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1. When validating ChimerMarker for MCC analysis, go to View, 
Preferences, and select the Chimerism tab.

2. Then, enter in the abbreviations you use in the sample file 
names to identify maternal and fetal samples.  Note: It is 
helpful to separate different sections of the file name by using 
a “-”, “.”, or “_”.

3. Click OK.

4. After editing your samples. Go to Applications and select 
Maternal Cell Contamination Analysis.

5. You will first need to group your maternal and fetal samples.
6. Click Grouping.



7. When the “File Name Group Editor” window opens, there will be a few options available to group your samples.



8. Choose a grouping method.
9. If choosing Match by Sections, the Group 

Identification refers to the section containing a 
case number or name.  The Control 
Identification refers to the section labeling the 
maternal and fetal abbreviations. 

10. The maternal samples are the control 
samples.  In this case, the maternal samples 
are identified by “Mat” in their name. If this 
abbreviation is case sensitive, you may select 
the checkbox.

11. For Control Match Mode, select Whole Words 
if the Control Identification needs to match 
exactly.  If not, you can select Include instead.

12. Click Match to see the samples grouped in the 
Matched Groups window.

13. When grouping is complete, click OK.



14. In the Maternal Cell Application 
Analysis window, you should see 
the samples grouped on the left 
with an “F” in front of the fetal 
sample names and an “M” in front 
of the maternal sample names.  If 
that is not the case, confirm the 
steps in this guide were completed 
successfully and contact 
tech_support@softgenetics.com.
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