Table S2. Compilation of biophysical properties analyzed in this manuscript.
	1. Polarity

2. Isoelectric Point
      Hydrophobicity Scales:

3. HPLC retention at pH2.1 [1]
4. HPLC retention at pH 7.4 [1]
5. Retention in HFBA [2]
6. Retention in TFA [2]
7. Rao and Argos [3]
8. Black and Mould [4]
9. Breese et al. [5]
10. Chothia [6]
11. Kyte and Doolittle [7]
12. Eisenberg et al. [8]
13. Fauchere and Pliska [9]
14. Guy [10]
15. Janin [11]
16. Abraham and Leo [12]
17. Manavalan et al. [13]
18. Miyazawa et al. [14]
19. Aboderin [15]
20. Parker et al [16]
21. HPLC at pH3.4 [17]
22. HPLC at pH7.5 [17]
23. Rose et al. [18]
24. Roseman [19]
25. Sweet et al. [20]
26. Welling et al. [21]
27. Wilson et al. [22]
28. Wolfenden et al. [23]
29. Hopp and Woods [24]


Table S1: Biophysical properties used to analyze the yeast and human proteome. We applied principal component analysis to eliminate redundancy in the 27 hydrophobicity scales. The first principal component captures 75% of the total variance for these 27 scales, and thus serves as an “aggregate” hydrophobicity metric that correlates well with each of the individual hydrophobicity scales. In addition, polarity correlates with the aggregate hydrophobicity scale (correlation coefficient r2 = - 0.93, see Fig. S1), and can therefore be eliminated as an independent property. In summary, the list of 29 properties could be reduced to the aggregate hydrophobicity scale and isoelectric point. The scales were implemented using MATLAB’s Bioinformatic Toolbox.
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