transcriptional regulator (CDS_0038)
SigH (VF0296) (CDS_0040)
transposase (CDS_0034) pyrophosphatase (CDS_0047)
39

tail fiber protein (CDS_0031) 43 50
27 28 29 tail protein (CDS_0030) 32 33 3536 37 4142 [44 45 46 | 48 49 [51 52 DNA primase (CDS_0053) 54
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IMGVR_UViG_3300007797_000264|3300007797|Ga0105663_100065|8485-61037: 15,673-44,537 (+)
transcriptional regulator (CDS_0035)
SigH (VF0296) (CDS_0037)

32 40 pyrophosphatase (CDS_0044)
31 [3334|36| 3839 [41 42 43 [ 45 46

-
IMGVR_UViG_7000000297_000025|7000000297|SRS056259_LANL _scaffold_21882:15,673-40,847 (+)

pyrophosphatase (CDS_0034)
31 32 33 35 36

i#

MGV-GENOME-0319127:15,673-37,124 (+)

pyrophosphatase (CDS_0033)
31 32 34 35

i#
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MGV-GENOME-0316604: 15,673-36,958 (+)
pyrophosphatase (CDS_0036)
tRNA-Pro(CGG)

31 32 33 | 34 35 | 37 38
LY~ 0 25 ——————————————— —_—
MGV-GENOME-0325549: 15,652-40,308 (+)

28 32
22 271293031[3334 35

MGV-GENOME-0292750: 14,714-34,303 (+)

30
24 27 29[31 32 35

e S R N E— T E—— -—
MGV-GENOME-0283263:14,132-33,713 (+)

transcriptional regulator (CDS_0033)
DNA methyltransferase (CDS_0040)

SigH (VF0296) (CDS_0035)
38 43
28 29 303132 |34| 3637[39 41 42) 44 46

N
N
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2
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MGV-GENOME-0305550: 14,524-39,321 (+)
transcriptional regulator (CDS_0033)
DNA methyltransferase (CDS_0040)

SigH (VF0296) (CDS_0035)
38 43
28 29 303132 | 34| 3637]39 41 42 44

e —
RS018133_al ct14762_vs01: 14,714-39,194 (+)

(%)

transcriptional regulator (CDS_0028)
SigH (VF0296) (CDS_0030)

27 32 35
2526 [ | 29| 317 3334

- . —
Ma_2019_SRR413683 NODE 510 _length 42199 cov_2.851414: 14,106-33,114 (+)
host range and adsorption protein (CDS_0029)

33 3
27 30 31 32[34 35 3637
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MGV-GENOME-0312160: 15,802-39,286 (+)

35
host range and adsorption protein (CDS_0028)29 30 31 32 33374

L | & _______§§N R | || § ;B
MGV-GENOME-0315350: 14,469-37,763 (+)
DNA methyltransferase (CDS_0032)
36
tail protein (CDS_0028)29 30 31 33 3433

%%

IMGVR_UViG_3300045988_164845|3300045988|Ga0495776_148278: 14,469-37,966 (+)

32
host range and adsorption protein (CDS_0027)28 29 30 3j

Lod L ;& | [ B B
IMGVR_UViG_3300045988_173059|3300045988|Ga0495776_158192:14,455-36,943 (+)
host range and adsorption protein (CDS_0029)
33
30 3137
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MGV-GENOME-0289500: 15,166-35,093 (+)

34
33 38
host range and adsorption protein (CDS_0028)29 30 3132[ 353637

MGV-GENOME-0320743:15,165-38,648 (+)

33 37
host range and adsorption protein (CDS_0028)29 30 31372?’:7435 34

MGV-GENOME-0307575:15,165-37,559 (+)
31
30, 35
host range and adsorption protein (CDS_0028)29 | 323334

i

MGV-GENOME-0299287: 15,165-34,905 (+)

transcriptional regulator (CDS_0034)
SigH (VF0296) (CDS_0036)

39
33 3g| 43
host range and adsorption protein (CDS_0028)29 30 31 32 | | 35 | 37] 404142

IMGVR_UViG_3300045988_166439|3300045988|Ga0495776_028367:15,165-40,177 (+)
RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0038)
transcriptional regulator (CDS_0034)
SigH (VF0296) (CDS_0036)
40
3941 46

33
24 29 30 31 32T‘3§ 37
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~
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[ | ;& B [ | | B [
OTU_1136:14,176-39,549 (+)
RM _Type_ll_Type_ll_MTases_FAM_2 (CDS_0030)
32
27 28 29 3133
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IMGVR_UViG_3300045988_168397|3300045988|Ga0495776_185176:14,074-37,156 (+)
10000 nt !
DNA, RNA and nucleotide metabolism integration and excision moron, auxiliary metabolic gene and host takeover other tail transcription regulation unknown function
I L]

defence (DefenseFinder) virulence (VFDB) tRNA pseudogene
I




