holin (CDS_0020) tRNA-Phe(GAA) capH (CDS_0027) Sak4-like ssDNA annealing protein (CDS_0030)
17 18 19 ‘endolysin (CDS_0021) 22 T 23 24 25 26 | 28 mads_3(CDS 0029) 31 32

MGV-GENOME-0239157: 12,446-26,947 (+)
capH (CDS_0023)
21 22 T HNH endonuclease (CDS_0024)

I e - - I I
SAMN11031287_al ct2059:12,281-25,172 (+)
retron_type_VI_hth_cluster2_1 (CDS_0027)
capH (CDS_0026)
22 23 24 25 [ | 29

SRS149671_al_ct43427 vs1:12,447-26,185 (+)

22 23 24 capH (CDS_0025)
——  ————— ] [ ——————————— 0 ———— N — I ——
SRS144090_al _ct17305: 12,626-24,999 (+)
21 22 23 capH (CDS_0024)

[ ——————§ —
SRS013836_al ct21285 vs1:12,474-25,699 (+)

retron_type_VI_hth_cluster2_1 (CDS_0026)
capH (CDS_0025)
22 23 24 HNH endonuclease (CDS_0030)

‘
%

MGV-GENOME-0229206: 12,547-25,984 (+)
capH (CDS_0027)
22 23 24 25 26 T retron_type_VI_hth_cluster2_1 (CDS_0028)

I S S E— S— T
SRS043275_al ct20313 vs1:12,545-27,067 (+)

distal tail protein Dit (CDS_0016) holin (CDS_0020) 22 23 24 capH (CDS_0025)

uvig_370226: 11,728-25,075 (+)
22 23 24 capH(CDS_0025)

MGV-GENOME-0238202: 11,678-25,126 (+)
capH (CDS_0024)
endolysin (CDS_0021) 22 23 retron_type_VI_hth_cluster2_1 (CDS_0025)

g
\

N S . P - e I
SRS149720_al ct46399:11,705-25,212 (+)

capH (CDS_0025)
tail length tape measure protein (CDS_0015) tail protein (CDS_0018) 19 22 23 24 T retron_type_VI_hth_cluster2_1 (CDS_0026)

. —— N E— S S
SRS015686_al ct23747_vs1:9,243-24,382 (+)

clamp loader of DNA polymerase (CDS_0022)
SigF (VF0294) (CDS_0025)
24 efflux ABUW_0982-NCBIFAM chloramphenicol efflux transporter CxpE (NFO45801.1) (CDS_0026)

23

T
SRS075433_a1_ct23082_vs1:12,598-27,379 (+)

Lejron_type_VI_hth_cluster2_1 (CDS_0017)
1 12 transcriptional repressor (CDS_0016)

SRS020400 _al ct14038 vs1:7,718-16,711 (+)
6000 nt i
DNA, RNA and nucleotide metabolism lysis tail transcription regulation unknown function defence (PADLOC) virulence (VFDB) AMR (AMRFinderPlus) tRNA
— L] I




