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33 31 DNA polymerase exonuclease subunit
30 25 SspD_00001 SspD (CDS_0024)

S-adenosylmethionine decarboxylase (CDS_0030)
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QFA binding protein (CDS_0032)
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DNA binding protein (CDS_0001)
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uvig 552223:3-3,470 (+)
DNA binding protein (CDS_0001)
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uvig_407771:3-4,099 (+)
DNA binding protein (CDS_0028)
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Michele_2B_hits_grouped (CDS_0034) DNA binding protein (CDS_0031)
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uvig_561397:10,976-20,036 (-)

terminase large subunit (CDS_0001) 2 9
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uvig_500252: 26-5207 (+)
Sigma M (VF0822) (CDS_0032) cation efflux protein (CDS_0030)
35 34 33 Sir2 (NAD-dependent deacetylase) (CDS_6031) 29

uvig 565842:13,746-23,104 (-)
MATE_multi_MepA-NCBIFAM multidrug efflux MATE transporter MepA (NFO00131.1) (CDS_0002)
DNA binding protein (CDS_0005)
1 3 translation elongation factor (CDS_OOO4)T 6 7
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uvig 204142:2-8,555 (+)
nosihep_NshR-NCBIFAM NshR family nosiheptide/thiostrepton resistance 23S rRNA methyltransferase (NFOO0035.1) (CDS_0028)
DNA binding protein (CDS_0027)
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uvig 52676:10,741-20,170 (-)

head-tail adaptor (CDS_0002)
terminase large subunit (CDS_0001) portal protein (CDS_0003) 4

head-tail adaptor (CDS_0002)
DNA binding protein (CDS_0003)
terminase large subunit (CDS_0001) |
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uvig_502861:1-6,985 (+)
head-tail adaptor (CDS_0002)
terminase large subunit (CDS_0001) portal protein (CDS_0003) 4 5 6 7  clamp loader of DNA polymerase (CDS_0008)

uvig 157684:1-11472 (+)
endolysin (CDS_0005)  retron_type_VI_hth_cluster2_1 (CDS_0008)
terminase large subunit (CDS_0001) 2 3 4 7 9 11
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MGV-GENOME-0179449: 1-9,653 (
terminase large subunit (CDS_0001) 2 8

uvig 110879:1-5,638 (+)
vanR_ACDEGLN-NCBIFAM VanR-ABDEGLN family response regulator transcription factor (NFO33117.2) (CDS_0005)
UvsX-like recombinase (CDS_0001) DNA binding protein (CDS_0007)
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zinc containing alcohol dehydrogenase superfamily (CDS_0001) DNA binding protein (CDS_0005)
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uvig_464931:2-8,420 (+)

NshR_TsnR-NCBIFAM NshR/TsnR family 23S rRNA methyltransferase (NFO00477.1) (CDS_0005)
translation elongation factor (CDS_0003) SspD_00001 SspD (CDS_0008)
erminase large subunit (CDS_0001) 2 4 7 9
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uvig_415575:1-10,371 (+)
RM_Type_ll_Type_ll_MTases_FAM_1 (CDS_0015)
DNA methyltransferase (CDS_0016)
Mu Gam-like end protection (CDS_0014)
RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0020) 19 18 17 \ \ Erf-like ssDNA annealing protein (CDS_0013)

vig_180270:6,221-13,729 ()
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uvig_418025:16,855-21,436 (-)

4000 nt {
DNA, RNA and nucleotide metabolism connector head and packaging integration and excision lysis moron, auxiliary metabolic gene and host takeover other unknown function
— I

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