CHARTING EXTRACELLULAR TRANSCRIPTOMES IN THE HUMAN BIOFLUID RNA ATLAS
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Introduction Results

Extracellular RNAs in biofluids have emerged as potential biomarkers for disease. Where More than 1000-fold difference in RNA concentrations amongst different biofluids CircRNAs are enriched in biofluids compared to tissues Biomarker potential of mRNA in sputum, urine and CSF
most studies focus on plasma or serum, other biofluids may contain more informative RNA
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Fig 1. (A) Relative RNA content per biofluid. Every bar represents the mean relative RNA concentration per biofluid. Fig 3. (A) One gene can give rise to mMRNAs through linear splicing, as well as circRNAs through a l0g2 fold change l0g2 fold change l0g2 fold change
(B) Correlation between the relative small RNA and the mRNA concentration. The Spearman correlation coefficient process called backsplicing where a downstream 5’ donor binds to an upstream 3’ acceptor. Both mRNAs
is 0.83 (p-value = 1.76 x 10°%). (C) The number of mMBRNAs and miRNAs with at least 4 unique read counts in both repli- and circRNAs can be detected in the mRNA capture seq data. (B) The circRNA fraction, calculated at the Fig 5. (A, C, E) Boxplots of relative mRNA content. (B, D, F) Volcano plots of differentially expressed
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of 11 million read pairs for mRNA capture sequencing; 9 million read pairs for small RNA sequencing).
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AgF: aqueous fluid; BAL: bronchial lavage fluid; CSF: cerebrospinal fluid; mRNA: messenger RNA; miRNA: microRNA; miscRNA: miscellaneous RNA; sn(0)RNA: small nuclear/nucleolar RNA; exRNA: extracellular RNA; PFP: platelet-free plasma; piRNA: piwi-interacting RNA; PPP: platelet-poor plasma; PRP: platelet-rich plasma; rRNA: ribosomal RNA;RNA: transfer-RNA E % CENTER FOR MEDICAL
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