Retron_VI_HTH (CDS_0042)
28 32 tRNA-GIn(CTG) 45
24 29 31 35 | AdsA (VF0422) (CDS_0039) 44 47
16 17 18 19 20 21 22 23[25 26 27|130][ | 3334] 36/ 37 38 40 41 4346
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uvig_131477:9,959-40,695 (+)

29 33
25 30 32 36
2122 23 24[26 27 28|31 | 3435] 37 38

uvig_141558:9,959-37,243 (+)
phosphofructokinase (CDS_0039)
30 34
26 31 33 37
2223 24 25[27 28 29|[32] | 3536] 38 40 41 AdsA (VF0422) (CDS_0042)
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SAMNO0792100 a1 ct12372.vs1: 10,266-41,689 (1)
endolysin (CDS_0028)
30 34 AdsA(VF0422)(CDS 0039)
26
2223 24 25[27

31 33 37 capH (CDS_0042)
29|T32] | 3536] 38 41 T 43
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uvig_472210:10,252-39,568 (+)
30 34
26 31 33 37 39
2223 24 25[27 28 291327 | 3536]38]

IMGVR_UViG_3300045988_047959|3300045988|Ga0495776_164291:10,252-37,413 (+)
trans_reg_VanU-NCBIFAM glycopeptide resistance transcriptional regulator VanU (NFO00090.1) (CDS_0039)
34
25 2931 33 37
2122 23 24[26 27 28730 32| 3536] 38 | 40 4142
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uvig_310852:9,959-39,134 (+)

35
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IMGVR_UViG_3300045988 064768|3300045988|Ga0495776_188010: 10,267-37,392 (+)

MATE_multi_MepA-NCBIFAM multidrug efflux MATE transporter MepA (NFO00131.1) (CDS_0037)
hemolysin (CDS_0025)
24 2830 32 AdsA (VF0422) (CDS_0042)
2021 22 23[ | 26 2729]31] 3334 3536 38 39 40 41 43
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uvig_213598:9,952-47,050 (+)

hemolysin (CDS_0025)
24 2830 32
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IMGVR_UViG. 3300045988 0928 14|3300045988| GabA95776. 169387: 9.952-36,535 (1)
radical SAM domain-containing protein (CDS_0042)
endolysin (CDS_0028)
26 3032 34 37 39 41 capH (CDS_0045)
2223 24 25T21T29Y371TQT35376T 38T40] 43 44 [ 46 51
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SAMEA2737795_b1_ct6_vs2:10,321-39,987 (+)
MATE_multi_ MepA-NCBIFAM multidrug efflux MATE transporter MepA (NFO00131.1) (CDS_0033)
endolysin (CDS_0027)
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22 23 24[26 | 28|]31] 34 35 36 37  AdsA(VF0422)(CDS_0038)
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uvig 469824:10,266-43,718 (+)
trans_reg_VanU-NCBIFAM glycopeptide resistance transcriptional regulator VanU (NFO00090.1) (CDS_0035)

endolysin (CDS_0027)

29 33
25 30 32 capH (CDS_0038)
19 2122 23 24[26 | 28|31[|34 |36 T39 40
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SAMNO09781729_al ct70346_vs1:9,955-37,091 (+)
trans_reg_VanU-NCBIFAM glycopeptide resistance transcriptional regulator VanU (NFO00090.1) (CDS_0035)
restriction endonuclease (CDS_0036)

28 32
24 29 31] 34 38 41
21 22 23[25 26 27|[30] |33] | | 37] 40] 42 4445
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IMGVR_UVIG_3300045988_066494|3300045988|Ga0495776_169536:9,961-37,818 (+)
24
21 22 23[25 26 2728 29 30

- N E—— —— . S E— .
SAMNO06165020_al ct155554 vs1:9,961-35,741 (+)
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MGV-GENOME-0301796:10,266-28,647 (+)
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MGV-GENOME-0304822: 10,013-29,495 (1)
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MGV-GENOME-0303352: 9,964-28,703 (+)
2223 24 25
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MGV-GENOME-0310602: 10,337-31,853 (+)

Retron_VI__HTH (CDS_0023)
22T 24
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MGV-GENOME-4423698: 10,592-30,676 (+)

Retron_VI__HTH (CDS_0027)
25 29
247 26 [28 34
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SAMNO9781774 a1l ct188650_vs1:10,327-25,294 (+)
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MGV-GENOME-0322973: 10,35-29,458 (+)
capH (CDS_0023)
24
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MGV-GENOME-0301994: 1(7910-30,886 (+)
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