baseplate wedge subunit (CDS_0020)
tail assembly chaperone (CDS_0024)

structural protein (CDS_0022) Kil protein for bacterial septation inhibition (CDS_0030)
tail fiber protein (CDS_0023) exonuclease (CDS_0028]
19 21 | \ 25 26  integrase (CDS_0027) 29 | 3132 33 3435 Cll-like transcriptional activator (CDS_0036)

—
TemPhD_cluster_23415:15,283-29,773 (+)

integrase (CDS_0027)
725 26 exonuclease (CDS_0028) capH (CDS_0034)

—
TemPhD_cluster_23413:15,283-29,773 (+)

integrase (CDS_0027)
baseplate hub 25 26 exonuclease (CDS_0028)
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TemPhD_cluster_35798_:15,283-29,772 (+)
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TemPhD_cluster_19870: 15,973-28,905 (+) ~
RecT-like ssDNA annealing protein (CDS_0031)
excisionase (CDS,OOZ@)
integrase (CDS_0027) exonuclease (CDS_0032)

25 26 | 2930 33
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TemPhD_cluster 41464:15,973-32,332 (+)
integrase (CDS_0028)

24 26 27 exonuclease (CDS_0029) 3334
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TemPhD_cluster_42054: 15,973-29,834 (+)

exonuclease (CDS_0028)
glycosyltransferase (CDS_0026) 30 32 primosomal protein (CDS_0037)
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TemPhD_cluster_50053: 15,559-31,241 (+)
RecT-like ssDNA annealing protein (CDS_0032)
excisionase (CDS_0026)
integrase (CDS_D025) integrase (CDS_0034)
tail fiber protein (CDS_002§) \ 272829 3031 33 exonuclease (CDS_0035)
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\MG\/R,U\/iG,Z660780467000003&660238046\2660255720: 15,283-31,141 (+) B
RecT-like ssDNA annealing protein (CDS_0033)
excisionase (CDS_0027)
integrase (CDSTOOZé)
25 | 282930 3132 exonuclease (CDS_0034)

\MG\/R,UViG,27CM9216,00000é|2700‘?89216\2701012767|5154-47489: 15,283-31,350 (+)
RecT-like ssDNA annealing protein (CDS_0031)
excisionase (CDS_0025)
integrase (CD§70024) integrase (CDS_0033)
baseplate hub (CDS_0018) 23 | | 262728 2930 32 " exonuclease (CDS_0034)
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IMGVR_UVIG_2663762855_000002|2663762855|2663785086: 14,433-30,145 (+)

RecT-like ssDNA annealing protein (CDS_0043)
excisionase (CDS_0037)
DarTG__DarG (CDS_0035)
DS-27__DS-27 (CDS_0027) integrase (CDS_0029) integrase (CDS_0036)
25 26 glycosyltransferase (CDS_0028) 30 3132 33 34 | 383940 4142 exonuclease (CDS_0044)
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IMGVR_UViG_2667528013_000006|2667528013|2667603019|92239-143592: 15,283-40,368 (+)
RecT-like ssDNA annealing protein (CDS_0044)
DarTG_ DarG (CDS_0035) excisionase (CDS_0038)

DS-27__DS-27 (CDS_0027) integrase (CDS_0029) integrase (CDST0037)
25 26 glycosyltransferase(CDS,OOZg) 30 3132 33 34 36 \ 394041 4243 exonuclease (CDS_0045)
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IMGVR_UVIG_2667527523 000004|2667527523|2667541973|2083175-2135985: 15,283-41,825 (+)
RecT-like ssDNA annealing protein (CDS_0045)

DarTG__DarG (CDS_0036) excisionase (CDS_0039)
DS-27__DS-27 (CDS_0028) integrase (CDS_0030) integrase (CDSTOOBS)
19 20 26 27 glycosyltransferase (CDS_0029) 313233 34 35 37 \ 404142 4344 exonuclease (CDS_0046)
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IMGVR_UViG_2925810005_000001|2925810005|2925810005|187907-240716: 14,433-41,824 (+)

RecT-like ssDNA annealing protein (CDS_0036)
excisionase (CDS_0030)

DS-27_DS-27 (CDS_0027) integrase (CDS_0029) exonuclease (CDS_0037)
25 26 glycosyltransferase (CDS_0028] \ 313233 3435 38
I -

TemPhD,duster,Mé: 15,283-35,670 (+)
glycosyltransferase (CDS_0026) DNA methyltransferase (CDS_0031)
excisionase (CDS_0028)  RecT-like ssDNA annealing protein (CDS_0036)
DNﬁmethyltransferase (C DS_OOSO)
25 27 | 29 | 3233 3435 37 39
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TemPhD_cluster_60074:15,283-36,629 (+)
glycosyltransferase (CDS_0026) DNA methyltransferase (CDS_0031)
excisionase (CDS_0028)
DNKmethyItransferase (CDS_0030)
integrase (CDS_0027) RecT-like ssDNA annealing protein (CDS_0036)
25 | 29 | 3233 3435 37
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TemPhD_duster_éOEAL: 15,283-36,628 (+)
tail collar fiber protein (CDS_0033) RecT-like ssDNA annealing protein (CDS_0042)
mREase_IV_00002 Type (CDS_0035)
DNA invertase (CD$_0034)
DNA polymerase (CDS_0026) excisionase (CDS_0038)
UmuD-like protein (CDS_0025) 27 28 29 3031 32 36 37 | 394041 exonuclease (CDS_0043)

L — |
TemPhD_cluster_46930:15,973-39,331 (+)
RecT-like ssDNA annealing protein (CDS_0034)
excisionase (CDS_0030)
DNA polymerase (CDS_0026)
UmuD-like protein (CDS_0025) 27 28 29 313233 exonuclease (CDS_0035)
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TemPhD_cluster_27107: 15,973-34,237 (+)

RecT-like ssDNA annealing protein (CDS_0035)
TTSS-2 secreted effectors (VF0947) (CDS_0027)
DNA binding protein (CDS_0025) 26 28 29 30 31323334 exonuclease (CDS_0036)
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TemPhD_cluster_59951:15,973-35,322 (+)

PAGK virulence factor (CDS_0027)
Michele,lK,hits,grouped (CDS_0028)

24 25 \ 29 exonuclease (CDS_0030)
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TemPhD_cluster_13866:15,559-28,758 (+)
glycosyltransferase (CDS_0026)
exonuclease (CDS_0029)

25 27 28 32
— L]
TemPhD_cluster_50327:15,283-30,212 (+)
tail protein and host specificity (CDS_0024)
23 T275 tail fiber protein (CDS_0026)
—
IMGVR_UVIG_2663762842_000003|2663762842|2663783559: 14,433-22,722 (+)
integrase (CDS_0027) tail fiber protein (CDS_0034)
25 26 28 2930 31 3233 tail protein (CDS_0035)
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IMGVR_UVIG_2534681951_000015|2534681951|2534764760[165546-214911:16,006-29,609 (+)
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