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Table S1. Assay ID for each miRNA used in the study. 
Name Assay ID 

hsa-miR-34a-5p 000426 

hsa-miR-146a-5p 000468 

hsa-miR-155-5p 002623 

hsa-miR-200b-3p 002251 

hsa-miR-200c-3p 002300 

hsa-miR-223-3p 002295 

U6 snRNA 001973 

Cel-miR-39 000200 

 
 
 

 
 
Figure S1. U6 snRNA expression levels between patientswith NSCLC and healthy donors. Mann-Whitney test was 

used to determine statistically significant differences and the results were displayed on box plots. Horizontal line 

depicts the median Ct value, whereas the length of the boxes is the interquartile range that represents values 

between the 75th and 25th percentiles of individual Ct values. p values are shown. 

 

 

 

 

  



 

Table S2. Median Ct values, SD and median miRNA expression values in the plasma of patients with NSCLC 

(N=72) and healthy volunteers (N=33). 

 NSCLC patients (N=69) Healthy Volunteers (N=33) 
p value 

Ct SD Median Ct SD 

miR-34a 32.76 1.56 1.42 34.55 1.15 p<0.001 
miR-146a 26.07 1.36 110.97 28.50 0.99 p<0.001 
miR-155 31.55 1.16 3.09 32.02 0.77 p=0.646 

miR-200b 34.06 1.96 0.48 34.76 1.47 p<0.001 
miR-200c 32.90 2.22 1.36 34.26 1.12 p<0.001 
miR-223 21.94 1.35 1798.33 24.61 1.23 p<0.001 

Ct, cycle threshold; SD, standard deviation; miRNA expression values were calculated by the 2-ΔCt method, Mann-
Whitney test. 

 

 

 
Figure S2. Differential expression of miR-34a, miR-146a, miR-155, miR-200b, miR-200c and miR-223 in the plasma 

of NSCLC patients (N=69) treated with Nivolumab compared to healthy donors (N=33). 
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Figure S3. Correlation of miRNAs expression levels and patients’ clinicopathological characteristics. Correlation 

with (A) the histologic subtype, (B) bone metastasis, (C) liver metastasis and (D) the presence of multiple metastatic 

sites. Expression levels of miRNAs were assessed by the 2−∆ΔCt method and U6 snRNA was used as a reference 

gene. Statistically significant differences were determined by the Mann-Whitney test and the results are displayed 

on box plots. Horizontal line depicts median, whereas the length of the boxes is the interquartile range that represents 

values between the 75th and 25th percentiles of individual fold change expression values. Relative expression 

values on the y-axis are plotted on a log10 scale. p values are shown. 
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Figure S4. Correlation of miRNAs expression levels and response to immunotherapy, (A) Correlation of miR-146a 

and PDDC in the SqCC subgroup (B) Correlation of miR-223 and PDDC in the SqCC subgroup, (C) Correlation of 

miR-34a and DCR in the Non-SqCC subgroup, (D) Correlation of miR-200c and ORR in the Non-SqCC subgroup 

and (E) Correlation of miR-200c and PDDC in the Non-SqCC subgroup. p values are shown.  



 



 

Figure S5. Kaplan-Meier analysis for PFS (left column) and OS (right column) (A) miR-34a, (B) miR-146a, (C) miR-

155, (D) miR-200b and (E) miR-223, based on the microRNA’s expression levels in the plasma of patients with 

NSCLC (N=69). Median expression values for each microRNA subcategorized patients into high and low 

expression groups. Curves were compared using the log rank test. p values are shown. 

 





 

Figure S6. Kaplan-Meier analysis for PFS (left column) and OS (right column) based on the miRNAs’ expression 

levels in the plasma of patients with SqCC subtype(N=31): (A) miR-34a, (B) miR-146a, (C) miR-155, (D) miR-200b, 



(E) miR-200c and (F) miR-223. Median expression values for each microRNA subcategorized patients into high and 

low expression groups. Curves were compared using the log rank test. p values are shown. 

 

 

 

 





 

Figure S7. Kaplan-Meier analysis for PFS (left column) and OS (right column) based on the miRNAs’ expression 

levels in the plasma of patients with non-SqCC subtype (N=38): (A) miR-146a, (B) miR-155, (C) miR-200b and (D) 

miR-223. Median expression values for each microRNA subcategorized patients into high and low expression 

groups. Curves were compared using the log rank test. p values are shown. 

 

 

 


