
uvig_375818: 21,788-28,458 (+)

29

baseplate protein (CDS_0030)
integrase (CDS_0031)

32

DS-34__DS-34A (CDS_0033)
Cox-like excisionase and repressor (CDS_0034)

CII-like regulator (CDS_0035)

36 37 38 39

IMGVR_UViG_2921477251_000003|2921477251|2921477252|84726-113353: 21,661-28,222 (+)

35 36

IMGVR_UViG_2855087632_000006|2855087632|2855087713|116040-147912: 20,618-31,872 (+)

25 28 29 30 31 33

IMGVR_UViG_2905369465_000001|2905369465|2905369566: 20,636-29,415 (+)

tail fiber assembly protein 32 36

IMGVR_UViG_2825960585_000003|2825960585|2825960590|88951-117585: 21,405-28,634 (+)

31 32 35

IMGVR_UViG_2885184831_000005|2885184831|2885184852|303718-338206: 21,163-34,488 (+)

27
PDC-S20_WP_004742720.1 (CDS_0028)

29 30 34 36

IMGVR_UViG_2740892517_000002|2740892517|2740991890|58401-89141: 21,570-30,740 (+)

31 32 34 35 39 40

IMGVR_UViG_2902065308_000005|2902065308|2902065342|137918-170290: 16,427-32,372 (+)

23
tail protein (CDS_0024)

tail fiber protein (CDS_0025) 29 30
FtsK/SpoIIIE-like protein (CDS_0031)

32 33 36 39

IMGVR_UViG_3300045596_000316|3300045596|Ga0455795_000109|2-30875: 20,408-30,873 (+)

27 28 29 Cox-like excisionase and repressor (CDS_0032)

IMGVR_UViG_2902073083_000006|2902073083|2902073135|3-35898: 16,427-35,895 (+)

retron_I-B2 (CDS_0027) 28 29 30 31 32 3334

IMGVR_UViG_2609460137_000001|2609460137|2609536142|2-33301: 16,557-32,895 (+)

tail fiber protein (CDS_0023) 24 28
tail fiber protein (CDS_0029)

30 31 36

TemPhD_cluster_33870: 16,557-29,963 (+)

anti-repressor Ant (CDS_0028)
29

TemPhD_cluster_63713: 20,936-29,485 (+); 1-3,860 (+)

637

IMGVR_UViG_2848885998_000001|2848885998|2848885998|69763-100500: 17,007-30,737 (+)

29 30 36

IMGVR_UViG_2871165196_000001|2871165196|2871165243: 17,423-28,414 (+)

28 29 DNA ligase (CDS_0031)

IMGVR_UViG_2858369580_000010|2858369580|2858369608|2-27232: 16,247-27,230 (+)

27 28 DNA ligase (CDS_0029)

IMGVR_UViG_2899748251_000014|2899748251|2899748370|7650-35409: 15,956-26,829 (+)

28 29

IMGVR_UViG_2848568905_000006|2848568905|2848568905|2740158-2767654: 16,631-27,496 (+)

28 29

IMGVR_UViG_2695420869_000016|2695420869|2695492090|67972-98608: 18,062-30,232 (+)

28 29 31

IMGVR_UViG_2852493762_000003|2852493762|2852493762|317751-347124: 17,794-29,373 (+)

PDC-S20_WP_004742720.1 (CDS_0028)
30

TemPhD_cluster_63791: 1-8,054 (-); 24,623-29,063 (-)

1tail fiber assembly protein (CDS_0005)

TemPhD_cluster_22979: 17,802-29,168 (+); 1-2,148 (+)

nicking at origin of replication (CDS_0001)tail fiber assembly (CDS_0025) 30 35

IMGVR_UViG_2858354309_000006|2858354309|2858354313|3553193-3583588: 16,682-29,992 (+)

28 29 30

IMGVR_UViG_2902076858_000001|2902076858|2902076890|29619-62779: 16,621-33,160 (+)

28 29
PDC-S49_WP_081616400.1 (CDS_0030)

31

IMGVR_UViG_2885172688_000010|2885172688|2885172725|70228-99333: 18,278-29,105 (+)

29 31 35 38

IMGVR_UViG_2902103565_000013|2902103565|2902103749|9249-37592: 17,834-28,343 (+)

28
DNA ligase (CDS_0030)

36 37

IMGVR_UViG_2858337405_000009|2858337405|2858337441|7509-38396: 19,979-30,887 (+)

28 29 30 DNA ligase (CDS_0032)

IMGVR_UViG_2858345800_000011|2858345800|2858345833|3-30371: 19,979-30,368 (+)

27 DNA ligase (CDS_0031)

IMGVR_UViG_2858341572_000008|2858341572|2858341579|62186-94065: 17,424-31,879 (+)

28 29 30 DNA ligase (CDS_0032)

IMGVR_UViG_2852304943_000006|2852304943|2852304948|2111503-2144267: 16,229-32,764 (+)

tail fiber protein (CDS_0024)
25 30 31 32 33 34

IMGVR_UViG_2852296655_000003|2852296655|2852296655|97521-130739: 16,555-33,218 (+)

27 28 29 30 31 32 33 34

IMGVR_UViG_2905391758_000002|2905391758|2905391830: 16,621-40,458 (+)

28 29
transposase (CDS_0030)

Fimbriae (VF0031) (CDS_0031)

32

CupD fimbriae (VF0927) (CDS_0033)

UG4_Fimbrae_114 (CDS_0034) 35

CupD fimbriae (VF0927) (CDS_0036)
PDC-S49_WP_081616400.1 (CDS_0037)

38

TemPhD_cluster_44456: 20,450-29,385 (+); 1-2,694 (+)

2 3retron_I-B2 (CDS_0026) 31

9000 nt

DNA, RNA and nucleotide metabolism integration and excision moron, auxiliary metabolic gene and host takeover tail transcription regulation unknown function defence (DefenseFinder)

defence (PADLOC) virulence (VFDB) tRNA tmRNA


