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M Check for updates
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The original version of this article contained errors in Table 2 in the variant_location, cDNA -
change, protein_change and dbSNPid columns. The correct version of Table 2 is:

variant_type

variant_location

cDNA _change protein_change gnomAD_AF ALS cases Control MVP CADD dbSNPid

(n=9390) (n = 4594)
missense variant  22:.45564104G>A c.46G>A p.Aspl6Asn 0.000322851 11 2 0.87 26.5 rs200329756
frameshift_variant 22:g.45564091dupATAGGAATTG c.35 45dupATAGGAATTGG p.Aspléfs NA 1 0 NA NA NA
structural 22:g.45564117A>G ¢.59A>G p.Glu20Gly 4.2e-06 3 0 0.84 263 151200142847
structural 22:8.45567544C>T c133C>T p.Arg45Cys 9.68367e-05 9 0 0.89 281  rsl13634721
missense variant  22:g.45571835C>T c.214C>T p.Arg72Cys 3.23018e-05 1 0 0.81 23.6 rs781273344
splice_variant 22:8.45574119G>A c.341G>A p.Glyl14Asp 0.000419897 3 0 0.73 242  rs148003438
missense variant  22:g.45574245A>G c.467A>G p.Tyr156Cys 2.88367e-05 1 0 0.75 23 1779406443
missense variant  22:g.45574601A>G c.823A>G p-Lys275Glu 3.22768e-05 2 0 0.71 235  rs753113949
splice_acceptor 22:8.45567480G>C ¢.70-1G>C NA 3.9-06 1 0 NA 32 rs770658454
missense_variant  22:2.45574313C>G ¢.535C>G p.Pro179Ala 6.52768e-06 1 0 0.81 224  rs763689432
missense_variant  22:g.45580471C>T c.1342C>T p.Arg448Trp 6.52768e-05 1 0 091 24 15777952476

which replaces the previous incorrect version:

variant_type variant_location cDNA _change protein_change gnomAD_AF ALS Control MVP CADD dbSNPid

cases (n=4594)

(n=9390)
missense variant  22:.45564104G>A c.46G>A p.Aspl6Asn 0.000322851 11 2 0.88 26.5 rs200329756
frameshift_variant 22:g.45564091dupATAGGAATTG .35 45dupATAGGAATTGG p.Aspléfs NA 1 0 NA NA NA
structural 22:8.45564117A>G ¢.59A>G p.GIn20Cys 4.2e-06 3 0 0.86 263  rs1200142847
structural 22:2.45567544C>T c133C>T p.Arg45Cys 9.68367e-05 9 0 0.89 28.1  rsl13634721
missense variant  22:g.45571835C>T c.214C>T p.Arg72Cys 3.23018e-05 1 0 0.81 23.6 rs781273344
splice variant 22:8.45574119G>A C.341G>A p.Glyl14Asp 0.000419897 3 0 0.74 242  rs148003438
missense variant  22:g.45574245A>G Cc.467A>G p.Tyrl56Cys 2.88367e-05 1 0 0.76 23 1s779406443
missense_variant  22:g.45574601A>G ¢.823A>G p.Lys275Glu 3.22768e-05 2 0 0.71 235  rs753113943
splice_acceptor 22:8.45567480G>C ¢.70-1G>C NA 3.9-06 1 0 NA 32 rs770658454
missense_variant  22:g.45178432C>G ¢.734C>G p.Pro179Ala 6.52768e-06 1 0 0.81 224  rs763689432
missense_variant  22:g.45184590C>T ¢.1734C>G p.Arg448Trp 6.52768e-05 1 0 091 24 15777952476

In addition, the original version of Fig. 3c showed one variant (Lys275Glu) in an incorrect
location and another variant (Arg448Trp) was missing. The correct version of Fig. 3 is:

*A list of authors and their affiliations appears online.
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Open Access This article is licensed under a Creative Commons

This has been corrected in both the PDF and HTML versions of the  Attribution 4.0 International License, which permits use, sharing,

Article.

adaptation, distribution and reproduction in any medium or format, as
long as you give appropriate credit to the original author(s) and the
source, provide a link to the Creative Commons license, and indicate if
changes were made. The images or other third party material in this
article are included in the article’s Creative Commons license, unless
indicated otherwise in a credit line to the material. If material is not
included in the article’s Creative Commons license and your intended use
is not permitted by statutory regulation or exceeds the permitted use, you
will need to obtain permission directly from the copyright holder. To view
a copy of this license, visit http://creativecommons.org/licenses/by/4.0/.
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