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PacBio’s long read capability allows sequencing of full-
length amplicons with multiple passes per molecule for
accurate genotyping with phasing of allelic variants.
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generated on one SMRT Cell for Sanger sequencing designed

deployed and automated for large amplicons using 2.1 sequencing chemistry and SMRT Link v5.1.

scale, high-throughput analysis.
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Figure 3. De-multiplexed high fidelity reads results for all 384
barcodes filtered for Q30 reads. On average each barcode had
>1000 CCS reads with only 12 of 384 (3%) having less than 50.
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- Document: SMRT Analysis Barcoding Overview
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384 16-bp barcodes are available. Different barcodes may be used
for forward and reverse primers, enabling >1000-fold multiplexing.

Circular Consensus Sequencing
- Tutorial: Circular Consensus Sequence analysis application
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