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list from peptide matching a peak list
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Recipe 3.8. Getting MS annotated peak list from peptide matching a peak list

1. Problem

Y ou want to compute the alignment between a peak list against theoretical peptide fragments
and report annotations in the experimental one.

2. Solution

The object MSPept i deMat chFact ory ismaking all the steps for you, from the
generation of the theoretical spectrum to the matching:

3. Discussion
See also the recipe about rendering the aligned spectra.

4. See Also
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