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The current version of SRM 2372 was designed for use in the value assignment of human genomic DNA forensic quantitation materials and was originally certified for spectrophotometric
absorbance of 260 nm [1]. However in 2012, five years after production, the measured absorbance in all materials had increased (by approximately 9 % to 14 %) to the point that the certified values
were no longer within the stated error. Investigation revealed that the increase resulted from deshielding due to tertiary structure changes [2,3]. Due to this phenomenon and the projected depletion
of SRM 2372, the next iteration of SRM 2372 will be certified for copy/target number using digital PCR (dPCR). Digital PCR depends on partitioning PCR reactions either a microfluidic platform
(chamber digital PCR, cdPCR) or in a droplet emulsion (droplet digital PCR, ddPCR). This partitioning allows the estimation of the number of accessible amplifiable targets without an external
calibrant. The use of digital PCR enables direct determination of accessible amplifiable genomic targets. Initial experiments suggest that the nine PCR assays agree within 5 % to 10 % across all
platforms. This presentation will discuss the importance of assessing the variability at the genome level in terms of copy number variants by utilizing nine single copy assays evaluated and
optimized for amplifiable accessibility across three platforms (QPCR, cdPCR, ddPCR).
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human-specific DNA quantitation standard in forensic casework as a calibrant for commercially

oroduced DNA standards. Temperature Optimization

Annealing temperature gradients were performed to determine optimal annealing temperature required for each assay.
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Individual assays count number of specific targets. Value certified will be number of genomes.

Disclaimer: This project was supported by NIST funding through the Special Programs Office. Points of view in this document are those of the
authors and do not necessarily represent the official position or policies of the U.S. Department of Commerce. Certain commercial equipment,
iInstruments, and materials are identified in order to specify experimental procedures as completely as possible. In no case does such identification
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expect the different assays to yield the exact same number of targets because of the variability within | best available for the purpose.

the genome. Poster available for download from STRBase
http://www.cstl.nist.gov/biotech/strbase/pub_pres/RomsosISFG2015SRM2372.pdf
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