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Whole Transcriptome Services: Quality Control (QC) Standards

Every bulk RNA sample submitted to Signios Bio undergoes a standardized, two-tiered primary Quality Control (QC)
check to verify absolute concentration and structural integrity before library preparation begins. This guide outlines our
assessment metrics, explains how we handle low-quality or degraded samples, and provides a clear benchmark for the
data quality you can expect based on your starting material.

Sample QC Total RNA Assessment —-Qubit™ and TapeStation™

Signios Bio measures two critical metrics for sample QC to ensure quality control throughout processing.
Concentration is assessed via Qubit and Quality via Tapestation. Quality metrics are assessed by two methods:

RNA Integrity Number (RIN): Evaluation of 18S to 28S ribosomal RNA (rRNA) peaks to determine structural
continuity for high quality sample assessment.

DV200: Percentage of RNA fragments that are greater than 200 nucleotides in length. A more reliable metric for
degraded samples.
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Figure 1: Representative Electrophoregram generated ~ ©i8ure 2: Representative Electrophoregram generated

from TapeStation shows profile of high quality RNA fro.m. _ Tap(.eStatilon showing SDNA contamination
input from micro-dissected tissue with intact 18S & artificially distorting RIN. If gDNA is present, an in-house

28S peaks. DNase treatment ($30/sample) is recommended.
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Figure 3 & 4: Representative Electrophoregram generated from TapeStation showing profiles of low quality Total RNA.
Both have RIN 1.6 and no presence 18S & 28S peaks. Evaluation moves to DV200 to assess intact fragments >200bp
for proper quality assessment.
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Library QC Assessment -Qubit™ and TapeStation™

Sample QC will determine the appropriate library prep workflow for your samples based on Qubit quantity and
Tapestation RIN/DV200. After library preparation, all libraries will undergo a quality assessment. Review of the
tapestation file will confirm library peak is the appropriate size and there are no adapter dimers.
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Figure 5: (A) Representative Electrophoregram generated from TapeStation shows profile of NGS library generated
using the RNA isolated from fresh-frozen tissue. (B) Representative Electrophoregram generated from TapeStation
showing a library QC profile that contains adapter dimers.

Data QC Assessment -lllumina Reporting

After sequencing is completed, the team will check the data QC report to verify read depth is achieved, Q30 scores are
met along with run reports to confirm quality distribution, base distribution and GC distribution meet lllumina standards.

Table 1: Raw reads summary
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R1 | 39.656 | 38127191 | 49.53 || 0.01 | 1.13 | 2.18 | 96.69 || 3812.72 | 100.0
R2 | 37.07 | 38127101 | 49.84 || 0.27 | 3.49 | 5.02 | 91.21 || 3812.72 | 100.0
R1 3961 43217226 48.98 0.01 1.11 2.07 | 96.81 4321.72 100.0
R2 | 38.11 | 43217226 | 49.26 || 0.26 | 3.34 | 4.73 | 91.67 || 4321.72 | 100.0
R1 | 39.5 0.01 | 1.22 | 2.10 | 06.58 || 3917.37 | 100.0
R2 : 03 | 3.7 | 5.18 | 00.82 || 391737 | 100.0
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Figure 6: (A) Representative FastQC report showing quantity and quality of reads obtained from the sequencing run. (B)
Representative Illumina Run Metrics showing instrument performance.

Contact us today for questions about our QC processes, services or planning your customized solution.

@ info@signiosbio.com

@ (888) 440-0954
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