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a mature 134-amino ackd protein with 2 potential N-Baked gheoosylition sites, it exists as a homedime
contains 7 conserved cysteine resdues spaced similarly to members of the TGF-beta superfamily (se

MAFPING

‘-;b%gﬂ.a-.&;_m_al_[]ﬂ&ﬁj mappad the GONF gane to human chromesome S3p13 1-p12 by flucrescend
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dopamine &

Wi o showed that recombarmnt human GDMNF could rescus avian motor neurans frg
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