deoxyribonucleoside 5' monophosphate phosphatase (CDS_0030)
endolysin (CDS_0018) DNA methyltransferase (CDS_0029) excisionase (CDS_0033)
15  tail protein (CDS_0016)17 19 20 21 22 23 24 2526 27 28 I | 31 32 | 34 35
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TemPhD_cluster 49363:16,699-32,690 (+)
MTase_|I_00039 Type (CDS_0021)

19 20 22 23 24 25 26 DNA methyltransferase (CDS_0027) 30 31
I, gy W W W, C— A I K +-add
TemPhD_cluster_25622:17,550-33,064 (+)
MTase_II_00039 Type (CDS_0021)
tail protein 23 24 25 26 2728 29 30 DNA methyltransferase (CDS_0031)
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IMGVR_UViG_2897178995_000003|2897178995(2897178995[1253544-1295479:19,316-32,736 (+)
23 24 25 26 27 28 DNA methyltransferase (CDS_0029)

TemPhD_cluster_41780: 19,323-32,443 (+)
24 2526 27 28 29 30 31 34 35

IMGVR UViG_2721755597 000009|2721755597\2721801113|5134248 5179035:20,123-35,187 (+)
24 25 26 27 28 29

IMGVR UVIG_2721755597. 000011|2721755597\2721801113I685134O 6893157:20,123-32,119 (+)
23 24 DNA methyltransferase (CDS_0025)
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IMGVR_UVIG_2574179945_000002|2574179945|2574197396|348974-387339: 19,319-28,765 (+)
excisionase and transcriptional regulator (CDS_0029)
anti-RM (APIS152) (CDS_0033)
23 24 2526 27 28 30 31 32 phosphoadenosine phosphosulfate reductase (CDS_0034)
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TemPhD_cluster_60106: 19,639-35,432 (+)
excisionase and transcriptional regulator (CDS_0026)
Mom-like DNA modification protein (CDS_0028)
queuine tRNA-ribosyltransferase (CDS_0031)
27 29 30 32 phosphoadenosine phosphosulfate reductase (CDS_0033)

PD-T4-9_C_WP_167919057.1 (CDS_0021) 22 23 24 25
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TemPhD_cluster_41159:18,132-34,224 (+)
UmuD-like protein (CDS_0025)
24 26 27 28 29 30 31 32 33DNA methyltransferase (CDS_0034)
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IMGVR UViG_2718218242_000002(2718218242|2718228866|1209278-1255910: 20,117-35,810 (+ )
Protein of unknown function (Retron_VII_2_ DUF3800) (CDS_0028)
24 25 26 27 29 30DNA methyltransferase (CDS_0031) 35

IMGVR_UVIG_2548876757_000007|2548876757|2548957406|4617651-4661451:20,523-34,103 (+)
PD-T4-9_C_WP_167919057.1 (CDS_0023) 24 25 26 27 28 29 30 31 32DNA methyltransferase (CDS_0033)

IMGVR_UViG_2558860267 000004|2558860267\2558868604|5984088 -6027257:19,490-33 601( )
Protein of unknown function (Retron_VII_2_ DUF3800) (CDS_0025)
DNA methyltransferase (CDS_0031)
29
21 22 23 24 26 27 28 TSO 32 DS-4__DS-4B (CDS_0039)
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IMGVR_UViG_2897196942 OOOOOl|28971%942\28971%942|1179425 1221460: 17 556-33,017 (+)
6000 nt i
DNA, RNA and nucleotide metabolism integration and excision lysis moron, auxiliary metabolic gene and host takeover other tail unknown function defence (DefenseFinder)
— I —_—

defence (PADLOC) anti-defence (dbAPIS)




