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1514 13 12 11 10 9 8 7 654 321

N
N
&)
5l
N
@
o
N
w
~

i

I

[ |

<
5l
N |
9]
mu
z
2l
<
m
i
N|
o
U0
@
=

)
126 129
117 118 119 120121 122 123 124 125] 127 128]130

. . — — —— — -
MGV-GENOME-0372591: 102,106-122,500 (+)
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MGV-GENOME-0374840: 1-23,607 (-)

154
150 152 155 157
141 142 143 144145 146 147 148 149] 151 1537156 | 158

W] I I —
MGV-GENOME-0374649:116,585-140,210 (+)
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MGV-GENOME-0377264:138,273-163,914 (+)
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98 7 6 5 4 3 2 1
DHO-DEDDBL T OED
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MGV-GENOME-0370607: 3-13,931 (-)

137 146
136] 138 139 140141 142 143 144 145] 147 148

— 1] . I —
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Capsule (VFO003) (CDS_0002)
1615 14 13 12 11 10 9 8 7 6 5 | | T Capsule(VF0079)(CDS_0001)
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MGV-GENOME-0377599: 1-23,737 (-)
175Hyaluronic acid (HA) capsule (VF0667) (CDS_0182)
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MGV-GENOME-0378206: 142,484-176,420 (+)
Hyaluronic acid (HA) capsule (VF0667) (CDS_0174)
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ribonucleotide reductase large subunit (CDS_0003)
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ADP—ribosngchohlgrolase (CDS_0006)
Arc-like repressor (CDS_0026) Bxa ADP-ribosyl transferase (CDS_0003)
tail length tape measure protein (CDS_OOSI) tRNA splicing ligase (CDS_0009)

Reverse transcriptase (CDS_0039)

endolysin (CDS_0046) tail protein (CDS_0038) 30 19 15 10
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GV-GENOME 0369961 101,944-108,111 (+)
119

115 117L
114 116 118120

<

§

L1 Bl
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MGV-GENOME-0365650: 146-5,953 (-)

152
148 150]
147 151

146] | 149 ] 153

MGV GENOME.0373540: 124,555-130,363 (+)
141

136 139L
137 140 143
135 T138 [|142[ 144145
NN BN B . .
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7
8] 6 54321

MGV.GENOME 0375732: 3-5,380 (1)

146
142 1143
144 147

143145 | 149

MGV.GENOME.0373556: 124,490-130,628 (+)
137 141
138140 143 145
136 [139 142144 146

I - -
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MGV-GENOME-0371696: 112,437-116,511 (+)
128
129 131
127] T130

11 ]
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IMGVR_UViG_3300029208_000094|3300029208|Ga0168729 100103: 104,392-110,472 (+); 1-6,901 (+)
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MGV-GENOME-0374788: 132,974-141,181 (+)
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MGV-GENOME-0372862:115-11,240 (-)
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IMGVR_UViG_3300029814_000193|3300029814]Ga0243410_100085[7592-109519: 99,754-101,928 (+)

s

MGV-GENOME-0368269:2-2,189 (-)
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G\/—GENOME-0370660: 1-2,182(-)
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V-GENOME-0370800: 3-2,517 (-)
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V-GENOME-0371724:114,412-116,716 (+)

_§‘._n

<

GV-GENOME-0372088: 1-2,031 (-)
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GV—GEI\TOME-O372232: 117,115-119,938 (+)
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GV-GENOME-0373856: 130,734-133,269 (+)
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V-GENOME-0371590:2-2,528 (-)
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GV-GENOME-0366386: 97,324-99,826 (+)
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MGV-GENOME-0371857:2-2,080 (-)
138 tet ABC_46_A-NCBIFAM tetracycline efflux ABC transporter Tet(46) subunit A (NFO00474.1) (CDS_0139)

L ]
SAMNO00715273_a1_ct32413_vs1:112,307-115,199 (+)
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IMGVR_UViG_2834504417_000009|2834504417|2834504472|27781-149626:118,718-121,846 (+)
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IMGVR_UViG_2901547744_000005|2901547744|2901547777|36967-139831:124-3,126 (-)
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MGV-GENOME-0368611: 1-3,879 ()
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IMGVR_UViG_2889388703 000004|2889388703|2889388725|129927-234763: 100,846-104,837 (+)
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MGV-GENOME-0374707:136,792-140,416 (+)
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MGV.GENOME-0372963: 726-4,681 ()
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MGV-GENOME-0371709: 347-3,705 (-)
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MGV-GENOME-0367227:97,530-100,891 (+)
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MGV-GENOME-0367151:96,643-100,937 (+)
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MGV-GENOME-0372408: 1-4,883 (-)
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MGV-GENOME-0372861:35-5,755 (-)
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MGV-GENOME-0373285: 14-6,894 (-)
DNA methyltransferase (CDS_0159)
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MGV-GENOME-0373292: 124,937-128,298 (+)
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MGV-GENOME-0371405:112,960-114,787 (+)
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MGV-GENOME-0371129:111,757-113,395 (+)
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MGV-GENOME-0372343: 109-6,856 ()
108 109110111 112
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MGV-GENOME-0368581: 95,366-103,594 (+)
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154155 [157158
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MGV-GENOME-0374799:135,582-141,418 (+)
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MGV-GENOME-0363873:93,186-96,855 (+)
2 1

MGV-GENOME-0373106:1-3,658 (-)
DS-15_DS-15A (CDS_0011)
transposase (CDS_0005)
17 1513 transposag,e(CDS,OOO4)
18 161412 (109 8 7 6 | 321
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ivig_83353:50-16,349 (-)

8 7 6 5 4 321
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ivig_1166:50-9,702 (-)
ParA-like partition protein (CDS_0001)
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NN N NN SENIENN NN N SN SN NN S—— N N SN N S
IMGVR_UVIiG_3300029504 000057|3300029504|Ga0244829_100047: 114,955-121,038 (+); 1-17.478 (+)
tRNA-Pro(CGG)
10 NEase_Il_00007 Type (CDS_0002)
15 14 1312 11 [9 8| 7 6 5 4 3 | Gabija_GajB 2(CDS 0001)

NN - T e i —
MGV-GENOME-0376455:1-19,701 (-)
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24 2322 21 2019171615 14 13 12 11 10 9 8 76 54321
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MGV-GENOME-0374805: 3-29,448 (-)

19 18 17 1615 1413121110 9 8 7 6 5 4 321
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MGV-GENOME-0374366: 117-26,306 (-)
135 139
130 133 | 141
131 134 140 149 152
129 T1327] 136137138 | | 142 143 144 145 146 147 148 T 150151
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IMGVR_UViG_3300045988_179424|3300045988|Ga0495776_052859:102,589-128,474 (+)
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MGV-GENOME-0375729:1-46,964 (-)
Sigma L (VF0855) (CDS_0011)
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18 17 16 15 T13 12 10 9 8 7 6 5 4 3 2 BopD (VF0362) (CDS_0001)
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