Hoc-like head decoration (CDS_0029)
endolysin (CDS_0032)

tail fiber protein (CDS_0028) holin (CDS_0034) retron_type_VI_hth_cluster2_1 (CDS_0039)
tail protein (CDS_0026) 31 UmuD-like protein (CDS_0038)
24 25 27 30] | 33| 35 36 37 | 4041 42 43
I S BN NN N D — N I N S
IMGVR_UViG_3300029400_000005|3300029400|Ga0243781_100530: 17,308-30,448 (+)

endolysin (CDS_0032)
30
Hoc-like head decoration (CDS_0029) [31 | 33holin (CDS_0034)
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: 570 (+)

endolysin (CDS_0032)
30
Hoc-like head decoration (CDS_0029) T31 33holin (CDS_0034)

IMGVR_UViG_3300029432 OOO428|3300029432\Ga0243805 100114|77%1 120872:17,305-26,717 (+)
endolysin (CDS_0029)
Hoc-like head decoration (CDS_0026)2728T30 holin (CDS_0031) 35 Rha-like transcriptional regulator (CDS_0039)

IMGVR_UViG_3300029495_000315|3300029495|Ga0244015_1000069|14044-54473: 16,020-28,582 (+)
nucleoside 2-deoxyribosyltransferase (CDS_0033)
endolysin (CD5_0032)
| tRNA-Leu(GAG)
31 holin (CDS_0035)
Hoc-like head decoration (CDS_0029)30] | |34] 36| 37 38 44 PD-T7-4_PD-T7-4(CDS_0045)

uvig_165546:17,550-31,128 (+)
nucleoside 2-deoxyribosyltransferase (CDS_0029)
Hoc-like head decoration (655_0026)
endolysin (CD5_.0028)  Retron_VI_HTH (CDS_0035) 36
| 27 [ | 30holin (CDS_0031) 37
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uvig_170132:16,021-27,508 (+)

endolysin (CDS_0029)
“holin (CDS_0032)
27 transcriptional regulator (CDS_0038)
Hoc-like head decoration (CDS_0026) 28 ‘ 30] | 33 35 36 37 | 39

.

IMGVR_UViG_3300008077_000032|3300008077/Ga0105964_1000640: 16,021-28,173 (+)

endolysin (CDS_0029)
Hoc-like head decoration (CDS_0026)2728 | 3031

i

IMGVR_UViG_3300023492 000224|3300023492|Ga0257037_100005|2022-43990: 16,015-27,358 (+)
endolysin (CDS_0031)
28 30 holin (CDS_0033)
Hoc-like head decoration (CDS_0026)27[29 | 32 | 34

OTU_1746:16,021-29,846 (+

endolysin (CDS_0030)
28
Hoc-like head decoration (CDS 0026)27T 29 31 holin (CDS_0032)
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IMGVR_UViG_3300029884_000215|3300029884|Ga0245328_100120|63099-104894: 16,020-29,200 (+)
endolysin (CDS_0030)

2
Hoc-like head decoration (CDS_0026)27T 29 31 holin (CDS_0032)

IMGVR_UViG_3300023716_000146|3300023716|Ga0257047_10031|47545-89362: 16,021-28,758 (+)
holin (CDS_0031)
tail fiber protein (CDS_0025) 28
20 2627] 29 30 32

I
MGV-GENOME-0277523: 15038-29,741 (+)
tail fiber protein (CDS_0025) 28
2627] 29 30 holin (CDS_0031)
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IMGVR_UViG_3300029027_000216|3300029027|Ga0169621_100107|37376-78282:15,047-28,912 (+)
holin (CDS_0031)
tail fiber protein (CDS_0025) 28
32

2627] 29 30 33 34
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IMGVR_UVIG_3300023498.000124/3300023498]Ga0257046_ 100400: 15.035-3 1,407 (+)

endolysin (CDS_0034)
29 holin (CDS_0038)
24 holin (CDS_0032) 36
Hoc-like head decoration (CDS 0026)277{ 3031 | 33 | 35T37T
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IMGVR_UViG_3300008523_000346|3300008523|Ga0115231_1000234(14370-58073:16,018-31,709 (+)

Hoc-like head decoration (CDS_0029)
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IMGVR_UViG_3300029331_000264|3300029331|Ga0243780_100149|94016-134035: 17,308-28,438 (+)
retron_type_VI_hth_cluster2_1 (CDS_0031)
28 PDC-505_WP_205747975.1 (CDS_0034)
Hoc-like head decoration (CDS_0026)27] 29 30 [32 33 35 41

MGV-GENOME-0269014:16,021-31,361 (+)
30 32

I
MGV-GENOME-0250967: 17 536- 25 192 (+)
26  Retron_VI_HTH (CDS_0027)

MGV-GENOME-0244002: 16,021-24, 524(+)
25 Retron_VI_HTH (CDS_0029)

29
28| transcriptional regulator (CDS_0038)
26 27]130 31 323334 35 36 37 | 39 40
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IMGVR_UViG_3300045988_122125|3300045988|Ga0495776_185363:15,996-32,377 (+)
29
28| transcriptional regulator (CDS_0037)
26 27]| 30 31 3233 34 35 36 38 39

MGV-GENOME-0279536:16,021-31,891 (+)
29 transcriptional regulator (CDS_0037)
2ﬂ holin (CDS_0032)
Hoc-like head decoration (CDS_0026)27[ | 30 31 | 33 34 35 36 38 39
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MGV-GENOME-0273171:16,015-31,713 (+)

29
28| holin (CDS_0032) transcriptional regulator (CDS_0044)
Hoc-like head decoration (CDS_0026)27[ | 30 31 | 33 34 35 36 37 38 3940 41 42 43 | 45 46

cror— —— P e T - — I S S
uvig_77504: 15,996-36,864 (+)

Hoc-like head decoration (CDS_0027)
Hoc-like head decoration (CDS_0028)

31
30 holin (CDS_0034) 37 transcriptional regulator (CDS_0042)
2913233 | 3536 38 39 40 41 | 43 44 46
DOC DL hoBD- B0 - G —aC ICH G bC
IMGVR_UViG_3300029748_000467|3300029748|Ga0245205_1000568|1-42091: 16,014-32,972 (+)
endolysin (CDS_0030) FbpABC (VF0272) (CDS_0035) transcriptional regulator (CDS_0042)
holin' (CDS_0031) Copper exporter (VF0849) (CDS_0037)
28 holin (CDS_0032) integrase (CDS_0039)
Hoc-like head decoration (CDS_0026)2729 | | | 33 34 36 38 40 41 43 44 50 51
L .  __—_——— [ & 1 " "8 ;3§ } IS EE——— (1 1 &8 8§ ;N 1]
uvig_464094: 16,021-36,661 (+)
transcriptional regulator (CDS_0031)
26 27 28 29 30 | 32 33
01, S S S Sy SRy VO 8 QO S, o 6 W, SO
MGV-GENOME-0262017: 16,021-29,425 (+)
29
28 RNA polymerase sigma factor (CDS_0038) 42 transcriptional regulator (CDS_0047)
26 27[13031 32 33 34 35 36 37 39 40 417 43 44 45 46 | 48 49 50
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IMGVR_UViG_3300045988_144850[3300045988|Ga0495776_116930: 16,021-40,039 (+)

retron_type_VI_hth_cluster2_1 (CDS_0034)

holin (CDS_0031) PDC-505_ WP_205747975.1 (CDS_0037)
26 27282930 | 32 33 [35 36 38

MGV-GENOME-0277901: 16,030-32,423 (+)
retron_type_VI_hth_cluster2_1 (CDS_0029)
PDC-S05_WP_205747975.1 (CDS_0032)
27 28 [30 31 33
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IMGVR_UViG_3300045988_127462|3300045988|Ga0495776_128636:16,021-29,955 (+)
30 retron_type_VI_hth_cluster2_1 (CDS_0037)
29[ AdsA (VF0422) (CDS_0034) PDC-S05_WP_205747975.1 (CDS_0040)
Hoc-like head decoration (CDS_0027)28[ | 31 32 33 35 36 [38 39 41
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uvig_123395:16,038-36,615 (+)

29 retron_type_VI_hth_cluster2_1 (CDS_0035)

28] holin (CDS_0032) PDC-S05 WP_205747975.1 (CDS_0038)
Hoc-like head decoration (CDS_0026)27[| 30 31 | 33 34 |36 37 39
0, S ), W SO, SO SO W S ) 6 (S G ),

IMGVR_UViG_3300029198 _000125|3300029198|Ga0168723_100028|89280-131040: 16,033-32,387 (+)
9000 nt {
DNA, RNA and nucleotide metabolism head and packaging integration and excision lysis tail transcription regulation unknown function defence (DefenseFinder) defence (PADLOC)
— L]

virulence (VFDB) tRNA tmRNA
N I I




