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1. Procedure + checklist — Preparing HiFi SMRTbell libraries using SMRTbell express template prep kit 2.0. BEVEHDETIEV
PacBio documentation. Phone : 03-5240-0843
2. ggsipiqeevr:t;tisoenguel systems application options and sequencing recommendations. PacBio Email : info pac@dlgltal blology co jp
3. Technical note: Preparing DNA for PacBio HiFi sequencing - Extraction and quality control. PacBio
literature.

4. Product brochure: SMRT Link — Explore and analyze your data with confidence. PacBio literature.

Recommended Open-source Genome Assembly Tools: IPA, HiCanu, hifiasm.

6. Application note: Considerations for using the low and ultra-low DNA input workflows for whole genome
sequencing. PacBio literature.
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