metallo-phosphoesterase (CDS_0036)

MTase_I1_00039 Type (CDS_0032) RNA 2'-phosphotransferase (CDS_0042)
HNH endonuclease (CDS_0035) ‘transcriptional repressor (CDS_0047)

holin (CDS_0030) DNA transposition protein (CDS_0049)

T 33 transposase (CDS_0048)
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uvig_285606:21,399-41,373 (+)
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MGV-GENOME-0251005:21,399-31,754 (+)
AAC_6p_A10-NCBIFAM AAC(6')-1 family aminoglycoside 6'-N-acetyltransferase (NFO33151.0) (CDS_0044)
Capsular polysaccharide (VF0624) (CDS_0043)
transcription antiterminator (CDS_0040)
Jallet_2B_hits_grouped (CDS_0042)
34 35 36 37 38 39 | M4 || 45
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uvig 71154:21,399-41,103 (+)
DNA polymerase (CDS_0035) anti-CRISPR-Cas evasion by DNA repair (API1S131) (CDS_0045)
transposase (CDS_0039) 46
34 3637 38 40 41 42 43 44 | 4748
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uvig_ 465858:21,363-42,967 (+)
Type IV pili (VF0458) (CDS_0050)
36 T6SS-11 (VF0783) (CDS_0041) 47 49
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uvig 242483:21,399-44,857 (+)

amidoligase enzyme (CDS_0039)
transposase (CDS_0041) metal-dependent phosphohydrolase (CDS_0047)

transposase (CDS_0042)
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uvig_227340:21,141-46,704 (+)
baseplate wedge subunit (CDS_0048)

baseplate we&ée subunit (CDS_0049)
baseplate hub (CDS_0044)

tail protein (CDS_0047)
transposase (CDS_0042) I tail fiber protein (CDS_0051)

t

endolysin (CDS_0038) L ail protein (CDS_0050)
35 37 39 tail protein (CDS_0045) | RT_III-AM_I11-B_2 (CDS_0053)
34136 ] T4041 | 43 46 | | tail protein (CDS_0052)
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uvig 446309:21,399-42,382 (+)

Lamassu-Fam__LmuC_acc_hypothetical (CDS_0041)

Lamassu-Fam_LmJE_SMC_hypothetical (CDS_0042)
I transcriptional repressor (CDS_0050)
RM__Type_|_REases_FAM_2.einsi_trimmed (CDS_0037) DNA invertase (CDS_0048)
NEase_11_00006 Type (CDS_0039) integrase (CDS_0049)
MTase_|I_00141 Type (CDS_0035) 45 47 DS-10__DS-10 (CDS_0052)

MADS_mad1 (CDS_0034) 36 ‘ ‘ 43 44 46] | 51 53
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uvig 233158:21,363-46,555 (+)
MazEF_MazF (CDS_0047)
DNA polymerase (CDS_0042)  integrase (CDS_0051)
37 capH(CDS.0041) 44 48 50
34353638 3940 | | 43| 45 46|49 | 52 53 54

|
e

I B BN BN EE—— I - N I —

uvig 235900:21,363-42,339 (+)
head maturation protease (CDS_0045)
terminase small subunit (CDS_0041)
head-tail adaptor Ad1 (CDS_0047)

head closure Hc1 (CDS_0048)
terminase large subunit (CDS_0042) I
36 38 tail terminator (CDS_0050)
34 35[37] 3940 46 | |49 51 52 53 Type-lll-B_CnuA (CDS_0054)
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MGV-GENOME-0300032: 21,105-41,485 (+)
Serine-threonine phosphatase stp (VF0787) (CDS_0048)
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Ma_2019_SRR341594_NODE_114_length_63720_cov_2.741930:21,380-58,575 (+)
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66 671 69
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uvig_279583:43,294-47,807 (+)
HamA1_00012 DUF1837 (CDS_0064)
HamB1_00015 DEAD-box (CDS_0065)
63 | 66
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Ma_2019_SRR341657_NODE_243_length_52154_cov_14.631471:44,228-51,483 (+)
PDC-M41A_WP_190546191.1 (CDS_0060)
MTase_ll1_00014 Type (CDS_0062)
59 | 61 63 64 65
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uvig 448776:37,117-48,167 (+)
RusA-like Holliday junction resolvase (CDS_0042)
single strand DNA binding protein (CDS_0044)
MTase_I1_00030 Type (CDS_0048)

Y

Mu Gam-like end protection (CDS_0040) transposase (CDS_0050)
36 DNA primase (CDS_0045) transcriptional regulator (CDS_0056)
35 38 47 transcriptional regulator (CDS_0055)
3437 39 | 41 43 46] | 49| 51 52 5354 |57
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uvig 224375:21,399-43,446 (+)
Accessory secretion factor (VF0808) (CDS_0035) anti-CRISPR-Cas evasion by DNA repair (API1S131) (CDS_0046)
letA_00002 (CDS_0039) 53
tRNA-GIu(TTC) 54 56
34 36 37] 38 40 41 42 43 44 45 | 4748 49 50 5152[[55] 57 58
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IMGVR_UViG_3300029480_000174|3300029480/Ga0244079_100059|14788-74586:21,399-54,727 (+)

43 mads_8 (CDS_0051)  transcriptional repressor (CDS_0058)
nitroreductase (CDS_0035) 44 46 48  CDO0873(VF0593) (CDS_0053)
34 13637 38 39 40 41 42| 45474950 | 52 54 55 56 57 62 63
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uvig 228055:21,141-45,129 (+)
anti-CRISPR-Cas evasion by DNA repair (AP1S131) (CDS_0042)
PDC-SOS_WF_205747975.1 (CDS_0044)
DS-10__DS-10(CDS_0034) 39
36 40
35] 37 38] 41

HNH endonuclease (CDS_0050) transcriptional repressor (CDS_0055)
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uvig 76377:21,399-43,714 (+)
10000 nt {
DNA, RNA and nucleotide metabolism connector head and packaging integration and excision lysis other tail transcriptionregulation unknown function defence (DefenseFinder)
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defence (PADLOC) virulence (VFDB) anti-defence (dbAPIS) AMR (AMRFinderPlus) tRNA
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