RT_III-AM_III-B_2 (CDS_0025) Lamassu-Fam__ LmuB_SMC_Cap4_nuclease_ll (CDS_0045)
28 30 transposase (CDS_0035) 4042 44 46
24 2627129] 31 323334 36 37 38 39[41[43] “T47sporulation protein (CDS_0048)
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MGV-GENOME 0308895: 18,214-33.877 (+)
3436
tail protein 30 31 3233[35] 37 38 39 T41

IMGVR_UViG_3300045988_172627|3300045988|Ga0495776_116871:18,271-33,069 (+)
endolysin (CDS_0031)

34 41
30 3233] 3536 37 38 39 40]
O XA D KA 00D
L "' _ 1" ! 2 8! || ]
uvig_34469:18,214-33,751 (+)
39 42
tail protein (CDS_0023) 29 30 31 32 33 34 35 36 37 38 [40]

uvig 181391:17,615-44,560 (+)
ABCF_Vga_all-NCBIFAM Vga family ABC-F type ribosomal protection protein (NFO00170.2) (CDS_0040)

SoFic_SoFic (CDS_0037)
endolysin (CDS_0031) DNA methyltransferase (CDS_0051)
34 PDC-S01_WP_067088819.1 (CDS_0038) "AigrA/Ang (VF0793) (CDS_0056)
Reverse transcriptase (CDS_0026) 35 52 60
T 3 | 32 373% 36 ‘ 39 ‘ 4142 4344 45 46 47 48 49 ‘ 53 54] 58 59 |61
-mmr—-»m»w-’
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uvig_46360: 18,235-52,690 (+)
transcriptional regulator (CDS_0033)
endolysin (CDS_0030)
31 32 | 3435 41
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IMGVR_UViG_3300045988_163553|3300045988|Ga0495776_097835: 18,223-30,285 (+)

transcriptional regulator (CDS_0032)
endolysin (CDS_0030) 31 | 3334

IMGVR_UViG_3300029718 _000419|3300029718|Ga0245237_1000019|79871-124263: 18,223-28,835 (+)
transcriptional regulator (CDS_0037)
33
endolysin (CDS_0030) 31 32T34 35 36 | 3839
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uvig_77305: 18,286-31 939( )
transcriptional regulator (CDS_0032)
29 30 31 | 3334

IMGVR_UViG_3300045988_173677|3300045988|Ga0495776_054036: 17,579-29,046 (+)
transcriptional regulator (CDS_0032)
integrase (CDS_0030)
29 31 33

¢
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MGV-GENOME-0292637: 17,510-29,496 (+)
transcriptional regulator (CDS_0037)

DNA invertase (CDS_0035)
3234

endolysin (CDS_0030) 31 [33 36 ‘ 3839
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MGV-GENOME-0304550:18,094-32,215 (+)
transcriptional regulator (CDS_0036)
DNA invertase (CDS_0034)
32
endolysin (CDS_0030) 31 TBS

35 | 3738

|
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MGV-GENOME-0302349:18,235-31,943 (+)

DNA invertase (CDS_0035)
33transcriptional regulator (CDS_0037)

endolysin (CDS_0030) 31 32] 34 | 36 [ 3839

IMGVR _UViG_3300029122 000280|3300029122|Ga0168799_1000243]15441-63910: 18,295-32,649 (+)
DNA invertase (CDS_0035)
33 transcriptional regulator (CDS_0037)

endolysin (CDS_0030) 31 32] 34 \ 36 | 3839

IMGVR_UViG_3300029211_000212|3300029211|Ga0168693 100019|9067-57614:18,262-32,792 (+)
transcriptional regulator (CDS_0037)
32 DNA invertase (CDS_0035)
endolysin (CDS_0030) 31 [33 34 36 | 3839

IMGVR_UViG_3300029567_000294|3300029567|Ga0244886_100003|415222-464196: 18,112-33,072 (+)
transcriptional regulator (CDS_0034)
integrase (CDS_0032)
30 31 3536
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uvig_127646:18,109-31,756 (+)
clamp loader of DNA polymerase (CDS_0047) transcriptional regulator (CDS_0054)

32 Hemolysin HIyA (VF0646) (CDS_0037) 40 integrase (CDS_0052)
endolysin (CDS_0030) 31 T373 34 35 36 38 39 T41 42 43 44 45 46 48 49 50 51 53 | 5556
————— & _______ §¢ "= —§8— —| ———— — — | — — — | — ] ]

uvig_248522:18,295-53,832 (+)
clamp loader of DNA polymerase (CDS_0043) transcriptional regulator (CDS_0050)

32 38 DNA invertase (CDS_0048)
endolysin (CDS_0030) 31 333435 36 37[39 40 41 42 44 45 46 47 49 | 5152

SAMEA2737665_al_ct155964 vs1:18,109-45,847 (+)
Siderophore-dependent iron uptake system (VF0738) (CDS_0050)
ABC-type heme transporter (VFO739) (CDS_O(M
transcriptional regulator (CDS_0053)
Streptococcal plasmin receptor/GAPDH (VF1042) (CDS_0036) AbiQ (CDS. 0047)
32 Streptococcal enolase (VF1060) (CDS_0042) | 48 integrase (CDS_0051)
endolysin (CDS_0030) 31 [33 34 35 37 38 39 40 41 43| 45 46 T 49 | 52 | 5455

|
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uvig_254545:18,112-46,723 (+)

PDC-509_WP_015419311.1 (CDS_0043)
Hyaluronic acid capsule (VF0244) (CDS_0041)

N-linked protein glycosylation (VF0721) (CDS_0031) phosphofructokinase (CDS_0046) transcriptional regulator (CDS_0054)
O-antigen (VF0392) (CDS_0040) FtsK/SpolllE-like protein (CDS_0051)
34 36 MntABC (VF0455) (CDS_0044) integrase (CDS_0052)| sporulation protein (CDS_0063)
29 30 32 33[35 | 37 3839 42 | 45 | 47 48 4950 53 | 5556 T 64
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uvwg 24699:17,615-51,811 (+)
10000 nt i
DNA, RNA and nucleotide metabolism integration and excision lysis moron, auxiliary metabolic gene and host takeover other tail transcriptionregulation unknown function
— I —_—

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




