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De novo assembly is a large part of JGI's analysis portfolio. Repetitive DNA sequences are Table 1: Interaction between loading concentration, throughput, and read length Figure 3: Platform impact on fungal assembly
abundant in a wide range of organisms we sequence and pose a significant technical challenge

for assembly. We are interested in long read technologies capable of spanning genomic repeats
to produce better assemblies. We currently have three RS Il and two Sequel PacBio machines.
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L|brz_1r|es are a mix of large insert (10-50 kb) with BIu_ePlppln size selectlon ar_1d 10 kb W|_th AMPure Table 2: Sequel vs. RS Il for a shotgun metagenome library = 25
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