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Whole Transcriptome Analysis QC Report

QC Report for RNA-Seq Libraries generated using Micro-dissected Tissue
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Figure 1: A) Representative Electrophoregram generated from TapeStation shows profile of RNA input from micro-dis-
sected tissue. B) Table shows quantification of the sample input and quality of RNA is reported by RIN. C) Table shows
quantification of the peaks in the sample.
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Figure 2: A) Representative Electrophoregram generated from TapeStation shows profile of NGS library generated using
the RNA isolated from fresh-frozen tissue. B) Table shows quantification of the library. C) Table shows the quantification
of the peaks in the library.
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Figure 3: Representative FastQC report showing quality of reads obtained from the sequencing run.
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Figure 4: A) Representative Electrophoregram generated from TapeStation shows profile of RNA input from FFPE-curl.
B) Table shows quantification of the sample input and quality of RNA is reported by DV200. C) Table shows quantifica-
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Figure 5: A) Representative Electrophoregram generated from TapeStation shows profile of NGS library generated using
the RNA isolated from fresh-frozen tissue. B) Table shows quantification of the library. C) Table shows the quantification

of the peaks in the library.
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Figure 6: Representative FastQC report showing quality of reads obtained from the sequencing run.
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Figure 7: A) Representative Electrophoregram generated from TapeStation shows profile of RNA input from dissociated
cells . B) Table shows quantification of the sample input and quality of RNA is reported by RIN. C) Table shows quantifi-
cation of the peaks in the sample.
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Figure 8: A) Representative Electrophoregram generated from TapeStation shows profile of NGS library generated using
the RNA isolated from fresh-frozen tissue. B) Table shows quantification of the library. C) Table shows the quantification
of the peaks in the library.
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Figure 9: Representative FastQC report showing quality of reads obtained from the sequencing run.

QC Report for single-cell RNA-seq
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Figure 10: A) Representative electropherogram of gene expression libraries generated from single-cells using the 10X
Gene Expression Analysis Kit. B) The table below shows quantification of the library.
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Figure 11: Sample representation of output from a 10X cell-ranger software of the summary of the reads obtained from
a gene expression run with a 10X 3"-gene expression profiling kit.
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