toxin-antitoxin system HicB-like (CDS_0031)
PDC-S04_WP_163235784.1 (CDS_0025)

PDC-M42A_WP' 206399263.1 (CDS_0026) capH (CDS_0036)
tail protein (CDS_0017) DS-4_DS-4D (CDS.0032) 40 44 47
tail protein (CDS_0015)] 19 22 tRNA-Gly(GCC) 33 3739] 42 45 s
13 14 16 | 18] 20 21] 23 24 27 | 28 29 30 13435 | 38 4143[[46|] 49

e
IMGVR_UViG_3300045988_133382|3300045988|Ga0495776_139857:10,594-38,135 (+)
toxin-antitoxin system HicB-like (CDS_0032)
capH (CDS_0037)

PDC-M42A_WP_206399263.1 (CDS_0025) DS-4_DS-4D (CDS_0033) 41
PDC-504_WP_163235784.1 (CDS_0024) 34 38 40| 43

2223 [ | 26 27 28 29 30 31 ‘ TTss 36‘ 139 42[44
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MGV-GENOME-0292971:25,320-39,660 (+)
toxin-antitoxin system HicB-like (CDS_0031)
capH (CDS_0035)
DS-4_DS-4D (CDS_0032) 38
Tad2 anti-Thoeris (APIS029) (CDS_0021) 33 39
T22 24 252627 28 2930 T34 | 36 37|]40 4142

I W EE— H NN B .- N
IMGVR_UViG_3300045988_134481|3300045988|Ga0495776_099542:26,156-38,641 (+)
toxin-antitoxin system HicB-like (CDS_0028)
capH (CDS_0032)
DS-4_DS-4D (CDS_0029) 35
30 36
31| 33 34|[37 3839

24 25 2627

D L N e I
IMGVR_UViG_3300045988_125532|3300045988|Ga0495776_094744:26,156-37,727 (+)
toxin-antitoxin system HicB-like (CDS_0025)
capH (CDS_0029)
DS-4_DS-4D (CDS_0026) 33
tail fiber protein (CDS_0016) 27 32| 35
tail protein (CDS 0015) | 17 21 22 23 24 ‘ TTQS ‘ 3031 34[36

e S
IMGVR_UViG_3300045988_138165|3300045988|Ga0495776_112324:10,985-37,052 (+)
toxin-antitoxin system HicB-like (CDS_0026)
DS-4_DS-4D (CDS_0027)
toxin (CDS_0025)
capH (CDS_0031)

28 34
T29 30 | 3233

integrase (CDS_0023)
2122 24

uvig 1731835:10,982-37,864 (+)
retron_type_VI_hth_cluster2_1 (CDS_0031)

34 39
23 integrase (CDS_0026) 33 36 38
]24 25 27 282930 (32 35[37 |40

e 0 e SR
uvig 436151 :25,168-35,959 (+)

27 32
23 26| 2931
24 25] 28[30 |33

IR N B N R A SR
MGV-GENOME-0276786:25,168-31,599 (+)
retron_type_VI_hth_cluster2_1 (CDS_0026)
2830 32
24 25 |272931

S N N B B EE——
MGV-GENOME-0252459:25,276-31,339 (+)
capH (CDS_0027) 33
25 30 32
2324 26 | 282931 |34

L Ay _r ____ § L ¢ 1 _}

uvig 471684:25,178-32,012 (+)

retron_type_VI_hth_cluster2_1 (CDS_0028)

transcriptional regula?or (CDS_0027)
31

STO
29 |32

2324 25 26

I - [
uvig 221649:26,002-35,616 (+)
retron_type_VI_hth_cluster2_1 (CDS_0033)
DS-4_DS-4D (CDS_0029)
integrase (CDS_0025) 30
2324 26 2728 | [3132 | 34 3536 41

;
i
|

e
uvig_579419:26,266-36,899 (+)
capH (CDS_0029)

integrase (CDS_0025)
24 26 2728|30 3132

_—
uvig_591580: 26,134-34,298 (+)
capH (CDS_0029)
integrase (CDS_0026) T 31

2425 27 28 | 30 [32 33 3435

LR I L I
uvig 306104:28,346-37,307 (+)
retron_type_VI_hth_cluster2_1 (CDS_0032)
transcriptional regula;for (CDS_0031)
PDC-S04_WP_163235784.1 (CDS_0025) 34
PDC-M42A_ WP’ 206399263.1 (CDS_0026) 35
2324 | | 2728 29 30 33 [363738

I
‘ —
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IMGVR_UViG_3300045988_109736|3300045988|Ga0495776_099783:25,886-38,774 (+)
PDC-SM_WP_163§5784.1 (CDS_0025)
PDC-M42A_WP_206399263.1 (CDS_0026)

23 24 | 27

I S S S—
IMGVR_UViG_3300045988_090000|3300045988|Ga0495776_188774:26,195-32,581 (+)

retron_type_VI_hth_cluster2_1 (CDS_0032)
PDC-S04_WP_163235784.1 (CDS_0024) transcriptional regulator (CDS_0031)
PDC-M42A_W@06399263.1(CDS_0025) 33 36 38
2122 23 | | 26 27 28 2930 1343537

é

IMGVR_UViG_3300045988_174220|3300045988|Ga0495776_054116:10,991-39,756 (+)
PDC-504_WP_163235784.1 (CDS_0023)
PDC-M42A_WPT206399263. 1(CDS_0024) capH (CDS_0028)
‘ integrase (CDS_0026) T 31
16 21 22 25 27 2930[32

g

IMGVR_UViG_3300045988_146332|3300045988|Ga0495776_024973:10,961-36,032 (+)
retron_type_VI_hth_cluster2_1 (CDS_0032)
PDC-M42A_WP_206399263.1 (CDS_0026)  transcriptional regulator (CDS_0031)
PDC-S04_WP_163235784.1 (CDS_0025) 34
‘ integrase (CDS_0029) 35 37
2324 27 28 30 33| [36 [38

|
| —
%

e —— D W D O S e ——
uvig_293326:25,412-38,991 (+)
retron_type_VI_hth_clusterz_l (CDS_0024)
transcriptional regulator (CDS_0023)
‘ 26

2021 22 25[27

IMGVR_UViG_3300045988_128274|3300045988|Ga0495776_083854: 10,982-32,180 (+)
retron_type_VI_hth_cluster2_1 (CDS_0030)
toxin-antitoxin system HicB-like (CDE_OOZS)
DS-4_DS-4D (CDS_0026)

integrase (CDS_0023) [ 27 33
tail protein (CDS_0015) 16 2122 24| | T2829 | 3132[34 35
. B B S BE S E  —

uvig 293979:10,919-37,082 (+)
retron_type_VI_hth_cluster2_1 (CDS_0049)
transcriptional regulator (CDS_0050)
46

47
5453 52 51 48" |45

I A 0 O U —
IMGVR_UViG_3300045988_152995|3300045988|Ga0495776_136406:38,116-46,870 (-)
retron_type_VI_hth_cluster2_1 (CDS_0012)
transcriptional regulior (CDS_0011)
replisome organizer (CDS_0001)
DS-4__DS-4D (CDS_0007)
2 3 4 56 [89 10|
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MGV-GENOME-0254195: 1-8,840 (+)

10000 nt {
DNA, RNA and nucleotide metabolism integration and excision moron, auxiliary metabolic gene and host takeover tail transcription regulation unknown function defence (DefenseFinder)
L]

defence (PADLOC) anti-defence (dbAPIS) tRNA pseudogene
I




