JGI Comparison of Three Cre-LoxP Based Paired-End Library Construction Methods
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Paired-end library sequencing has been proven useful in scaffold construction during de novo whole
genome shotgun assembly. The ability of generating mate pairs with > 8 Kb insert sizes is especially
Important for genomes containing long repeats. To make mate paired libraries for next generation
sequencing, DNA fragments need to be circularized to bring the ends together. There are several
methods that can be used for DNA circulation, namely ligation, hybridization and Cre-LoxP
recombination. With higher circularization efficiency with large insert DNA fragments, Cre-LoxP
recombination method generally has been used for constructing >8 kb insert size paired-end libraries.
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Second fragmentation step is also crucial for maintaining high library complexity and uniform genome Assembly Results i— =
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Three Cre-LoxP Paired-End library construction Procedure generated by random shearing of the insert to 300bp, 400bp and
INNS—-CLRS4 109 410 352050 9925345 270 12275066 500bp respectively. Although all libraries shown very similar
Genomic DNA INNO—-CLRS-5 105 366 441405  BEB174 229 12132645 Insert size, libraries made from longer randomly sheared
fragments (400-500bp) were the best in helping genome
- assemblies were done with ALLPATHS with 50x mate-pair coverage assembly.
and 50x standard coverage (library HLUISA)
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