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Figure S1. Comparative analysis between the UMpanel and conventional Sanger sequencing. Each image,
derived from the Integrative Genomic Viewer (IGV), reports the forward (pink) and reverse (violet) reads for each
amplico sequenced by NGS. Small inserts in the lower left corner of each image indicate the pherograms
generated by Sange sequencing. Black arrows indicate the SNV calling for both IGV and Sanger, with p. referring
to the amino acidic substitution and c. denoting the nucleotide substitution in the coding region. For all panels,
each arrow indicates the nucleotide substitution according to A=green, C=blu and G=orange.



