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Figure 1.  Diagram of primer binding sites targeting transcripts using the 5’-3’ qPCR assay in bloodstains stored for 

up to one year. Heavy solid lines are coding sequence or primers while thin lines represent non-coding regions. 

The kinetics of transcript degradation assessed over a storage period of 1 year using the 5’-3’ qPCR assay 

for four transcripts analyzed in detail are shown in Figure 2. 

 

Figure 2.  Degradation kinetics for transcripts (expressed as ΔCt) from the LGALS2, CLC, S100A12, and B2M genes 

during storage of blood stains for up to 52 weeks.  The 5’-3’ qPCR assay was used to quantify the abundance of 

transcripts in dried bloodstains aged at room temperature for up to 52 weeks.  Stains from three males and 

females were studied and shown are the average ΔCt values with standard deviations for each storage time point.   

We have explored the degradation kinetics for LGALS2 in multiple storage experiments and find 

degradation kinetics are very reproducible from assay to assay as shown in Figure 3 in which Ct values representing 

numerous data points obtained from experiments performed on different dates are shown. 
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