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ALS mutation datab:

Mutation Search

About ALS

Aryotrophic lateral scierosis (ALS) is a rapidly progressive neurodegenerative
rmoto-neuron disorder, The mechanisms Lo cause ALS ara not Tully clarified, The
aim ofthis database is to collect mutations related 1o ALS and their clinical
information exhaustively in order to deepen our understanding of ALS. Both our
onginal data and exracted data from published papers are accumulated in this
database.

»Causative genes
ADARB1 adenosine deaminase, RMA-specific, BT (REDT homolag ral)
CHTF ciliary neurofrophic factor
DCTHY oynactin 1 0150, glued homolog, Drosophila)
TaR DRA binding protemn
ring finger protein 194
angiogenin, ribonuclease, RMase A family, 5
glutamate receptor, ionotropic, AMPA 2
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5001 superoxide dismutase 1. soluble {amyetrophic lateral sclerosis 1 (adult))

#Detail information

Gene Symbal g0

Full name superoxide dismutaze 1, soluble (armyolrophic lateral sclerosis 1 {3duliy
SyTioman ALE, ALSH, IPOs, SO0, homodimer

chromosome: 24; Location: 2192212192211
Gererie paftion 31953804 .. 31983114 (strand : =)
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51 GUGGAGACCOLEGTGCTGETTTGOETCATAGTCTCCTGCAGCGETCTERGET
101 TTCCGTTGCAGTCCTOGGAMICAGGACCTCEECGTEECCTAGCCAGTTAT
151 GEOGACGAAGGOCETGTCCETECTGAAGGGOGACGEOCCAGTECAGGECA
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#la6d TCTCTTAGAACCAGCAGATAGACACCOCAAATCGTAAAGLAAGAGGACAGCTACGGACCAA
#3271 TCTCTTAGAACCAGCAGATAGACACCCAAATCGTAAAGCAAGAGGACAGCTACGGACCAL EE §|J
#3356 TCTCTTAGAACCAGCAGATAGACACCCAAATCCTAAAGCAAGAGGACAGCTACGGACC AL -
#3388 TCTCTTAGAACCAGCAGATAGACACOCAAATCGNAAAGCAAGAGGACAGCTACGGACCAA
#3631 TCTCTTAGAACCAGCAGATAGACACCCARATCGTAAAGCAAGAGGACAGCTACGGACCAA
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search
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M 4507149 | raT | HF_00 WATKAVCWLKGDGRVIRG TINFEQKE SROAVEVWE S TEGL TEGLLGE HWHEF GINTAGLTS

1 =]
HP_024 S8P00441 HATEAVCWL KGO CAGGTTMFEQKE SHOG KOS TEGL TECLIBCF KVHEF GINTAGLTS

| |
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&l 120
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a1 13
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