holin (CDS_0023)
endolysin (CDS_0024)
tail protein (CDS_0018) 21 integrase (CDS_0029)
15 16 17 19 20 T22 25 26 27 28 30 31 32 capH (CDS_0033)
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TemPhD_cluster_62210:9,153-26,845 (+)
AbiD_AbiD (CDS_0025)
holin (CDS_0023)
holin (CDS_0022) tRNA-Met(CAT)
endolysin (CDS_0024) 26 ] 27
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IMGVR_UVIG. 2558860763, 00000125 588607631 25589021 14| 1.36981: 9,144-28,196 (+)
holin (CDS_0023)
endolysin (CDS_0024)
tail protein (CDS_0018) 22 | 25 26 27 28

IMGVR_UVIG. 2558860761 000002/2558860761]2558901995|102.38448: 9,144 28,947 (+)
holin (CDS_0023)
endo?sin (CDS_0024)
25
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IMGVR_UViG_2558860777_000001|2558860777|2558902720|18255-57383:9,144-29.729 (+)

anti-CRISPR-Cas (AcrIB) (CDS_0026)

endolysin (CDS_0023)

22 24 25 27 28
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IMGVR_UViG_2558860872_000004|2558860872|2558907370|613079-651999:9,150-29,387 (+)
anti-CRISPR-Cas (AcrIB) (CDS_0026)

holin (CDS_0023)
endolysin (CDS_0024)

19 22 | 25 27
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TemPhD_cluster_43371:9,439-27,142 (+)

holin (CDS_0023)  DS-6_DS-6B (CDS_0026)
endolysin (CDS_0024)
22| DS-6_DS-6A(CDS_0025) 27 28
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IMGVR_UViG_2558860863_000003|2558860863|2558906910[40402-79212: 9,153-29,279 (+)

KwaA_00002 Unknown (CDS_0026)
KwaB_00010 DUF4868 (CDS_0025)
holin (CDS_0023)

endolysin (CDS_0024)
22 | 27 28 29
L ———————————————~—— T ———————————— ————————— . T ———~—————————— e e L ! ! L & ;. ______§B I ]

IMGVR_UViG_647000243_000001|647000243647003014/47313-89087: 9,429-31,626 (+)
endolysin (CDS_0024)
holin (CDS_0023)
19 227 | 25
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uvig 418419:9,436-23,898 (+)
holin (CDS_0023)
endoTysin (CDS_0024) retron_type_V_csd_cluster85_1 (CDS_0030)

22 | 25 26 272829 | 31 32
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IMGVR_UViG_2558860875_000003|2558860875|2558907503|2239-42265:9,436-30,113 (+)
Protein of unknown function (Retron_VII_2_ DUF3800) (CDS_0026)
holin (CDS_0023) retron_type_V_csd_cluster85_1 (CDS_0027)
endolysin (CDS_0024)
19 22 | 25 29 30
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Protein of unknown function (Retron_VII_2_ DUF3800) (CDS_0028)
transposase (CDS_0027)
holin (CDS_0024) retron_type_V_csd_cluster85_1 (CDS_0029)
endolysin (CDS_0025)
19 20 23 | 26
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IMGVR_UViG_3300045988_170904|3300045988|Ga0495776_126014:9,153-28,448 (+)
Protein of unknown function (Retron_VII_2_DUF3800) (CDS_0028)
transposase (CDS_0027)
holin (CDS_0024) retron_type_V_csd_cIuster85_1 (CDS_0029)
endolysin (CDS_0025)
20 23 26

‘ 30
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SAMNO05827172_al ct30948 vs1:9,153-28,083 (+)
endolysin (CDS_0023)
AbiLi-1 AbiLi (CDS_0025)

holin (CDS_0022) 24 26 27

§
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TemPhD_cluster_43351:9,430-28,373 (+)

holin (CDS_0023)
holin (CDS_OOZg)ﬁT transposase (CDS_0025)
endolysin (CDS_0024) 26 27 28 29 30 3132

|
é

IMGVR _UViG_2860398744_000001|2860398744|2860398744(1159401-1201268 -32, (+)

holin (CDS_0023)
endolysin (CDS_0024) retron_type_VI_hth_cluster2_1 (CDS_0031)
22 \ 25 integrase (CDS_0026) 323334

eE—— | (W — | ]
MGV-GENOME-0253341:9,436-26,418 (+)

holin (CDS_0025)
endolysin (CDS_0026) HTH DNA binding protein (CDS_0033)
20 24 7 28 29 transcriptional regulator (CDS_0035)

N

IMGVR_UViG_2558860794 000003|2558860794|2558903583|3-35408: 12,631-27,157 (+)
nucleoside 2-deoxyribosyltransferase (CDS_0024)
ATP-dependent protease (CDS_0022)
tail protein (CDS_0018) 19 20 21 23 25 translation elongation factor (CDS_0026)
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b ,288 (+)
nucleoside 2-deoxyribosyltransferase (CDS_0023)
tail protein (CDS_0018)  ATP-dependent protease (CDS_0021)

19 20 22 24 translation elongation factor (CDS_0025)
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9000 nt i
DNA, RNA and nucleotide metabolism integration and excision lysis other tail transcriptionregulation unknown function defence (DefenseFinder) defence (PADLOC)
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anti-defence (dbAPIS) tRNA
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