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Figure S1. Distribution of GRAVY scores versus molecular weight (MW) of proteins
identified from normal rat liver and Morris hepatoma 7777 plasma membranes
using different treatments. The grand average hydrophobicity (GRAVY) values were
calculated for each identified protein as the arithmetic mean of the sum of the
hydropathy values of all the amino acids in a protein sequence. Proteins with
positive GRAVY values are considered to be hydrophobic, and those with negative
values, hydrophilic. Both data acquired by a QSTAR XL mass spectrometer (left) and an
Orbitrap Velos mass spectometer (right) are shown for comparison. Comparisons of
distribution of GRAVY scores are represented for a) ¢) LISW and LIPD, b) d) MHSW

and MHPD.



