Figure 1. en-exRNA discovery & characterization pipeline
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Figure 2. Human plasma exRNA microbiome diversity
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Figure 3. ENCODE data available for mir-150
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Figure 4. Human TF & miRNA
regulatory networks
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Table 1. Exosome packing
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GM12878 RXRA Fk
GM12875 SIN3AK28

Lysozyme 14144

GM12878 SIKS FK
GM125875 SF1 Fk

Ovalbumin 5947
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Hemoglobin 4187
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Chymotrypsinogen 10903
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DNA 0.03
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RNA (24mer) 71859
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RNA (75mer) 22995

Jul-2014 Jul-2015 Jul-2016

Figure 5. Timeline - Gantt Chart Jul-2013
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