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Case Study

3.	 Reliable data across variable inputs

To test whether variable-cycle amplification affected 
comparability, the team ran a controlled RNA-seq 
study using K562 cells and liver tissue. Each sample 
was split into low-, medium-, and high-input aliquots 
and amplified using AutoNorm. The results confirm 
that dynamic amplification preserves quantitative 
relationships, even across 16-fold input differences.

Data consistency outcomes included:

•	 13+ cycles saved using AutoNorm
•	 Tight PCA clustering by biological origin
•	 R2 values >/= 0.99 across dilutions
•	 Consistent expression profiles
•	 No detectable bias from variable cycle 

amplification

“The replicates are incredibly tight...with an R2 
generally around 0.99 or higher.”

— Eric Chow

Figure 3. Correlation between dilutions confirms that variable cycle 
number does not impact comparability.
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Beyond ARTIC: A platform
for variable biology
Given the success of the ARTIC trial and comparability 
study, the UCSF team next plans to expand icon96 use 
into additional applications, particularly those with low 
or variable input. Dr. Chow noted that the icon system 
also supports process and assay development work, 
including temperature optimization and future melt 
curve–based QC.

Future applications:

•	 RNA-seq
•	 10x Visium spatial transcriptomics
•	 FFPE libraries
•	 ChIP-seq
•	 16S sequencing
•	 Metagenomics
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