anti-CRISPR-Cas evasion by DNA repair (APIS131) (CDS_0044)
exonuclease recombination-associated (CDS_0043)
DrmD_00010 DrmD (CDS_0036) DNA methyltransferase (CDS_0040) DEDDh_III_[I_IV_V_VI_1 (CDS_0045)
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TemPhD_cluster_45935:40,118-55,498 (+)

DrmD_00010 DrmD (CDS_0036) DNA methyltransferase (CDS_0040)

tRNA-His(GTG) 33 34 35 37 38 39 41
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TemPhD_cluster_56283:40,118-55,779 (+)
tetrahydrofolate dehydrogenase and cyclohydrolase (CDS_0029) DrmD_00010 DrmD (CDS_0037) nucleoid associated protein (CDS_0045)
28 34 35 36 3839 40 41 42 Dnd__DndC (CDS_0043)
IMGVR_UViG_2923146907_000004|2923146907|2923146907|2941689-3009169: 38,677-58,244 (+)
DrmD_00010 DrmD (CDS_0032)

31 33 34 35 36 37 38 DS-33__DS-33(CDS_0039) 45
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TemPhD_cluster_56438:37,593-54,507 (+)

31 32 33 34 3536 37 3839 40 4142 43 44 MTase_ll_00173 Type (CDS_0045)

TemPhD_cluster_56396:37,028-55,757 (+)

DNA methyltransferase (CDS_0044)
33 35 36 37 38 3940 41 42 43 MTase_II_00173 Type (CDS_0045)
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TemPhD_cluster_56385:39,273-56,037 (+)
MazG-like pyrophosphatase (CDS_0036)

DNA methyltransferase (CDS_0039) MTase_II_00030 Type (CDS_0041)
32 3334 35 37 38 Dnd__DndC (CDS_0040)
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TemPhD_cluster_56430: 37,355-54,479 (+)

DNA methyltransferase (CDS_0037)
31 32 33 34 35 36 Dnd__DndC (CDS_0038)

TemPhD_cluster_56600: 37,398-52,963 (+)
32 33 34 MTase_II_00030 Type (CDS_0035)
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DNA methyltransferase (CDS_0040)

MazG-like pyrophosphatase (CDS_0037) Dnd__DndC (CDS_0041)
34 35 36 38 39 42 MTase_l1_00173 Type (CDS_0043)
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TemPhD_cluster_56457:37,641-55,031 (+)

MazG-like pyrophosphatase (CDS_0033)
DNA methyltransferase (CDS_0037)

31 32 T 34 35 36 Dnd__DndC (CDS_0038)
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TemPhD_cluster_56462:37,711-54,215 (+)

DNA methyltransferase (CDS_0040) MTase_ll_00030 Type (CDS_0042)
24 27 32 33 34 35 36 37 38 39 Dnd_DndC (CDS_0041)
I . R —
TemPhD_cluster_45972:36,828-55,573 (+)
DNA methyltransferase (CDS_0040) MTase_ll_00030 Type (CDS_0042)
32 33 34 35 36 37 38 39 Dnd__DndC (CDS_0041)
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TemPhD_cluster_45973:37,394-55,573 (+)

DNA methyltransferase (CDS_0040)

MazG-like pyrophosphatase (CDS_0037) 42
33 34 35 3 | 38 39 417 MTase_Il_00030 Type (CDS_0043)
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TemPhD_cluster_56445:37,129-54,392 (+)
MazG-like pyrophosphatase (CDS_0037) Dnd__DndC (CDS_0041)
DNA methyltransferase (CDS_0040) 43
33 34 35 36 38 39 42TMTase_II_00030 Type (CDS_0044)
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TemPhD_cluster_56397:38,002-55,030 (+)
queuine tRNA-ribosyltransferase (CDS_0037)
25 31 32 33 34 35 36 38 MTase_Il_00030 Type (CDS_0039)
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Mom-like DNA modification protein (CDS_0043)
DNA methyltransferase (CDS_0044) MTase_II_00030 Type (CDS_0046)
34 35 36 37 38 39 40 41 42 | Dnd__DndC (CDS_0045)
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IMGVR_UViG_2579779091_000004|2579779091|2579852958|89022-156366: 38,879-57,910 (+)
Mom-like DNA modification protein (CDS_0041)
DNA methyltransferase (CDS_0042) MTase_l1_00030 Type (CDS_0044)
32 33 34 35 3 37 38 39 40 | Dnd_DndC (CDS_0043)
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TemPhD_cluster_56416:37,904-55,732 (+)

DNA methyltransferase (CDS_0044)
43 anti-CRISPR-Cas evasion by DNA repair (APIS131) (CDS_0048)
38 39 40 41 42 T NA methyltransferase (CDS_0045) exonuclease (CDS_0052)
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IMGVR_UViG_2860903427_000006|2860903427|2860903427|4216090-4281589:39,986-56,758 (+)
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TemPhD_cluster_45966:37,924-54,788 (+)
MazG-like pyrophosphatase (CDS_0037) MTase_I1_00030 Type (CDS_0042)

34 35 36 | 38 39 40 41 43
N L& N N | I N —
TemPhD_cluster_56409: 38,205-54,784 (+)

MazG-like pyrophosphatase (CDS_0037)
DrmD_00010 DrmD (CDS_0035)
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TemPhD_cluster_56383:37,924-55,252 (+)
37 38 39 40

IMGVR_UViIG_2917045514_000007|2917045514]2917045514(5760274-5825027:39,215-54,513 (+)
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TemPhD_cluster_56442:37,893-54,405 (+)
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TemPhD_cluster_46080:37,626-51,693 (+)

DNA methyltransferase (CDS_0045)

31 37 38 39 40 41 42 43 44 MTase_lI_00030 Type (CDS_0046)
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AY625898.1:38,130-55,368 (+)
excisionase (CDS_0032)
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KC262634.1:39,460-55,778 (+)
MazG-like pyrophosphatase (CDS_0036)

head fiber protein (CDS_0024) 32 33 34 35 | 37 3839 40 41
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TemPhD_cluster_56366:37,011-55446 (+)

MTase_lI_00030 Type (CDS_0046)
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IMGVR_UViIG_2872534562_000004|2872534562|2872534562|2502338-2567192:39,089-54,185 (+)
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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) anti-defence (dbAPIS) tRNA
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