baseplate wedge subunit (CDS_0021)
Hz:seplate wedge subunit (CDS_0022)
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uvig 292989:16,886-37,809 (+)
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IMGVR_UViG_3300029438_000296|3300029438|Ga0243733_1000028|59834-110392: 16,886-30,131 (+)
26 2728 29 30 31 323334 3536 PDC-513_WP_097300085.1 (CDS_0038)

uvig_328858:16,895-32,300 (+)
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uvig_308749: 64,689-76,108 (+)
77 78 79 808182 83

I

SAMNO0792059_b1_ct5_vs3:48,196-59,615 (+)
6869 70 717273 74

5 | [ 1]
uvig_149224:42,738-52,834 (+)
Retron_VI_HTH (CDS_0038)
endolysin (CDS_0032) capH (CDS_0037)
integrase (CDS_0030) 39 41
2627 28 29 31 | 3334 35 T 40/42 43

uvig_477949:16,895-31,055 (+)
endolysin (CDS_0094)
96
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uvig_240981:50,361-62,347 (+)
endolysin (CDS_0076)
74
71 72 73 [75|7778 79
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uvig 241734:43,890-55,529 (+)
endolysin (CDS_0073)
71
68 69 70 [72 | 7475 76
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uvig_118759:41,964-53,878 (+)
endolysin (CDS_0071)
69
65 66 67 68 [70 | 7273 74
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uvig_243453:41,578-53,497 (+)

retron_type_VI_hth_cluster2_1 (CDS_0032)
Retron_VI_HTH (CDS_0031)
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IMGVR_UViG_3300029468_000179|3300029468|Ga0244207_100036|57350-104395: 16,934-28,562 (+)

PDC-S47_WP_148603747.1(CDS_0027)
baseplate wedge subunit

I A |
uvig 287466:17,265-23,677 (+)
26 PDC-S47_WP_148603747.1(CDS_0028)
I |
uvig 462431:16,886-24,144 (+)
26 27
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uvig_258589: 16,934-25,667 (+)

DNA invertase (CDS_0028) integrase (CDS_0030)
26 27 integrase (CDS_0029)
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uvig_184203:16,886-29,862 (+)

26 27 retron_type_V_csd_cluster85_1 (CDS_0028)

uvig_131191:16,886-29,275 (+)
resist_ArsN1b-NCBIFAM arsinothricin resistance N-acetyltransferase ArsN1 family B (NFO40504.1) (CDS_0036)
tet_MFS_Y-NCBIFAM tetra?cline efflux MFS transporter Tet(Y) (NF012188.1) (CDS_0038)
DNA polymerase (CDS_0030) ‘ retron_type_V_csd_cluster85_1 (CDS_0044)
26 27 28 29 31 32 33 34 35 37 39 40 41 42 43
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uvig 248759:16,886-42,367 (+)
resist_ArsN1b-NCBIFAM arsinothricin resistance N-acetyltransferase ArsN1 family B (NFO40504.1) (CDS_0034)
tet_MFS_Y-NCBIFAM tetracycline efflux MFS transporter Tet(Y) (NFO12188.1) (CDS_0036)
DNA polymerase (CDS_0028) retron_type_V_csd_cluster85_1 (CDS_0042)
26 27 29 30 31 32 33 35 37 38 39 4041
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uvig 32311:16,886-38,831 (+)
resist_ArsN1b-NCBIFAM arsinothricin resistance N-acetyltransferase ArsN1 family B (NFO40504.1) (CDS_0040)
tet_MFS_Y-NCBIFAM tetra%ine efflux MFS transporter Tet(Y) (NF012188.1) (CDS_0042)
31 DNA polymerase (CDS_0034) retron_type_V_csd_cluster85_1 (CDS_0048)
26 2728 29 30 3233 35 36 37 38 39 41 43 44 45 46 47
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uvig_548217:16,886-44,240 (+)
resist_ArsN1b-NCBIFAM arsinothricin resistance N-acetyltransferase ArsN1 family B (NFO40504.1) (CDS_0034)
integrase (CDS_0026) tet_ MFS_Y-NCBIFAM tetracycline efflux MFS transporter Tet(Y) (NFO12188.1) (CDS_0036)
DNA polymerase (CDS_0028) ‘ retron_type_V_csd_cluster85_1 (CDS_0042)
27 29 30 31 ;! ® 35 37 38 39 40 41]
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uvig 440277:16,886-39,790 (+)
resist_ ArsN1b-NCBIFAM arsinothricin resistance N-acetyltransferase ArsN1 family B (NFO40504.1) (CDS_0038)
tet_MFS_Y-NCBIFAM tetracycline efflux MFS transporter Tet(Y) (NFO12188.1) (CDS_0040)
retron_type_V_csd_cluster85_1 (CDS_0046)
retron_type_VI_hth_cluster2_1 (CDS_0051)

DNA polymerase (CDS_0032)
39 41 42 43 44 45|
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uvig_305301: 16,886-45,863 (+)
resist_ArsN1b-NCBIFAM arsinothricin resistance N-acetyltransferase ArsN1 family B (NFO40504.1) (CDS_0034)
tet_MFS_Y-NCBIFAM tetracycline efflux MFS transporter Tet(Y) (NFO12188.1) (CDS_0036)
DNA polymerase (CDS_0028) retron_type_V_csd_cluster85_1 (CDS_0042)
26 27 29 30 31 32 33 35 37 38 39 4041
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Ma_2019_SRR413674 NODE_387_length_59827_cov_12.125828:16,886-40,586 (+)
resist_ArsN1b-NCBIFAM arsinothricin resistance N-acetyltransferase ArsN1 family B (NFO40504.1) (CDS_0034)
tet_ MFS_Y-NCBIFAM tetracycline efflux MFS transporter Tet(Y) (NFO12188.1) (CDS_0036)
‘ retron_type_V_csd_cluster85_1 (CDS_0042)
26 27 28 2930 31 828 IE8 35 37 38 39 40 41]
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uvig_254014:16,886-41,022 (+)

tet MFS_Y-NCBIFAM tetracycline efflux MFS transporter Tet(Y) (NF012188.1) (CDS_0027)
retron_type_V_csd_cluster85_1 (CDS_0033)
26 28 29 30 3132[
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,302 (+)
baseplate wedge subunit (CDS_0029)
baseplate wedge subunit (CDS_0028)
tail fiber protein (CDS_0026) tail protein (CDS_0030)
tail protein (CDS_0027) | PAAR motif of membran proteins (CDS_0031)

uvig_445655:16,886-27,014 (+)
10000 nt i
DNA, RNA and nucleotide metabolism integration and excision lysis moron, auxiliary metabolic gene and host takeover other tail unknown function defence (DefenseFinder)
— I —_—

defence (PADLOC) AMR (AMRFinderPlus) tRNA
I




