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Table 1. Experimental design table. exonic reads, low ribosomal

reads; Table 2). Expectedly,
raw reads and unigue gene
counts increase as RNA input

Table 2. Sequence and pipeline quality
meitrics. Q30 and PF values provided by
sequencing. Mapping, exonic reads, and
ribosomal reads provided as sample average

Libraries were constructed using the Watchmaker mRNA
Library Preparation (Fig 1) kit with input groups of 10 ng, 50

ng, and 200 ng of UHR RNA (Table 1). IDT xGen Stubby + standard error. increases (Fig 4). » ElevateBio’s automated workflow generated high-quality libraries and
Adapters and UDI' barcode primers were used to individually maintained highly consistent gene expression profiles across input groups
fag samples for mulfiplexing. a) b) using the Watchmaker mRNA Library Preparation kit

21500 « This work supports the robustness of ElevateBio’s system and suitability for
high-throughput library preparation with flexible input ranges
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» ElevateBio’'s automated solution can provide customers with a validated
method capable of delivering highly reliable and concordant data
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Watchmaker RNA Library Prep kit [ LR 20- 20500 without constraints of sample variability or batching
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flgure 4. Dot p.lo’rgof a) totql raw read.s and b) unique gene count per RNA N Iy N
InpUi group. Slg nificance differences in means determined by one-way https://www.watchmakergenomics.com/media/wg/asset/%2Fm%2F2%2Fm223_mrna_library_prep kit _ug wmug214 v2-2-1224.pdf
ANOVA, Tukey with p <0.05.
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