
TemPhD_cluster_63653: 106-12,073 (+)

integrase (CDS_0001)

transcriptional regulator (CDS_0002)
transcriptional regulator (CDS_0003)

4
exonuclease (CDS_0005)

6 DNA primase (CDS_0007) 8

transcriptional regulator (CDS_0009)
portal protein (CDS_0010)

terminase large subunit (CDS_0011)
head scaffolding protein (CDS_0012)

13

TemPhD_cluster_52657: 1-9,941 (-); 26,977-29,007 (-)

4

IMGVR_UViG_2529293124_000005|2529293124|2529403039|44176-73548: 1-9,941 (-)

4

IMGVR_UViG_2869423532_000002|2869423532|2869423548|132272-159674: 1-8,974 (-)

4

TemPhD_cluster_44350: 1-10,730 (-); 28,130-30,130 (-)

PDC-M55C_WP_090804557.1 (CDS_0004)10

TemPhD_cluster_28469: 1-10,735 (-); 28,135-30,135 (-)

PDC-M55C_WP_090804557.1 (CDS_0004)

TemPhD_cluster_16675: 1-9,891 (-); 27,356-29,383 (-)

4

TemPhD_cluster_16670: 1-9,891 (-); 27,356-29,383 (-)

4

TemPhD_cluster_38310: 1-8,805 (-); 26,557-29,376 (-)

3 terminase small subunit (CDS_0031)

TemPhD_cluster_63861: 105-11,940 (+)

5 8 9

TemPhD_cluster_38248: 1-9,057 (-); 28,010-30,040 (-)

Old_exonuclease__Old_exonuclease (CDS_0004)

TemPhD_cluster_20075: 1-8,116 (-); 27,299-29,320 (-)

4

TemPhD_cluster_38335: 1-13,242 (-); 26,896-28,896 (-)

411baseplate protein (CDS_0012)

TemPhD_cluster_63813: 1-3,247 (-); 17,011-29,018 (-)

27integrase (CDS_0033)

IMGVR_UViG_2880324937_000001|2880324937|2880324937|1232702-1261493: 1-13,312 (-)

411

IMGVR_UViG_2778261256_000005|2778261256|2778294805: 1-7,901 (-)

glycosyltransferase (CDS_0004)

IMGVR_UViG_2718218027_000005|2718218027|2718228453|4760260-4788475: 1-7,296 (-)

4

IMGVR_UViG_2824588292_000014|2824588292|2824588311|7237-34828: 1-11,809 (-)

410

TemPhD_cluster_26492: 1-13,792 (-); 27,042-29,072 (-)

glycosyltransferase (CDS_0004)transcriptional regulator (CDS_0009)O-acetyltransferase (CDS_0011)

TemPhD_cluster_30772: 1-14,417 (-); 27,665-29,695 (-)

glycosyltransferase (CDS_0004)

TemPhD_cluster_23957: 1-12,711 (-); 26,479-28,530 (-)

41011

TemPhD_cluster_63979: 1-12,354 (-); 25,871-27,955 (-)

4unknown function (CDS_0005)
Cox-like excisionase and repressor (CDS_0009)

transcriptional regulator (CDS_0010)

IMGVR_UViG_2671181114_000018|2671181114|2671319100|92728-122672: 1-9,962 (-)

4Cox-like excisionase and repressor (CDS_0008)9

TemPhD_cluster_18631: 1-9,944 (-); 28,152-30,161 (-)

4

IMGVR_UViG_3300010279_000222|3300010279|Ga0129313_1000488: 1-9,308 (-); 31,432-33,537 (-)

unknown function (CDS_0004)exonuclease (CDS_0007)

TemPhD_cluster_28497: 1-9,302 (-); 27,012-29,124 (-)

unknown function (CDS_0004) 35

IMGVR_UViG_2636415490_000006|2636415490|2636425318|32320-60650: 1-7,175 (-)

4

TemPhD_cluster_63980: 1-7,186 (-); 25,951-27,972 (-)

4

TemPhD_cluster_38318: 1-7,514 (-); 27,164-29,236 (-)

45

IMGVR_UViG_3300031370_000313|3300031370|Ga0302349_1000029|326406-354210: 1-7,507 (-)

45

TemPhD_cluster_38334: 1-7,351 (-); 26,101-28,893 (-)

transcriptional regulator (CDS_0003)4

TemPhD_cluster_63863: 1,954-12,097 (+)

8 transcriptional regulator (CDS_0009)

TemPhD_cluster_44492: 1-9,172 (-); 26,228-29,020 (-)

34

TemPhD_cluster_2367_: 1-6,980 (-); 26,007-29,377 (-)

23 head-tail adaptor Ad1 (CDS_0031)

6000 nt

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

unknown function defence (DefenseFinder) defence (PADLOC)


