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BACKGROUND RESULTS AND DISCUSSION
The FORCE Platform Conjugate Information Figure 1. Result by Traditional RP LCMS Method Figure 2. Analysis of Conjugate A by ZipChip
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» This method is sensitive to the surface charge on analytes and is therefore
well-suited for characterization of FORCE conjugates where payload
influences conjugate isoelectric point (pl).

Figure 3. Analysis of Conjugate B-D by ZipChip Figure 4. ZipChip Analysis of Charged ASO Conjugate E
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« CE-MS allows for the rapid and robust characterization of FORCE conjugates.

Conjugates B-D were fractionated to examine whether CE-MS DAR results align with orthogonal assay methods such as SDS-PAGE. There is no way to determine whether the bands
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are not resolved by SDS-PAGE.

/1st ASMS Conference on Mass Spectrometry and Allied Topics, June 4 — 8 2023




	Default Section
	Slide 1


