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IAA15236_Input

IAA15236_Designed

IAA15236_167_Missed

2 kb hg19
40,361,500 40,362,000 40,362,500 40,363,000 40,363,500 40,364,000 40,364,500 40,365,000 40,365,500 40,366,000 40,366,500 40,367,000 40,367,500

InputTargets_AmpliSeqID_IAA15236 AmpliSeq_Version=7.05 Workflow=dna

Covered_bases

MissedBases_AmpliSeqID_IAA15236 solution_type=167 AmpliSeq_Version=7.05 Workflow=dna


