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ONLINE SUPPLEMENTARY MATERIAL

Supplemental Figure 1: (A) THP-1 cells were treated with mir-mimics for 2 h and 

immunoblotted for TLR2 or Actin.  (B) TLR8 Gene expression from GEO GSE47625 analyzed 

by GEO2R (NCBI).  NS = not significant.  (C) Human PBMC’s were treated with R848 (1µg/µL) 

for 2 h and immunoblotted for TLR8 or Actin.  (D) THP-1 cells were treated for various time 

points with R848 (1µg/µL) and immunoblotted for TLR2 or TLR4. 

Supplemental Figure 2: (A-E) Plasma cytokine levels from “control” or “ARDS” subjects.  (F-J) 

Plasma cytokine levels were plotted against TLR8 OD. No significant associations were 

observed.  All statistical analyses were performed in Graphpad.

Supplemental Figure 3: (A-C) RNF216 gene expression in three separate cohorts of critically 

ill subjects with or at risk for ARDS.  Gene expression values were generated from GEO2R and 

plotted in Graphpad.  Datasets were analyzed by Student’s T test.

Supplemental Table 1: Demographic Characteristics of subjects with ARDS for which 
Nanostring miRNA array was performed.

Supplemental Table 2: Clinical and Demographic characteristics of subjects for which plasma 

samples were assayed for ability to activate TLR8.

Supplemental Table 3: miRNA counts above baseline from Nanostring miRNA array from n=6 

ARDS subjects

Supplemental Table 4: RNF216 Gene expression is down-regulated in three separate gene 

array datasets from critically ill humans at risk or with ARDS compared to control.  The table 

summarizes findings from three separate studies examining gene expression changes in human 

subjects with risk factors for or with ARDS.  Gene expression data was analyzed via GEO2R 

(NCBI).
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Supplemental Figure 1: (A) THP-1 cells were treated with mir-mimics for 2 h and immunoblotted for TLR2 or 
Actin.  (B) TLR8 Gene expression from GEO GSE47625 analyzed by GEO2R (NCBI).  NS = not significant. 
 (C) Human PBMC’s were treated with R848 (1µg/µL) for 2 h and immunoblotted for TLR8 or Actin.  (D) 

THP-1 cells were treated for various time points with R848 (1µg/µL) and immunoblotted for TLR2 or TLR4. 
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Supplemental Figure 2: (A-E) Plasma cytokine levels from “control” or “ARDS” subjects.  (F-J) Plasma 
cytokine levels were plotted against TLR8 OD. No significant associations were observed.  All statistical 

analyses were performed in Graphpad. 
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Supplemental Figure 3: (A-C) RNF216 gene expression in three separate cohorts of critically ill subjects with 
or at risk for ARDS.  Gene expression values were generated from GEO2R and plotted in Graphpad. 

 Datasets were analyzed by Student’s T test. 
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Supplemental Table 1: Demographic Characteristics of subjects with ARDS for which 
Nanostring miRNA array was performed

Supplemental Table 1
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Supplemental Table 2: Clinical and Demographic characteristics of subjects for which plasma samples were 
assayed for ability to activate TLR8. 
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Supplemental Table 3: miRNA counts above baseline from Nanostring miRNA array from n=6 ARDS subjects 
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Supplemental Table 4: RNF216 Gene expression is down-regulated in three separate gene array datasets 
from critically ill humans at risk or with ARDS compared to control.  The table summarizes findings from 

three separate studies examining gene expression changes in human subjects with risk factors for or with 
ARDS.  Gene expression data was analyzed via GEO2R (NCBI). 
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