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mass and isotope pattern: blue experimental and red theoretical isotope pattern of

Fig. 1 User interface of the BioPharma Compass result perspective with the analysis mod3 (Top) and mod3 [a,g|16 (bottom).

overview of 8 oligos of varying sequences:

A Result overview with variant mod3 being selected; B mod3 analysis details incl. Results Summary

sequence suggestions for side products; C Sequence Map with terminal fragment ion

matches shown as colored bricks with ppm errors; D Internal fragment ion matches; E = The sequencing result validation was = BioPharma Compass 2023 with
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reporting attribute fields shown in A.
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Fig. 2 Top: The target mod3 sequence analysis result incl. MS and MS/MS match quality peaks that cannot be considered
assessment (ppm Mr error and MSMS Score) by LC alone.

Bottom: Sequence map of matching fragment ions. 100% sequence coverage is achieved
highlighted by the uninterrupted row of green bricks
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