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IMGVR_UViG_3300008413_000010|3300008413|Ga0115229_100074: 18,184-25,857 (+)
oMTase_00015 orphan (CDS_0028) 31

IMGVR_UViG_3300022476_000008|3300022476|Ga0242625_10001: 18,188-25,971 (+)
oMTase_00015 orphan (CDS_0028)

SRS144144 a1 ct43552:18,158-25,930 (+)
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IMGVR_UViG_3300007993_000002|3300007993|Ga0113877_100195: 18,196-25,979 (+)
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IMGVR_UViG_7000000635_000007|7000000635|SRS015063_ WUGC _scaffold_10995: 18,162-25,946 (+)
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MGV-GENOME-0233351: 18,156-26,005 (+)
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MGV-GENOME-0237094: 17,565-25,263 (+)
27  oMTase_00015 orphan (CDS_0028) 33
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MGV-GENOME-0235297:17,562-25,910 (+)
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retron_type_VI_hth_cluster2_1 (CDS_0023)

MGV-GENOME-0140602:8,221-14,060 (+)
3000 nt
integration and excision lysis unknown function defence (PADLOC)
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