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Background 1 

Traditionally North American chipmunks have been 

divided into two main groups. These consist of the 

Western group, divided into twelve species, and the 

Eastern chipmunk, divided into five subspecies. In 1929 

Arthur H. Howell wrote “Revision of the American 

Chipmunks” in which he divided the chipmunks into their 

current groupings based primarily on morphology of the 

skull and baculum (penis bone). This study applied 

molecular tools to test the validity of two subspecies of 

the Eastern chipmunk (Tamias striatus lysteri), 

occupying northeastern regions of the U.S., and (Tamias 

striatus fisheri), occupying an area between New York 

and Virginia.  

•24 Tissue samples collected during vector research  

•Two locations (2012) 

•Pleasant Valley, NY Duchess County (LCC) 

•Northern Site 

•Calder Center, Armonk, NY, Westchester County 

(CPV) 

•Southern Site 

•DNA extraction using Dneasy Qiagen Kit 

•400 bp region of 12s mtDNA was amplified (PCR) 

•DNA was visualized on a 1% agarose gel  

•PCR products were sent for sequencing (Macrogen, 

USA) 

•DNA sequences were then compared to one another to 

identify patterns 

•DNA sequences compared to Genbank samples 

•Neighbor Joining Tree using raw sequence differences 

Future Research  

Examine samples from the American Museum 

of Natural History to sequence original 

specimens 

  

Sequence nuclear DNA to identify additional 

diagnostic sites.  

 

Identify changes in distributional boundaries 

over the past century. 
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1. Sequenced 12 individuals each from 2 

localities representing boundary of two 

subspecies 

 

2. 400bp of 12s mtDNA showed fixed 

differences at three base pair positions 

suggesting using subspecies “barcodes” 

 

3. 22 of 23 12s “barcodes” corresponded to 

correct subspecies 

 

4. Preliminary data suggest long term genetic 

isolation  

Figure 1. Map from Howell 

(1929) indicating distributions of 

the subspecies of the Eastern 

chipmunk. Region 2 (T.striatus 

lysteri); Region 3 (T. striatus 

fisheri)   

Figure 3: Neighbor Joining Tree 

This tree shows the relationship between the two subspecies.  

Figure 2: Alignment of 12S sequences of Tamias striatus. Rows 1-3 Genbank. 

Rows 4-13 samples from LCC representing T.s fisheri. Rows 14-28 from CPV 

site representing T.s. lysteri.  

Figure 4 Eastern Chipmunk 
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