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Figure 4. Deconvolution with MassLynx. The chromatography data

Figure 3. Oligonucleotide Detection with MS. The ACQUITY® QDa readily detects multiple charge states within its scan
range when operating in a negative mode. Up to nine charge states were observed for each of the oligonucleotide stan-
dards as shown in the table affording analyst significant flexibility in method development of screening assays using the

system MassLynx when used in conjunction with the ACQUITY® QDa
provides the means to readily interpret mass spectra of increasing
complexity. Oligonucleotide identity confirmation via zero charge

Table 3. Deconvolution Mass Accuracy. Mass accuracy was
observed from +0.0 Da to +0.7 Da across the polyT standards

demonstrating the ACQUITY® QDa is capable of providing
adequate mass information in an efficient manner for screening
assays in the assessment of synthetic oligonucleotides.

ACQUITY® QDa.

state mass data is achieved in an efficient manner using the MaxEnt1
deconvolution algorithm for improved workflow productivity.

Compatibility with ProMass HR ProMass HR Evaluation Using ACQUITY® QDa Data
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MassLynx ProMass Figure 6. ProMass Mass Accuracy using ACQUITY QDa Data. ProMass HR offers flexible method parameters in the

deconvolution of components/peaks in the mass chromatograms using the ZNova deconvolution algorithm. A

1 min window of combined spectra was used to evaluate ProMass HR compatibility with ACQUITY® QDa data. Mass
accuracy was observed from -0.1 Da to +0.5 Da across the polyT standards demonstrating ProMass HR is compati-
ble with the ACQUITY® QDa and is capable of providing relatively accurate mass information based on nominal
mass in the assessment of synthetic oligonucleotides.

Figure 5. Data Compatibility with ProMass HR. Pharmaceutical companies engaged in oligonucleotide research often investigate
numerous potential biotherapeutic candidates at any given moment, requiring the use of high throughput processing for improved
productivity. ProMass HR by Novatia for MassLynx Software offers the ability to process MS data acquired with the ACQUITY® QDa in
individual (above) or batched workflows.

High Throughput Screening with ProMass HR Interactive Results
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Figure 7. High Throughput Screening with ProMass HR. The addition of complementary mass information in a single workflow afforded by the ACQUITY® QDa provides analysts an efficient means screening with MS functionality
in the identification and assessment of purity in synthetic therapeutic oligonucleotide screening assays for improved productivity. When coupled to programs such as Promass HR by Novatia, mass
information from the ACQUITY® QDa can be batch processed in a automated high-throughput manner for increased productivity and confidence in routine identification and purity assessments of

synthetic oligonucleotides. The interactively viewed color-coded results are user-friendly and offer straightforward data interpretation.
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