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Does the DNA Evidence Support Your Conclusion? 
 

Whether DNA evidence supports a hypothesis or conclusion is a difficult question, and requires 
an in-depth analysis of the many specific issues that arise when utilizing DNA. This is something 
with which genealogists are still struggling. Indeed, EVERY type of evidence involves its own 
issues that must be considered. Among the issues that must be considered when using DNA 
evidence are the following: 
 

1. Confirmation Bias 
 
There is an extreme danger of confirmation bias in genealogy. However, this is an area where 
genealogy can learn from and borrow from science. The goal of science and the scientific method 
is NOT to confirm a theory or hypothesis; it is to reject a theory or hypothesis! Are you gathering 
evidence to support or reject your hypotheses? 
 

2. Tree Completeness 
 
How complete are the trees you are comparing? In other words, how confident are you that the 
DNA couldn’t have come from other shared ancestors? This is one of the biggest problems 
currently faced by those utilizing DNA evidence. Without sufficient data, it can appear that a 
segment comes from one ancestor, only to learn with additional testing or other data that the 
segment came from another previously unknown or unconsidered ancestor or ancestral couple.  
 
For example, you have (on average) 32 great-great-great-grandparents. How many of those do you 
know? If you’re comparing with 4th cousins, some of the closest matches we have, how sure are 
you that you’re comparing all of your ancestors and all of your match’s ancestors back to that 
generation? 
 

3. Segment Size and False Matching 
 

Are you avoiding small segments and ensuring that the shared segment size(s) are reasonable in 
view of the hypothesized relationship? Many to most small segments are problematic, so we should 
either avoid them entirely or provide considerable reasoning as to why it can be utilized.  
 

4. Total Shared DNA 
 
Are you ensuring that the total shared cM is reasonable in view of the hypothesized relationship? 
 
 



5. Segment Frequency 
 
We care about segment frequency because segments that are frequently found within a population 
can cause issues when we are trying to assign them to a particular ancestor, or use them to support 
a genealogical conclusion. The more common a segment, the greater the probability that you could 
have inherited it from an ancestor OTHER than the ancestor you think it is! Additionally, it has 
been suggested that the more common a segment, the older the segment may be, which makes 
sense (although these studies tend to focus on the smaller segments that we should largely be 
staying away from – see HERE for more). The more time a segment has been around, the greater 
the chance that it could be widespread. 
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