retron_type_VI_hth_cluster2_1 (CDS_0024)
PDC-516_WP_008858743.1 (CDS_0026)
transcriptional repressor (CDS_0023)

Autolysin (VF0143) (CDS_0019) Dnab-like helicase loader (CDS_0030)
holin (CDS_OOlg) integrase (CDS_0021) 29
minor tail protein (CDS_0014) 15 1617 | | 20 22 25| 2728] 31 32
[ F—]y/ 0y S gy W o GO S g V), 8,/ 4 W, W |

IMGVR_UViG_3300007724_000147|3300007724|Ga0 105680,100442:?,297-22,217 (+)
retron_type_VI_hth_cluster2_1 (CDS_0023)
PDC-S16_WP_008858743.1 (CDS_0025)
Autolysin (VF0143) (CDS_0019) transcriptional repressor (CDS_0022)
integrase (CDS_0020)

tRNA-Ser(CGA) 21 ‘ 2,4‘ 26

|
_
!%

SRS014684 al ct14948 vs1:8,297-21,860 (+)
retron_type_VI_hth_cluster2_1 (CDS_0024)
transcriptional repressor (CDS_0022)
endolysin (CDS_0019) 20 21 23 | 2526 27

;#

W A — —
SRS018739_al ct37195:8,324-21,264 (+)

Bacteriophage abortive infection AbiH__AbiH (CDS_0021)
MazEF_MazF (CDS_0020) capH (CDS_0026) 29
Autolysin (VF0143) (CDS 0019) | | 22 2324 25 | 2728]

[ - — - — —
IMGVR_UViG_3300008075_000108|3300008075|Ga0114853_100079(14168-45909:8,291-22,431 (+)

Autolysin (VF0143) (CDS_0019) Retron_VI_HTH (CDS_0024)
18 20 21 22 23 2526

%

1 S S I I S B B B —— I
IMGVR_UViG_3300007979_000167|3300007979]Ga0114002_100079|67848-100004: 8,293-24,719 (+)
Autolysin (VF0143) (CDS_0019) Retron_VI_HTH (CDS_0023)
18 20 21 22 | 2425
[, S, T, W0 S, W gy S y WU— S vy |V W —;
IMGVR_UViG_3300008636_000168|3300008636|Ga0111420_100064|109-31455:8,293-23,908 (+)
19 20 21
e ——————————————————————ereeee I
SRS057791 al ct38097 vs1:8,293-18,067 (+)
Retron_VI__HTH (CDS_0026)
Autolysin (VF0143) (CDS_0020) 27
19 21 22 23 24 25 T 28
[, O, T, W | S gy GO WO U Sy V44 Vi WD W/ |

IMGVR_UViG_3300008755_000090|3300008755|Ga0114091_100375:8,295-24,590 (+)
Retron_VI_HTH (CDS_0024)

Autolysin (VF0143) (CDS_0020) 25
19 21 22 23 T26
I F—, T, FO—, Sy GO\, Oy V) (W, Vg W W |

IMGVR_UViG_3300008754_000018|3300008754|Ga0114089_100463:8,295-22,537 (+)
Autolysin (VF0143) (CDS_0020)
integrase (CDS_0022)
19 endolysin (CDS_0021) 23 24  Retron_VI_HTH (CDS_0025)

MGV-GENOME-0206801:8,299-21,926 (+)
retron_type_VI_hth_cluster2_1 (CDS_0025)

Autolysin (VF0143) (CDS 0020) 23
19 21 22 24 2627 31
[ —, W O S oy U Sy W g WD N

IMGVR_UViG_3300008715_000060|3300008715|Ga0115609_1000537: 8,294-22,331 (+)

Autolysin (VF0143) (CDS_0020)
19 21 2223 24 retron_type_VI_hth_cluster2_1(CDS_0025)

!
|
|
|

IMGVR_UViG_3300008128_000018|3300008128|Ga0114847_100250: 8,392-21,979 (+)
19 20 21 22 23 24

SRS147712_al_ct77582_vs01:8,294-19,925 (+)

AgrA/AgrC (VF0793) (CDS_0023) Retron_VI__HTH (CDS_0031)
Autolysin (VF0143) (CDS_0019) mads_8 (CDS_0024) AbiD__AbiD (CDS_0027) 32

13 17 2021 22 25 26 28 29 30 TT33 replisome organizer (CDS_0037)
[ N F e I s B VIO B R e N o eGSO e ) W I VS D, IO
D e ————— e Il I E — I . . — I I
SRS143022_al ct13626 vs01:7,556-27,448 (+)
[ 7000 nt i
DNA, RNA and nucleotide metabolism integration and excision Iyﬁ t&il transcription regulation unknown function defence (DefenseFinder) defence (PADLOC) virulence (VFDB)




