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Supplementary Figures 1. Gossypol induced the fold of changes in DNA damage repair and replication
associated proteins from the untreated and 40 pmol/L gossypol-treated U266 cells for 24 h as determined
by quantitative proteomics.
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Supplementary Figure 2. Gossypol induced the fold of changes in mitochondrial 28S associated
proteins from the untreated and 40 pmol/L gossypol-treated U266 cells for 24 h as determined by

quantitative proteomics
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Supplementary Figures 3. Gossypol induced the fold of changes in mitochondrial 39S associated proteins from
the untreated and 40 pmol/L gossypol-treated U266 cells for 24 h as determined by quantitative proteomics.



b; b,

(a) vhdaffidediontn ) vAPRSASefh

\ :
X ‘ 2
I ‘: ‘ ; |H|“l Il I‘h ) 4 I‘l ";Th‘ 1l ’ 1 ‘ l 1! ! A’ .L‘L)L L1 lad ‘ || T I | { ‘HN‘:\.LA\ ) l .th' | k

sa0 600 700 800 200 1000 10 200 300 400 00 00 00 500 900 1000

© WERRERRRALBRE bR AR

Iative Abundaiice

200 1100 1300 1500

Supplementary Figure 4. The MS/MS spectra of peptides for identification of selected proteins. (a) MS/MS
spectrum of a doubly charged peptide ion at m/z 550.83276 for MH,2* corresponding to the mass of the peptide
VVALLGFGYR from BAK; (b) The MS/MS spectrum of a doubly charged ion at m/z 565.82330 for MH,2*
corresponding to the mass of the peptide VNHVTLSQPK from B2M; (c) The MS/MS spectrum of a doubly
charged ion at m/z 824.40997 for MH,2* corresponding to the mass of the peptide HKWEAAHVAEQWR from

HLA-A; and (d) The MS/MS spectrum of a triply charged ion at m/z 959.16528 for MH,3* corresponding to
the mass of the peptide TQTLQHHNLLVCSVNGFYPGSIEVR from HLA-DR. The labeled peaks correspond
to masses of y and b ions of the peptide.



