anti-repressor Ant (CDS_0032)
holin (CDS_0020) integrase (CDS_0025) capH (CDS_0029) excisionase (CDS_0033)  anti-CRISPR-Cas evasion by DNA repair (APIS149) (CDS_0038)
18 19 | 21 22 23 endolysin (CDS_0024) 26 27 28 | 3031 T 34 35 36 37 39
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OTU_2552:17,238-32,528 (+)
anti-repressor Ant (CDS_0032)
integrase (CDS 0025)  capH (CDS_0029) anti-CRISPR-Cas evasion by DNA repair (APIS131) (CDS_0039)
endolysin (CDS_0024) 26 27 28 | 3031 excisionase (CDS_0033) T 40 41
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IMGVR _UViG_3300029376_000109|3300029376|Ga0243980._. 1000700 17,351-34, 365( )
metallo-protease (CDS_0026) anti-repressor Ant (CDS_0032)

endolysin (CDS_0024) ] capH(CDs 0029)
integrase (CDS_0025) 27 28 | 3031 _excisionase (CDS_0033) 36
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TemPhD_cluster_43017:17,353-32,915 (+)
anti-repressor Ant (CDS_0033)
integrase (CDS_0026) capH (CDS_0030)
endolysin (CDS_0025) 27 28 29 T 31 32 excisionase (CDS_0034)
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SRS063193 al ct7517:17,651-32,879 (+)

anti-CRISPR-Cas evasion by DNA repair (AP1S149) (CDS_0028)
RusA-like Hollldayjunctlon resolvase (CDS_0032)
DNAbinding protein (CDS_0035)
endolysin (CDS_0024) 25 26 27 31 ‘ 33 34 36

uvig_147336:17,326-27,341 (+)
retron_type_VI_hth_cLlsterZ_1 (CDS_0034)
Streptococcal enolase (VF1060) (CDS_0029) anti-SOS response (AP1S178) (CDS_0035)

endolysin (CDS_0026) integrase (CDS_0030) DNA binding protein (CDS_0037)
27 28 31 32 33 excisionase (CDS 0036)
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uvig 316734:18,449-30,411 (+)
restriction endonuclease (CDS_0027)
integrase (CDS_0029)
26 endolysin (CDS_0028) 30
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TemPhD_cluster_50624:18,217-25,450 (+)
endolysin (CDS_0024)
integrase (CDS_0025)
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23 endolysin (CDS_0024)
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26  integrase (CDS_0027) 33 34

IMGVR_UViG_3300008278_000092|3300008278|Ga0114262_100182:17,103-35,292 (+)
restriction endonuclease (CDS_0025)
endolysin (CDS_0026)
holin (CDS_0023)
distal tail protein Dit 16 21 22 [ 24 integrase (CDS_0027) 33
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MGV-GENOME-0257669:12,101-28,905 (+)

endolysin (CDS_0026) DNA methyltransferase (CDS_0029) capH (CDS_0036)
20 24 25 27 28 30 31 32 integrase(CDS 0033) | 37
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uvig 298860:12,955-32,637 (+)
anti-CRISPR-Cas (AcrllA31) (CDS_0025)
T superinfection exclusion (CDS_0027)
endolysin (CDS_0024)| integrase (CDS_0026)

IMGVR_UViG_3300007107_000001|3300007107|Ga0102632_1000181: 17,357-23,865 (+)
endolysin (CDS_0024) 25 superinfection exclusion (CDS_0026)

I
,910 (+)
anti-CRISPR-Cas (AcrllA31) (CDS_0026)
endolysin (CDS_0024) HEase_00016 homing (CDS_0030)
TZB 29 31 35 36 DNA binding protein (CDS_0037)
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SAMNO9781776_al _ct14922 vs1:17,388-28,640 (+)
endolysin (CDS_0024) 25 26

SRS014127 al ct8531:17,319-26,933 (+)
endolysin (CDS_0024)

2223 integrase (CDS_0025)
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SRS017279_al ct10383_vs1:17,149-23,540 (+)
anti-CRISPR-Cas (AcrllA31) (CDS_0026)

endolysin (CDS_0024) -
22 25 27 28
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SRS149671 al ct14307_vs01:17,314-26,217 (+)

integrase (CDS_0025)
22 23 endolysin (CDS_0024)
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endolysin (CDS_0024) 27
2526 | 28 29 33 anti-repressor Ant (CDS_0034)
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IMGVR _UViG_3300029888_000010|3300029888|Ga0245333_100410: 17,314-27,613 (+)
endolysin (CDS_0024)
2526 27 28
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IMGVR_UViG_3300045988_005767|3300045988|Ga0495776_182860: 17,314-27,431 (+)
endolysin (CDS_0024) integrase (CDS_0027)
25 26 28 32
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uvig_188713:17,314-28,286 (+)
anti-CRISPR-Cas (AcrllA31) (CDS_0026)
endolysin (CDS_0024)
25 27 28 29 anti-SOS response (AP1S178) (CDS_0033)

MGV-GENOME-0255418:17,207-27,338 (+)
anti-CRISPR-Cas (AcrlIA31) (CDS_0026)
endolysin (CDS_0024)
25 27 28
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uvig_109174:17,207-27,185 (+)

anti-CRISPR-Cas (AcrllA31) (CDS_0026)

endolysin (CDS_0024)
T 25| 27 28 29
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IMGVR_UViG_3300014507_000020|3300014507|Ga0169743_10104]13049-50577:17,207-27,442 (+)
7000 nt i
DNA, RNA and nucleotide metabolism integration and excision lysis moron, auxiliary metabolic gene and host takeover other tail transcriptionregulation unknown function
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defence (PADLOC) virulence (VFDB) anti-defence (dbAPIS)




