superinfection exclusion (CDS_0028)
holin (CDS_0025) 49
22 24 27 tRNA-Gly(GCC) 50
20 21[23]| 267 29 30 31 32 33 34 35 36  DNApolymerase (CDS_0037) 38 39 40 41 42 43 44 45 4647 48[]51
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uvig_241212:22,713-51,352 (+)

43
26 28 29 30 31 32 33 34 35 36  DNA polymerase (CDS_0037) 38 39 40 41 42 T4A 45 46
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uvig 262960:24,117-51,252 (+)
superinfection exclusion (CDS_0030)

29 PDC-504_ WP_163235784.1 (CDS_0039) 49
287 31 32 33 34 35 36 37 38 | DNApolymerase (CDS_0040) 41 42 43 4445 48] 5051
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uvig 246357:24,019-49,264 (+)
Hyaluronic acid (HA) capsule (VF0667) (CDS_0039)
27 28 29 30 31 32 33 34 35  DNA polymerase (CDS_0036) 37 38 40 41 42 43 46
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uvig_250837:22,869-49,611 (+)

DNA polymerase (CDS_0035)
26 27 28 29 30 31 32 33 34 36 37 38
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uvig_457172:22,835-42,847 (+)

2627 28 29 30 31 32 33 34 38

EEEEEENE. .
uvig_126156:22,714-35,969 (+)
26 27 28 29 30 31 32
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uvig_286408:22,692-34,607 (+)
2728 29 30 31 32 33 40

|- )
uvig_365994:23,445-35,870 (+)
28

|

IMGVR_UVIG_3300045988_111112/3300045988|Ga0495776_181517: 24,117-30,327 (+)
2930 35
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IMGVR_UViG_3300045988_110110|3300045988|Ga0495776_157623:25,285-30,396 (+)
26
27

S E——— ] ——
uvig_176241:22,713-28,057 (+)

30
T31

EEEEEES— . ——
IMGVR_UViG_3300029394_000368|3300029394|Ga0243997_1000051|92772-153090: 25,593-30,896 (+)
29 3435

i

-
uvig 310210:24,421-30,429 (+
30
29] 31
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uvig_143434:24,671-30,629 (+)

29
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MGV-GENOME-0339889: 24,205-29,596 (+)
25
24] 26
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uvig_465329:23749-29,178 (+)
29
28] 30
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IMGVR_UViG_3300045988_126755|3300045988|Ga0495776_055048:23,559-29,937 (+)
29

287130 3536
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IMGVR_UViG_3300018472_000408|3300018472|Ga0194157_1037971(11829-71328:24,583-31,194 (+)
28
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IMGVR_UViG_3300006525_000015|3300006525|Ga0101027_100262:23,470-30,821 (+)
30
29731
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MGV-GENOME-0330142: 24,639-30,234 (+)

Retron_VI_HTH (CDS_0027)
26 T superinfection exclusion (CDS_0028)
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IMGVR_UViG_3300045988_103663|3300045988|Ga0495776 162978:22,707-31,869 (+)
Retron_VI_HTH (CDS_0027)

26 T superinfection exclusion (CDS_0028)
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MGV-GENOME-0345497:22,707-31,869 (+)
28 Retron_VI_HTH (CDS_0029)
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uvig_383200:24,053-31,542 (+)

27
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uvig_188973:23,398-30,530 (+)
29
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IMGVR_UVIG_3300045988_110972|3300045988|Ga0495776_037289: 21,152-28,016 (+)
29
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IMGVR _UViG_3300045988_100128|3300045988|Ga0495776_173564:24,132-31,213 (+)
MutT/NUDIX hydrolase (CDS_0028)
ABC transporter (CDS_0029)
30

ISR S E— . ..
uvig_22159:23,164-32,177 (+)

22 26 29
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MGV-GENOME-0348580: 23,332-31,213 (+)
26 28

NN B —
uvig_471614:23,831-31,527 (+)
27
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IMGVR_UViG_3300045988_084086|3300045988|Ga0495776_016592: 23,189-29,678 (+)

26
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MGV-GENOME-0352219: 22,723-29,486 (+)

26
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MGV-GENOME-0337037: 22,692-29,238 (+)
26 32
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uvig_99048: 22,707-29,780 (+)

26
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uvig 136917:22,733-29,563 (+)

26
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MGV-GENOME-0334451:22,817-29,602 (+)
Retron_VI_HTH (CDS_0028)
27T 29
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MGV-GENOME-0332746:23,175-31,247 (+)
28
2729 30 31
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IMGVR_UViG_3300029436_000434|3300029436|Ga0243833_1000267(2179-62106:23,191-31,602 (+)
2627 28 29
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uvig_255043:22,714-31,493 (+)

superinfection exclusion (CDS_0028)
2627 29
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MGV-GENOME-0333526:22,695-31,867 (+)
superinfection exclusion (CDS_0028)
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Ma_2019_SRR413679_NODE_307_length_66704 _cov_8.239358:22,729-36,526 (+)

superinfection exclusion (CDS_0029)
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uvig_473712:23,190-35,321 (+)

superinfection exclusion (CDS_0028)
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uvig 126074:22,731-34,110 (+)
superinfection exclusion (CDS_0028)
27 Hyaluronic acid (HA) capsule (VF0667) (CDS_0034)
26] 29 30 31 32 33 35 36 37 38
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uvig_225258:22,714-40,206 (+)
superinfection exclusion (CDS_0028)

27
26] 29 30 31 32 33 34 35
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uvig_538865:22,687-37,331 (+)
superinfection exclusion (CDS_0028)

27

26] 32
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MGV-GENOME-0351939:22,698-31,043 (+)

28
27T superinfection exclusion (CDS_0029)
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IMGVR_UViG_3300045988_093192|3300045988|Ga0495776_181385:23,190-31,469 (+)
27

28
26| 29
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SAMN00792024_a1_ct78271_vs1:22,729-30,414 (+)
27
26] superinfection exclusion (CDS_0028)
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MGV-GENOME-0335230: 22,702-30,524 (+)
28

27T superinfection exclusion (CDS_0029)

I N N SN S S S e W .-
IMGVR_UViG_3300045988_118105|3300045988|Ga0495776_164079:23,497-31,934 (+)
superinfection exclusion (CDS_0028)

27
26| 29
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uvig_124504:22,702-31,863 (+)

27
26T superinfection exclusion (CDS_0028)
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IMGVR _UViG_3300045988_127809|3300045988|Ga0495776_156070:22,687-31,269 (+)
27
26T superinfection exclusion (CDS_0028)

I R S D S N S E .-
IMGVR_UViG_3300045988_107686|3300045988|Ga0495776_181325:22,712-31,118 (+)
29
21 22 28T superinfection exclusion (CDS_0030)

IMGVR_UViG_3300045988_080653|3300045988|Gal
superinfection exclusion (CDS_0028)

3498:22,399-31,422 (+)
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uvig 325371:22,711-36,727 (+)
superinfection exclusion (CDS_0030)
29 Hyaluronic acid (HA) capsule (VF0667) (CDS_0035)
28] 31 32 33 34 36 37 38 39
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uvig_293245:22,399-39.966 (+)

superinfection exclusion (CDS_0029)
27
2628 30 34
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uvig_390484:22,841-31,584 (+)

27
26T2§ superinfection exclusion (CDS_0029)
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IMGVR_UViG_3300045988_126999|3300045988|Ga0495776_169107: 22,841-31,296 (+)
30
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IMGVR_UViG_3300045988_088629|3300045988|Ga0495776_007692:25,295-32,496 (+)
34
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MGV-GENOME-0225608: 185-4,275 (+)

. . E— ..
IMGVR_UViG_3300008744_000010|3300008744|Ga0114025_1000268: 1-4,330 (+)
56 55

— 3 1T i
uvig_41200:23,647-29,142 (-)

28 32 34
129 3031[33[ 3536 37
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uvig 397352:25,724-33,095 (+)
333435
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uvig_569862:25,220-32,571 (+)
343536 37 38 39 40
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IMGVR _UViG_3300029779 000135|3300029779|Ga0243834_1000196:25,698-36,561 (+)
DNA polymerase (CDS_0045)

27 33343536 37 38 39 40 41 42 43 44 46 47
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uvig 451040: 25,698-45,916 (+)
N-linked protein glycosylation (VF0721) (CDS_0009)

O-antigen (VF0392) (CDS_0008) O-acetyltransferase (CDS_0015)
1 2 3 4 5 6 7 | 10 11 12 13 14 16 17 18 19 20 21 22 23
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uvig_6741:1-28,318 (+)

1 2 3 4 5 [ 7 8

uvig_145557:1-10,980 (+)
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