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Supplementary figure S1.
Individual RNA expression counts for (a) immune cell type markers, (b) checkpoint inhibition markers, (c) chemokine and 
chemokine receptors, (d) anti-inflammatory cytokines, (e) pro-inflammatory cytokines, and (f) genes upregulated in FLC 
tumor



Innate lymphocyte gating strategy

Myeloid gating strategya

b

Lymphocyte gating strategyc

Supplementary figure S2. 
Representative flow cytometric gating strategy to define tumor-infiltrating myeloid (a), innate lymphocytes (b) and 
lymphocyte (c) populations in FLC and NTL. 
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Supplementary figure S3. 

UMAPs displaying myeloid-

centered panel flow cytometry 

analysis of live CD45+ cells from 

NTL (left) and FLC (right) of patient 

8 (a), patient 12 (b) and patient 13 

(c). UMAPs displaying myeloid-

centered panel flow cytometry 

analysis of live CD45+ cells from 

FLC of patient 9 (d) and patient 11 

(e). Each color represents a 

different immune population.  
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Supplementary figure S4. 
(a) Correlation matrix comparing productive T cell clonality in the tumor as well as CD8+ T cell, CD4+ T cell, Regulatory T cell, and macrophage densities in the carcinoma compartment of FLC tumors
(b) Overlap of TCR amino acid sequences for FLC tumor and NTL samples displayed as an Morisita’s overlap index (MOI) heat map and scatterplot matrix
(c) Distribution showing the frequency of T cell receptor CDR3β amino acid sequence clonotypes across individuals. (d) Distribution of CDR3 amino acid lengths demonstrates that clonotypes shared across at least two 
individuals are considerably shorter than those found in only a single individual (p<0.001 by Mann-Whitney U test). (e) Shared TCR sequences had significantly higher generation probabilities (***p<0.001 by Mann-
Whitney U test) as calculated by OLGA7 (f) Shared TCR sequences were significantly more likely to have been previously found to recognize common viral epitopes in VDJdb8. CMV- cytomegalovirus, DENV- Dengue virus, 
EBV- Epstein-Barr virus, HCV- Hepatitis C virus, HIV- human immunodeficiency virus, YFV- Yellow fever virus.
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Supplementary figure S5. 
Cleaved caspase 3 (cC3) after different treatment groups for individual patients with (a) percentage absolute 
values and (b) percentage increased using IgG control as baseline of zero



Supplemental Table 1
Multiplex immunohistochemistry (mIHC) primary antibodies



Supplemental Table 2
Flow cytometry antibodies
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