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Mapping of Raw files to their short names
Mapping source: automatic

(automatic shortening of names was not sufficiently short − see 'best effort')
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SM: MS/MS identified per Raw file
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PG: intensity distribution
RSD 5.2% (w/o zero int.; expected < 5%)
RSD 115.6% [high RSD −−> few peptides])
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RSD 4.3% (expected < 5%)
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