Avd protein of DGR (CDS_0027) Retron_VI__HTH (CDS_0041)

tRNA-Lys(TTT) Retron_VI_HTH'(CDS_0040)
32 38 | 42 44
28 293031] | 33 34 3536 37 [39| |[43]4546 47
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MGV-GENOME-0326151:22,769-37.857 (+)
Retron_VI_HTH (CDS_0039)
37
33 34 35 36 [38| Retron VI_HTH (CDS_0040)
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SAMEA2737747_b1_ctb0.vs2: 22,769-39,141 (+)

Retron_VI_HTH (CDS_0033)
26 31 T Retron_VI_HTH (CDS_0034)
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MGV-GENOME-0324432: 21,501-29,990 (+)
capH (CDS_0042)
40 44
333435 3637 38 3941 (43
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IMGVR_UViG_3300045988_130490|3300045988|Ga0495776_074119:22,769-39,317 (+)
ParB-like partition protein (CDS_0037)
DS-15__D5-15A (CDS_0038)
transposase (CD5_0036) Retron_VI_HTH (CDS_0048)
capH (CDS_0035)
transposase (CDS_0033) 34 T \

41 46
39 40] 42 43 44 45 TQT Retron_VI_HTH (CDS_0049)
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IMGVR_UVIG_3300045988_122285|3300045988|Ga0495776_051623:22,769-47,575 (+)
ParB-like partition protein (CDS_0037)
DS-15_ DS-15A (CDS_0038)

transposase (CD5_0036) Retron_VI_HTH (CDS_0048)
capH (CDS_0035) 41 46
31 transposase (CDS 0033) 34 | | 39 40| 42 43 44 45 ]47| Retron_VI_HTH (CDS_0049)
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MGV-GENOME-0341382:22,769-47,575 (+)

ParB-like partition protein (CDS_0038)
DS-15__DS-15A (CDS_0039)

transposase (CD5_0037) Retron_VI_HTH (CDS_0049)
transposase (CDS_0033) capH (CDS_0036) 42 47
DarB-like antirestriction (CDS_0034) 35 | | 40 417 43 44 45 46 [48| Retron VI_HTH (CDS_0050)
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IMGVR_UViG_3300029700_000076|3300029700|Ga0245207_100383: 22,769-52,443 (+)

ParB-like partition protein (CDS_0056) Retron_VI__HTH (CDS_0068)
PDC-S04_WP_002996767.1 (CDS_0037) DS-15_D5-15A (CDS_0057) Retron_VI_HTH (CDS_0067)
PDC-504_WP_002996767.1 (CDS_0042) transposase (CD$_0055)integrase (CDS_0061)
transposase (CDS_0033) 39 41 45 49 capH (CDS_0054) 60 65
343536 3840 43 44] 46 47 48 5051 DarB-like antirestriction (CDS_0052) 53 | | 58 59 | 62 63 64 66
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MGV-GENOME-0363531:22,769-67,968 (+)

Sigma L (VF0855) (CDS_0034) metal-dependent phosphohydrolase (CDS_0053)
capH (CDS_0040) capH (CDS_0047)
38 45 49
33| 35 3637 [39| 4142 43 44|46 |48 54

N N B —— BN NI I S S N S
OTU_615:22,769-42,425 (+)
transposase (CDS_0029)
capH (CDS_0034)
32 36
30 31[33 |35
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IMGVR_UViG_3300045988_073907|3300045988|Ga0495776_177574:21,941-32,947 (+)
ParB-like partition protein (CDS_0036) 43
DS-15_DS-15A (CDS_0035) 41T DNAmethyltransferase (CDS_0046)
3334 | | 373839 40 42 4445 \ 4748 49 50515253
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IMGVR_UViG_3300045988_128573|3300045988|Ga0495776_072274:22,769-52,638 (+)
ParB-like partition protein (CDS_0036) 43
DS-15_DS-15A (CDS_0035) 41]  DNAmethyltransferase (CDS_0046)
3334 [ | 373839 40 42 4445 [ 4748 49 50515253
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MGV-GENOME-0345595:22,769-52,638 (+)
trans_reg_VanU-NCBIFAM glycopeptide resistance transcriptional regulator VanU (NFO00090.1) (CDS_0056)
ParB-like partition protein (CDS_0036) 43 Retron_VI__HTH (CDS_0064)
DS-15__DS-15A (CDS_0035) 41 DarB-like antirestriction (CDS_0046) transcriptional regulator (CDS_0055) 62
33 34 | 37 3839 40 42 4445 4748 49 505152 53 54 | 57 58 59 60 61 63| Retron VI_HTH (CDS_0065)
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IMGVR_UViG_3300045988_186729|3300045988|Ga0495776_122560|1-84165:22,769-65,321 (+)
trans_reg_VanU-NCBIFAM glycopeptide resistance transcriptional regulator VanU (NFO00090.1) (CDS_0055)
DNA primase (CDS_0040) transcriptional regulator (CDS_0054) Retron_VI_HTH (CDS_0063)
ParB-like partition protein (CDS_0036) 43 integrase (CDS_0059)
DS-15_DS-15A(ﬁS_0035) 41 DarB-like antirestriction (CDS_0046) integrase (CDS_0058) 61
3334 | | 373839 | 42 4445 4748 49 505152 53 56 57 | 60 62| Retron VI_HTH (CDS_0064)
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uvig 467692:22,769-62,419 (+)
; 10000 nt i
DNA, RNA and nucleotide metabolism integration and excision lysis moron, auxiliary metabolic gene and host takeover other transcription regulation unknown function
— I

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