transcriptional regulator (CDS_0032)

CDS_0031
endolysin (CDS_0022) CDS_0028
CDS_0019 CDs,oozTF integrase (CDS_0024) CDS_0026 CDS_0029
tail protein (CDS_0018) | cDs_0020 CDS_0023  FS_Sma_Sma (CDS_0025)CDS_0027 | CDS_0030 | CDS_0033

DD @@l HD-H-{D

IMGVR_UViG_3300008276_000162|3300008276|Ga0114259_1000105/2603-41592 13985:26469(+)

minor tail protein (CDS_0017) CDS_0022
tail assembly protein (CDS_0016) FS_Sma_ Sma (CDS_0021) CDS_0023CDS_0024

O X HE-@E @ -H-o-ob-oH-{o

IMGVR_UViG_3300006328_000180|3300006328|Ga0099580_100141[2569-39071 12679:23982(+)

transcriptional regulator (CDS_0028)

FS_Sma__Sma (CDS_0026)
CDS_0020 excisionase (CDS_0024) CDS_0027 CDS_0029

O

IMGVR_UViG_3300007531_000293|3300007531|Ga0105502_1000138]128-39508 13996:26866(+)

endolysin (CDS_0022)
CDS_0023 Retron_VI_HTH (CDS_0024)

D O ADD—/OED-OED

uvig 174801 12759:23006(+)

transcriptional regulator (CDS_0029)
Retron_VI_HTH (CDS_0030)
CDS_0028
CDS_0027 | | CDS_0034  exonuclease (CDS_0036)

O 0O —C T HEKECDE L O

\MGVR,UViG,3300045988,05784O|33OOO45988\Ga049577670092(§ 18463:27543(+)

transcriptional regulator (CDS_0028)
25 26 27 | Retron_VI_HTH (CDS_0029)

R, N e S G (5 (0 I I I,

MGV-GENOME-0265091 14091:27917(+)

transcriptional regulator (CDS_0027)
CDS_0026
CDS_0023  CDS0025 | | Retron VI_HTH (CDS_0028)

D O e Ve S O 6 (W VWV Vg W

SRS143135_a1_ct13027 13245:25003(+)

transcriptional regulator (CDS_0027)
CDS_0026
CDS 0025 | | Retron VI_HTH (CDS_0028)

O I, N W, I, R W W Y, Ve b, Ve W

IMGVR_UViG_3300008143_000326|3300008143|Ga0114287_100157|407-39223 13992:25048(+)

transcriptional regulator (CDS_0028)
Retron_VI_HTH (CDS_0029)

2526 27 | | 31
l O D/ I I e U o O (0 (SO (W 0 I . Ve I B,

MGV-GENOME-0268428 14067:27457(+)
CDS_0023 CDS_0027 CDS_0028 CDS_0029

O B X K —FCHPODOED

IMGVR_UViG_3300006459_000199|3300006459|Ga0100222_100157(121-40271 17839:27622(+)

26 27 2829 30

[ O ED X K - OB DE{ITT

IMGVR_UViG_3300006251_000182|3300006251|Ga0099392_100100[6583-46145 14066:28169(+)

CDS_0024
'CDS_0025
CDS 0023| | CDS.0026

[ Pl D H-PE-DD-DEDTTTTD

IMGVR_UViG_7000000039_000044|7000000039|SRS013164 _Baylor_scaffold_32826 13608:24570(+)

excisionase (CDS_0025)
23 24 | 26 27 28 29

32

30
= D EHDEDD—D{ D) D K

SRS023958_a1_ct15916_vs01 13608:30506(+)
[ 6000 nt i

DNA, RNA and nucleotide metabolism integration and excision lysis other tail transcriptionregulation unknown function Defence
I



