
Quick Start Guide  



Load donor and 
recipient samples 

Run wizard  

Automated size 
and allele Call 

Review data 

Select CHM Analysis 
Application  

Clinical Research 
Report 

üRapid accurate allele and size calls 
üAutomated detection of informative alleles  
üLinked chimerism calculations and statistics  
üAudit trail and electronic record  

Applications:  
 
üSingle Donor Analysis  
üDouble Donor Analysis  
üMaternal Cell Contamination  

Longitudinal 
Report 



üOpen Data Files: 
üAdd  

üSelect Files 
(CTRL+A)  

üStart Your Project: 
üOpen Data 

View ->Preference-> Chimerism  

*specify identifiers for  
donors, recipient and sample 
origin  

See ChimerMarker Manual 
Chapter 2 



List of Files 
D1= Donor  
R=Recipient 

Electropherograms 

Synthetic Gel Image 

See ChimerMarker Manual 
Chapter 3 



üClick on Run Icon to begin 

Run Wizard Template Selection: 
ÅSelect the appropriate Panel and Size Standard 
from Drop Down Menu.  

Data Processing: 
üSelect òAuto Create CHM Paneló to have  ChimerMarker  
automatically create  a Chimertyping panel and apply it.  
ü Deselect to manually create Chimertyping panel  

Additional Settings:  
 
*Select Auto Select Best Ladder and Auto 
Panel Adjustment 
*These two options can only be used if 
Panel is already calibrated.  
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See ChimerMarker Manual 
Chapter 2 and 3 

IMPORTANT : Please calibrate panels to 
your instrument before proceeding. Refer to 

*Slide 7 or *Chapter 6 in User Manual or  
contact *Tech_Support@softgenetics.com 



Size Called Samples 

Green=High Lane Quality  
Yellow=Requires Verification  
Red=Size Did Not Occur 

Electropherograms 

Peak Chart/Table  

Main Toolbar  
Allele Report Table 

Denotes Donor, Recipient and Shared 
Alleles in Post BMT samples 



*Tools ĄPanel EditorĄ Select Panel of Interest under òPanel Templateó 

*If one or more allele is 
not aligned correctly to its 
bin:  
 
ÅAdjust and calibrate 
panel 

ÅHold Shift key + 
Left-mouse click on 
Marker Label or Bin 
and drag it left or 
right to align it to the 
alleles. 

 
ÅAdjust marker 
parameters-> Filter out 
noise 

See ChimerMarker Manual 
Chapter 6 


