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Hi all! We got a whole bunch of data back at the beginning of the month and it’s taken a little 
while to sort through, but we’ve got some new results to share. Check out our little update below 
and let us know if you’ve got any questions. REMINDER: Our next monthly catch-up, on Sept 
5th, will be hosted at Great Bay for everybody who’s able to make it out in person, with 
dedicated time to discuss data. We will be sending out some more information on that next 
week. 
 
 
Great Bay eDNA vs. Seining 
 
 

 
This diagram compares our eDNA sampling data to seine counts performed by NH Fish & 
Game over June 18-19th and July 2nd. A few observations: 

• We see substantial overlap between the datasets, meaning that for the most part, eDNA 
was able to successfully detect the same species that the net counts did. However, 
several species detected in the net counts were not seen in eDNA, meaning that there 
was insufficient detection at some stage of our process.  

• In general, it’s more likely that the failed detection of a particular species is due to a 
database issue (such as an inability to distinguish two closely related species) than 
with the sampling process itself. See our story below on the blueback herring for an 
example. 

• The species that were detected by eDNA alone are, like the earlier eDNA vs. larval 
fishing data, an early sign of the potential sensitivity and usefulness of eDNA as a  



	

	

2	

UNIVERSITY	OF	NEW	HAMPSHIRE	•	GREAT	BAY	•	SOUTH	SLOUGH	•	WELLS	NERRS	
	

detection tool. However, there are still other reasons why DNA from a particular species might 
appear in a sample without necessarily being present in the estuary. According to Chris, most of 
the species picked up by eDNA alone are notable for being larger, fast-moving fish that are 
unlikely to be caught in by seine fishing -- which is a fascinating possibility to consider! 

 
 
Alewife vs. Blueback Herring 
 

 
 
You can see in the chart above that one of the species detected in the seine counts but not in eDNA is 
the blueback herring (Alosa aestivalis). However its close relative, the alewife (Alosa pseudoharengus), 
was detected in both the net counts and eDNA samples. This provides a great example of the nuances 
of eDNA detection and species designation, and how eDNA sampling can be a useful supplement to 
traditional monitoring methods. 
 
In our database, the reference mitochondrial genomes for alewife and blueback herring are 99% 
identical – over 16,646 nucleotides. Because of this high degree of similarity, it’s possible that we are 
getting blueback herring DNA in our samples, but are unable to distinguish it from alewife DNA. While it 
would be possible to distinguish between the two species if we ran enough DNA, it would require a lot 
more effort. Thus, the decision on whether or not discerning two genetically similar populations is 
“worth it” relies on the discretion of the reserve managers and their needs and goals with the particular 
species in question. 
	


