
Supplemental Figure 1. Technical NGS quality and quantity data for each matrix. 

Fractions of small RNA from exosomes, serum and blood cells were analyzed by small RNA-Seq using Illumina sequencing by synthesis 

chemistry. Sequencing septic shock patients resulted in mean library sizes of 3.94 x 106 ± 4.22 x 106 reads for exosomal, 5.01 x 106 ± 

4.62 x 106 reads for serum and 2.67 x 107± 1.37 x 107 reads for cellular samples. Library sizes for healthy volunteers were 7.65 x 106 ± 

6.32 x 106 from exosomes, 5.48 x 106 ± 4.46 x 106 from serum and 2.16 x 107 ± 9.78 x 106 from cells. Overall sequencing quality was 

high, with a mean per base Phred score of 36.33 ± 0.26 (SEM) and a mean per sequence Phred score of 35.94 ± 0.09 (SEM).. Trimmed 

reads were subsequently filtered by depleting sequences pertaining to rRNA, tRNA, snRNA and snoRNA, and matched to known 

miRNAs by alignment to miRBase. Mean reads mapping to human miRNAs for septic shock patients were: 2.99 x 106 ± 2.67 x 106 

(exosomes), 9.99 x 105 ± 1.85 x 106 (serum), 2.50 x 106 ± 1.29 x 106 (blood cells); for volunteers:  1.66 x 106 ± 1.20 x 106 (exosomes), 

3.16 x 105 ± 1.95 x 105 (serum) and 2.54 x 106 ± 1.13 x 106 (blood cells).  



 


