retron_type_VI_hth_cluster2_1 (CDS_0027)
anti-SOS response (AP1S132) (CDS_0023)
transcriptional regulator (CDS_0024)
replication initiation protein (CDS_0031)
ranscriptional regulator (CDS_0029)
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anti-SOS response (APIS132) (CDS_0032)
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26 endolysin (CDS_0030)
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IMGVR_UViG_3300045988_078650|3300045988|Ga0495776_160130: 12,685-23,344 (+)
anti-SOS response (AP1S132) (CDS_0026)
transcriptional regulator (CDS_0027)
superinfection exclusion (aSS_OOZS)
integrase (CDS_0023)
21 22 24 32
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anti-SOS response (AP1S132) (CDS_0023)
superinfection exclusigrr(CDS_OO22)
21 \ _transcriptional regulator (CDS_0024)
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DNA polymerase exonuclease subunit (CDS_0022)
integrase (CDS_0021)

20 capH (CDS_0023)
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uvig_163510:12,782-21,923 (+)

anti-SOS response (API5132) (CDS_0025)
transcriptional rggrator (CDS_0029)
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uvig 144842:12,622-23,744 (+)
anti-SOS response (AP1S132) (CDS_0025)
_Feplication initiation protein (CDS_0031)
transcriptional regulator (CDS_0028)
21 22 23 24 | | | 32 34
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uvig_288957:12,540-23,863 (+)
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anti-SOS response (AP1S132) (CDS_0026)
transcriptional regulator (CDS_0027)
transposase (CDS_0021) integrase (CDS_0024) ‘
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uvig_173765:10,783-27,714 (+)
anti-SOS response (API1S132) (CDS_0023)
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transcriptional regulator (CDS_0024)
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uvig_155462:10,765-21,964 (+)
anti-SOS response (API1S132) (CDS_0029)
integrase (CDS_0027)

20 21 22 23T 25 26 28 transcriptional regulator (CDS_0030)
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uvig_166040: 10,678-24,986 (+)
hemolysin (CDS_0012) anti-SOS response (AP1S132) (CDS_0017)
holimDS 0013) transcriptional regulator (CDS_0018)
‘ integrase (CDS_0015)
terminase large subunit (CDS_0001) 6 7 8 9 T 11 endolysin (CDS_0014) 16 1920
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uvig_167971:1-16,290 (+)
anti-SOS response (AP1S132) (CDS_0010)
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anti-SOS response (AP1S132) (CDS_0012)
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anti-SOS response (AP1S132) (CDS_0009)
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uvig_299105:1-11,951 (+)
MATE_multi_NorM-NCBIFAM multidrug efflux MATE transporter NorM (NF000263.1) (CDS_0010)

anti-SOS response (AP1S132) (CDS_0017)
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uvig_135748:1-19,664 (+)
20 21

uvig_280893:1-8,498 (+)
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SAMEA2737759_al ct130587 vs1:1-7,875 (+)
replication initiation protein (CDS_0030) anti-SOS response (API5132) (CDS_0043)
hemolysin (CDS_0027) acetyltransferase (CDS_0037) transcriptional regulator (CDS_0044)
25 holin (CDS_0028) DNA binding protein (CDS_0035) integrase (CDS_0041)
21 22 23 24726 endolysin (CDS 0029) 32 33 34 3 | 3839 40 42 45
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uvig 454273:12,724-35,484 (+)
hemolysm (CDS_0027)
tail fiber protein (CDS_0022) 25 endolysm(CDS 0029) DNA polymerase (CDS_0031)
21 23 2426 |28 30 capH (CDS_0032)

SAMNO5826511 al ct34913 vs1:12,760-27,726 (+)
hemolysin (CDS_0025)
holin (CDS_0026)
24 anti-SOS response (AP1S132) (CDS_0030)
21 22 237 endolysin (CDS_0027)28 29 [ 31 32
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uvig 217305:12,618-27,700 (+)
hemolysin (CDS_0025)
24 anti-SOS response (AP1S132) (CDS_0028)
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MGV-GENOME-0227418:12,618-26,353 (+)

hemolysin (CDS_0026)
holin (CDS_0027)
‘ anti-SOS response (AP1S132) (CDS_0035)
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uvig_400541:12,615-30,000 (+)

hemolysin (CDS_0012)
holin (CDS_0013)
10 endol\Tsin (CDS_0014) anti-SOS response (AP1S132) (CDS_0021)
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uvig 234514: 1

18,845 (+)
hemolysin (CDS_0012)
10 enﬂglysin (CDS_0014) anti-SOS response (AP1S132) (CDS_0019)
6 7 8 91113 15 16 17 18 [ 20 21

MGV-GENOME-0267438:1-17,536 (+)
HNH endonuclease (CDS_0017)
hemolysin (CDS_0012)
integrase (CDS_0008) endolysin (CDS_0014)
10 holin (CDS_0013)

anti-SOS response (APIS132) (CDS_0021)
integrase (CDS_0019)
20 _transcriptional regulator (CDS_0022)

6 7 9oT11 | T | 15 16integrase (CDS_0018)
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uvig 440259: 1-17,792 (+)

hemolysin (CDS_0012)

integrase (CDS_( 0008) holin (CDS_0013) anti-SOS response (AP1S132) (CDS_0017)
integrase (CDS_0015)
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IMGVR_UViG_3300045988_063025|3300045988|Ga0495776_042868: 1-13,988 (+)
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MGV-GENOME-0217972:1-11,279 (+)
hemolysin (CDS_0012) capH (CDS_0021)
10 eﬂolysin (CDS_0014) DNA polymerase (CDS_OH9)
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uvig_286124:1-19,496 (+)
hemolysin (CDS_0012)
capH (CDS_0016)
10  endolysin (CDS_0014)
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IMGVR_UViG_3300045988_058513|3300045988|Ga0495776_157799: 1-13,211 (+)
dCTP deaminase (CDS_0016)
hemolysin (CDS_0011) capH (CDS_0023)
endolysin (CDS_0013) DNA polymerase (CDS_0021)
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SAMEA2737767 _al_cté6454 vs1:1-20,554 (+)

capH (CQS_OOlZ)
DNA polymerase (CDS_0010)
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IMGVR _UViG_3300029126_000012|3300029126|Ga0168786_100596: 1-12,553 (+)
capH (CDS_0010)
DNA polymerase (CDS 0008)
6 9| 1112

MGV-GENOME-0243370: 1-11,333 (+)
superinfection exclusion (CDS_0013)
capH (CDS_0015)
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MGV-GENOME-0241707: 1-12,957 (+)
superinfection exclusion (CDS_0011)
capH (CDS_0013)
6 7 8 9 10 | 12] 14

IMGVR_UViG_3300045988_114718|3300045988|Ga0495776_182727:1-11,628 (+)
hemolysin (CDS_0012)
holin (CDS_0013) HTH DNA binding protein (CDS_0018)
integrase (CDS_0008) en(‘:loTysin (CDS_0014) superinfection exclusion (CDS_0022)
10 integrase (CDS_0016) capH (CDS_0024)
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uvig 158970:1-18,134 (+)
DNA polymerase (CDS_0011)
8 9 10 capH (CDS_0012)
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uvig 64224:1-12,076 (+)
drt-UG4 DRT (CDS_0007) dCTP deaminase (CDS_0016)
endolysin (CDS_0013) anti-SOS response (AP1S132) (CDS_0019)
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drt-UG4 DRT (CDS_0007)
endolysin (CDS_0013) anti-SOS response (APIS132) (CDS_0018)
tail protein (CDS_0005) 6 8 9101112 14 15 16 17 19
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IMGVR_UViG_2833283868 OOOOO4|2833283868\2833283890|31318 70135 1-16,947 (+)
hemolysin (CDS_0024) anti-SOS response (AP1S132) (CDS_0029)
tail protein (CDS_0020) ~ 22 amidase (CDS_0026)
21 ] 23|25 27 28 30
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SAMNO05827051 _al ct45553 vs1:10,883-26,727 (+)

endolysin (CDS_0012)
hemolysin (CDS_0010) 11
5 6 789 11 | 13 capH (CDS_0015)
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IMGVR_UViG_3300045988_072975|3300045988|Ga0495776_103660: 1-12,931 (+)
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DNA, RNA and nucleotide metabolism head and packaging integration and excision IyS|s moron, auxiliary metabolic gene and host takeover other tail transcription regulation
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unknown function defence (PADLOC) anti-defence (dbAPIS) AMR(AMRFmderPIus) tRNA pseudogene




