
uvig_90989: 12,028-35,710 (+)

DNA transposition protein (CDS_0020)

transposase (CDS_0021)
tRNA-Undet(NNN)

22
23

24
25

26

retron_type_V_csd_cluster85_1 (CDS_0027)

28

radical SAM domain-containing protein (CDS_0029)

30
31

32 33

DnaD-like helicase loader (CDS_0034)

35 36

FabG-like 3-oxoacyl-(acyl-carrier-protein) reductase (CDS_0037)

38 39 40 41 42 43 4445
endolysin (CDS_0046)

47

MGV-GENOME-0205008: 12,030-24,559 (+)

23 26 27 28 32

MGV-GENOME-0209880: 11,568-24,001 (+)

26 27
28

29 30

MGV-GENOME-0201381: 11,568-23,687 (+)

26

MGV-GENOME-0220051: 12,045-24,480 (+)

26 27

uvig_82879: 11,568-25,198 (+)

26 27
28

29

uvig_108650: 11,776-26,331 (+)

26 27 28 29

MGV-GENOME-0206296: 11,776-24,575 (+)

26 27

uvig_486729: 10,867-27,154 (+)

24 25 26

MGV-GENOME-0275660: 12,043-36,834 (+)

27 28 29 30
tail fiber protein (CDS_0031)

SAMEA2737839_b1_ct80_vs3: 12,031-31,536 (+)

25 26 27 28 29 30

MGV-GENOME-0209355: 12,030-25,066 (+)

26 27 30

MGV-GENOME-0323909: 11,762-39,621 (+)

26 27
MTase_II_00039 Type (CDS_0028)

29 30 31 32 33

IMGVR_UViG_3300045988_178847|3300045988|Ga0495776_170943: 11,699-37,511 (+)

26 27
MTase_II_00039 Type (CDS_0028)

29 30 31 32
tail fiber protein (CDS_0033)

MGV-GENOME-0302051: 11,718-37,441 (+)

26 27
MTase_II_00039 Type (CDS_0028)

29 30 31 32 33

IMGVR_UViG_3300029872_000335|3300029872|Ga0245317_100516|3-42037: 11,718-37,505 (+)

26
MTase_II_00039 Type (CDS_0027)

28 29 30 31 32

IMGVR_UViG_3300029711_000176|3300029711|Ga0245193_100817: 11,796-38,669 (+)

26 27
MTase_II_00039 Type (CDS_0028)

29 30 31 32 33

IMGVR_UViG_3300030032_000287|3300030032|Ga0245332_100408|12418-53488: 11,717-36,541 (+)

26
MTase_II_00039 Type (CDS_0027)

28 29 30 31 32 33

MGV-GENOME-0261999: 11,718-34,234 (+)

26 27 28 29
tail fiber protein (CDS_0030)

uvig_92038: 10,732-41,174 (+)

transcriptional repressor (CDS_0024)

25 26 27 28
MTase_II_00039 Type (CDS_0029)

30 31 32 33 34

uvig_85710: 11,192-38,585 (+)

transcriptional repressor (CDS_0024)

25 26
MTase_II_00039 Type (CDS_0027)

28 29 30 31 32

Han_2018_ERR1398254_NODE_265_length_61735_cov_10.826362: 12,029-57,210 (+)

26 27 28 29 30
thymidine kinase (CDS_0031)

32 33 34 35 36 37 38

nucleotide-sugar epimerase (CDS_0039)
MTase_II_00039 Type (CDS_0040)

41
Reverse transcriptase (CDS_0042)

43 44 45

10000 nt

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

defence (PADLOC) tRNA pseudogene


