Regulatory features of the spinocerebellar ataxia
type 2 gene (ATXN2).
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Western blot with ATGs mutated
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EMSA with Supershift seen for NERFc antibody
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ELF2

E74-like transcription factor isoform 2

NERF = New ETS related factor

NERF= NERFla NERF1b NERF2
splicing in the N term

Member of the ETS family

NERFc NERFv

Spiced region ETS domain




From Oettgen et al., 1996, characterization of NERF...
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Expression based on information in the Human Protein Atlas

C*)hpr

www.proteinatlas.org/

ELF2 expression profiles.
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38 aa of ATXN2 following CAG repeat
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