
TemPhD_cluster_42561: 23,183-32,197 (+)

23 24
25

26

DNA methyltransferase (CDS_0027)
MTase_II_00074 Type (CDS_0028)

29 30 31 32

RecT-like ssDNA annealing protein (CDS_0033)

exonuclease (CDS_0034)
35 36

TemPhD_cluster_50559: 21,998-31,314 (+)

27 28 29 30

IMGVR_UViG_2873867520_000001|2873867520|2873867534: 23,651-33,020 (+)

27 28 29 34

TemPhD_cluster_42956: 23,332-32,826 (+)

27 28 29 30

IMGVR_UViG_2852318745_000006|2852318745|2852318761|93833-134155: 26,001-34,756 (+)

MTase_II_00074 Type (CDS_0032)
33 34 35 36

TemPhD_cluster_40932: 27,653-38,538 (+)

30 PDC-S04_WP_169250289.1 (CDS_0031)
MTase_II_00074 Type (CDS_0036)

37 38 39

IMGVR_UViG_2609460160_000001|2609460160|2609538038|181575-221462: 23,235-33,788 (+)

24
transposase (CDS_0025)

26
MTase_II_00074 Type (CDS_0031)

32 33 34

IMGVR_UViG_2905376686_000006|2905376686|2905376718|18484-58805: 23,804-34,427 (+)

24
nucleotidyltransferase (CDS_0025)

nucleotidyltransferase (CDS_0026)
MTase_II_00074 Type (CDS_0031)

32 33

IMGVR_UViG_2851489391_000005|2851489391|2851489391|3341909-3382800: 24,541-35,603 (+)

28
MTase_II_00074 Type (CDS_0033)

34

IMGVR_UViG_2675903558_000009|2675903558|2675988623|55-42885: 24,541-36,712 (+)

MTase_II_00074 Type (CDS_0031)
32 33 34 35 36

IMGVR_UViG_2921510320_000006|2921510320|2921510358|166112-207710: 23,862-35,926 (+)

MTase_II_00074 Type (CDS_0030)
31 32 3334 35 36

IMGVR_UViG_2848565048_000003|2848565048|2848565048|2155583-2197951: 24,235-36,898 (+)

29
MTase_II_00074 Type (CDS_0033)

34 35 36 37 38

IMGVR_UViG_2609460137_000003|2609460137|2609536142|494567-536426: 23,813-36,128 (+)

25 MTase_II_00074 Type (CDS_0032) 33 34
35

36 37 3839

IMGVR_UViG_2852304943_000009|2852304943|2852304948|2931214-2970312: 22,403-33,522 (+)

19 20
MTase_II_00074 Type (CDS_0026)

27 28 29 30 31

IMGVR_UViG_2902073083_000010|2902073083|2902073262|44854-83912: 22,742-32,938 (+)

MTase_II_00074 Type (CDS_0027)
28 29 30

IMGVR_UViG_2852497729_000005|2852497729|2852497729|1681984-1721624: 22,871-33,286 (+)

25 26 27 28 29 30

IMGVR_UViG_2857232910_000004|2857232910|2857232963|18058-57092: 22,242-32,853 (+)

23 29 30 31
32

33 34

IMGVR_UViG_2857251867_000003|2857251867|2857251875|768311-807901: 25,206-34,046 (+)

28 29 30
31

IMGVR_UViG_2545824633_000002|2545824633|2545849723|1723592-1762350: 25,109-33,624 (+)

30 31

IMGVR_UViG_2905391758_000011|2905391758|2905391784|85346-122517: 21,809-31,726 (+)

28 29 30 31

IMGVR_UViG_2905335613_000004|2905335613|2905335739|16-40481: 22,691-34,924 (+)

MTase_II_00074 Type (CDS_0030) 31 32 33
34

35 36 37 38

IMGVR_UViG_2917775086_000003|2917775086|2917775086|1161401-1201495: 23,416-34,541 (+)

31 32 33

IMGVR_UViG_2858354309_000007|2858354309|2858354313|3672083-3713071: 21,707-34,654 (+)

30 31 32 33 34 35 36 37 38

IMGVR_UViG_2843769068_000004|2843769068|2843769068|1831441-1874741: 24,312-38,144 (+)

MTase_II_00074 Type (CDS_0032) 33 34
35

3637 38 39 40 41 pyrophosphatase (CDS_0042)

TemPhD_cluster_32594: 24,312-35,588 (+)

endolysin MTase_II_00074 Type (CDS_0029) 30 31
32

3334 35 36 37 38 pyrophosphatase (CDS_0039)

TemPhD_cluster_50339: 23,571-33,957 (+)

MTase_II_00074 Type (CDS_0029) 30 3132 33 34 35 36 37

IMGVR_UViG_2751185960_000007|2751185960|2751262660|37764-80587: 21,801-37,659 (+)

23 27

MTase_II_00074 Type (CDS_0028)

29 30
31

32 33 34 35 36 37 38 anti-repressor (CDS_0043)

IMGVR_UViG_2899737561_000007|2899737561|2899737577|140801-180992: 24,492-35,171 (+)

MTase_II_00074 Type (CDS_0031) 32 33 34 RecT-like ssDNA annealing protein (CDS_0036)

IMGVR_UViG_2690315780_000005|2690315780|2690320599|402382-441440: 24,494-34,308 (+)

MTase_II_00074 Type (CDS_0029) 30 31 32 33

IMGVR_UViG_2905324704_000002|2905324704|2905324715|91092-131868: 21,965-36,180 (+)

MTase_II_00074 Type (CDS_0028)
29 30 RM_Type_II__Type_II_MTases_FAM_2 (CDS_0031) 37

IMGVR_UViG_2902081170_000008|2902081170|2902081188|415553-454662: 24,373-34,331 (+)

transposase (CDS_0024) 29 30 phosphoadenosine phosphosulfate reductase (CDS_0031)

IMGVR_UViG_2855083472_000008|2855083472|2855083520|162-37469: 21,818-31,596 (+)

28 29
30

31 32 33 34

TemPhD_cluster_61253: 23,520-34,189 (+)

28
unknown function (CDS_0029)

30 31 32 33 34

TemPhD_cluster_32889: 24,172-34,295 (+)

28
unknown function (CDS_0029)

30 31 32 33

IMGVR_UViG_2852300590_000005|2852300590|2852300591|629210-667511: 23,390-32,785 (+)

29
unknown function (CDS_0030)

31 32 33 34 35 36

IMGVR_UViG_2902096185_000004|2902096185|2902096241|319222-356529: 22,857-31,820 (+)

29
unknown function (CDS_0030)

31 32

IMGVR_UViG_2713896733_000003|2713896733|2713901112|75283-115440: 24,195-34,104 (+)

24 25 30
unknown function (CDS_0031)

3233 34 35 36 37

SAMN01774018_a1_ct13062_vs1: 23,234-34,062 (+)

28 DNA methyltransferase (CDS_0032) MTase_II_00074 Type (CDS_0033)

IMGVR_UViG_2848889956_000005|2848889956|2848889956|2217822-2255439: 18,647-31,798 (+)

18 tail protein (CDS_0019) 26 27

TemPhD_cluster_50431: 22,941-33,291 (+)

25 26 SspD_00001 SspD (CDS_0027)

TemPhD_cluster_42791: 19,805-33,296 (+)

tail protein (CDS_0020)
Phosphoethanolamine modification (VF0899) (CDS_0021)

25 FS_GIY_YIG__GIY_YIG (CDS_0026)

6000 nt

DNA, RNA and nucleotide metabolism head and packaging integration and excision lysis moron, auxiliary metabolic gene and host takeover other tail transcription regulation

unknown function defence (DefenseFinder) defence (PADLOC) virulence (VFDB)


