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IAA11701_Input

IAA11701_Designed

IAA11701_170_Missed

10 bases hg38
179,199,000 179,199,005 179,199,010 179,199,015 179,199,020 179,199,025 179,199,030
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MissedBases_AmpliSeqID_IAA11701 solution_type=170 AmpliSeq_Version=7.05 Workflow=dna


