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A guide to ProteomeDiscoverer (1.4)/Mascot (2.4) based LC-MS/MS data analysis (Excel format).

This report format presents qualitative and quantitative details of matched proteins and peptides

Mascot protein score for
sample A. Higher score =>

# of peptides matched
to the protein in sample A.
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2 AZAMWD  Capping probein (Actin Filament) muscl 52,69 7 11 11 15 arotein binding n; membrane igical process PEO1115 12345 7.6E4+07  1.4E4+058) 95.6 15.8 4 4 Z17.2 49,6 10 11 260 29.3 6.9
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23 |Qa05%W¢1  Putative adenosvihomocysteinase 2 C 20,94 g =3 10 13 arotein binding ol; membrane e to stimulus PFO0AR-R20z00 e T e ] B 9.8 5 fi 141.7 12.6 fi 7 530 53.9 f.9
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330 LLLIGOSiEN GE 2 12 7 PE1027;Pe25 1071.64092 1.1E408 J.0E+03 0 0,0009095 High 28 o High 32 002542 a
331 LOIWDTAGOQER 4 43 12 PE10Z7;001Y 1316,658%8 &6.3E407 4. 3E+07 0 0.0001339 High c1 1] High 49 0. 000688 u]
332 MIDEHANEDYER. 2 1 1 Pe1027 1440,63506  3.0E+05 0.0E400 0 1.042E-05 High 57 1] u]
333 FFETS#AK z2 3 2 Pe1027 ;0900 82940975 Z.0E408 1.5E+08 0.00z 0.02578 High 20 o High 29 0.03185 a
334 TYDLLFE 1 1 1 Pe1027 §99.458754  0.0E+00 2.2E+07 0.002 0.01741 High 17 0.65056 u]
335 AMIMIEE 1 1 1 Pa1027 G01.44545  1.6E408 0.0E+00 0,004 004421 High 37 o a
336/Q21v41  Ras-related protein Rab-14 O5=Musr 67,91 18 14 15 32 tkalytic activity Golgi; cytosol 7d biogenesis PFO000Y; (BE365 4.5E+08 Z.0E+03 ###4# 5581 13 19 22662 50,70 9 13 Z15 23.9 6.2

Good to know e Unique (Z# Unique Peptides) and all peptides (Z# Peptides) together with sequence coverage (2 Coverage) are used to understand sequence representation of the particular protein. ® Peptide
Spectrum Matches (£# PSMs) indicates how many MS/MS spectra that were matched to a particular protein or peptides. PSMs can be used as a quantitative metric. When comparing same protein, higher number
is an indication of higher abundance. The robustness of this metric increases with greater numbers. ® Areas assigned to proteins is calculated as the average-area-of-the-3-most-intense-peptides-signal. Uniqueness
or not of a peptide is not taken into account. The ability to gauge changes increases with increased with fold difference and signal. A peptide or protein assigned an ‘area’ of 0 was either not matched or could not
be quantified. ® A peptide match False Discovery Rate (FDR) is calculated per searched data set. Peptides can be assigned as High (FDR < 1%), Medium (FDR: 1%-5%) or Low (FDR >5%) confidence based on

statistical calculations.



