retron_type_VI_hth_cluster2_1 (CDS_0029)

holin (CDS_0017) superinfection exclusion (CDS_0026)
endolysin (CDS_0018) tRNA-Ser(GCT) PDC-M69A_WP_216276383.1 (CDS_0028)

tail protein (CDS_0014) 15 16 | 19 20 21 22 23 24 25 | 27 | 30 3132
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uvig_576234:12,485-27,495 (+)

19 20 superinfection exclusion (CDS_0021)

IMGVR_UViG_2503982013_000001|2503982013|2503983092(|41219-77677: 12,485-22782 (+)

superinfection exclusion (CDS_0021)
19

N
o

26
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IMGVR_UViG_3300045988_160354|3300045988|Ga0495776_044685:12,470-23,914 (+)
19 20 superinfection exclusion (CDS_0021)

|
MGV-GENOME-0260041:12,470-23,633 (+)
19 20 21 22 23 24 25 26 27 28 29 superinfection exclusion (CDS_0030)

%

— — — [ | - — - — N & & |} 1]
SAMNO1774271 al ct4157 vs1:12,470-30,325 (+)

19 20 21 22 2324

uvig 578491:12,470-24,902 (+)
superinfection exclusion (CDS_0022)
acetyltransferase (CDS_0020)

19 21 24 25 27 30
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IMGVR_UViG_2651869803_000001|2651869803|2651904739|46057-84221:12,485-25,605 (+)

19 20 superinfection exclusion (CDS_0021)
c—— OPbbDE P& K DI

IMGVR_UViG_2671180341_000002|2671180341|2671215676|981999-1018986: 12,485-24,299 (+)
anti-SOS response (APIS156) (CDS_0025)

capH (CDS_0022) acetyltransferase (CDS_0029)
19 20 21 | 2324 26 2728 30  superinfection exclusion (CDS_0031)
e bl &4 @b O b—C@EmCa DD ONETD
IMGVR_UViG_2627853920_000001|2627853920|2627899861|1816940-1861529: 12,485-32,057 (+)
tail protein (CDS_0014) V8 protease (VF0023) (CDS_0023) FbpABC (VF0272) (CDS_0026)
13 tail protein (CDS_0015) 20 21 22 24 25 30
[ S oy IS 50 /5 SO WO g Wy W o F oy WO Wy Wy STy

uvig_316564:11,628-26,749 (+)
20 21 22 V8 protease (VF0023) (CDS_0023)

I S S— - EEE— s W W e
MGV-GENOME-0268567:11,718-22,898 (+)

V8 protease (VF0023) (CDS_0023)
20 21 22 24

—— — R S S E— - e B W
MGV-GENOME-0271716:11,718-24,125 (+)

20 21 22 2324 25

I e ——————
MGV-GENOME-0251476:11,718-23,220 (+)
19 20 21 V8 protease (VF0023) (CDS_0022)

MGV-GENOME-4417296: 12,485-22,%&)
19 20 21 V8 protease (VF0023) (CDS_0022)

— — - I N W 0 S
MGV-GENOME-4417110:12,485-23,579 (+)

19 20 21 transposase (CDS_0022)

MGV GENOME 0249277 12,485 22,864 (+)
1920 21 22

| _—
IMGVR_UViIG_2609460184_000003|2609460184|2609540786|2599-39045: 12,485-22,685 (+)
19 20 21

e I e T I S ]
IMGVR_UViG_2540341021_000004|2540341021|2540343568(10850-47703: 12,485-23,550 (+)

19 20 21

\MGVR_UViG_2529292797_OOOOO1|257?292797\2529348375|551-37256: 12,485-22,653 (+)
7000 nt !
integration and excision lysis moron, auxiliary metabolic gene and host takeover other tail unknown function defence (PADLOC) virulence (VFDB) anti-defence (dbAPIS) tRNA
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pseudogene
I



