46 47 48 49

N
el

TemPhD _cluster ¢ 60062 24, 008 37, 369(+)
RM_Type_lI_Type_ll_REase23 (CDS_0032)
30 31 33 34 35 36 37 383940 41

IMGVR_UViG_2778261431_000005|2778261431|2778309963|95203-135002: 21,682-32,432 (+)
RM_Type_IlI_Type_ll_REase23 (CDS_0037)
DNA methyltransferase (CDS_0034) 35 36 38 39 40 41 42 43

I
|
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|

IMGVR_UViG_2879666964 000001|2879666964|2879666964[1257681-1299145: 24,286-34,048 (+)
RM_Type_lI_Type_lI_REase23 (CDS_0041)
DNA methyltransferase (CDS_0039) 44 45 46 47 484950 51 52

i

TemPhD_cluster_49304:27,292-36,546 (+)
RM_Type_lI_Type_ll_REase23 (CDS_0042)
DNA methyltransferase (CDS_0040) RNA-binding protein (CDS_0048)
3839 41 I 43 44 45 46 47 | 49 50

IMGVR_UViG_2690315756_000001|2690315756|2690320353|985395-1027008: 25,709-35,704 (+)
RM_Type_ll_Type_ll_REase23 (CDS_0040)
host nuclease inhibitor (CDS_0037)
3839 I 41 42 43 44 4546 47 48 49 50 51

I
1
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TemPhD_cluster_32055: 25,905-36,554 (+)
DNA methyltransferase (CDS_0037)

36 38 39 40 41 42 43 44 45 46 47 48 49 50
D 0, g g O O S F [, T 0 O W s O o B
TemPhD_cluster_60557:25,161-36,923 (+)

RM_Type_lI_Type_ll_REase23 (CDS_0041)
MTase_lI_00030 Type (CDS_0040)
3738 39 I 42 43 4445 46 47 48 49

TemPhD_cluster_36048:25,934-35,874 (+)
RM_Type_lI_Type_ll_REase23 (CDS_0041)
MTase_|I_00030 Type (CDS_0040)

3738 39 I 42 43 4445 46 47 48 49
— ——— DN N N ———— I I A
TemPhD_cluster_36012_:25,934-35,974 (+)

RM_Type_lI_Type_ll_REase23 (CDS_0041)
MTase_lI_00030 Type (CDS_0040)

3738 39 I 42 43 4445 46 47 48 49
Sob oD LDt O-PPOE B O
TemPhD_cluster_36066:25,739-35,779 (+)

RM_Type_|I_Type_ll_REase23 (CDS_0042)
MTase_I_00030 Type (CDS_0041)
39 40 | 43444546 47 48 49

IMGVR_UViG_2636415598_000001|2636415598]2636438056|473389-515889:25,153-35,460 (+)

)
44 45 46 474849 50 51 52

se inhibitor (CDS (
T 4142

TemPhD_cluster_60600: 26,725-36,285 (+)
RM _Type_Il__Type_||_REase23 (CDS_0041)
host nuclease inhibitor (CDS_0038)
39 40 I 42 43 44 45 46 474849 50 51 52
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i —

TemPhD_cluster_35483:27,097-36,805 (+)
RM _Type_Il__Type_ll_MTases_FAM_2 (CDS_0034)
Rﬂ_Type_I |_Type_ll_REase23 (CDS_0036)

33 | 35 3738 39 40 41 42 43
0 B/ I SO O S, N SO SO S W W N W— W=

TemPhD_cluster 60889:24,096-34,447 (+)
host nuclease inhibitor (CDS_0038)
373 40 41 42 43 44

TemPhD_cluster_36354:25,914-34,308 (+)
RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0040)
RM_Type_ll_Type_ll_REase23 (CDS_0041)

3839 | 42 43 44 45 46
10, Vi ¥ 0, I N W W S W, W/ iy Ny ; W— —;

TemPhD_cluster_32467:25,636-35,027 (+)
RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0038)
RM _Type_Il_Type_|l_REase23 (CDS_0039)
37 I 40 41 42 43 44
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_ _ d (+)

DNA methyltransferase (CDS_0043)
41 42 44 45 46 47 484950 51 52 53

TemPhD_cluster_60307:26,093-36,708 (+)
3637 38 39 40414243 44 45

IMGVR_UViG_2879688746_000002|2879688746|2879688746|1258882-1299192: 23,708-32,882 (+)
replication initiation protein (CDS_0046)

RM_Type_lI_Type_ll_REase23 (CDS_0040)
host nuclease inhibitor (CDS_0037) 38 39 4142 43 4445 47 48 49

|

I

I
/

TemPhD_cluster_41729:24,932-35,554 (+)
RM_Type_lI_Type_ll_REase23 (CDS_0041)
DNA methyltransferase (CDS_0038)
MTase_I1_00030 Type (CDS_0040)
3637 | 39 I 42 43 44 4546 47

TemPhD_cluster_10907:25,443-34,834 (+)
RM _Type_ll__Type_Il_REase23 (CDS_0040)
36 37 38 39 41 42 43 44 45 46 47

TemPhD_cluster_29673:25,627-35,024 (+)
RM_Type_ll_Type_ll_REase23 (CDS_0036)
DNA methyltransferase (CDS_0034)
33 35 | 37 38 39 404142 43 44 45 RNAligase (CDS_0046)

I S I
TemPhD_cluster_61016:23,924-34,902 (+)
RM_Type_Il__Type_|l_REase23 (CDS_0043)
host nuclease inhibitor (CDS_0039)
DNA methyltransferase (CDS_0038)
MTase_1l_00074 Type (CDS_0041)
37 | | 40 42 | 44454647 48 49 50

I I —
TemPhD _cluster 49487 25,770-35,510 (+)
RM_Type_Il_Type_|l_REase23 (CDS_0041)
host nuclease inhibitor (CDS_0038)
DNA methyltransferase (CDS_0037)
Tase_I1_00058 Type (CDS_0040)
36 39 42 434445 46 47 48

[
|
i
i

TemPhD_cluster_29408:25,377-35,784 (+)
RM_Type_ll_Type_ll_REase23 (CDS_0039)
DNA methyltransferase (CDS_0037)
36 38 | 404142 43 44 4546 47 48 49 50

|
|
|
-

I I
TemPhD_cluster_41826:24,797-35,282 (+)

replication initiation protein (CDS_0048)
DNA methyltransferase (CDS_0038) RNA-binding protein (CDS_0047)
37 3940 41 42 43 44 45 46 | | RNAligase (CDS_0049)

— I
TemPhD_cluster_41600:25,877-35,917 (+)
replication initiation protein (CDS_0045)
RNA-binding protein (CDS_0044)
35 3637 38 39 40 41 42 43 | | RNAligase (CDS_0046)

— I
TemPhD_cluster_32394:24,983-34,505 (+)
replication initiation protein (CDS_0052)
RNA-binding protein (CDS_0051)
39 4041 42 43 44 45 46 4748 49 50 | | RNAligase(CDS_0053)

—— — —
TemPhD_cluster 40995:27,005-37,462 (+)

RM_Type_lI_Type_ll_REase23 (CDS_0039)
36 3738 4041 42 43 4445 46 47 48 49 RNA ligase (CDS_0050)

—— ——
TemPhD_cluster 49169:25,660-35,771 (+)

DNA methyltransferase (CDS_0040)
38 39 41 42 43 444546 47 48 49 50 51 52 RNAligase (CDS_0053)

|
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TemPhD_cluster_60327:26,479-37,138 (+)
RM_Type_ll_Type_ll_REase23 (CDS_0041)
DNA methyltransferase (CDS_0039)
MTase_|I_00030 Type (CDS_0040)

38 | | 4243 44 45 46 4748 49 50 51 RNAligase (CDS 0052)
S —— e Y N S I
TemPhD duster 60673:25,096-36. 576( )
DNA methyltransferase (CDS_0042)
41 43 44 45 46 RNAligase (CDS_0047)
[0/ Vg OV, ) O, W, S O O S 4 o —

IMGVR _UViG_2904317434_000001|2904317434|2904317434(1225777-1267476:27,599-35,024 (+)
replication initiation protein (CDS_0045)

DNA methyltransferase (CDS_0041)
40 42 43 44 RNA ligase (CDS_0046)
(SO, gy O, R O S B B O/ W 4 —

TemPhD_cluster 49072 _:27,449-35,152 (+)
RNA-binding protein (CDS_0048)
RM_Type_lI_Type_ll_MTases_FAM_2 (CDS_0038) kinase (CDS_0049)
37 39 40 41 42 43 44 45 46 47 | 50 51 RNAligase (CDS_0052)

I U
TemPhD _cluster 48948 25,337-37,408 (+)
RNA-binding protein (CDS_0047)
RM_Type_lI_Type_ll_MTases_FAM_2 (CDS_0038) kinase (CDS_0048)
37 39 40 41 42 43 44 45 46 | 49 50 RNA ligase (CDS_0051)

_——— e —
TemPhD _cluster 48783 25,877-37,720 (+)
RNA-binding protem (CDS_0045)
kinase (CDS_0046)
35 36 37 38 39 40 41 42 4344 | 47 48 RNA ligase (CDS_0049)

TemPhD_cluster_32187:25,066-35,756 (+)

kinase (CDS_0046)
36 3738 39 40 41 42 43 44 45 47 48 RNA ligase (CDS_0049)

!
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I E— I
TemPhD_cluster_20351:25,448-36,186 (+)

RM_Type_lI_Type_lI_REase23 (CDS_0040) RNA-binding protein (CDS_0052)
DNA methyltransferase (CDS_0039) kinase (CDS_0053)
37 38 I 414243 44 45 46 47 48 49 50 51 I 54 55 RNA ligase (CDS_0056)
——— — I I S I
TemPhD _cluster_ 60221 25,738-38,290 (+)
RM_Type_ll_Type_ll_REase23 (CDS_0040)
DNA methyltransferase (CDS_0037)

MTase_Il_00074 Type (CDS_0038)

36 I 39 I 4142 43 44 45 46 47 48 49 50 51 52 53 RNAligase (CDS_0054)

TemPhD_cluster_60418:25,719-37,621 (+)
host nuclease inhibitor (CDS_0042) RNA-binding protein (CDS_0054)
4041 | 43 44 45 46 47 48 49 50 51 5253 | 55 56 RNAligase (CDS 0057)

TemPhD_cluster_48796_:26,798-38,102 (+)
RM_Type_ll_Type_ll_REase23 (CDS_0041)
host nuclease inhibitor (CDS_0038) RNA-binding protein (CDS_0051)
3637 | 3940 | 424344 45 46 47 484950 | 52 53 RNAligase (CDS 0054)

TemPhD_cluster_35881 :25,719-36,643 (+)
replication initiation protein (CDS_0049)
36 373839 40 41 42 43 44 45 4647 48 RNA ligase (CDS_0050)

TemPhD_cluster_41819:25,444-35,209 (+)
replication initiation protein (CDS_0049)
36 373839 40 41 42 43 44 45 4647 48 RNA ligase (CDS_0050)

TemPhD_cluster_32403: 24,944-34,403 (+)
replication initiation protein (CDS_0048)
35 363738 39 40 41 42 43 44 4546 47 RNA ligase (CDS_0049)

I —— —
TemPhD_cluster_86090: 24,878-35,414 (+)

RM_Type_lI_Type_ll_REase23 (CDS_0037) RNA-binding protein (CDS_0048)
36 38 39 40 4142 43 44 4546 47 | 49 50 RNAligase (CDS_0051)
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TemPhD_cluster_29470:25,570-36,080 (+)

RM _Type_II_Type_ll_REase23 (CDS_0036)
35 37 38 39 40 41 4243 44 45 RNA ligase (CDS_0046)

|
!
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. —— — ———
TemPhD_cluster_49806:25,140-34,475 (+)

MTase_lI_00058 Type (CDS_0035)
36 37 38RNAligase (CDS_0039)
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TemPhD_cluster_16910:25,112-33,593 (+)
host nuclease inhibitor (CDS_0040)
MTase_|_00074 Type (CDS_0039)
38 | 41 42 43 44 45 46 4748 49

IMGVR _UViG_2851597176_000001(2851597176|2851597176|1278008-1319444: 25,220-33,677 (+)
RM _Type_II_Type_|l_REase23 (CDS_0040)
host nuclease inhibitor (CDS_0036)
MTase_|I_00074 Type (CDS_0039)
35| 37 38 41 4243 44

|
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i
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I 55
NC_049900.1: 25,080-33,323 (+)

RM_Type_|l_Type_ll_REase23 (CDS_0045)
host nuclease inhibitor (CDS_0041)
MTase_lI_00074 Type (CDS_0044)
39 40 | 42 43 I 46 4748 49

IMGVR_UViG_2896537608_000002|2896537608|2896537608|1295358-1338490: 27,562-35,845 (+)
RM_Type_ll_Type_ll_REase23 (CDS_0043)
host nuclease inhibitor (CDS_0039)
MTase_ll_00074 Type (CDS_0042)
37 38 | 40 41 | 44 4546 47
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IMGVR_UViG_2888651755_000001|2888651755|2888651755|1244324-1285332: 25,213-33,721 (+)
RM _Type_Il__Type_||_REase23 (CDS_0035)

host nuclease inhibitor (CDS_0031)
2930 [ 32 33 34 36 37 38 39 40 4142 43
GOOD—D-DOOOEOL T OB DESDLL DR

IMGVR _UViG_2778261213_000002|2778261213|2778290675|389531-427867:20,923-30,554 (+)
RM _Type_ll_Type_ll_REase23 (CDS_0034)
host nuclease inhibitor (CDS_0030)
2829 31 32 33 35 36 37 38 39 4041 42
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IMGVR UVIG_2848205913 000001|2848205913|2848205918|3-38552:20,887-30,590 (+)
host nuclease inhibitor (CDS_0039)
37 38| 40 41 42 43 44 45 46 47 48 49 5051 52

TemPhD _cluster 49138 25, 441 35,091 (+)

host nuclease inhibitor (CDS_0034)
32 33T 35 36 37 38 39 40 41 42 43 44 4546 47

IMGVR_UViG_2711768130_000006|2711768130|2711795775|154-40358: 22,678-32,388 (+)
RM_Type_|I_Type_ll_REase23 (CDS_0042)
host nuclease inhibitor (CDS_0038)
30 36 37 | 39 40 41 43 44 45 46 47 4849 50
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TemPhD_cluster_32117:24,489-35,148 (+)
RM _Type_Il__Type_|l_REase23 (CDS_0041)
host nuclease inhibitor (CDS_0038)
MTase_11_00074 Type (CDS_0040)
37 | 39 | 42 43 44 45 46 47 48

TemPhD cluster 14014 26,531-35,333 (+)
host nuclease inhibitor (CDS_0035)
RM Type_Il_Type_ll_REase23 (CDS_0038)
3334 | 36 37 394041 42 43 44 45 46 47 48 49

[ S — | S— E—
IMGVR _UViG_2687453516_000001|2687453516|2687454242(1243418-1284831:23,886-33,557 (+)

host nuclease |nh|b|tor (CDS_0035)
RM_ Type_|l_Type_ll_REase23 (CDS_0038)
3334 | 36 37 394041 42 43 44 45 46 47 48 49

TemPhD_cluster_41499:24,685-34,356 (+)
host nuclease |nh|b|tor (CDS_0036)
RM_Type_Il_Type_ll_REase23 (CDS_0039)
3435 | 37 38 404142 43 44 45 46 47 48 49 50

TemPhD_cluster_35883_:25,917-35,633 (+)
host nuclease inhibitor (CDS_0040)
RM Type_|I_Type_Il_REase23 (CDS_0043)
3839 | 41 42 4445 46 47 48 49 505152 53

TemPhD_cluster_60554:26,524-35,671 (+)
RM_Type_ll_Type_ll_REase23 (CDS_0045)
MTase_I_00074 Type (CDS_0044)
43 46 47 48 49 50 51 52

|
| ]

TemPhD_cluster_35758_:27,838-35,635 (+)
RM _Type_Il__Type_|l_REase23 (CDS_0039)
MTase_Il_00074 Type (CDS_0038)
35 36 37 | 40 41 42 43 44 45 46

O N S
TemPhD_cluster_41860: 25,040-34,122 (+)
RM_Type_ll_Type_ll_REase23 (CDS_0041)
host nuclease inhibitor (CDS_0037)
DNA methyltransferase (CDS_0036)
Tase_l1_00074 Type (CDS_0040)
35 | | 3839 | 42 43 44 45 46 47 48

|
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TemPhD_cluster_49370:25,463-34,328 (+)

RM_Type_ll_Type_ll_REase23 (CDS_0041)
host nuclease inhibitor (CDS_0037)
DNA methyltransferasJCDS_OO%)
MTase_Il_00074 Type (CDS_0040)
35 | | 3839 | 42 43 44 45 46 47 48 49 50

I N S
TemPhD_cluster_41390:25,463-34,927 (+)
RM _Type_ll_Type_|l_REase23 (CDS_0043)
host nuclease inhibitor (CDS_0040)
MTase_11_00074 Type (CDS_0042)
39 | 41 | 44 45 46 47 48 49 50

S S 0 —
TemPhD_cluster_48923_:26,128-35,675 (+)
replication initiation protein (CDS_0037)
RM_Type_lI_Type_ll_REase23 (CDS_0042)
RM_Type_lI_Type_lI_REase23 (CDS_0036)
RNA-binding protein (CDS_0038)
MTase_|I_00074 Type (CDS_0041)
34 35 39 40 I 43 44 45 46 47 48 49

I 4
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TemPhD_ cluster 32061: 24,009-35,490 (+)
replication initiation protein (CDS_0036)
" RM_Type_lI_Type_ll_REase23 (CDS_0040)
RM_Type_ll_Type_ll_REase23 (CDS_0035)
RNA-binding protein (CDS_0037)
33 34 | I 38 39 41 42 43 44 45 46 47
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I . —— E—
TemPhD_cluster_29565:24,563-34,531 (+)

RM_Type_|I_Type_ll_REase23 (CDS_0045)

DNA methyltransferase (CDS_0042)
3940 41 43 44 4647 48 49 50 51 52 53 54
(S0, g D /S, S N, (0 O S W O A W—

TemPhD_cluster_60277:26,562-37,525 (+)

DNA methyltransferase (CDS_0041)
38 39 40 42 43 4445 46 47 48 49 50 51

TemPhD _cluster_ 60342 26 209-36,950 (+)

DNA methyltransferase (CDS_0036)
37 38

w
el

I I
i
I
|
|
|

40 41 42 43 44

TemPhD _cluster 41369 25,650-34,969 (+)
RM_Type_lI_Type_ll_REase23 (CDS_0042)
host nuclease inhibitor (CDS_0039)
DNA methyltransferasETCDS_OOSS)
37 I 40 41 43 44 45 46 4748 49 50 51 52

TemPhD cluster . 36225 25,343-35, 373( )
RM_Type_lI_Type_ll_REase23 (CDS_0040)
host nuclease inhibitor (CDS_0037)
DNA methyltransferas?(CDS_OOSé)
35 I 38 39 41 42 43 44 4546 47 48 49 50

IMGVR_UViG_2585428012_000002|2585428012|2585494056|211409-254607: 23,742-35,263 (+)
RM_Type_ll_Type_ll_REase23 (CDS_0042)
host nuclease inhibitor (CDS_0039)
MTase_Il_00074 Typ;EZDS_OOBS)
&7 I 40 41 43 44 45 46 47 48 49 50 51 52

IMGVR_UViG_2888654946_000002|2888654946|2888654946|1277722-1320731:25,213-34,892 (+)
RM_Type_ll_Type_ll_REase23 (CDS_0038)
host nuclease inhibitor (CDS_0035)

3334 | 3637 | 39 40 41 42 4344 45 46 47 48
1 g B g, N, g N 1, O, B4 W

TemPhD_cluster_19782:24,570-34,002 (+)
RM _Type_ll_Type_ll_REase23 (CDS_0046)
host nuclease inhibitor (CDS_0043)
DNA methyItransferasETCDS_0042)
41 | 4445 47 48 49 50 51 52 53 54 55 56 57

TemPhD_cluster_60534:26,252-36,304 (+)
RM_Type_ll_Type_ll_REase23 (CDS_0041)
host nuclease inhibitor (CDS_0038)
39 40 | 42 43 44 45 46 47 48 49 50 51 52

i
|
I
1
i —

& N | |
TemPhD_cluster_49052_:25,591-34,940 (+)

RM_Type_ll_Type_ll_REase23 (CDS_0040)
host nuclease inhibitor (CDS_0037) RNA-binding protein (CDS_0049)
3839 | 4142 43 44 454647 48 50 51 RNAligase (CDS_0052)

L. | I
TemPhD_cluster_29389:25,938-35,563 (+)

|

|

!

|
—
4I

40 41 42 43 44 4546 47 48

il

TemPhD_cluster 22512 _:25,004-35,367 (+)
RM_Type_ll_Type_ll_REase23 (CDS_0041)

DNA methyltransferase (CDS_0038)
39 40 42 43 44 45 46 47 48 49 50 51
NS0y, g WO S, S, O g W 1 0 0 O 0 /W S W—

IMGVR UViG_2859628279 000001|2859628279|2859628279|1241859-1286245:27,009-37,349 (+)
RM _Type_Il_Type_|l_REase23 (CDS_0037)

DNA methyltransferase (CDS_0034) RM_Type_|l_Type_I|_REase23 (CDS_0043)
35 36 38 39 4041 42 44 45 46 47 48 49
(S0, g vy e, S R N B DR S NS B R BB Wy R B B B

TemPhD_cluster_35564:24,832-37,133 (+)
RM_Type_ll_Type_ll_REase23 (CDS_0037)
DNA methyltransferase (CDS_0034)
35 36 38 39 4041 42 43

N
o<

I*
]
|
|

TemPhD (:Iuster 29845 23, 524 33 672 (+)
RM_Type_Il__Type_|I_REase23 (CDS_0041)
DNA methyltransferase (CDS_0038)
39 40 42 43 44 45 46 47 48 49 50

B
B!
i%
|

TemPhD_cluster_13283:26,304-35,380 (+)

RM_Type_Il_Type_|l_REase23 (CDS_0041)
DNA methyltransferase (CDS_0038)

39 40 42 43 44 45 46

|
I
o

I I
TemPhD_cluster_41900: 26,304-34,177 (+)

RM_Type_lI_Type_ll_MTases_FAM_2 (CDS_0041)
DNA methyltransferase (CDS_0039)
38 40 I 42 43 444546 47 48 49 50 5152 53

. ] N
TemPhD_cluster_48918_:25,988-36,136 (+)
RM_Type_ll_Type_ll_REase23 (CDS_0045)
host nuclease inhibitor (CDS_0041)
DNA methyltransferangCDS 0040)
39 42 43 44

46 47 48 49 50

|

[

o
%

TemPhD_cluster_49118:26,522-35,469 (+)
RM _Type_ll_Type_|l_REase23 (CDS_0040)
MTase_lI_00074 Type (CI5$_0039)
DNAmethyltransferase(CDS?OO3B) 41 42 43 44 4546 4748 49 50 51

| K ] N I
IMGVR _UViG_2718217720_.000001(2718217720|2718227829|826088-870014: 27,746-36,784 (+)
RM _Type_II_Type_|l_REase23 (CDS_0038)
MTase_Il_00074 Type (CDS_0037)
DNA methyltransferase (CDS_0036) 39 40 41 42 43 44 4546 47 48 49

N 1 B  — — " — ] I
TemPhD_cluster_49323:26,133-35,171 (+)
RM _Type_ll_Type_ll_REase23 (CDS_0040)
MTase_|l_00074 Type (CDS_0039)
DNA methyltransferase (CDS_0038) 41 42 43 44 45 46 47 48 49 50

- e S— —— — —— — B — — — B |
TemPhD_cluster_29574:26,166-35,199 (+)

RM_Type_ll_Type_ll_REase23 (CDS_0044)
host nuclease inhibitor (CDS_0041)
DNA methyltransferase (CDS_0040)
MTase_l_00074 Type (CDS_0043)
39 | | 42 | 45 46 47 48 49 50 515253 54

S - —— I
TemPhD_cluster_48893_:26,440-36,138 (+)
RM_Type_Il_Type_|l_REase23 (CDS_0045)

host nuclease inmgitor (CDS_0042)
MTase_lI_00074 Type (CDS_0044)

41 | 43 | 46 47 48 49 50 51 525354 55

5§ 1 | B L] I
TemPhD_cluster_49048_:26,844-36,025 (+)
RM _Type_ll_Type_ll_MTases_ FAM_2 (CDS_0041)
RM_Type_ll_Type_|l_REase23 (CDS_0042)
DNA methyltransferase (CDS_0039)
38 40 | 43 44 45 46 47 48 4950 51 52

LN 1 ] I 1 I
TemPhD_cluster_41340: 25,956-35,999 (+)
RM_Type_ll_Type_|l_REase23 (CDS_0036)
MTase_II_00074 Type (CDS_0035)
DNA methyltransferase (CDS_0034) 37 38 39 40 41 42 4344 45 46

TemPhD_cluster_41594:25,072-34,110 (+)
RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0039)
DNA methyltransferase (CDS_0037)
38 | 40 41 42 43 44 45 46 4748 49 50

w
-

iI
|
I
|

TemPhD _cluster_ 21049 25,880-35,723 (+)
RM_Type_|l__Type_ll_REase23 (CDS_0036)
MTase_I1_00074 Type (CDS_0035)
DNA methyltransferase (CDS_0034) | 37 38 39 40 41 42 4344 45 46

TemPhD_cluster_32384:24,563-34,385 (+)
RM_Type_ll_Type_lI_REase23 (CDS_0037)
MTase_ll_00074 Type (CDS_0036)
35 | 38 39 4041 42 4344 45 46

N
TemPhD_cluster_60895: 26,440-34,633 (+)

RM_Type_Il__Type_||_REase23 (CDS_0041)
MTase_ll_00074 Type (CDS_0040)
39 | 42 4344 45 46 47 48 49

TemPhD_cluster_36292:26,088-34,120 (+)
RM_Type_ll_Type_ll_REase23 (CDS_0042)
host nuclease inhibitor (CDS_0037)
MTase_|I_00074 Type (CDS_0041)
MTase_II_00074 Type (CDS_0036) ‘
35 3839 40 43 44 4546 47 48 49 50 51

i k

i

I%
2

0 I
TemPhD_cluster 48924 :26,440-36,381 (+)

RM_Type_|I_Type_ll_REase23 (CDS_0039)

host nuclease in@itor (CDS_0035)
MTase_lI_00074 Type (CDS_0038)

MTase_ll_00074 Type (CDS_0034) )
33 | 3637 | 40 41 42 43 44 45 46 47 48 49
B Vg N N D g O W B 0 W B W/ O i, N W B

TemPhD_cluster_35910_: 24,915-35,029 (+)
RM_Type_ll_Type_ll_REase23 (CDS_0039)
DNA methyltransferase (CDS_0037)
MTase_Il_00074 Type (CDS_0038) RM _Type_lI_Type_|l_REase23 (CDS_0045)
36 | | 40 41 4243 44 46 47 48 49 50

TemPhD_cluster_48946_:25,459-38,806 (+)
RM_Type_Il_Type_|l_REase23 (CDS_0043)
MTase_II_00074 Type (CDS_0042)
39 40 41 | 44 4546 47 48 49 505152 53

TemPhD_cluster_19740:26,838-37,347 (+)
RM_Type_lI_Type_ll_REase23 (CDS_0043)
MTase_Il_00074 Type (CDS_0042)

39 40 41 | 44 4546 47 48 49 505152 53
GOoD—O—D-Eil L O ESOPEDEDEDDLD oo

TemPhD_cluster_41105:26,838-36,808 (+)
RM_Type_ll_Type_ll_REase23 (CDS_0036)
MTase_ll_00074 Type (CDS_0035) RM_Type_Il_Type_ll_REase23 (CDS_0041)
34 37 3839 40 42 43 44 45 46 47

II
|
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|

IMGVR _UViG_2896527930_000002|2896527930|2896527930|1272535-1315276:25,128-34,991 (+)

MTase_II_00058 Type (CDS_0040)
39 41 42 43 44 4546 47 48

TemPhD_cluster_27388:26,624-34,904 (+)
MTase_lI_00058 Type (CDS_0044)
41 4243 45 46 47 48 49 50

TemPhD_cluster_11226:26,789-35,525 (+)
replication initiation protein (CDS_0041)
RM_Type_ll_Type_lI_REase23 (CDS_0040)
RNA-binding protein (CDS_0042)
38 39 | | "T43 44 45 46 47

I S
TemPhD_cluster_29639:26,042-34,567 (+)
RM_Type_ll_Type_|l_REase23 (CDS_0040)
RNA-binding protein (CDS_0042)

37 38 39 41 [ 43 44 45 46 47

IMGVR UViG_2721755666_000002|2721755666|2721801222[1280142-1322029: 25,734-34,994 (+)
replication initiation protein (CDS_0041)
RM_Type_ll_Type_lI_REase23 (CDS_0046)
RM_Type_ll_Type_ll_REase23 (CDS_0040)
RNA‘binding protein (CDS_0042)

38 39 I 43 44 45 47 48 49 505152 53

i
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e I
TemPhD_cluster_48528:25,813-37,104 (+)
RM_Type_II_Type_ll_REase23 (CDS_0039)
RNA-binding protein (CDS_0041)

37 38 40 | 42 43 44 45 46 47

TemPhD_cluster_60711:25,958-35,080 (+)

replication initiation protein (CDS_0036)
RM_Type_Il_Type_ll_REase23 (CDS_0035)
DNA methyltransferase (CDS_0032) RNA-Bindiné protein (CDS_0037)
33 34 I | T3 39 40 414243 44 45 46

I
TemPhD _cluster . 29460 24,030-34,949 (+)
RM_Type_ll__Type_II_REase23 (CDS_0038)
RNA-binding protein (CDS_0040)
MTase_IlI_00074 Type (CDS_0037)
36 | 39 41 42 43 44 45 46

TemPhD_cluster_49655: 26,049-34,160 (+)
RM_Type_ll_Type_ll_REase23 (CDS_0043)
host nuclease inhibitor (CDS_0038)
MTase_lI_00074 Type (CDS_0042)
MTase_l1_00074 Type (CDS_0037) ‘

35 36 3940 41 44 4546 47 484950 51525354 55
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TemPhD_cluster_35649_:24,460-36,650 (+)
RM_Type_Il_Type_ll_REase23 (CDS_0041)
38 39 40 42 43 44 45

w
~N

TemPhD _cluster_ 10067 25 989-35, 540( )
RM_Type_ll_Type_ll_REase23 (CDS_0035)
33 34 36 37 38 39

TemPhD_cluster_61247:24,497-32,729 (+)
RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0039)
RM_Type_ll_Type_||_REase23 (CDS_0042)
38 40 4 43 44 45 46

i
s
:

TemPhD_cluster_60749:25,906-35,107 (+)
host nuclease inhibitor (CDS_0038)
DNA methyltransferaseTCDS_0037)
I 39 40 41 42434445 46 47 48 49

!
]
|
|
|

e e
TemPhD_cluster_49568:25,842-34,470 (+)
DNA methyltransferase (CDS_0034)
MTase_II_00030 Type (CDS_0035)
MTase_lI_00058 Type (CDS_0036)
| 37 38 3940 41 42

33

S
TemPhD _cluster - 49276 24,502-34,209 (+)

DNA methyltransferase (CDS_0039)
37 38 40 41 42 43 44 45 46 47 48 49 50 51 52 53 54

TemPhD _cluster 29339 26,061-36,640 (+)
DNA methyltransferase (CDS_0037)
35 36 38 39 40 41 42 43 44 45 46 47 48 49 RNA ligase (CDS_0050)

TemPhD_cluster_60514:25,261-36,056 (+)
41 42 43 44 45 46 47 48 49 50

w
~N
(&
ey

TemPhD cIuster 35719_:26,600-36,624 (+)

host nuclease inhibitor (CDS_0039)
41 42 44 45 46 47 4849 50 51 52

wn
w

. |
TemPhD_cluster_15985:27,519-36,348 (+)

47 48 49 50 51 52 53 54 55 56

TemPhD _cluster_35665_:27,897-37,183 (+)
47 48 49 5051 52 53

TemPhD_cluster_60484:28,290-37,066 (+)
replication initiation protein (CDS_0049)
43 44 45 46 47 48 5051 52 53

TemPhD_cluster_35770_:26,615-36,291 (+)
DNA methyltransferase (CDS_0039) 49
38 40 41 42 4344 45 4647 48T 50 51 RNAligase (CDS_0052)

TemPhD_cluster_22456_:25,971-36,661 (+)
5000 nt i
DNA, RNA and nucleotide metabolism integration and excision moron, auxiliary metabolic gene and host takeover other transcription regulation unknown function defence (DefenseFinder)
I

defence (PADLOC) anti-defence (dbAPIS)




