Homology of various ATXN2 regions assessed with this site:

http://ecrbrowser.dcode.org/



5’-UTR Exon 1 Everything is flipped so seq is 5’-3’ Left to Right
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CAG Repeat

5’-UTR region of IPD-26 46 bp
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These settings maximize your ability to see differences: Length / similarity: 5/100
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D14 Zoomed way in _
Notice the zoo got reordered:
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This region seems['gtl)4be most conserved in the 3’utr
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5’-UTR region of IPD-26 100%
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The 3’-UTR is highly conserved throughout
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3”-UTR region of 3D7
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