anti-CRISPR-Cas (AcrllA2) (CDS_0028)
anti-CRISPR-Cas (AcrlIA3) (CDS_0029)

holin (CDS_0023) anti-CRISPR-Cas (AcrIB) (CDS_0026) é
21 22 ferredoxin (CDS_0024) 25 ~anti-CRISPR-Cas (AcrllIA1) (CDS_0027) 30 31 32 integrase (CDS_0033) 34 35 DNA binding protein (CDS_0036)
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TemPhD_cluster_29726:18,937-27,082 (+)
anti-CRISPR-Cas (AcrllA2) (CDS_0028)
anti-CRISPR-Cas (AcrlB) (CDS_0026)
20 25 anti-CRISPR-Cas (AcrllA3) (CDS_0029)
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TemPhD_cluster_19880: 18,616-25,983 (+)
anti-CRISPR-Cas (AcrllA2) (CDS_0027)
anti-CRISPR-Cas (AcrlIA3) (CDS_0028)
HNH endonuclease (CDS_0025) ‘

24 29 32 33 34

%

IMGVR_UViG_637000153_000002|637000153]637000124|2360714-2402366: 18,887-28,301 (+)

anti-CRISPR-Cas (AcrllA4) (CDS_0028)
25 26 integrase (CDS_0031)
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TemPhD_cluster_41718:18,616-26,876 (+)
Protein of unknown function (Retron_VII_2_ DUF3800) (CDS_0025)

TemPhD_cluster_19392:18,616-26,556 (+)
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TemPhD_cluster_32232:18,616-24,431 (+)
anti-CRISPR-Cas (AcrllA12) (CDS_0028)
HNH endonuclease (CDS_0026)
25 29
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|
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TemPhD_cluster_32820: 18,616-25,845 (+)
HNH endonuclease (CDS_0026)

TemPhD cluster 9855:18,613-26,283 (+)

25 HNH endonuclease (CDS_0026)
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TemPhD_cluster_49945: 18,351-26,987 (+)
tail protein acetyltransferase (CDS_0026)
minor tail protein (CDS_0019) ferredoxin (CDS_0024) 25 HNH endonuclease (CDS_0027)
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TemPhD_cluster_18084:17,531-26,110 (+)
acetyltransferase (CDS_0026)
ferredoxin (CDS_0024) 25 HNH endonuclease (CDS_0027)
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TemPhD_cluster_33028:17,533-26,171 (+)
acetyltransferase (CDS_0026)
ferredoxin (CDS_0024) 25 HNH endonuclease (CDS_0027)
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TemPhD_cluster_32583:17,531-23,763 (+)
25 26 27 28 29

IMGVR UViG_2718218050. OOOOOl|2718218050\2718228488|90782 132711:18,589-24,232 (+)
—

25 anti-CRISPR-Cas (AcrIB) (CDS_0026)

|
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TemPhD _cluster_24783:18,272-23,920 (+)

TemPhD_cluster_60996: 18,613-24,181 (+)
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TemPhD_cluster_61150: 18,592-25,623 (+)
tail protein (CDS_0018) 22 23 25 acetyltransferase (CDS_0026)

e
TemPhD_cluster_49520: 16,210-23,826 (+)
3000 nt
DNA, RNA and nucleotide metabolism integration and excision lysis moron, auxiliary metabolic gene and host takeover other tail transcriptionregulation unknown function
— I —_—

defence (DefenseFinder) anti-defence (dbAPIS)




