transglycosylase (CDS_0032)
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MGV-GENOME-0302838: 20,534-29,377 (+)
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MGV GENOME-0249037:20,174-28,096 (+)

RT_III-AM_I11-B_2 (CDS_0028) 34 35 36
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uvig 397879:20,534-29,377 (+)
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MGV-GENOME-0298496: 20,534-28,098 (+)

endolysin (CDS_0032)
endolysin (CDS_0033) 35 36
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ivig_1864:20,223-28,501 (+)
31  endolysin (CDS_0032) 35

IMGVR_UViG_3300045988_027268|3300045988|Ga0495776_178574:20,226-28,831 (+)

28 UG26 (CDS_0029) endolysin (CDS_0032) 34 transposase (CDS_0035) 36 37 38
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IMGVR_UViG_3300045988_060479|3300045988|Ga0495776_116921:20,534-30,186 (+)
Reverse transcriptase (CDS_0028) 34 35 36 37

MGV-GENOME-0304628: 20,587-28,835 (+)
33 34 35
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MGV-GENOME-0317114:22,609-33,026 (+)
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IMGVR_UViG_3300045988 043396|3300045988|Ga0495776_171459:22,602-32,731 (+)
33 34 35 replication initiation protein (CDS_0043)
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IMGVR_UViG_3300045988_023600|3300045988|Ga0495776_018972:22,616-34,026 (+)

33 34 35 36 38
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IMGVR_UViG_3300045988_043279|3300045988|Ga0495776_185069: 22,562-33,745 (+)

33 34 35 36
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MGV-GENOME-0306795:22,562-33,745 (+)

33 34 35 36
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MGV-GENOME-0305090: 22,607-34,405 (+)
33 34 35 36
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MGV-GENOME-0349830:22,620-33,768 (+)
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IMGVR_UViG_3300029548_000008|3300029548|Ga0245003_100556: 20,590-33,514 (+)
33 34 35 38 39

IMGVR_UViG_3300045988_024293|3300045988|Ga0495776_179302:22,610-31,944 (+)
endolysin (CDS_0031) 33 34 35

uvig_312768:20,580-28,501 (+)
33 34 35 36 37
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endolysin (CDS_0031) 36 37

MGV GENOME-0322792:20,224-28,780 (+)

28 endolysin (CDS_0032)
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IMGVR_UViG_3300045988_022175|3300045988|Ga0495776_132631:20,230-28,781 (+)
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MGV-GENOME-0341018:20,584-28,734 (+)
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IMGVR_UViG_3300029484_000010|3300029484|Ga0244116_100473:20,687-26,691 (+)
RT_III-AM_III-B_2 (CDS_0028) 33 34 35 36 37

MGV-GENOME-0249356: 20,464-28,305 (+)
34 35 36 37

—
+)

<
@)
<
Ze)
<
<
@)
wW
W
o
Q
o
=
0
Nl
@
[ee]
o
X
~0
~
N
@
w
(o8]
o
O
(@]
=
w
O
@
o]
[4)
©

O
=
~O
w
~
~
o~
=
[N
o~
o~
)
oo
N
o
%X
~O
[

N
@
G
~
iy

35 36

MGV-GENOME-0357589:22,112-27,871 (+)
Avd protein of DGR (CDS_0030) 35 36 37 38 39
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Han_2018_ERR1398123_NODE_234_length_60518_cov_19.631973:21,568-28,676 (+)
34 35 36 37 38
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IMGVR_UViG_3300045988_056291|3300045988|Ga0495776_185681:21,388-27,811 (+)

35 36 37 38 39 42 4344 46

MGV-GENOME-0332689:21,568-32,555 (+)

34 36 37 38 42 43

IMGVR_UViG_3300045988_049689|3300045988|Ga0495776_179471:22,635-32,610 (+)
33 34 35 36 37 43 45

MGV-GENOME-0289751:22,606-32,910 (+)

RM Type II_Type_l|_MTases_FAM_2 (CDS_0045)
34 35 36 37 38 42 46

MGV-GENOME-0248363: 22,639-32,787 (+)
33 34 35 36 37
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MGV-GENOME-0236688:22,611-32,172 (+)

33 34 35 36 37
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MGV-GENOME-0369075: 22 608-31,640 (+)
33 34 35 36 37

IMGVR_UViG_3300045988_044817|3300045988|Ga0495776_174785:22,608-31,421 (+)
33 34 35 36
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IMGVR_UViG_3300007356_000002|3300007356|Ga0104763_100383: 22,610-28,748 (+)

33 34 35 36 37

IMGVR_UViG_3300045988_041949|3300045988|Ga0495776_096933:22,286-28,416 (+)
34 35 36

MGV-GENOME-0306642: 22,632-28,025 (+)
33 34 35 36
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uvig_325903:22,607-28,791 (+)

33 34 35
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IMGVR_UViG_3300045988_040643|3300045988|Ga0495776_134182:22,612-28,476 (+)

33 34 35 36 37

MGV-GENOME-0305779:22,612-28,812 (+)
33 34 35 36 37 41

IMGVR_UViG_3300045988_038970|3300045988|Ga0495776_159249:22,609-33,198 (+)
36 37 38 39 40 44 4546 47

MGV-GENOME-0263115:23,589-32,249 (+)
34 35 36 37 38 42 43

MGV-GENOME-0250621: 22 607-30,769 (+)
33 34 35 36 38 39
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MGV-GENOME-0329836:22,613-31,712 (+)
34 35 36 38

IMGVR_UViG_3300000279_000164|3300000279|EM219_1001090[43273-87771:22,639-30,848 (+)
33 34 35 Mom-like DNA modification protein (CDS_0041)
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34 35 36 37 38

MGV-GENOME-0308603: 22 634-31,798 (+)
34 35 36 37 38 45

MGV-GENOME-0301964: 22,634-33,525 (+)
34 35 36 42

MGV-GENOME-0262227: 22 602-30,529 (+)
34 35 36 37
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uvig_90034: 22,601-30,796 (+)
metal-dependent phosphohydrolase (CDS_0042)
34 35 36 DNA methyltransferase (CDS_0041) 43
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MGV-GENOME-0264960:22,635-31,200 (+)

34 35 36
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MGV-GENOME-0315987:22,637-31,490 (+)
34 35 36
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MGV-GENOME-0282319: 22 637-31,589 (+)
34 35 36 37 41 42
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MGV-GENOME-0257901: 22,627-30,681 (+)

34 35 36 37 metal-dependent phosphohydrolase (CDS_0039)

MGV-GENOME-0292734:22,635-30,590 (+)

36 37

uvig_489326:23,409-28,918 (+)

33 34

—
MGV-GENOME-0274961:22,609-28,123 (+)

34 35 36

IMGVR_UViG_3300045988_038473|3300045988|Ga0495776_116650:22,635-28,121 (+)
Avd protein of DGR (CDS_0038)
Reverse transcriptase 37 UG4 (CDS_0039)
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MG\/ GENOME-0345362:23,800-35,107 (+)
34 35 36 37 38
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MGV-GENOME-0291193: 22 637-32,180 (+)
35 36 37 38
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uvig_540504:23,420-32,434 (+)

34 35 36

MGV-GENOME-0286935:22,635-31,737 (+)
33 34 35

IMGVR_UViG_3300045988_038201|3300045988|Ga0495776_158929:22,610-28,112 (+)

33 34 35 36
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IMGVR_UViG_3300045988_049664|3300045988|Ga0495776_018665: 22,708-28,933 (+)

33 34 35

MGV-GENOME-0311634:22,609-28,799 (+)

33 34 35 36

uvig_157768:22,562-28,789 (+)

33 34
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IMGVR_UViG_3300045988 034900|3300045988|Ga0495776_029882:22,612-27,764 (+)

33 34 35

MGV-GENOME-0303131:22,608-28,505 (+)

33 34 35 36

IMGVR_UViG_3300045988_048956|3300045988|Ga0495776_137513:22,613-28,507 (+)
33 3435 36
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IMGVR_UViG_3300045988_054634|3300045988|Ga0495776_154875:22,607-28,830 (+)

34 35 36 37

MGV-GENOME-0306181:22,637-28,505 (+)
33 34 35

IMGVR_UViG_3300045988_051981|3300045988|Ga0495776_028248: 22,605-28,529 (+)
33 34 35 36
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IMGVR_UViG_3300045988_056242|3300045988|Ga0495776_134395:22,614-28,911 (+)

34 35 36 37 38
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uvig 88565:22,634-28,834 (+)

33

IMGVR_UViG_3300045988_043743|3300045988|Ga0495776_148210:22,607-27.429 (+)

34 35 36 37 40 43  DS-15_DS-15A (CDS_0044)
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MGV-GENOME-0251266:22,638-33,070 (+)
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