
IMGVR_UViG_3300045988_145525|3300045988|Ga0495776_158051: 26,204-32,274 (+)

holin (CDS_0033)
endolysin (CDS_0034)

35 3637
38

39

tRNA-Leu(CAG)

40 41 42
43

44

uvig_397617: 22,711-36,491 (+)

26
tail fiber assembly protein (CDS_0027)

28 29 33 34 35 36 nuclease (CDS_0037) 38

uvig_75646: 23,667-38,495 (+)

29 30 31 32 36 37 38
lipoprotein (CDS_0039)

40 41

2-aminooxy adenylosuccinate synthetase (CDS_0042)
tet_prtrans_34-NCBIFAM oxytetracycline resistance phosphoribosyltransferase domain-containing protein Tet(34) (NF000014.1) (CDS_0043)

uvig_298740: 25,608-29,930 (+)

36
37

uvig_454115: 24,870-29,845 (+)

tet_prtrans_34-NCBIFAM oxytetracycline resistance phosphoribosyltransferase domain-containing protein Tet(34) (NF000014.1) (CDS_0037)

uvig_241012: 26,416-33,647 (+)

37 38
2-aminooxy adenylosuccinate synthetase (CDS_0039)

tet_prtrans_34-NCBIFAM oxytetracycline resistance phosphoribosyltransferase domain-containing protein Tet(34) (NF000014.1) (CDS_0040)

uvig_130708: 25,004-33,449 (+)

36 37 38 39 43 44 45 46

MGV-GENOME-0315207: 25,004-32,422 (+)

36 37 38

MGV-GENOME-0324765: 25,001-36,147 (+)

37 38
holin (CDS_0039)

endolysin (CDS_0040)

41 42 Protein of unknown function (Retron_VII_2__DUF3800) (CDS_0043)

IMGVR_UViG_3300045988_163715|3300045988|Ga0495776_141766: 25,001-36,147 (+)

37 38 39
endolysin (CDS_0040)

41 42 Protein of unknown function (Retron_VII_2__DUF3800) (CDS_0043)

uvig_155000: 21,947-31,762 (+)

28 29 30 31 35 36 37 38

IMGVR_UViG_3300045988_129398|3300045988|Ga0495776_158934: 21,947-30,493 (+)

35 36

uvig_66909: 26,262-51,714 (+)

3637
38

39 40 41 42 43 44
Nucleoside diphosphate kinase (VF0851) (CDS_0045)

CfrAB-NCBIFAM Cfr family 23S rRNA (adenine(2503)-C(8))-methyltransferase (NF000424.4) (CDS_0046)

47 48 49 50 51 52 53 54
lipoprotein (CDS_0055)

56 57

2-aminooxy adenylosuccinate synthetase (CDS_0058)
tet_prtrans_34-NCBIFAM oxytetracycline resistance phosphoribosyltransferase domain-containing protein Tet(34) (NF000014.1) (CDS_0059)

uvig_130347: 26,238-35,539 (+)

36 37 38 41 42
mads_1 (CDS_0043)

47

IMGVR_UViG_3300045988_144402|3300045988|Ga0495776_130702: 26,236-34,987 (+)

UG17 (CDS_0039) 42 43 mads_1 (CDS_0044)

MGV-GENOME-0324529: 26,238-33,586 (+)

39 40 mads_1 (CDS_0041)

Ma_2019_SRR413577_NODE_216_length_55149_cov_2.569681: 25,786-35,898 (+)

36 37
Cas3e_WP_189128522.1 (CDS_0038)

39 mads_1 (CDS_0040)

IMGVR_UViG_3300029544_000235|3300029544|Ga0244921_100124|56031-110791: 25,765-34,212 (+)

32 36 37
BrxHI_00004 BrxHI (CDS_0038)

39 mads_1 (CDS_0040)

MGV-GENOME-0332815: 27,213-36,114 (+)

36
tail fiber assembly protein (CDS_0037)

38 39 42 43 mads_1 (CDS_0044)

MGV-GENOME-0314310: 22,678-32,342 (+)

28 30 31 35 36 37 mads_1 (CDS_0038)

SAMN05414895_a1_ct32652_vs1: 25,193-44,144 (+)

35 36
BrxHI_00004 BrxHI (CDS_0037)

38 39 40

ribosomal protein S21 (CDS_0041)
tRNA amidotransferase (CDS_0042)

DNA primase (CDS_0043)
44

RNA polymerase sigma factor (CDS_0045)

46 mads_1 (CDS_0047)

uvig_414977: 25,193-33,709 (+)

RNA polymerase sigma factor (CDS_0035)
36 mads_1 (CDS_0037)

uvig_80719: 21,875-34,428 (+)

28 29 30
RNA polymerase sigma factor (CDS_0035)

36 mads_1 (CDS_0037)

MGV-GENOME-0317284: 22,206-32,240 (+)

28 29 30 35 36 37 38

uvig_127577: 22,207-31,278 (+)

35 36

SAMEA2737789_a1_ct65136_vs1: 22,207-40,537 (+)

35 36 37 38 39 40 41 42 43
stringent starvation protein Sspb-like (CDS_0044)

45 46

uvig_236998: 25,636-33,311 (+)

37 38 39
stringent starvation protein Sspb-like (CDS_0040)

41 42

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 (DefenseFinder) defence (PADLOC) virulence (VFDB) AMR (AMRFinderPlus) tRNA


