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Introduction Sequencing Analysis Workflows Results — HLA Typing with LAA

The following results were generated from sequencing a 16-
sample multiplex SMRTbell library on a Sequel System with each
sample consisting of an 11-plex PCR covering HLA-A, -B, -C, -
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Figure 2. The number of mapped subreads compared across all 16 samples
(A) and 11 loci (B).
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Table 3. Example HLA typing results for 2 of 16 samples. Only one allele type
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purification or gel purification after amplicon generation or
BluePippin or SageELF size selection after library preparation.

The following results were generated from sequencing a 12-
sample multiplex SMRTbell library on a Sequel System with each
sample consisting of a 35-plex PCR covering BRCAl1 and BRCA2
genes. Amplicons ranged in size from 2,300 to 2,800 bp, covering
approximately 85 kb for each gene.
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