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38
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IMGVR_UViG_3300045988_046483|3300045988|Ga0495776_138031 22732:33721(+)

30 31 32 33 34
35

36
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34
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CDS_0032

uvig_136110 22631:34949(+)

CDS_0029 CDS_0030 CDS_0031 CDS_0032

MGV-GENOME-0298226 22631:28034(+)

CDS_0029

MGV-GENOME-0299512 22401:27986(+)
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arsinothricin resistance N-acetyltransferase ArsN1 family A (NF040503.1) (CDS_0068)

6970

uvig_552748 1:13162(+)

1 2 3 4 5 6 7 8 9 10
11

12

DNA methyltransferase (CDS_0013)
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