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Finishing process utilized at LANL

The Joint Genome Institute (JGI) provides a network of services for the
finishing of whole genome sequences for microbes. The customer for
these services is a collaborator who submits a proposal and genomic
DNA to the JGI for sequencing. JGI-Walnut Creek prepares Sanger and
454 Libraries creating a draft shotgun sequence of the genome. The
draft sequence is annotated at JGIOak Ridge and assigned for finishing at
one of three JGI finishing teams: Walnut Creek, Laurence Livermore
National Laboratory or Los Alamos National Laboratory (LANL).

Each finishing team approaches the finishing process utilizing a variety
of strategies. JGI-LANL uses computer programs (greca and
dupFinisher) lab techniques (transposon bombs) to resolve duplications
within the genome. Primer walks on Sanger libraries and PCR products
are utilized to improve coverage and quality of reads, while specialized
chemistries are used to resolve hard G/C stops. To date, over 100
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Microbial sequences finished at LANL by quarter [ quarterly number / cumulative ]
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LANL-JGI Finished Genomes from A to Z
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