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Background RESULTS
» Long coding and short, non-coding (microRNAs) RNAs yield
valuable information about the abundance and novelty of the
transcriptome and the epigenetic regulation of it, respectively

» PALS-NS is able to detect RNA species in proportion to their input
(Fig. 3) with the expected number of false positives
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> Noncoding RNAs are of interest for clinical research applications, ~ » Truncation of longer transcripts (>700bp) increases in highly
as their relative stability and tissue-specific nature make them concentrated and complex samples (i.e., with short and long species
viable candidates for disease-state biomarkers present), implicating competition during the RT step (Fig. 4, Fig. 5)
» Consideration of epigenetic regulation requires examination of the > While all libraries detected the same protein coding RNAs (Fig. 6A),
guantitative relationships between noncoding and long coding PALS-NS improved the detection of long noncoding (Fig. 6B) and
RNAs from a few input samples microRNAs (Fig. 6C).

» Current methodology for detecting all types of RNAs are limited to

_ o _ _ _ _ _ » PALS-NS captures non-coding RNAs (Fig. 7, component A), that
biotype specific sequencing experiments, which are incompatible
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» Overarching Aim: to deliver a sequencing workflow and its  (Table 1)
bioinformatics ecosystem that allows for the simultaneous analysis
of coding and non-coding RNAs (“universal RNAseq”) for — ETTE—
epigenetic research applications o - -
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» We propose the universal, single tube polyadenylation of RNAS In L : PALS-NS for protein coding RNAs (A), long non -coding RNAs (B), microRNAs
. . . . C) and rib | RNAs (D).
a sample as a means for making all species present compatible for o4 (C) and ribasomal RNAs ()
use in SMART-Seq protocols £ — | ‘ T
ik
: i : : '?_., T [ Graup
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» Biological samples were analyzed through three platforms for | 5 I R B B [N B R —
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» A custom bioinformatics pipeline was developed Figure 2B to 2250
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