JGI PacBio Only Assembly with Low Genomic DNA Input
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INTRODUCTION LIBRARY CONSTRUCTION DATA ANALYSIS AND RESULTS

Ten Dbacterial samples (various GC% and genome size) are
selected for validation. The library creation process begins with
fragmenting genomic DNA (100-200ng) to 10kb using Covaris G-
tube, followed by damage repair, quick exonuclease treatment
and PolyA tailing. Ampure SPRI beads are used throughout library
preparation process to select and purify sample DNA. The total
preparation time Is shorter then standard SMRTbell library

Data analysis with HGAP (de novo assembly using TdT read
data only) and subsequent SMRT analysis for base
methylation detection.

The assembly and analysis of microbial species on earth remains
a largely unexplored area of life. This is partially due to their
Inability to be cultured but also based on the large historic cost of
drafting and finishing individual microbial species genomes.

Two examples are presented here:

The single-molecule real-time (SMRT™) sequencing platform
developed by Pacific Biosciences (PacBio) offers several benefits
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M6A methylation motifs were also detected in both genomes.
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