ADP-ribosylglycohydrolase (CDS_0006)
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MGV-GENOME-0215678:22,892-29,397 (-)
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MGV-GENOME-0334177:6,415-12,936 (+)
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Bxa ADP-ribosyl transferase (CDS_0003) 4 10

uvig_417807:3,039-12,873 (+)
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tRNA splicing ligase (CDS_0008)
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MGV-GENOME-0343895: 3,039-12,905 (+)
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MGV-GENOME-4398746: 5,480-12,507 (+)
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12
T — I —— —

e e ———
MGV-GENOME-0322147:6,995-13,521 (+)
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10 17

MGV-GENOME-0369688:6,415-12,903 (+)
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MGV-GENOME-0334544:6,415-12,648 (+)
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IMGVR_UViG_3300045988_100291|3300045988|Ga0495776_169525:7,503-14,514 (+)
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7 9 10 11 12 13

. —
MGV-GENOME-0288869:6,415-12,466 (+)
12

e ——
uvig 46117:8,891-13,365 (+)

~o
[N
o

1
?

MGV-GENOME-0340141:3,039-13,059 (+)
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ADP-ribosylglycohydrolase (CDS_0006)
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ADP-ribosylglycohydrolase (CDS_0007)
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MTase_II_00164 Type (CDS_0018) 19

" S N
MGV-GENOME-0328038: 8,828-16,041 (+)
13

uvig 99222:6,737-11,019 (+)
13

w |

>

MGV-GENOME-0259710:7,181-11,158 (+)
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MGV-GENOME-0205367:6,861-15,456 (+)
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