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Supplemental Table 1.  Genes used in Inflammatory, EMT, and IPRES signatures 

 

 

 

 

 

  

Inflammatory 
Genes 

 EMT Genes  IPRES Genes 

CCL5  Epithelial   ANGPT2 
CCR5  CDH1  AXL 
CD274 (PDL1)  CDH3   CCL13 
CD3D  CLDN4  CCL2 
CD3E  EPCAM  CCL7 
CD8A  ST14  CDH1 
CIITA  MAL2  FAP 
CTLA4    FLT1 
CXCL10  Mesenchymal   1L10 
CXCL11  VIM  LOXL2 
CXCL13  SNAI2  RORS 
CXCL9  ZEB2   TAGLN 
GZMA  FN1  TWIST2 
GZMB  MMP2  VEGFA 
HLA-DRA  AGER  VEGFC 
HKA.DRB1    WNT5A 
HLA-E     
IDO1     
IL2RG     
ITGAL     
LAG3     
NKG7     
PDCD1     
PRF1     
PTPRC     
STAT1     
TAGAP     



Supplemental Table 2.  EMT Gene Lists from the Literature 

 

Notes. 

1. Classic EMT gene, but expression level too low so not used 
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Genes Ref 1 
(lung) 

Ref 2 
(lung) 

Ref 3 
(lung) 

Ref 4 
(lung) 

Ref 5  
(lung) 

Ref 6  
 (pan 

tumor) 

Ref 7  
EMT 

database 

Ref 8 
(breast) 

Avg 
gene 
reads 

Notes 

Epithelial            
CDH1 X X X X X x X X 45  
CDH3   X X X  x   136  
CLDN4    X   X X 127  
EPCAM  X X X  x X  158  
ST14  X X X  x   202  
MAL2   X   x   155  
           
           
Mesencyhmal            
VIM X X X X  x X X 326  
SNAI2 X X  X X  X X 39  
ZEB2   X  X X  X X 34  
FN1 X  X      71  
MMP2 X  X    X  265  
AGER    X   X  33  
           
SNAI1 X    X  X X 9 1 
TWIST1 X X  X X   X 9 1 
ZEB1  X X X X x X X 8 1 
FOXC1       X X 5 1 
TWIST2  X   X   X 2 1 
CDH2  X   X X   X 2 1 
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Supplemental Figure 1: PD-L1 gene expression and response. (A) Number of counts of PD-L1 gene expression 
levels in responders and PD patients. (B) log2 z-scores of PD-L1 gene expression levels in responders and PD patients.  

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



 

Supplemental Figure 2:  Comparison of markers of T cells and Macrophages with response. (A) Expression 
levels (number of reads) of established macrophage associated genes (CD68, CD14, CD163, CSF1R) in responders 
and PD patients. (B) Expression levels of established T cell associated genes (CD4, CD8A, CD8B) in responders and 
PD patients.  

 

 

 

 

 

 

 

 

 

 

 



 

Supplemental Figure 3: Innate PD-1 resistance score (IPRES) and chronic IFN activation score and response. 
(A) Comparison of the log2 z-scores of the IPRES signature in responders and non-responders. The IPRES score was 
calculated with and without expression levels of CH1 (E-cadherin). (B) Comparison of a chronic interferon activation 
score in responders and non-responders. This score included 9 established genes involved in chronic interferon 
activation (STAT1, IFI44, IFIT1, IFIT3, OAS1, OAS2, MX1, IRF7, and ISG15). 

 

 

 

 

 

 

 

 

 

 



 

Supplemental Figure 4. Markers of TGFβ signaling and response.  Expression levels (reads) of 5 established genes 
involved in TGFβ signaling (TGFB1, TGFBR2, ACTA2, COL4A2, and TAGLN) in responders and non-responders.  

 

 

 


