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QueC-like queuosine biosynthesis (CDS_0032)
MG_301/GAPDH (VF0887) (CDS_0030)

endolysin (CDS_0029) transcFiptionaI repressor (CDS_0033)
25 28 porphyrin biosynthesis (CDS_0034)
24 [2627] 31 35 36

uvig 240698 13160:27521(+)

QueC-like queuosine biosynthesis (CDS_0048)
MG_301/GAPDH (VF0887) (CDS_0046) porphyrin biosynthesis (CDS_0050)
endolysin (CDS_0045) transcFiptionaI repressor (CDS_0049)

41 44 integrase (CDS_0051)
40 T4243] 47 | 52 5354 55 56

uvig 478185 21050:37677(+)

QueC-like queuosine biosynthesis (CDS_0032)
MG_301/GAPDH (VF0887) (CDS_0030) porphyrin biosynthesis (CDS_0034) collagen like minor tail (CDS_0039)

endolysin (CDS_0029) RegX3 (VF0858) (CDS_0038)
25 28 transcriptional repressor (CDS_0033) 36 replication initiation protein (CDS_0052)
24 [2627] 31 | | 35 137 40 41 42 43 4445 46 47

uvig 237344 13160:36879(+)

QueC-like queuosine biosynthesis (CDS_0047)
MG_301/GAPDH (VF0887) (CDS_0045)

endolysin (CDS_0044) glycopeptide resistance transcriptional regulator VanU (NFO00090.1) (CDS_0055)

holin (CDS_0043) porphyrin biosynthesis (CDS_0049)
40 transcriptional repressor (CDS_0048) 51
39 [4142 46 | | 50 T52 53 54|56 57 58 59 60 6162 63 64
e — —— = = —

uvig 201733 21041:45241(+)

25 28
24 26271 29 30 31

MGV-GENOME-0257809 13160:21225(+)

42 45
41 [4344] endolysin (CDS_0046)

MGV-GENOME-0302596 22146:29494(+)
endolysin (CDS_0029)

25 28
24 [2627] 30 31 32 33

uvig 248248 13160:25100(+)

endolysin (CDS_0041)
holin (CDS_0040)
3839 42 43 44 45 46

;%

—
MGV-GENOME-0252714 21092:31668(+)

endolysin (CDS_0040)
holin (CDS_0039)
3738] | 41 42 43 44

f

uvig 519468 20296:29544(+)

endolysin (CDS_0041)
holin (CDS_0040)
3839 | 42 43 44 45

I I
IMGVR_UViG_3300029589_000325|3300029589|Ga0245106_100210[67505-101283 21124:31351(+)
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