JGI : Improvements to the lllumina Sequencing System
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Next Generation sequencing products and procedures for the Illumina platform were / lllumina GAii SyStem: New Hardware Components \ =t . .
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testing activities include positive results for barcode libraries (indexing) using Illumina’s 3
primer scheme, large-gap libraries produced several ways, and accurate 75 base read-
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The process begins with genomic DNA fragmentation, ligation to dsDNA adapters, and £ o \\ = =
size selection of the library. The ends are added during a 12 cycle PCR amplification. I h
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Paired-end libraries are made with a new PCR primer to add sequencing primer 2 to end 2.
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fluidics with additional reagents from the Paired-End Module.
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