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 5. Timeline - Gantt Chart
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Figure 4. Human TF & miRNA
regulatory networks
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Table 1. Exosome packing

Molecules/

Elemen

BSA

Lysozyme
Ovalbumin
Hemoglobin
Chymotrypsinogen
DNA

RNA (24mer)

RNA (75mer)

3210
14144
5947
4187
10903
0.03
71859
22995
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Aim 1
Data preprocessing

Splicing library 1
Mapping to genome and peptides
Non-coding transcription
ASE and RNA editing
Software distribution and data sharing
Aim 2
Phylogenetic study 1
Secondary structure 1
Software distribution and data sharing 1
Aim3 |
miRNA targets prediction 1
Integration with functional genomics data
Clustering and network |

Software distribution and data sharing 1




