Streamlined SMRTbell® library generation using addition-only, single tube strategy for all library types reduces time to results.
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The SMRTbell Express Template Prep Kit 2.0 product family provides streamlined, expedited workflows for improved ease of use with better
Flaure
recovery and yield. This enables the completion of library generation within a day for sequencing.

RECOMMENDED gDNA INPUT REQUIREMENTS § § §
For large-insert gDNA library, SMRTbell library construction can be completed in 4 hours.
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Wods 220 kb Optonal TSN x the much simplified workflow to complete library preparation from gDNA to SMRTbell library in ~ 8.5 hrs, depending on number of samples
being processed. Customers will appreciate the reduced AMPure purification steps required by the protocol, and the single-tube addition

strategy opens up opportunities to explore automated library generation
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Forthcoming this year in Summer 2019, we anticipate new solutions for our full-length transcript Iso-Seq application and amplicon sequencing
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https://www.pacb.com/wp-content/uploads/Procedure-Checklist-Preparing-gDNA-Libraries-Using-the-SMRTbell-Express-Template-Preparation-Kit-2.0.pdf
https://www.pacb.com/wp-content/uploads/Procedure-Checklist-%E2%80%93-Preparing-Multiplexed-Microbial-Libraries-Using-SMRTbell-Express-Template-Prep-Kit-2.0.pdf
https://www.pacb.com/wp-content/uploads/Analysis-Procedure-Multiplexed-Microbial-Assembly-with-SMRT-Link-v6.0.0-and-Express-Template-Prep-Kit-2.0.pdf
https://na33.salesforce.com/sfc/p/

