tail fiber assembly (CDS_0025)
structural protein (CDS'0022)
DarTG_ DarG (CDS_0024) RecT-like ssDNA annealing protein (CDS_0034)
tail fiber protein (CDS_0023) integrase (CDS_0028) 33 exonuclease (CDS_0035)  capH (CDS_0039)
| | 26 27 29303132 3637 38 [ 40 Cll-like transcriptional activator (CDS_0041)
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TemPhD_cluster_35567:17,845-35,058 (+)
RecT-like ssDNA annealing protein (CDS_0034)
integrase (CDS_0028) 33
293031 32 exonuclease (CDS_0035) 38
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TemPhD_cluster_48731_:17,845-35,169 (+)

RecT-like ssDNA annealing protein (CDS_0034)
excisionase (CDS_0028) 33
tail fiber protein integrase (CDS_0027)—I 293031 QT exonuclease (CDS_0035)

|
|
|
|
%

— 1 [} -
TemPhD_cluster_48668_:20,615-33,016 (+)
RecT-like ssDNA annealing protein (CDS_0034) DnaD-like helicase loader (CDS_0042)
31 3233 exonuclease (CDS_0035) 3940 DnaC-like helicase loader (CDS_0043)
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TemPhD_cluster_29306: 20,615-36,654 (+)

RecT-like ssDNA annealing protein (CDS_0035)

excisionase (CDS_0029) 33 Kil protein for bacterial septation inhibition (CDS_0038)
28 |30 31 32[34 exonuclease (CDS_0036) | 39
DE D e G SERCHa— D
TemPhD_cluster_29284:17,845-35,507 (+)
RecT-like ssDNA annealing protein (CDS_0035)
excisionase (CDS_0029) 33
28 |30 31 3234 exonuclease (CDS_0036)
I N N D EE— . .
TemPhD_cluster_48813_:17,845-35,498 (+)

tail assembly chaperone (CDS_0031)
tail fiber protein (CDS_0030)
28 29 [ | 32 33 34 exonuclease (CDS_0035)

TemPhD_cluster_11181:17,845-37,508 (+)

28 29 exonuclease VIII (CDS_0030)

TemPhD_cluster_21880: 17,845-31,219 (+)
integrase (CDS_0029)
tail fiber assembly (CDS_0025) 28 exonuclease (CDS_0030)
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TemPhD_cluster_36792_:17,836-31,169 (+)

integrase (CDS_0028) exonuclease (CDS_0029)

TemPhD_cluster_33178:17,845-30,285 (+)
integrase (CDS_0031)
29
28 [30 | exonuclease (CDS_0032)

I B . - L1 ] o I
TemPhD_cluster_33105: 17,845-30,550 (+)
RecT-like ssDNA annealing protein (CDS_0037)
DNA methyltransferase (CDS_0033)
MTase_|1_00030 Type (CDS_0035)
excisionase (CDS_0030)
DNATnethyItransferase (CDS_0032)
UmuD-like protein (CDS_0028) 29 | 31 [34 | 36 exonuclease (CDS_0038) 4142
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IMGVR_UVIG. 2880319907 000002| 2880319907| 2880319907| 1937927 1983517+ 17.845.37,582 (+)
RecT-like ssDNA annealing protein (CDS_0036)
DNA methyltransferase (CDS_0032)
MTase_lI_00030 Type (CDS_0034)
excisionase (CDS_0029) ‘

DNA methyltransferase (CDS_0031)
28 |30 |33 | 35
RecT-like ssDNA annealing protein (CDS_0036)
DNA methyltransLerase (CDS_0032)
MTase_I1_00030 Type (CDS_0034)

exonuclease (CDS_0037)
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TemPhD_cluster_31881: 17,845-36,674 (+)

excisionase (CDS_0029) exonuclease VIIl (CDS_0037)
DNA methyltransferase (CDS_0031)

28 30 |33 35 exonuclease (CDS_0038)
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TemPhD_cluster_31927:17,845-36,279 (+)

RecT-like ssDNA annealing protein (CDS_0035)
MTase_I_00030 Type (CDS_0033)
AbiLi-1 AbiLi (CDS_0028) 29 30 3132 34 | exonuclease (CDS_0036) 39

I — EE EEE .
TemPhD_cluster_31684:17,845-36,629 (+)

RecT-like ssDNA annealing protein (CDS_0035)
MTase._|1_00030 Type (CDS_0033)
AbiLi-1 AbiLi (CDS_0028) 29 30 3132 34 | exonuclease (CDS_0036)

— | e E— - EEE -
TemPhD_cluster_18378:17,845-36,586 (+)

RecT-like ssDNA annealing protein (CDS_0037)
DNA methyltransferase (CDS_0033)
MTase_II_00030 Type (CDS_0035)
excisionase (CDS_0030)
DNARethyItransferase (CDS_0032)
integrase (CDS_0029) exonuclease VIII (CDS_0038)
28 | 31 34 | 36 | exonuclease (CDS_0039)
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TemPhD_cluster_40655:17,845-37,455 (+)

RecT-like ssDNA annealing protein (CDS_0036)
DNA methyltransferase (CDS_0032)
MTase_I1_00030 Type (CDS_0034)
excisionase (CDS_0029) exonuclease VIII (CDS_0037)
DNA methyltransferase (CDS_0031)
integrase (CDS_0028) | 30 |33 | 35

exonuclease (CDS_0038)
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¥ X (+)
RecT-like ssDNA annealing protein (CDS_0047)
DNA methyltransferase (CDS_0043)
MTase_|I_00030 Type (CDS_0045)
DrmD_00013 DrmD (CDS_0034) excisionase (CDS_0040)

primosomal protein (CDS_0031) DNA methyltransferase (CDS_0042)

integrase (CDS_0029) transposase (CDS_0033) integrase (CDS_IOO39) exonuclease VI (CDS_0048)
28 30 32 | 3536 37 38 | 41 44 | 46 | | exonuclease (CDS 0049)
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IMGVR_UViG_2713897294_000004|2713897294|2713964905|1-55063: 17,845-46,826 (+)
RecT-like ssDNA annealing protein (CDS_0033)
MTase_Il_00030 Type (CBS_OOS 1)
exonuclease VIl (CDS_0034)
integrase (CDS_0029)
28 30 | 32

exonuclease (CDS_0035)

— —— S e— - S . —
TemPhD_cluster_35835_:17,845-34,562 (+)

RecT-like ssDNA annealing protein (CDS_0036)
DNA methyltransferase (CDS_0032)
MTase_l1_00030 Type (CDS_0034)
excisionase (CDS_0029)
DNA methyltransferase (CDS_0031) primosomal protein (CDS_0043)
28 | 30 |33 | 35 exonuclease (CDS_0037) 44 Ren-like exclusion protein (CDS_0045)

I
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TemPhD_cluster_35387:17,845-38,505 (+)
RecT-like ssDNA annealing protein (CDS_0035)
DNA methyltransferase (CDS_0631)
DNA methyltransferase (CDS_0030)
integrase (CDS_0028)  MTase_II_00030 Type (CDS_0033)

29 | [32 | 34 | exonuclease (CDS_0036) 44
I S N S— I I L1 | L] L | I —
TemPhD_cluster_48513:17,845-38,144 (+)

RecT-like ssDNA annealing protein (CDS_0037)
DNA methyltransferase (CDS_0033)
MTase_|_00030 Type (CDS_0035)
excisionase (CDS_0030)
DNA methyltransferase (CDS_0032)

21 27 28 29 | 31 [34 | 36 exonuclease (CDS_0038)
I S S— >} ] - - [ ) A —
TemPhD_cluster_35392: 16,602-38,490 (+)

RecT-like ssDNA annealing protein (CDS_0035)
DNA methyltransferase (CDS_0031)
DNA methyltransferase (CDS_0030)
integrase (CDS_0028) M ase_ll_dOOSOType (CDS_0033)
29 | |32 | 34 | exonuclease (CDS 0036)
DO O+ HKaEETTRKC T KK D
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TemPhD_cluster_15342:17,845-36,600 (+)
RecT-like ssDNA annealing protein (CDS_0034)
DNA methyltransferase (CDS_0030)
DNA methyltransferase (CDS_0029)
integrase (CDS_0027)  MTase_II_00030 Type (CDS_0032)
28 | |31 | 33 | exonuclease (CDS 0035)
N I I L 1 ] L B

TemPhD_cluster_27144:16,602-36,590 (+)
RecT-like ssDNA annealing protein (CDS_0036)
DNA methyltransferase (CDS_0032)
MTase_I1_00030 Type (CDS_0034)
excisionase (CDS_0029)
DNATnethyItransferase (CDS_0031)
integrase (CDS_0028) | 30 [33 | 35 exonuclease (CDS_0037) 4041

|
I?

TemPhD_cluster_48388: 17,845-36,869 (+)
Lar anti-RM (APIS033) (CDS_0031)
excisionase (CDS_0029)
integrase (CDS_0028) | 30| 32 exonuclease (CDS_0033)

TemPhD_cluster 41921:17,845-34,828 (+)
DNA methyltransferase (CDS_0032)
excisionase (CDS_0029) RecT-like ssDNA annealing protein (CDS_0037)
DNA methyltransferase (CDS_0031) 36
integrase (CDS_0028) | 30 |3334 35 exonuclease (CDS_0038)
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TemPhD_cluster_35416:17,845-36,966 (+)

RecT-like ssDNA annealing protein (CDS_0035)

excisionase (CDS_0029)
integrase (CDS_0028) | 303132 3334 exonuclease (CDS_0036)

I S R — [ NN S - - H I
TemPhD_cluster_40522:17,845-34,609 (+)
RecT-like ssDNA annealing protein (CDS_0036)
Michele_1A_hits_grouped (CDS_0031)
excisionase (CDS_0033)
integrase (CDS})OSZ)
28 29 30 | 3435 exonuclease (CDS_0037)

—
TemPhD_cluster_40596:17,574-37,456 (+)

TTSS-2 secreted effectors (VF0947) (CDS_0028) RecT-like ssDNA annealing protein (CDS_0043)
acetyltransferase (CDS_0032) DNA methyltransferase (CDS_0039)
transposase (CDS_0030) MTase_I_00030 Type (CDS_0041)
transposase (CDS_0029) DNA methyltransferase (CDS_0038)

27 | | 31 | 333435 36 37 40 | 42 I exonuclease (CDS_0044)

I |
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TemPhD_cluster_58405: 16,602-43,324 (+)

DNA methyltransferase (CDS_0032)
excisionase (CDS_0029) RecT-like ssDNA annealing protein (CDS_0037)
DNA methyltransferase (CDS_0031) 36
integrase (CDS_0028) | 30 |3334 35 [ exonuclease (CDS_0038) 4243
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TemPhD_cluster_60001: 17,845-37,057 (+)
DNA methyltransferase (CDS_0032)
excisionase (CDS_0029) RecT-like ssDNA annealing protein (CDS_0037)
DNA methyltransferase (CDS_0031) 36
integrase (CDS_0028) | 30 |3334 35 exonuclease (CDS_0038)

I
TemPhD_cluster_31813: 17,836-37,109 (+)
DNA methyltransferase (CDS_0031)
excisionase (CDS_0028) RecT-like ssDNA annealing protein (CDS_0036)
DNA methyltransferase (CDS_0030) 35
integrase (CDS_0027) | 29 3233 34| exonuclease (CDS_0037)
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TemPhD_cluster_48040: 16,602-37,104 (+)

DNA methyltransferase (CDS_0033)
excisionase (CDS_0030) RecT-like ssDNA annealing protein (CDS_0038)
DNA methyltransferase (CDS_0032)
integrase (CDS 0029) 37
28 | 31 343536 exonuclease (CDS_0039) 45 46
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TemPhD_cluster_60008: 17,845-36,937 (+)
DNA methyltransferase (CDS_0032)
excisionase (CDS_0029) RecT-like ssDNA annealing protein (CDS_0037)
DNA methyltransferase (CDS_0031) 36
integrase (CDS_0028) | 30 |3334 35 exonuclease (CDS_0038)
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TemPhD_cluster_40750: 17,845-36,947 (+)

RecT-like ssDNA annealing protein (CDS_0036)
DNA methyltransferase (CDS_0032)
MTase_II_00030 Type (CDS_0034)
excisionase (CDS_0029)
DNA methyltransferase (CDS_0031)
integrase (CDS_0028) | 30 [33 | 35 exonuclease (CDS_0037)
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TemPhD_cluster_59798:17,845-36,636 (+)
RecT-like ssDNA annealing protein (CDS_0036)
DNA methyltransferase (CDS_0032)
MTase_lI_00030 Type (CDS_0034)
excisionase (CDS_0029)
DNA methyltransferase (CDS_0031)
integrase (CDS_0028) | 30 [33 | 35 exonuclease (CDS_0037)
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TemPhD_cluster_48474: 17,845-36,613 (+)
DNA methyltransferase (CDS_0032)
excisionase (CDS_0029) RecT-like ssDNA annealing protein (CDS_0037)
DNA methyltransferase (CDS_0031)36
integrase (CDS_0028) | 30 333435 exonuclease (CDS_0038)
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TemPhD_cluster_24274:17,845-36,832 (+)
RecT-like ssDNA annealing protein (CDS_0037)
MTase_l_00074 Type (CDS_0034)
HNH endonuclease (CDS_0033)
excisionase (CDS_0029)
integrase (CDS_0028)

‘ 31

36
27 30 |32 35 exonuclease (CDS_0038)
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TemPhD_cluster_59778:16,602-35,651 (+)

RecT-like ssDNA annealing protein (CDS_0036)
MTase_ll_00074 Type (CDS_0033)
HNH endonucleasef(CDS_0032)
excisionase (CDS_0028)
T 30
integrase (CDS_0027) | 29 | 31

35
34 I exonuclease (CDS_0037)

N N E— [ N N
TemPhD_cluster_60377:16,602-35,597 (+)
RecT-like ssDNA annealing protein (CDS_0038)
MTase_ll_00074 Type (CDS_0035)
HNH endonuclease (CDS_0034)
excisionase (CDS_0030)
integrase (CDS_0029)
‘ 32

37
28 31733 36| exonuclease (CDS_0039)

|
-

I R N — | N N D
TemPhD_cluster_48140: 17,845-35,650 (+)
RecT-like ssDNA annealing protein (CDS_0037)
MTase_l_00074 Type (CDS_0034)
HNH endonuclease (CDS_0033)
excisionase (CDS_0029)
31
integrase (cos_oo23)I 30 [ 32

36
3ST I exonuclease (CDS_0038)
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TemPhD_cluster 41156:17,845-35,593 (+)
RecT-like ssDNA annealing protein (CDS_0038)
MTase_|I_00074 Type (CDS_0035)
HNH endonucleaseﬁCDS_OOlM)
excisionase (CDS_0030)

integrase (CDS_0029)
‘ 32

37
28 3133 36 exonuclease (CDS_0039)
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TemPhD_cluster_48150: 17,845-35,650 (+)
RecT-like ssDNA annealing protein (CDS_0037)
MTase_|I_00074 Type (CDS_0034)
HNH endonuclease (CDS_0033)
excisionase (CDSAOOZT
31

integrase (CDs_oozs)I 30 [ 32

36
35 I exonuclease (CDS_0038)
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TemPhD_cluster_13454:17,845-35,404 (+)

RecT-like ssDNA annealing protein (CDS_0038)
excisionase (CDS_0032)
tail fiber protein (CDS_0028) integrase (CDS_0031)
tail fiber assembly (CDS_0024) integrase(£)5_0057) 29 30 I 333435 3637 exonuclease (CDS_0039)
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TemPhD_cluster_39917_:16,602-39,797 (+)
RecT-like ssDNA annealing protein (CDS_0034)
excisionase (CDS_0028)
integrase (CDS_0027)T 293031 3233 exonuclease (CDS_0035)

TemPhD_cluster_41230: 16,602-33,886 (+)

RecT-like ssDNA annealing protein (CDS_0038)
MTase_I1_00030 Type (C55_0036)
tail assembly chaperone (CDS_0028)  excisionase (CDS_0033)
26 27 | 31 32 3435 | 37 exonuclease (CDS_0039)
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TemPhD_cluster_59756:18,427-37,016 (+)

RecT-like ssDNA annealing protein (CDS_0037)
MTase_|1_00030 Type (CDS_0035)
excisionase (CDS_0032) ‘
26 30 31 3334 | 36 exonuclease (CDS_0038)
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TemPhD_cluster_59757:17,835-37,015 (+)
RecT-like ssDNA annealing protein (CDS_0032)
excisionase (CDS_0029)
28 | 3031 | exonuclease (CDS_0033)
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TemPhD_cluster_41155:17,845-33,142 (+)

DNA methyltransferase (CDS_0032)
excisionase (CDS_0029) RecT-like ssDNA annealing protein (CDS_0037)
DNATnethyItransferase (CIDS_003 1)36
28 | 30 | 3334 35 exonuclease (CDS_0038)
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TemPhD_cluster_59817:17,836-36,475 (+)

DNA methyltransferase (CDS_0032)
excisionase (CDS_0029) RecT-like ssDNA annealing protein (CDS_0037)

DNA methyltransferase (CDS_0031)
28 | 30 | 3334 3536 exonuclease (CDS_0038)
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TemPhD_cluster_60161:17,845-36,606 (+)
DNA methyltransferase (CDS_0032)
excisionase (CDS_0029) RecT-like ssDNA annealing protein (CDS_0037)

DNA methyltransferase (CDS_0031)
28 | 30 | 3334 3536 exonuclease (CDS_0038)

I E—— | E— E— -
TemPhD_cluster_40739:17,569-33,952 (+)

DNA methyltransferase (CDS_0033)

excisionase (CDS_0030) RecT-like ssDNA annealing protein (CDS_0038)
DNA methyltransferase (CDS_0032) 37
28 29 |31 |3435 36

exonuclease (CDS_0039) 43
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TemPhD_cluster_60067:17,845-36,960 (+)

DNA methyltransferase (CDS_0032)
excisionase (CDS_0029) RecT-like ssDNA annealing protein (CDS_0037)
DNA methyltransferase (CDS_0031)36
28 | 30 | 3334 35

exonuclease (CDS_0038)
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TemPhD_cluster_35455:17,569-36,566 (+)
RecT-like ssDNA annealing protein (CDS_0034)
DNA methyltransferase (CDS_0032)
27 DNA methyltransferase (CBS_003 1) exonuclease (CDS_0035) 39

—
TemPhD_cluster_35494:20,619-35,830 (+)
DNA methyltransferase (CDS_0031)
excisionase (CDS_0028) RecT-like ssDNA annealing protein (CDS_0036)
DNA methyltransferase (CDS_0030)35
integrase (CDS_0027) | 29 | 323334 exonuclease (CDS_0037) transcriptional repressor (CDS_0043)
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TemPhD_cluster_40721:16,602-36,566 (+)

RecT-like ssDNA annealing protein (CDS_0033)
DNA methyltransferase {CDS_0031)
excisionase (CDS_0028)
DNA methyltransferase (CDS_0030)
27 | 29 [32 | exonuclease (CDS_0034)

EIH

TemPhD_cluster_48406: 16,593-35,011 (+)
DNA methyltransferase (CDS_0032)
excisionase (CDS_0029)
DNA methyltransferase (CDS_0031)
28 30 | 3334 3536 3738 exonuclease (CDS_0039)
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TemPhD_cluster_60073: 16,602-36,243 (+)
DNA methyltransferase (CDS_0031)
excisionase (CDS_0028) RecT-like ssDNA annealing protein (CDS_0036)

DNA methyltransferase (CDS_0030)
27 | 29 | 3233 3435 exonuclease (CDS_0037)

TemPhD_cluster_35530: 16,602-36,161 (+)
RecT-like ssDNA annealing protein (CDS_0036)
excisionase (CDS_0029)
integrase (CDS_0028) | 30313233 34 35 exonuclease VII (CDS_0037)
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TemPhD_cluster_48762_:17,845-35,561 (+)

excisionase (CDS_0029)

RecT-like ssDNA annealing protein (CDS_0036)
integrase (CDS_0028) | 303132 33 34 35

exonuclease VII (CDS_0037)

I | ¢ 8§ ] - -
TemPhD_cluster_48808_: 17,845-35,551 (+)

excisionase (CDS_0030)

RecT-like ssDNA annealing protein (CDS_0037)
integrase (CDS_0029)T 31323334 35 36

exonuclease VII (CDS_0038)
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TemPhD_cluster_48725_:17,845-35,681 (+)

RecT-like ssDNA annealing protein (CDS_0038)
excisionase (CDS_0029) 34
integrase (CDS_0028) | 30 31 32 33 [35 36 37 39
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TemPhD_cluster_48235:17,845-36,887 (+)
RecT-like ssDNA annealing protein (CDS_0035)
MTase_ll_00074 Type (CDS_00§2)
excisionase (CDS_0028)
integrase (CDS_0027) | 31 33 34 36

I
TemPhD_cluster_59959:20,621-36,894 (+)
RecT-like ssDNA annealing protein (CDS_0034)

33
3132] 35
3 — ] N I | - .

S —— I
TemPhD_cluster_60288:20,615-35,634 (+)
RecT-like ssDNA annealing protein (CDS_0035)
34
27 28 3233] 36
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TemPhD_cluster_15399: 22,153-35,624 (+)
DNA methyltransferase (CDS_0034)
excisionase (CDS_0031)
DNA methyltransferase (CDS_0033)
integrase (CDS_0030) RecT-like ssDNA annealing protein (CDS_0039)
integrase (CDS_0029) | | 32 |35 36 37 38 exonuclease (CDS_0040)
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TemPhD_cluster_40336: 17,845-38,772 (+)
DNA methyltransferase (CDS_0033)
excisionase (CDS_0030) ecT-like ssDNA annealing protein (CDS_0038)
DNATnethyItransferase (CDS_0032)
integrase (CDS_0029) | 31 |34 35 36 37 exonuclease (CDS_0039)
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TemPhD_cluster_47765:17,845-38,773 (+)
DNA methyltransferase (CDS_0033)
excisionase (CDS_0030) RecT-like ssDNA annealing protein (CDS_0038)

DNA methyltransferase (CDS,OO32) 37
integrase (CDS_0029) | 31 | 343536 ] exonuclease (CDS_0039)

— — 1 1 —
TemPhD_cluster_59624:17,845-37,869 (+)

RecT-like ssDNA annealing protein (CDS_0035)
excisionase (CDS_0029) 34
integrase (CDS_0028) | 303132 33| exonuclease (CDS_0036)
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TemPhD_cluster 48692 :17,845-35,527 (+)
DNA methyltransferase (CDS_0035)
excisionase (CDS_0032) RecT-like ssDNA annealing protein (CDS_0041)
DNA methyltransferase (CDS_0034)
integrase (CDS_0031) transcriptional regulator (CDS_0047)
25 26 30 | 33 3637 38 39 40 42 46 | 48

|
{
-
b

N I I S B | | H N
TemPhD_cluster_59580:17,847-38,790 (+)
DNA methyltransferase (CDS_0032)
excisionase (CDS_0029) RecT-like ssDNA annealing protein (CDS_0038)
DNA methyltransferase (CDS_0031)
integrase (CDS_0028) | 30 | 3334 35 36 37 39
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TemPhD_cluster_59678:17,844-38,113 (+)

tail fiber assembly (CDS_0035) RecT-like ssDNA annealing protein (CDS_0045)
excisionase (CDS_0038)
tail fiber protein (CDS_0034) MTase_I_00074 Type (CDS_0042)
integrase (CDS 0037)
36 | 3940 41 43 44

integrase (CDS_0028) 29 30 31 3233 exonuclease (CDS_0046)
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IMGVR_UViG_2870449401_000003|2870449401|2870449401|1962707-2017121: 17,844-44,079 (+)
RecT-like ssDNA annealing protein (CDS_0036)
MTase_II_00074 Type (CDS_0033)
excisionase (CDS_0029)
28 | 303132 34 35 exonuclease (CDS_0037)
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TemPhD_cluster_35332:17,845-36,327 (+)
Kil protein for bacterial septation inhibition (CDS_0030)
transcriptioﬁal regulator (CDS_0032)
exonuclease VII (CDS_OO?B) capH (CDS_0035)
integrase (CDS_0027) 29 |31 3334 [ 36

— I N | )
TemPhD_cluster_41982: 16,602-33,240 (+)
Kil protein for bacterial septation inhibition (CDS_0030)
transcriptioﬁal regulator (CDS_0032)
exonuclease VIl (CDS_0028) capH (CDS_0035)
integrase (CDS_0027) 29 (31 3334 36
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TemPhD_cluster_41975: 16,602-33,240 (+)

transcriptional regulator (CDS_0032)
capH (CDS_0035)

Kil protein for bacterial septation inhibition (CDS_0030) 31 3334 T 36
[ — N N L —
TemPhD_cluster_42211:17,845-33,264 (+)

transcriptional regulator (CDS_0032)
capH (CDS_0035)
Kil protein for bacterial septation inhibition (CDS_0030) 31 3334 T 36
N B - I —

N ———
TemPhD_cluster_29801:17,845-33,729 (+)
Kil protein for bacterial septation inhibition (CDS_0030)
capH (CDS_0034)
32
exonuclease (CDS_0028)31 | 33 685

I NN SS———— I L . I
TemPhD_cluster_24500: 17,845-32,246 (+)
transcriptional regulator (CDS_0032)
PFAT_PfiA (CDS_0034)
PfAT ' PfiT (CDS_0033)
‘ capH (CDS_0037)

3031 353 [ 38
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TemPhD_cluster 49504: 17,845-34,644 (+)
capH (CDS_0033)
26 27 31 32 | 34
I - .- O I

TemPhD_cluster_603 1%,437—34,1 17 (+)
Kil protein for bacterial septation inhibition (CDS_0034)
anti-Retron (APIS130) (CDS_0032)
exonuclease VII (CDS_0031) | capH (CDS_0037)
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TemPhD_cluster_13842:17,845-35,319 (+)
Kil protein for bacterial septation inhibition (CDS_0034)
anti-Retron (APIS130) (CDS_0032)
integrase (CDS_0028) exonuclease VII (CDS_0031) capH (CDS_0036)
29 30 |33 35 T 37

TemPhD_cluster_32465:17,845-35,068 (+)
integrase (CDS_0029) exonuclease VII (CDS_0030)
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TemPhD_cluster_30209: 17,845-30,809 (+)

integrase (CDS_0028) exonuclease VII (CDS_0029)

TemPhD_cluster_42682: 17,845-30,808 (+)
integrase (CDS_0029) 30

TemPhD_cluster_14428:17,845-31,423 (+)
29 exonuclease VII (CDS_0030)
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TemPhD_cluster_32827:17,845-31,598 (+)

integrase (CDS_0028) exonuclease VII (CDS_0029)
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TemPhD_cluster_42729:17,845-30,680 (+)

integrase (CDS_0028) exonuclease VII (CDS_0029)

TemPhD_cluster_36689_:17,845-31,297 (+)

tail fiber protein (CDS_0030)
29 31 32 33 exonuclease VII (CDS_0034)

TemPhD_cluster_48193:17,845-37,526 (+)
29 30 exonuclease (CDS_0031)
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TemPhD_cluster_16899:17,845-31,373 (+)

integrase (CDS_0029)
28 exonuclease (CDS_0030)
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TemPhD_cluster_32668:17,845-30,955 (+)

integrase (CDS_0029)
28 | exonuclease (CDS_0030)
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TemPhD_cluster_25873:17,845-28,497 (+)

integrase (CDS_0029)
28 | exonuclease (CDS_0030)
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TemPhD_cluster_42560:17,845-31,030 (+)

28 29 exonuclease (CDS_0030)

TemPhD_cluster_18085: 17,845-31,020 (+)
integrase (CDS_0028) exonuclease (CDS_0029)
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TemPhD_cluster_37001_: 17,845-30,396 (+)

32
Kil protein for bacterial septation inhibition (CDS_0030) 31 [33 34 transcriptional regulator (CDS_0035)
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TemPhD_cluster_36849_:17,842-32,547 (+)
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Kil protein for bacterial septation inhibition (CDS_0031) 32 [34 35 36
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TemPhD_cluster_61250: 18,437-33,375 (+)
capH (CDS_0035)
33 T Mok_Hok_Sok_Hok (CDS_0041)
Kil protein for bacterial septation inhibition (CDS_0031) 32 [34 | 36 | 42 43 HNH endonuclease (CDS_0044)
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TemPhD_cluster_29877:18,437-35,275 (+)

capH (CDS_0035)
33
Kil protein for bacterial septation inhibition (CDS_0031) 32 I§4 36
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TemPhD_cluster_42555:18,437-33,331 (+)

integrase (CDS_0030)
28
129 | exonuclease (CDS_0031)
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TemPhD_cluster_42632:17,845-30,742 (+)

32 34
Kil protein for bacterial septation inhibition (CDS_OO311T?§T 35 36
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TemPhD_cluster_36809_: 18,428-33,719 (+)

Kil protein for bacterial septation inhibition (CDS_0030)
31 33
exonuclease VII (CDS_0028) | 32 | 3435 transcriptional regulator (CDS_0036)
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TemPhD_cluster_24778:17,845-32,921 (+)

33
Kil protein for bacterial septation inhibition (CDS_0031) 32 3435  transcriptional regulator (CDS_0036)
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TemPhD_cluster_25996:18,161-33,431 (+)

32
303133 34
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TemPhD_cluster_61371:17,845-32,841 (+)

34
Kil protein for bacterial septation inhibition (CDS_0032) 33 3536 37  primosomal protein (CDS_0039)
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TemPhD_cluster_49938: 18,437-33,762 (+)

34 36
Kil protein for bacterial septation inhibition (CDS_0032) 33 35| 3738

[ N S m——
TemPhD_cluster_30055: 18,437-33,737 (+)
32 34
31 33] 35 transcriptional repressor (CDS_0036)

TemPhD_cluster_36795_: 18,437-33,706 (+)

30 313233
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TemPhD_cluster_42973:17,845-32,331 (+)

31 33

Kil protein for bacterial septation inhibition (CDS_0030) | 32 | 343536 38 replication initiation protein (CDS_0039)
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TemPhD_cluster_61332:17,845-33,064 (+)

transcriptional regulator (CDS_0037)
33
Kil protein for bacterial septation inhibition (CDS_0031) 32 3435 36 transcriptional repressor (CDS_0038)
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TemPhD_cluster_36544 :18,437-34,402 (+)
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TemPhD_cluster_49855:17,845-30,839 (+)
RecT-like ssDNA annealing protein (CDS_0036)
excisionase (CDS_0030) 35

28 29 ] 31323334 exonuclease (CDS_0037)
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TemPhD_cluster 49097:17,845-36,479 (+)
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TemPhD_cluster_50129:19,885-33,806 (+)
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TemPhD_cluster_60636: 17,845-30,546 (+)
RecT-like ssDNA annealing protein (CDS_0034)
MTase_II_00074 Type (CDS_0031)

tail fiber protein (CDS_0022) 30 [ 3233 | exonuclease(CDS 0035) 3839
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TemPhD_cluster_48656_:18,910-37,214 (+)

Michele_1A_hits_grouped (CDS_0025) 30 exonuclease (CDS_0031)
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TemPhD_cluster_60290: 18,928-34,321 (+)
10000 nt {
DNA, RNA and nucleotide metabolism head and packaging integration and excision moron, auxiliary metabolic gene and host takeover other tail transcription regulation
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