Control 24B (30ngfml}

Normoxia Hypoxia Normmoxia Hypoxia

Bad 22 o1 04 35
Bax o5 o5 a5 40
Bel-2 &0 71 79 k2
Bolx* 2 12 k4 18
Pro-Cazpase-3 230 188 247 T
Cleaved Caspase-d 138 124 128 a2
Catalase* 3 0 1 0

clap - 45 G0 &1 55
clap-2 45 53 44 52
Claspin 73 K g4 64
Clusterin 55 63 64 59
Cytochrome C 130 115 125 113
TRAIL R1/ DR4 &1 59 o 22
TRAILRZ/ DR5 a1 ] G0 21

FALD a7 G4 103 63
Fas ! TNFRSFS / COSE 45 33 45 30
HIF1a T8 £ b5 62
HO-1/ HMOX1J H5P32 33 51 L] 45
HO-2 / HM0X2 2o 115 111 o7
HSP2T 121 150 145 128
HSPED 165 151 173 147
HSPTO 132 125 141 12
HTRAZ/ OM1 93 G0 104 64
Liwvin 48 44 51 45
PONZ 78 50 45 28
p21 1 CIP1 1 CDKNTA 85 49 70 31

p2f | Kip1 i 35 o 26
Phosphog53 (515) 75 65 7B 57
Phosphop53 (548) 55 47 23 58
Phosphop53 (5352} 28 27 40 32
Phospho-Rad17 [5635) 42 72 458 45
SMAC ! Diablo 172 200 153 178
Surdvin 164 183 201 158
THF RI{ THFRSF1A 42 o5 42 47
HAap 65 g2 24 65

Supplemental Takble 1:

Analysis of proteome profiling of apoptosisrelated proteins. Numbers in the table represent the
mean densitometric intensities of duplicate sample spots. Proteins that are requlated 225% by 2-1B
after hypoxia {hypoxia vs. hypoxia + 2-1B) are denoted in baold letters. *, proteins with expression levels
£10% of the intensity of the reference spots. Note that several of the proteins are also influenced by 2-
IB under normoxic conditions.



