transcriptional regulator (CDS_0049)
Hoc-like head decoration (CDS_0036) exonuclease (CDS_0054)
38  endolysin (CDS_0042) integrase (CDS_0045) 53
35 37 39 40 41 \ 43 44 46 47 48 |50 51 52|
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uvig 217936:29,160-43,447 (+)

40 41 42 43

MGV-GENOME-0327755:28,879-37,130 (+)
CfrAB-NCBIFAM Cfr family 23S rRNA (adenine(2503)-C(8))-methyltransferase (NFO00424.4) (CDS_0049)
cyanobacterial phosphorlbosylglycmamlde formyltransferase (CDS_0047)
guanylate kinase (CDS_0043) " Seérine-threonine phosphatase stp (VFO787) (CDS_0050) transcriptional regulator (CDS_0058)
endolysin (CDS_0042) peptide deformylase (CDS_0046) PD-T4-6"WP_203635815.1 (CDS_0051)  integrase (CDS_0054)
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uvig_546494:29,273-54,373 (+)
metal-dependent phosphohydrolase (CDS_0060)
RecT-like ssDNA annealing protein (CDS_0070)
endolysin (CDS_0043) 46 48 52 59 replication initiation protein (CDS_0071)
41 42 44 45[47]495051] 535455 56 57 58] 61 62 63 64 656667 | DnaC-like helicase loader (CDS_0072)
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MGV-GENOME-0363304: 29,280-49,532 (+)

endolysin (CDS_0042) 45 47 51 58
40 41 43 44[46[484950] 525354 55 56 57| 59 60 61 62 63 64

MGV-GENOME-0342361:29,230-48,977 (+)
metal-dependent phosphohydrolase (CDS_0060)
47 ‘dUTPase (CDS_0062)
endolysin (CDS_0042) 45 |48 52 59
40 41 43 44746 | [495051] 535455 56 57 58] 61 | 63 646566 67 6869 70 71 transcriptional regulator (CDS_0072)
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uvig_478624:28,920-51,515 (+)

47
45 |48 52 59
40 41 42 43 44[46| [495051[535455 56 57 58] 60 61 62 63 64 6566 67 6869 70 71 72

MGV-GENOME-0346251: 28.920-51,515 (1)
endolysin (CDS_0042) 45 47 51 integrase (CDS_0059)
40 41 43 44[46[484950] 525354 55 56 57 58 60 61 62 transcriptional regulator (CDS_0063)
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uvig_200561:29,234-49,747 (+)
45 47 51 DNA invertase (CDS_0057)
4041 42 43 44 [46[484950( 525354 55 56 58 59 60 61

MGV-GENOME-0343038:28,973-47,495 (+)
metal-dependent phosphohydrolase (CDS_0059)
endolysin (CDS_0042) 45 47 51 58 integrase (CDS_0068) transcriptional regulator (CDS_0072)
40 41 43 447 46484950] 525354 55 56 57| 60 61 62 6364 65 66 67 69 70 71
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MGV-GENOME-0356290: 29,318-55,307 (+)
metal-dependent phosphohydrolase (CDS_0059)
integrase (CDS_0065)
60 61 62 63 64

endolysin (CDS_0042) 45 47 51
40 41 43 447 46[484950] 525354 55

56 57T 66 67 68 transcriptional regulator (CDS_0069)
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MGV-GENOME-0354895:29,234-51,848 (+)
metal-dependent phosphohydrolase (CDS_0059)
HNH endonuclease (CDS_0060)

58 61 integrase (CDS_0067)
T6263 64 65 66 68 69 70 transcriptional regulator (CDS_0071)
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endolysin (CDS_0042) 45 47 51
40 41 43 447[46[484950] 525354 55
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MGV-GENOME-0359215:29,294-53,248 (+)

10000 nt {
DNA, RNA and nucleotide metabolism head and packaging integration and excision lysis moron, auxiliary metabolic gene and host takeover other transcription regulation
— I

unknown function defence (PADLOC) virulence (VFDB) AMR (AMRFinderPlus)




