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Introduction

Increasingly, laboratories are presented with a range of diverse sample types for diagnostic testing. Buccal DNA (BD) preparations are a less invasive,
economical alternative to peripheral blood (PB) DNA extractions. Genomic DNA yield and integrity for BD is often reduced, compared to that of PB samples,
which may lead to an under-representation of BD in mixed sample pools. This study investigated how combinations of BD and PB DNA preparations may be
routinely assayed together, without sample-type bias for genetic matching in transplantation.

Methods and Materials
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T T h Conclusions

B This study demonstrates that buccal and peripheral blood DNA samples can successfully be typed from
the same pool. Using a similar verification approach and AlloSeq® Tx 17 hybrid capture, other

L
.;l o laboratories may determine an optimal library input ratio, and process buccal and peripheral blood
b are X DNA samples together without the need for additional concentration steps.




