E-R+ E+R+

Normal Vehlcle BIBW 2992 Rapamycin BIBW+Rapa Id Description

ADORA2B ADORA2B:adenosine A2b receptor

ALDOA "ALDOA:aldolase A, fructose-| blsphosphaE"

ANLN “ANLN:anillin, actin binding protein”

CDCA4 CDCA4 cell division cycle associated 4

CNIH4 CNIH4:cornichon homolog 4 (Drosophila)

ECE2 ECE2:endothelin converting enzyme 2

EIF251 ‘EIF2S1:eukaryotic translation initiation factor 2, subunln alpha, 35kDa"

gPN B GAPDH glyceraldehyde-3-phosphate dehydroge!
W GSS GSS:qutatmone synthetase
LDHALSB LDHALﬁB lactate dehydrogenase A-like 68
METTL11A
IF MIF macruphaoe migration inhibitory factor (glycosylation-inhibiting factor)
MIF4GD IF4GD:MIF4G domain containing
NME1 'NME1 :non-metastatic cells 1, protein (NM23A) expressed in"

PFKFB4 "PFIKFB4:6-phosphofructo-2-Kinase/fructose-2,6-biphosphatase 4"

PGAM1 PGAM1:phosphoglycerate mutase 1 (brain)

PGK1 PGK1:phosphoglycerate kinase 1

PSMB7 ‘PSMB7:proteasome (prosome, macropain) subunit, beta type, 7"

PSMD2 'PSMD2:proteasome (prosome, macropain) 265 subunit, non-ATPase, 2"

PVR PVR:poliovirus receptor
|  PWRLI PVRL1:poliovirus receptor-related 1 (herpesvirus entry mediator C; nectin)

PVRL2 PVRL2:poliovirus receptor-related 2 (herpesvirus entry mediator B)

PVRL4 PVRL4:poliovirus receptor-related 4

PYGL 'PYGL:phosphorylase, ulycogen: liver (Hers disease, glycogen storage disease type VI)"

RANBP1  RANBP1:RAN binding protein

SLC2A1 "SLC2A1:solute carrier fam ily 2 (facilitated glucose transporter), member 1"

SUMO1 SUM01 :SMT3 suppressor of mif two 3 homolog 1 (S. cerevisiae)

SUMO2 IMO2:SM T3 suppressor of mif two 3 homolog 2 (S. cerevisiae)

SUMO3 SUM03 SMT3 suppressor of mif two 3 homolog 3 (S. cerevisiae)

Pn TP triosephosphate isomerase 1

ZRANB2 ‘ZRANB2:zinc finger, RAN -binding domain containing 2"

ZRANB3  'ZRANB3:zinc finger, RAN-binding domain containing 3"
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Figure S7. (A) Heat map with gene expression values of a hypoxia-related signature.

After GSEA analysis, Winter’s hypoxia-related signature (from MSigdb, containing the genes
shown) was found to be significantly enriched in EGFR-TL tumors compared to normal lung,
and was reversed by drug treatments. (B) Absolute gene expression values of HIF1A and GLUT1
obtained from microarray data.



