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ZipChip is a microchip-based CE-MS platform that performs rapid
and efficient analysis applicable to versatile fields such as
biopharma, clinical diagnostics, gene and cell therapies, and multi-
omics. Here we focus on the rapid analysis of nucleic acids, with
special focus on oligonucleotides.

The ZipChip CE-MS analysis for AXPs was simple, rapid with no method development required. The separation was initially tested by injecting a mixture of the four
analytes at 500 pg/ulL onto the ZipChip-MS system, which resulted with narrow and symmetrical electrophoretic peaks, migrating in <4 minutes (Fig. 2a). Further
analysis with the four analytes spiked into human plasma demonstrated quantification with calibration curves (Fig. 2b) covering >4 orders of magnitude of dynamic
range.

In comparison, reverse phase LC-MS method for oligos is known for
its contamination due to ion-pairing reagents, and the HILIC LC-MS
method still faces challenges such as long equilibration times and
poor column stability. The ZipChip serves as an ideal alternative and
orthogonal approach, enabling rapid, efficient, and ion-pairing
reagent free analysis for oligonucleotides and mRNA. The workflow

2. Characterization of Synthetic Oligonucleotides
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We analyzed a mixture of modified & unmodified oligos, with modifications (4)
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All oligonucleotides were purchased as lyophilized standards from
Integrated DNA Technologies Inc. (IDT). UTR was produced in
collaborator’s lab at University of Connecticut by in vitro - . .
transcription. 3. Bottom-Up Oligo Mapping for RNAs Conclusions
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