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IMGVR_UViG_7000000584_000026|7000000584|SRS049318_LANL _scaffold_150512: 1-10,984 (+)
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IMGVR_UViG_3300006247_000031|3300006247|Ga0099374_1000343: 1-10,712 (+)
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IMGVR_UViG_3300008091_000029|3300008091|Ga0105975_100218:1-11,012 (+)
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IMGVR_UViG_3300007791_000021|3300007791|Ga0105806_1000247:1-11,085 (+)

oMTase_00015 orphan (CDS_0013)
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6 7 8 9 10 11 12 14

SRS103971_al_ct27996:1-11,211 (+)
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11 12 13 14 PDC-522 WP_003530377.1 (CDS_0018)

IMGVR_UViG_3300045988_147370|3300045988|Ga0495776_162507: 1-11,607 (+)
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MGV-GENOME-0278593:1-11,607 (+)
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MGV-GENOME-0308220: 1-10,899 (+)
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IMGVR_UViG_3300045988_134130|3300045988|Ga0495776_061132:1-10,263 (+)
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IMGVR_UViG_3300045988_143482|3300045988|Ga0495776_113694:1-10,930 (+)
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IMGVR_UViG_3300045988_130337|3300045988|Ga0495776_143758:1-11,065 (+)
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MGV-GENOME-0233095:1-11,856 (+)
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MGV-GENOME-0258097:1-7,995 (+)
4000 nt i
DNA, RNA and nucleotide metabolism head and packaging unknown function defence (DefenseFinder) defence (PADLOC)




