Coverage analysis per MID: Gives a report showing the abundance of each sample/MID in the experiment. Can be of interest to see whether samples were pooled in an orderly fashion.
Coverage analysis per amplicon: Gives a report showing the abundance of each amplicon in the experiment. Can be of interets to see whether all PCR experiments performed well.
Coverage analysis per MID/amplicon: Gives a report showing the abundance of each amplicon per MID in the total experiment. When either ‘Coverage analysis per MID’ or ‘Coverage analysis per amplicon’ shows an aberration, one can look up whether it is a sample of amplicon specific problem. For example, low coverage for a specific amplicon for only one of the many MIDs indicates a lab error, whereas low coverage for a specific amplicon for all MIDs indicates a global PCR problem.
Short sequence analysis: Gives an overview per amplicon of the detected ‘short sequences’. A high number of ‘short sequences’ for a certain amplicon indicates that the PCR is producing primer-dimers rather than full lenght products.
Length distribution: Gives an overview of the length distribution of the produced sequence reads. Is of interest to assess the overall sequencing quality of an experiment.
Quality score analysis: Gives an overview of the average quality score per position. Is of interest to assess the overall sequencing quality of an experiment. Rapidly declining quality scores generally indicates poor sequencing quality.
Coverage analysis per single base: Reports coverage for each amplicon on an individual nucleotide resolution. Offers a more detailed view than ‘Coverage analysis per amplicon’. Allows large deletions or duplications to be detected.
Variation analysis: Reports variation (single nucleotide variation (SNV), deletions (DEL), or insertions (INS) per amplicon and per MID.
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