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Supplemental fig. 1. Graphical example of STR-PCR analysis.  
A visual example of STR-PCR peak analysis of patient 13 (compare to supplemental fig. 2). Fluores-

cence peaks of donor alleles in the FGA locus are boxed, patient alleles are boxed and shaded. Re-emerging 
recipient chimerism is revealed by re-appearance of patient allele peaks in the sample from day 243. Note 
that only one of the 3 alleles used for analysis is shown as an example. 
  



 
Transfus Med Hemother 

DOI: 10.1159/000370255 
 

© 2015 S. Karger AG, Basel 
www.karger.com/tmh 

Bach et al.: Monitoring of Hematopoietic Chimerism by Real-Time Quantitative PCR of 
Micro Insertions/Deletions in Samples with Low DNA Quantities  

 

3 

 

Supplemental fig. 2. Graphical example of indel-qPCR analysis. 
A visual example of indel-qPCR analysis of patient 13 (compare to supplemental fig. 1). ΔRn (change 

of normalized fluorescence) on a logarithmic scale is plotted against the PCR cycle (= amplification plot). 
Curves for GAPDH and the marker 8a at different time points are colored black and red respectively. 
Double headed arrows roughly indicate the delta ct for quantification. Re-emerging recipient chimerism is 
evident by a decrease in delta ct in samples from day 148 and 243, whereas no recipient allele could be 
detected in the sample from day 133. Note that only one of the 2 alleles used for analysis is shown as an 
example. 

 


