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IMGVR_UViG_3300029777_000017|3300029777|Ga0243715_1000672 14480:25675(+)

integrase (g DS_0027)
integrase (CDS_0028)
endolysin (CDS_0025)

holin (CDS_0024) 26

29

!%

—
uvig 460854 14480:25621(+)

AbiD_AbiD (CDS_0030)
integrase (CDS_0029)
holin (CDS 0024) 25 26 2728 | | 31 32 36

—_— I
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