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IMGVR _UViG_3300029358 000267|3300029358|Ga0243818_1000102|91941-140267:10,738-40,459 (+)
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IMGVR_UViG_3300029607_000290[3300029607|Ga0244907_100056|50661-89785:11,137-30,878 (+)
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