tail fiber protein (CDS_0023)
integrase (CDS_0025)
endolysin (CDS_0017) ‘ 27
18 1920 21 22 24 26 [2829

4

I S e SR
MGV-GENOME-0310023: 16,238-24,844 (+)

22 tail fiber protein (CDS_0023)

MGV-GENOME-0309204: 16,238-24,525 (+)
22 23

MGV-GENOME-0312255: 16,238-25,657 (+)
tail fiber protein (CDS_0023)
22 28

I B . ——
MGV-GENOME-0304071: 16,238-23,037 (+)
tail fiber protein (CDS_0023)
22 24

L S—
MGV-GENOME-0312464:16,238-26,041 (+)
22 tail fiber protein (CDS_0023)

| N N S— LN
MGV-GENOME-0308187: 16,238-24,308 (+)
tail fiber protein (CDS_0023)
22 | 24

| N S—
MGV-GENOME-0306265:16,238-24,914 (+)
tail fiber protein (CDS_0023)
2 | 25

N N S E— —
MGV-GENOME-0309843: 16,238-25,095 (+)
22 tail fiber protein (CDS_0023)

L —————————————

uvig 223846:16,239-24,516 (+)

tail length tape measure protein
tail protein (CDS_0022) 23

- -
uvig 171791:16,238-25,128 (+)

22 tail fiber protein (CDS_0023)

| N N E— L]
MGV-GENOME-0305618: 16,238-24,261 (+)
tail fiber protein (CDS_0023)
22 24

I N I B
MGV-GENOME-0313339: 16,232-26,381 (+)
22 23

MGV-GENOME-0310740: 16,238-25,374 (+)
22 23 24

[ S S S S— LB ]
MGV-GENOME-0313853: 16,238-26,296 (+)

tail fiber protein (CDS_0023)
tail protein (CDS_0022) 24 25 26

I S S N — LN |
uvig_196140: 16,634-27,990 (+)
translation elongation factor (CDS_0023)
EF-Tu (VF0877) (CDS_0024)
22 | 25 26

MGV-GENOME-0319052: 16,238-28,303 (+)

tail fiber protein (CDS_0023)
22 | 2425 26

I E——— [ ]
MGV-GENOME-0315656: 16,238-26,849 (+)

22 2324 25

IS
|
|

MGV-GENOME-0314144:16,238-26,182 (+)
tail fiber protein (CDS_0023)
22 24 25 26

MGV-GENOME-0318974: 16,238-28, 867( )

tail fiber protein (CDS_0023)
22 24

MGV-GENOME-0313907:16,238-26,459 (+)
17 22

MGV-GENOME-0306298: 11,990-23,526 (+)
tail fiber protein (CDS_0023)
integrase (CDS_0024)
tail protein (CDS_0022) | [ 25

MGV-GENOME-4424379:16,238-24,527 (+)

tail fiber protein (CDS_0023)
2 | 28

| S N N
MGV-GENOME-0302242: 16,238-22,641 (+)
tail fiber protein (CDS_0023)
22 24 25

I E— e —— -
MGV-GENOME-0313612:16,151-26,495 (+)
22 23

MGV-GENOME-0308865: 16,232-24,706 (+)
peptidase (CDS_0027)

25
2223726 | 28 29

i
I‘x
T
I
|
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MGV-GENOME-0315694:16,238-27,649 (+)

peptidase (CDS_0025)

22 24 | 26 27

i
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I
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I

MGV-GENOME-0315162:16,238-27,413 (+)
Hoc-like head decoration (CDS_0030)
peptidase (CDS_0034)
tail fiber protein (CDS_0023) 28 32holin (CDS_0035)
22 24 252627 I 29 31 33 36 41 42

|
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18-
|
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I

IMGVR_UViG_3300008676_000004|3300008676|Ga0111520_100372:16,238-34,466 (+)
tail fiber protein (CDS_0023)
peptidase (CDS_0027)
25
22 | 24 26 | 28 29

MGV-GENOME-0316527: 16,238,28-,913 (+)
tail fiber protein (CDS_0023)
22 [ 24

MGV-GENOME-0312123: 16,238-27,049 (+)
22 tail fiber protein (CDS_0023)

MGV-GENOME-0309201: 16,238-25,973 (+)
holin (CDS_0030)
27
22 23 24 25 26[2829 | 31 323334 35

MGV-GENOME-0332755: 16,225-34,024 (+)
holin (CDS_0030)
tail fiber protein (CDS_0023) 27
22 24 25 26[2829 | 31

I B D N N SE— Il
IMGVR_UViG_3300045988_187600|3300045988|Ga0495776_055013|3483-60066: 16,225-30,052 (+)
tail fiber protein (CDS_0023)
22 24 25 26 27

I B BN N S— - —
uvig 330973: 16,225-28,113 (+)
peptidase (CDS_0034)
tail fiber protein (CDS_0023) 28 32holin'(CDS_0035)
22 24 252627 29 30 3133 | | 3637

IMGVR_UViG_3300045988 075754|3300045988|Ga0495776_176961: 16,238-33,451 (+)
tail fiber protein (CDS_0023) 28 32holin (CDS_0035)
22 24 252627 29 30 31 3334 | 36
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peptidase (CDS_0034)

tail fiber protein (CDS_0023) 28 32holin (CDS_0035)37
22 24 252627 29 30 3133 | | 36 [38
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IMGVR_UViG_3300029714 000424|3300029714|Ga0245242_1000364|14386-73598: 16,235-34,055 (+)
Hoc-like head decoration (CDS_0030)
tail fiber protein (CDS_0023) 28 32holin (CDS_0035)
22 24 252627 ] 29 313334 | 36

37
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IMGVR_UViG_3300035645_000275|3300035645|Ga0134409_00172|233-59403: 16,238-33,969 (+)
Hoc-like head decoration (CDS_0030)
Reverse transcriptase (CDS_0029)
Avd protein of DGR (CDS_0027I endolysin (CDS_0034)

tail fiber protein (CDS_0023) 32holin(€DS_0035)
tail protein (CDS_0022) 24 2526 |28 3133 | | 36

uvig_487591: 16,238-33,390 (+)
peptidase (CDS_0034)
tail fiber protein (CDS_0023) 28 32holin (CDS_0035)

22 24 252627 29 30 3133 | | 36

37
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IMGVR_UViG_3300045988_057661[3300045988|Ga0495776_ 073458 16 238 35 739( )
Hoc-like head decoration (CDS_0030)
EF-Tu (VF0877) (CDS_0038)
Avd protein of DGR (CDS_0027) peptidase (CDS_0034)
tail fiber protein (CDS_0023) 32holin (CDS_0035)
22 24 2526 |28 29 3133 | | 36 37 39 40

|
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MGV-GENOME-0337138: 16,238-38,377 (+)
Hoc-like head decoration (CDS_0031)
Avd protein of DGR (CDS_0028) peptidase (CDS_0035)

tail fiber protein (CDS_0024) 33 holin (CDS_0036)
23 25 2627 |29 30 3234 | T 37

uvig_278539:16,238-33,392 (+)
peptidase (CDS_0034)
tail fiber protein (CDS_0023) 28 32holin'(CDS_0035)
22 24 252627 29 30 3133 | [ 36 37
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3 :16,241-34,201 (+)
translation elongation factor (CDS_0037)
Hoc-like head decoration (CDS_0030)
Reverse transcriptase (CDS_0029) EF-Tu (VF0877) (CDS_0038)
Avd protein of DGR (CDS_0027) endolysin (CDS_0034)
tail fiber protein (CDS_0023) 31 holin (CDS_0035)
tail protein (CDS_0022) 24 2526 | 28 ‘ 3233 | | 36

39 40

|

|
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uvig_197794:16,241-37,740 (+)
Hoc-like head decoration (CDS_0030)

peptidas@5_0034)
tail fiber protein (CDS_0023) 28 31 holin (CDS_0035)
22 24 252627 29 3233 | T 36

IMGVR_UViG_3300029768_000323|3300029768|Ga0245196_100402|300-59685: 16,251-34,424 (+)
Hoc-like head decoration (CDS_0030)
Avd protein of DGR (CDS_0027) peptidase (CDS_0034)
tail fiber protein (CDS_0023) 32holin (CDS_0035)
22 24 2526 |28 29 ‘ 313 | T 3 37 38
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SAMNO05827053_al _ct36893 vs1:16,238-36,988 (+)

Hoc-like head decoration (CDS_0030)
peptidase (CDS_0035)
Avd protein of DGR (CDS_0027) 32 holin (CDS_0036)
tail fiber protein (CDS_0023) ‘

22 24 2526 |28 29 317 34 ‘ 37
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uvig_580916: 16,241-33,348 (+)
Hoc-like head decoration (CDS_0030)
endolysir@S_OOSS)
Avd protein of DGR (CDS_0027) 32 holin (CDS_0036)
tail fiber protein (CDS_0023) ‘ 33 ‘ T
22 24 2526 |28 29 317 34 37

;R I, B, 0« O, ), A ) e S O e G
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IMGVR_UViG_2915321476_000004|2915321476|2915321483|453-58194: 16,238-32,951 (+)
tail fiber protein (CDS_0023) 28 3,2 holin (CDS_0035)
22 24 252627 29 30 31 3334 | 36

'I

MGV-GENOME-0329474: 16,238-33,436 (+)
Hoc-like head decoration (CDS_0030)
holin (CDS_0035)
tail fiber protein (CDS_0023) 28 32 T 37
22 24 252627 29 31 3334 | 36] 38 39 40
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IMGVR _UViG_3300030381_000431|3300030381|Ga0167499 1000229|32-59132:16,238-35,257 (+)
peptldase (CDS_0034)
holln in'(CDS_ 0035)
tail fiber protein (CDS_0023) 28
22 24 252627 29 30 31 33 36T 38
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IMGVR_UViG_3300045988_083002|3300045988|Ga0495776_074064: 16,232-34,194 (+)
pept|dase (CDS_0034)
holln (CDS_ 0035)
tail fiber protein (CDS_0023) 28
22 24 252627 29 30 31 33 36T 38

|~ —_
MGV-GENOME-0329072: 16,232-34,194 (+)
peptldase (CDS_0034)
hoI|n in'(CDS._( 0035
tail fiber protein (CDS_0023) 28 ‘ T
22 24 252627 29 30 31 33 36T 38
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IMGVR _UViG_3300045988 060015|3300045988|Ga0495776_173737:16,238-33,855 (+)
peptidase (CDS_0034)

tail fiber protein (CDS_0023) 28 32 holin(CDS_0035)
22 24 252627 29 30 3133 | [ 3 3738 39

IMGVR _UViG_3300045988_060464|3300045988|Ga0495776_187240:16,274-36,377 (+)
Hoc-like head decoration (CDS_0030)
Avd protein of DGR (CDS_0027) peptidase (CDS_0034)

tail fiber protein (CDS_0023) 3?2 holin'(CDS_0035) DNA methyltransferase (CDS_0040)
22 24 2526 |28 29 3733 | | 3 37 38 39 | 41 42 43

uvig_122140: 16,238-39,613 (+)
tet_protect-NCBIFAM tetracycline resistance ribosomal protection protein (NF012153.1) (CDS_0032)
tail fiber protein (CDS_0023) 31  EF-Tu(VF0877) (CDS_0033)
22 24 252627 28 29 30 I 34 35 36

MGV-GENOME-0335007: 16,238-37,057 (+)
Hoc-like head decoration (CDS_0029)

tail fiber protein (CDS_0023) §1
22 24 252627 28 30
DEODEDDE DD DT DN aib»

IMGVR_UViG_3300045988_184328|3300045988|Ga0495776_090794(6283-61850: 16,238-30,774 (+)

tail fiber protein (CDS_0023) 2:? holin (CDS_0032) 35
22 24 2526 27 28 30 31T 33 34T36 37 38

MGV-GENOME-0332603: 16,241-33,763 ()
peptidase (CDS_0031)
ail fiber protein (CDS_0023) 29 holin (CDS_0032)
22 24 2526 27 28 30 | | 33 34

|
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|

IMGVR_UViG_3300045988 091349|3300045988|Ga0495776_158277:16,241-31,766 (+)
peptidase (CDS_0033)

tail fiber protein (CDS_0023) 31 holin (CDS_0034)
22 24 252627 28 29 30 32 | [ 35 36 3738 integrase(CDS 0039)

IMGVR_UViG_3300045988_071588|3300045988|Ga0495776_090433: 16,238-36,139 (+)
Hoc-like head decoration (CDS_0029)
Avd protein of DGR (CDS_0027) peptidase (CDS_0033)
tail fiber protein (CDS_0023) 31 holin (CDS_0034)
22 24 2526 30 32 | | 35

28

iI

| I [ "'\ '} | I - -
uvig_334786:16,238-33,428 (+)
integrase (CDS_0039)
peptidase (CDS_0034)
holln in (CDS._ 0035)

tail fiber protein (CDS_0023) 28
22 24 2526271 29 30 31 33 36T 38 44

IMGVR_UViG_3300045988 _030430|3300045988|Ga0495776_056669:16,238-34,393 (+)
Hoc-like head decoration (CDS_0030)

endolysin (CDS_0034)
Avd protein of DGR (CDS_0027) holln in'(CDS_ 0035)
tail fiber protein (CDS_0023)
tail protein (CDS_0022) 24 2526 | 28 29 31 33 36T 38 39 40 41 42 43 44 45 46 47 48

Ma_2019_SRR413740_NODE_279_length_68435_cov_7.122901: 16,238-43,855 (+)
Hoc-like head decoration (CDS_0030)
peptidase (CDS_0034)
holin (CDS_0035)

holin (CDS_0033)
tail fiber protein (CDS_0023) 28 ?#2 37
22 24 252627 29 31 36 38 3940 41 42 43 44 4546 47

MGV-GENOME-0341941: 16,238-42,839 (+)
Hoc-like head decoration (CDS_0030)

holin (CDS_0035)

tail fiber protein (CDS_0023) 28 32 37

22 24 252627 29 31 3334 | 36 38 3940

IMGVR_UViG_3300045988_184349|3300045988|Ga0495776_072750|3-60477: 16,238-35,879 (+)
Hoc-like head decoration (CDS_0030)
Avd protein of DGR (CDS_0027) peptidase (CDS_0034)

tail fiber protein (CDS_0023) 32 holin (CDS_0035) ThsC2_00001 HIT (CDS_0041)
22 24 2526 |28 29 31 33 | | 3 37 38 39 40 |42 43 44 45 46 4748 49

Uvig_244658: 16,238-45,929 (+)
tail fiber protein (CDS_0023) 28
22 24 2526271 29 30

MGV-GENOME-0320574: 16,237-29,325 (+)
tail fiber protein (CDS_0023) 28
22 24 2526271 29

IMGVR_UViG_3300045988_188374|3300045988|Ga0495776_141953|2713-56713: 16,238-28,799 (+)
tail fiber protein (CDS_0023)
26 28
22 24 25[27] 29 30

!ﬁ

L I —— T —— ]
MGV-GENOME-0319841:16,238-28,793 (+)

Avd protein of DGR (CDS_0027)
tail fiber protein (CDS_0023)
22 24 2526

28 29 3031 32

IMGVR _UViG_3300045988 072172|3300045988|Ga0495776_141953:16,238-31,511 (+)
tail fiber protein (CDS_0022) 27
21 23 242526 28 29 30 31

MGV-GENOME-0327014:16,188-32,751 (+)
tail fiber protein (CDS_0022) 27
21 23 242526 28 29 30

IMGVR_UViG_3300045988 084934|3300045988|Ga0495776_130576: 16,188-30,901 (+)
tail fiber protein (CDS_0023) 28
22 24 252627 29 30

| N N N — L[ B ]
MGV-GENOME-0320928: 16,238-30,333 (+)
Hoc-like head decoration (CDS_0030)
Reverse transcriptase (C55_0029)

Avd protein of DGR (CDS_OO27I hemolysin (CDS_0035)

endolysin (CDS_0033)
32
31 | 34| 3637 38

tail fiber protein (CDS_0023)
tail protein (CDS_0022) 24 2526 | 28

uvig_189866: 16,238-35,264 (+)
Hoc-like head decoration (CDS_0030)

Avd protein of DGR (CDS_0027) tet_protect-NCBIFAM tetracycline resistance ribosomal protection protein (NF012153.1) (CDS_0035)
tail fiber protein (CDS_0023) EF-Tu (VF0877) (CDS_0036)
22 24 2526 |28 29 31 32 33 34 | 37 38
DR EDbbE D e o M O DT C D

OTU_437:16,247-46,340 (+)
Hoc-like head decoration (CDS_0028)

tail fiber protein (CDS_0021) 30holin (CDS_0033)
15 20 22 232425 26 27 29 3132 34 35
| ) S NSNS B S - -— I LB

IMGVR_UViG_3300029774_000245|3300029774|Ga0243768_100282(26785-85390: 11,359~ 33 620(+)
Hoc-like head decoration (CDS_0028)
tail fiber protein (CDS_0021) 30holin (CDS_0033)
20 22 232425 26 27 29 3132 [ 34 35

| N —
IMGVR_UViG_3300029407_000005|3300029407|Ga0243764_100288: 11,359-32,898 (+)
retron_type_VI_hth_cluster2_1 (CDS_0037)
Hoc-like head decoration (CDS_0028)
Reverse transcriptase (CDS_0027)
Avd protein of DGR (CDS_0025) endolysin (CDS_0032)

tail fiber protein (CDS_0021) 30holin (€DS_0033) ThsC2_00001 HIT (CDS_0040)
tail protein (CDS_0020) 22 2324 | 26 29 31 | | 34 3536/ 38 39 |41 42 43 44 45 4647 48
- | I | ] /N S L B N | ' | _______§ & & | ]} LB |

uvig 456224:11,359-44,921 (+)
radical SAM domain-containing protein (CDS_0040)
translation elongation factor (CDS_0046)

Avd protein of DGR (CDS_0027) peptidaseﬁDS_OOGM) SspA_00001 SspA (CDS_0043)
tail fiber protein (CDS_0023) 32holin(CDS_0035) 37 39 EF-Tu (VF0877) (CDS_0047)
22 24 2526 |28 29 30 3133 | | 36 [38] 41 42 44 45 | 48 49

I Y A B N I S —— [ ] L " | ' | ;g _§ B} | ] -
uvig_300790: 16,233-46,168 (+)
peptidase (CDS_0081)
integrase (CDS_0085)
tail fiber protein (CDS_0070) 75 79 holin (CDS_0082)
69 71 727374 76 77 78 80 | | 83 84 86

e __'"'§ [ '] - [
IMGVR_UViG_3300045988 095539|3300045988|Ga0495776_091110:43,186-59,089 (+)
peptidase (CDS_0081)
integrase (CDS_0085)
tail fiber protein (CDS_0070) 75 79 holin (CDS_0082)
69 71 727374 76 77 78 80 | | 83 84 86

MGV-GENOME-0330067:43,186-59,089 (+)

integrase (CDS_0085)

tail fiber protein (CDS_0070) 75 7? holin (CDS_0082)
69 71 727374 76 77 78 8081 | 83 84 86

IMGVR_UViG_3300008622_000407|3300008622|Ga0111363_100154|24474-83927: 43,566-59,452 (+)
Hoc-like head decoration (CDS_0030)
Avd protein of DGR (CDS_0037)
tail fiber protein (CDS_0023) ‘
22 24 2526 | 28 29 31

!I

e T
uvig_323816:16,238-29,390 (+)

RT_I1I-AM_I1I-B_2 (CDS_0028)

holin (CDS_0032)

29 TEF-TU (VF0877) (CDS_0035)
22 2324 25 26 27 Ta031 | 33 34 | 36 37

MGV-GENOME-0334901:16,679-35.486 (+)
RT_III-AM_III-B_2 (CDS_0028)
holin (CDS_0032)
29
22 2324 25 26 27 TSO il 33 34 35

l
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I
|
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IMGVR_UViG_3300045988_054714|3300045988|Ga0495776_054987: 16,679-34,224 (+)
RT_III-AM_I11-B_2 (CDS_0028)
holin (CDS_0032)
29 T
22 2324 25 26 27 T30 31 33 34 35 36

MGV-GENOME-0331375:16,678-34,482 (+)
RT_III-AM_III-B_2 (CDS_0028)
holin (CDS_0032)

29
22 2324 25 26 27 T30 31T 33
DEODRE OB DL IDOD—C—C 11— IGDb

IMGVR_UVIiG_3300045988_092506|3300045988|Ga0495776_056397: 16,678-32,495 (+)
RT _III-AM_I1I-B_2 (CDS_0028)
holin (CDS_0032)
29
22 2324 25 26 27 T30 31 33
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RT_III-AM_III-B_2 (CDS_0028)
holin (CDS_0032)
29
22 232425 26 27 T30 31 33 34
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IMGVR_UViG_3300045988_188036|3300045988|Ga0495776_090743|76-58583: 16,679-32,204 (+)
RT_III-AM_I11-B_2 (CDS_0028)
peptidase (CDS_0031)
holin'(CDS_0032)

29
22 2324 25 26 27 T30 ‘ T 33 34 35
N S [ N N NN S — - I E— I -
IMGVR_UVIG_3300029566_000018|3300029566|Ga0244934.100323: 16,768-34,986 (+)

Monocytic differentiation/activation factor (VF0882) (CDS_0036)
NifU-like Fe-S cluster assembly protein (CDS_0035)
RT_III-AM_III-B_2 (CDS_0028)
peptidase (CDS_0031)
holin (CDS_0032)
29 ‘
T30

22 2324 25 26 27 33 34 37

!
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uvig_214649:16,678-35,645 (+)

RT_III-AM_III-B_2 (CDS_0028)
endolysin(ﬁDS_OOM)
holin (CDS_0032)

29
22 232425 26 27 T30 ‘ 33 34 35
[
IMGVR_UViG_3300045988_087604|3300045988|Ga0495776_141884:16,678-31,696 (+)

icity0040 RT (CDS_0028)
peptldase (CDS_0032)
holln (CDS 0033)

22 232425 26 27 29I31 ‘ T 34 35

[ T e eror e e ———— . — L1 N ]
MGV-GENOME-0341833: 16,669-32,346 (+)
RT_III-AM_I11-B_2 (CDS_0028)
peptldase (CDS_0031)
holln in(CDS_0032)
DNA methyltransferase (CDS_0037)
Iso 33 34 35 36 | 38 39 40 41 42

22 2324 25 26 27

[ —
uvig 249103: 16,768-40,936 (+)
RT_III-AM_I1I-B_2 (CDS_0085)

holin (CDS_0089)
86 integrase (CDS_0093)
79 808182 83 84 T87 88 90 9192 94

- ., ] - I EEE——
IMGVR_UViG_3300045988_185654|3300045988|Ga0495776_138417(2-62575:48,048-62,572 (+)
icity0040 RT (CDS_0028) nucleotide-sugar epimerase (CDS_0037)
peptidase (CDS_0032)
holln in (CDS_0033) SspA_00001 SspA (CDS_0046)
dehydrogenase (CDS_0042)
22 232425 26 27 29T31 34 35 36 38 39 40 41 43 44 45 47 48
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I BN (D S — - I 1 [} ] L1 B |
uvig 43176:16,669-45,214 (+)
glutamine amidotransferase (CDS_0035)
Arc-like repressor (CDS_0024)

28 30 33 ThsC2_00001 HIT (CDS_0041)
22 23 25 26 27]293132 |34 36 373839 40 Ta2 a3 44 45 46 4748 49
L &= ! _________§ ;& | || |} I A B B B D N S— - ..

I

uvig_287328:16,285-47,569 (+)

p———————10000 Nt ————

DNA, RNA and nucleotide metabolism head and packaging integration and excision lysis moron, auxiliary metabolic gene and host takeover other tail transcription regulation
— I L] |

unknown function defence (DefenseFinder) defence (PADLOC) virulence (VFDB) AMR (AMRFinderPlus) tRNA
I




