Kil protein for bacterial septation inhibition (CDS_0033)

tail fiber assembly protein (CDS_0026) CDS_0037

structural protein (CDS_0023) CDS_0035 CDS_0038
DarTG__DarG (CDS_0025) CDS_0030 CDS_0032 CD5_0036

tail fiber protein (CDS'0024) CDS_0027 CDS_0028  CDS_0029exonuclease (CDS_0031) CDS_0034| | 'CDS_0039

B @ —@ @K

I
TemPhD_cluster_16899 17845:31373(+)

integrase (CDS_0028)
exonuclease (CDS_0029)

[ EO{EETT—ETH FKKHH—E

—
TemPhD_cluster_25996 17569:31076(+)

integrase (CDS_0030)

CDS_0028 T

tail fiber protein (CDS_0023) CD§ 0029 exonuclease (CDS_0031)

O o iEaam— e HaKG-e—om

I
TemPhD_cluster_42632 17845:30742(+)

DnaD-like helicase loader (CDS_0036)
CDS_0028 CDS_0029 CDS_0037

[ o EE A HKO———DB D

—
TemPhD_cluster 61319 17845:32364(+)

integrase (CDS_0028)
exonuclease VII (CDS_0029)

[ o A KK O———DO D

—
TemPhD_cluster 42760 17845:32359(+)

integrase (CDS_0028) exonuclease VIl (CDS_0029)

[ T K FKKHG——E D

'
TemPhD_cluster_36689_ 17845:32976(+)

Kil protein for bacterial septation inhibition (CDS_0030)
exonuclease (CDS_0028)
CDS_0031 CDS_0035 replication initiation protein (CDS_0039)
CDS_0027 |cbs 0032 [ cDs.0038

! K | K

TemPhD_cluster_61332 17845:32382(+)

tail fiber protein (CDS_0030)
29 31 32 33 exonuclease VII (CDS_0034) 39 40

B {S-@—@as—@—a@——@@mm - KD

—
TemPhD_cluster_ 48193 17845:37526(+)

CDS_0029 exonuclease VII (CDS_0030)

B @ — @O

—
TemPhD_cluster_32827 17845:31598(+)

integrase (CDS_0028)
exonuclease VII (CDS_0029)

/I, N e B G 4 HKO——HED

—
TemPhD_cluster_42682 17845:30808(+)

RecT-like ssDNA annealing protein (CDS_0037)
excisionase (CDS_0030)
integrase (CDS_0029) | 313233 34 35 36 exonuclease VII (CDS_0038)

[ I, N e N, G GCRECAEK

—
TemPhD_cluster_48725_ 17845:35681(+)

RecT-like ssDNA annealing protein (CDS_0036)
excisionase (CDS_0029)
integrase (CDS_0028) | 30 3132 33 34 35 exonuclease VII (CDS_0037)

I, N s N, S §EHECCIC @K KO0 D

—
TemPhD_cluster 41144 17845:37237(+)

RecT-like ssDNA annealing protein (CDS_0039)
excisionase (CDS_0030) 35
integrase (CDS_0029) | 31 32 33 34 [36 37 38 40

I, N, s . S GA@ECC T AACAEEK FKKHEA D

—
TemPhD_cluster_48260 17845:36899(+)

RecT-like ssDNA annealing protein (CDS_0038)
excisionase (CDS_0029) 34
integrase (CDS_0028) | 30 31 32 33 [35 36 37 39

I, N s N, S aA@E I KIKEK FEKKHEA—E

I
TemPhD_cluster 48235 17845:36887(+)

RecT-like ssDNA annealing protein (CDS_0039)
excisionase (CDS_0030) 35
integrase (CDS_0029) | 31 32 33 34 [36 37 38 40

 EE-EnaE FEEHTEC@K HKCDHK—E

—
TemPhD_cluster_31792 17845:36899(+)

RecT-like ssDNA annealing protein (CDS_0035)
excisionase (CDS_0029)
integrase (CDS_OOZS)T 30 31 32 3334 exonuclease (CDS_0036)

/I N, N, N, S EEHCOOETK K-

—
TemPhD_cluster_48692_ 17845:35527(+)

RecT-like ssDNA annealing protein (CDS_0034)

excisionase (CDS_0028) transcriptional repressor (CDS_0040)
21 integrase (CDS?0027)T 29 30 31 3233 exonuclease (CDS_0035) 41
|
D! X | CRCKACK K

TemPhD_cluster 41171 16602:34837(+)

DNA methyltransferase (CDS_0034)
excisionase (CDS_0031)

integrase (CDS_0030) RecT-like ssDNA annealing protein (CDS_0039)
"DNA methyltransferase (CDS_0033)
integrase (CDS_0029) | | 32 | 35 36 37 38 exonuclease (CDS_0040)

TemPhD_cluster 40336 17845:38772(+)
DNA methyltransferase (CDS_0033)

excisionase (CDS_0030) RecT-like ssDNA annealing protein (CDS_0038)
DNA methyltransferase (CDS_0032)
integrase (CDS_0029) | 31 | 34 35 36 37 exonuclease (CDS_0039)
) ) I S A | KX AR K HKKHE—E

—
TemPhD_cluster_35154 17845:38773(+)
DNA methyltransferase (CDS_0033)

excisionase (CDS_0030) RecT-like ssDNA annealing protein (CDS_0038)
DNA methyltransferase (CDS_0032)
integrase (CDS_0029) | 31 | 34 35 3637 exonuclease (CDS_0039)
1
I ) I e IS | (KX A K HKKHXEA—-E

TemPhD_cluster_31694 17845:37869(+)
DNA methyltransferase (CDS_0031)

excisionase (CDS_0028) RecT-like ssDNA annealing protein (CDS_0036)
DNA methyltransferase (CDS_0030)
integrase (CDS_0027) | 29 | 32 33 3435 exonuclease (CDS_0037)
L o1 X | KX KR K HOKKO-D—CIDED

TemPhD_cluster_59975 16602:36566(+)

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

L X —CEEEK IG4@K FKKHAE—CIDE

TemPhD_cluster_40794 16593:35011(+)

PD-Lambda-5__PD-Lambda-5_B (CDS_0033)
DNA methyltransferase (CDS_0031)

excisionasﬂCDS_OO28) RecT-like ssDNA annealing protein (CDS_0035)
DNA methyltransferase (CDS_0030)
27 [32 | 34 exonuclease (CDS_0036) 40

\
o K —EEEEK

TemPhD_cluster 27145 16649:34468(+)
MCR-10 family phosphoethanolamine--lipid A transferase (NF033862.2) (CDS_0027)

DNA methyltransferase (CDS_0032)
excisionase (CDS 0029) I
DNAmethyItransferase (CDS_0031)
baseplate wedge subunit (CDS_ 0021) \ 30 | 33 34 3536 37 38 exonuclease (CDS_0039)

O =

TemPhD_cluster_60073 16249:36243( )
MCR-10 family phosphoethanolamine--lipid A transferase (NF033862.2) (CDS_0026)

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)

O = A 3K HECOEEK KK

TemPhD_cluster_85530 16249:36161(+)

DNA methyltransferase (CDS_0032)
excisionase (CDS_0029) RecT-like ssDNA annealing protein (CDS_0037)
DNA methyltransferase (CD$_0031)
28 | 30 | 3334 3536 exonuclease (CDS_0038)

O EO{TX AKX HERCOEK HFAKKHXA

I
TemPhD_cluster_40739 17569:35170(+)

PD-Lambda-5_ PD-Lambda-5_B (CDS_0034)
DNA methyltransferase (CDS_0032)
excisionase (CDS_0029) RecT-like ssDNA annealing protein (CDS_0036)
DNA methyltransferase (CD5 0031}
28 | 30 [33 | 35 exonuclease (CDS_0037)

0 D S 0 Y Y @K 340 -@03—4—O0D

—
TemPhD_cluster_31793 17842:36575(+)

RecT-like ssDNA annealing protein (CDS_0035)
DNA methyltransferase (CDS_0033)
excisionase (CDS_0030)
DNA methyltransferase (CDS_0032)
28 29 | 31 | 34 exonuclease (CDS_0036)

o O HIEEEEEK &K K HKK——0ED

—
TemPhD_cluster_29221 17836:36270(+)

PD-Lambda-5__ PD-Lambda-5_B (CDS_0035)
DNA methyltransferase (CDS_0033)

excisionase (CDS_0030) RecT-like ssDNA annealing protein (CDS_0037)
DNA methyltransferase (CDS 0032)
UmuD-like protein (CDS_0028) 29 | 31 |34 | 36 exonuclease (CDS_0038) 40

IMGVR_UViG_2880319907_000002|2880319907|2880319907|1937927-1983517 17845:37582(+)

PD-Lambda-5__PD-Lambda-5_B (CDS_0034)
DNA methyltransferase (CDS_0032)
excisionase (CDS_0029) RecT-like ssDNA annealing protein (CDS_0036)
DNA methyltransferase (CD5_0031)
28 | 30 |33 | 35 exonuclease (CDS_0037)

o i —EEEEK I IEEK KOK—DEDED

—
TemPhD_cluster_21623 17845:36674(+)

PD-Lambda-5__PD-Lambda-5_B (CDS_0034)
DNA methyltransferase (CDS_0032)
excisionase (CDS_0029) RecT-like ssDNA annealing protein (CDS_0036)
DNA methyltransferase (CDS5_0031) exonuciease VIl (CDS_0037)
28 | 30 [33 | 35 | exonuclease (CDS_0038)

O O X K HE@EECH-EEEHE DD

—
TemPhD_cluster_31927 17845:36279(+)

PD-Lambda-5_ PD-Lambda-5_B (CDS_0035)
DNA methyltransferase (€DS_0033)
excisionase (CDS_0030) RecT-like ssDNA annealing protein (CDS_0037)
DNA methyltransferase (CDS_0032)
integrase (CDS_0029) exonuclease VIII (CDS_0038)
28 | 31 34 36 | exonuclease (CDS_0039) 44

o X H—CEE K HEIEC FK——CHED

—
TemPhD_cluster 40656 17845:37455(+)

PD-Lambda-5_ PD-Lambda-5_B (CDS_0034)
DNA methyltransferase (EDS_0032)
excisionase (CDS_0029) RecT-like ssDNA annealing protein (CDS_0036)
DNA methyltransferase (CD$ 0031} exonuclease VI (CDS_0037)
integrase (CDS_0028) | 30 |33 | 35 | exonuclease (CDS_0038)

O X S K@K HKKI—CHED

— —
IMGVR_UViG_2681813456_000005|2681813456|2681898405|1-45350 17845:37113(+)

RecT-like ssDNA annealing protein (CDS_0033)
PD-Lambda-5__PD-Lambda-5_B (CDS_0031)
integrase (CDS_0029) | exonuclease VIII (CDS_0034)
28 30 32 | | exonuclease (CDS_0035)

gD

I
TemPhD_cluster_35834_ 17845:34562(+)

RecT-like ssDNA annealing protein (CDS_0035)
excisionase (CDS_0029) 33

28 | 30 31 3234 exonuclease (CDS_0036)
5 ) I, e I } &Rl K KKK——ODEE D
TemPhD_cluster_29284 17845:37180(+)
CDS_0031
integrase (CDS_0028) exonuclease (CDS_OO29)T CDS_0032 Ren-like exclusion protein (CDS_0040)
O | K MGG DD
I
TemPhD_cluster_36795_ 19885:33437(+)
CDS_0031 Mok_Hok_Sok__Hok (CDS_0039)
cDs oosq CDS 0033 CDS_0040
CDS_0032 CDS_0038 | CDS_0041
5 O } K a4 O Eb-))D
TemPhD_cluster_42973 17845:33704(+)
CDS_0031
Kil protein for bacterial septation inhibition (CDS_OOSOlT CDS_0032
5 D } K OGS HCHDED 0
TemPhD_cluster_24778 17845:32652(+)
CDS_0032
Kil protein for bacterial septation inhibition (CDS?OO31lT CDS_0033
1
O | K KAHOE DO D 0D

—
TemPhD_cluster_36809_ 19876:33719(+)

RecT-like ssDNA annealing protein (CDS_0036)
DNA methyltransferase (CDS_0033
excisionase (CDS_0029) transcriptional regulator (CDS_0042)
28 | 3031 32 34 35 37 41 | 43

/I, N, e B G GEHECEEGEK p O e S,

—
TemPhD_cluster_59821 17845:36318(+)

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
1
I 1K | K HEICCEEK KD

TemPhD_cluster_59678 17844:38113(+)
CDS_0028 CDS_0029

B O } K FE=KCHE

—
TemPhD_cluster_49855 17845:30839(+)

RecT-like ssDNA annealing protein (CDS_0036)
excisionase (CDS_0030)
29 T 31 32 33 3435 exonuclease (CDS_0037) primosomal protein (CDS_0043)

[, I N e HMK}CK}CICK}K

—
TemPhD_cluster_49097 17845:36479(+)

[ 8000 nt i

DNA, RNA and nucleotide metabolism head and packaging integration and excision moron, auxiliary metabolic gene and host takeover other tail transcription regulation

unknown function Defence AMR
I



