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Figure 3
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Figure 4
a) Co-enriched proteins b) Co-enriched unique peptides
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Figure 5

Extracellular Space

91 c255
s B
—_— / —_
Plasma Membrane
c155, c178, /’ $27,529,  T19,526, 1977, c1091,
€274, /‘3&7 €599 T127 c467, , $81,5101, (13 1146 e
c1o82 c1839 5118 P \

1*

c403
¥ R
SLERDA1 CE.(

c157, c260, c291,
€307, ¢311, Y1172 _

P'?K ’ PTRRF MA@S*

— -

Cytoplasm - /
/”/ == 7*
Z & @
HSP90AA1 T.g' HEI‘JD1 TM*SSB BTPN1 S . 513, c40,
719 c409, $323, c336,
5231 e c86 Cg;’ 550, // $511, $340, 5348,
215, 5589 €358
/7
7/
— 7 —
Nucleus

c180, 185,

€351, 393 A@M
513, 527, 1
$40, 541,
$108, 5139,

€315, c522,
c584, c661

Red: with cys modification

: with phosphorylation
,s Orange: with both
~ Sites in green: downregulated

c249 €263, c407, 1226, 5228 Sites in blue: upregulated

c446, S711




Figure 6
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Figure 7 Up-regulated SIA proteins
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Figure 8 Down-regulated SIA proteins
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