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• Samples: 15 µM FFPE GIAB scrolls (HG002–
HG005) (n=48) sourced from Horizon Discovery

• FFPE Extraction: Automated truXTRAC FFPE 
SMART Total NA (Sonication STAR) vs. Supplier α 
DNA/RNA FFPE kit

• Library Preparation: truCOVER WGS Kit with 
Amplification. vs. Supplier A Kit (includes  
Amplification) (100 ng input, 8 cycles)

• Analysis: Illumina NovaSeq X Plus (30x 
coverage); analysis via CLC Genomics 
Workbench and hap.py tools
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• FFPE Challenges: Conventional FFPE extraction 
and library preparation methods as input to WGS 
are often low yielding, low purity, and have non-
uniform coverage, leading to a reduction in usable 
reads and variant calling precision1 

• Our Solution: An integrated workflow of the 
truXTRAC® FFPE SMART Solution on the 
Hamilton Sonication STAR ARW and 
truCOVER® DNA WGS Library Preparation to 
maximize data reliability and yield throughout the 
process

Methods

Conclusions

Detailed protocols and procedures are described in 
the truCOVER WGS Library Prep Kit product 
manual3, prior publications4,5 and in the associated 
Application Note2.

Figure 1 Experimental design for truCOVER and truXTRAC FFPE through WGS 
solution.

• Scalable Workflow: Automated extraction 
process with minimal manual handling

• Reduced QNS Risk: Higher DNA recovery and 
library efficiency maximize data from limited FFPE 
inputs

• Enhanced Extraction Quality: Samples extracted 
with truXTRAC show improved purity

• Improved Amplification and Sequencing: 
truCOVER prepared libraries show increased 
amplified library yield and median coverage

• Superior Data Quality: Significant reduction in 
regions of zero coverage and higher read retention

• Superior Variant Calling: Combining truXTRAC 
and truCOVER ensures high-confidence variant 
calling (F1 >0.95) for both SNPs and INDELs
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Results

Figure 2: (A) FFPE Extraction Yield and (B) FFPE Extraction Purity (260/280 Ratio) with truXTRAC and Supplier α. (C) Amplified library yield from 100 ng 
of input after 8 cycles using truCOVER and LP Supplier A.
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Figure 3 (A) Final Usable Data after bioinformatic QC (B) Sample Median Coverage (C) Regions of Zero coverage.

Figure 4 F1 score (harmonic mean of Precision and Recall), for (A) SNPs and (B) INDELs Libraries were prepared from 100 ng input with 8 cycles of 
amplification. F1 Analysis performed using hap.py tools from Illumina.
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