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IMGVR_UViG_3300045988_087789|3300045988|Ga0495776_012849:25,056-32,936 (+)
transposase (CDS_0049) 52 53
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Kang_0019_STO01 A NODE_39 length 39237 cov_15.768031:28,610-36,421 (+)
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