endolysin (CDS_0027) integrase (CDS_0029) RM_Type_ll__Type_ll_MTases_FAM_2 (CDS_0039)
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SAMEA2737948 b1 ct1:17,661-32,352 (+)
RM _Type_ll_Type_ll_MTases FAM_2 (CDS_0039)
25 integrase (CDS_0029) 30 31 HNH endonuclease (CDS_0032) 33 34 35 36 37 38 40

MGV-GENOME-0231289:18,554-32,587 (+)
transfer-messenger RNA SsrA
CAI-1 (VF0405) (CDS_0031)

integrase (CDS_0033) DNA methyltransferase (CDS_0043)
29 30 32 34 35 36 37 38 39 40 41 42 44 45
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SAMEA2579978_al_ct24539_vs1:18,315-34,738 (+)

RNA polymerase sigma factor (CDS_0041)
DNA methyltransferase (CDS_0046)

CAI-1(VF0405) (CDS_0032) MTase_l_00072 Type (CDS_0045)
29 30 31 integrase (CDS_0033) 34 35 36 37 38 39 40 42 43 44 \ 47 48
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SAMNO00998686 _al ct4602 vs1:18,659-35,304 (+)
HNH endonuclease (CDS_0034)
integrase (CDS_0031) RNA polymerase sigma factor (CDS_0039)
23 24 25 30 32 33 35 36 37 38 40 41 42 43 44 45 46
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MGV-GENOME-0268430: 17,677-33,063 (+)
HNH endonuclease (CDS_0035) RM _Type_Il_Type_Il_MTases_FAM_2 (CDS_0044)
integrase (CDS_0032) MTase_I_00072 Type (CDS_0043)
31 33 34 36 37 38 39 40 41 42 ‘ 45
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MGV-GENOME-0238019: 17,700-33,589 (+)
RNA polymerase sigma factor (CDS_0038)
HNH endonuclease (CDS_0033) DNA methyltransferase (CDS_0043)
29 30 31 32 34 35 36 37 39 40 41 42 44 45
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SRS018337_al_ct70355_vs1: 18,340-32,906 (+)

RNA polymerase sigma factor (CDS_0037)
HNH endonuclease (CDS_0032) DNA methyltransferase (CDS_0042)
23 28  integrase (CDS_0029) 30 31 33 34 35 36 38 39 40 41 43 44
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IMGVR_UViG_3300007294_000059|3300007294|Ga0104789_100108(1-33422: 17,642-32,674 (+)

HNH endonuclease (CDS_0036) MTase_|I_00058 Type (CDS_0046)
29 3031 32 33 34 35 37 38 39 40 41 42 43 44 45 47 48

SRS098824_al ct8182_vs1:18,639-34,533 (+)

HNH endonuclease (CDS_0032)
integrase (CDS_0029) 30 31 33 34 35 36 37 38 39 40 41 42

MGV-GENOME-0222883: 18,768-31,053 (+)
29

30
— — —
SRS019980_a1 ct35051 vs1:18,660-22,948 (+)

30

MGV-GENOME-0165422: 18,525-21,558 (+)
30

MGV-GENOME 0164737 18,507-21,449 (+)
29 3031

SAMEA2579948 al ct811 vs1:18,635-22,443 (+)
RND-peri-MexE-NCBIFAM multidrug efflux RND transporter periplasmic adaptor subunit MexE (NFO45904.1) (CDS_0030)
RND_perm_OgxB-NCBIFAM ‘multidrug efflux RND trans;\)orter permease subunit OgxB (NFO00037.1) (CDS_0031)
29 32

e B R =
uvig_116777:18,533-27,619 (+)
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AMR (AMRFinderPlus) tmRNA pseudogene




