An Investigation of reported Sasquatch (Homo sapiens cognatus) sequence M16.
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In 2013, The Sasquatch Genome project, which includes Dr. >

, , Websites that were used:
Melba Ketcham and her colleagues, published a paper in the Journal

http://cryptidz.wikia.com/wiki/Sasquatc
hhttp://cryptidz.wikia.com/wiki/Sasquat
ch).

Psuedogenes are sgements of DNA that have lost some functionaliy.
(https://en.wikipedia.org/wiki/Pseudogene). Myosin proteins are related to muscle
contraction (https://en.wikipedia.org/wiki/Myosin). This result offers clues to M16’s
function.
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