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Protein Peptide

Tuple
(pre-mass,

ms-spectrum)
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[Nesvizhskii]
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"Nothing in Biology Mass Spectormetrie Makes
Sense Except in the Light of Evolution History"
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True de-novo prediction is not feasible

Current method compare against a protein
database

I want to use direct mapping on to the
genome

More error but also more context. How to
use it?

Convince biological community

Compare prediction of genome mapping against
extended protein database
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Thank you
and I am happy for some input.
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