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Comparison of FC estimates upon summarization

Problems

strong peptide-effects

6= peptides/sample

6= # peptides/sample

non-random missingness

median maxLFQ peptideBased
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Median Summarization vs Peptide Based Approach
Median Summarization
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Median Summarization vs Peptide Based Approach
Peptide Based Approach
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Median Summarization vs Peptide Based Approach

Median Peptide-based

2 UPS and 0 yeast 12 UPS and 0 yeast
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Median Summarization vs Peptide Based Approach

Median MaxLFQ Peptide-based
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2 UPS and 0 yeast 7 UPS and 0 yeast 12 UPS and 0 yeast
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