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2.464e-10

NR57739861

Int Kind |Gene AISNP-A [Chr 350 Gene BISNP-B (Chr 350 Weight
[@ 10gi_reg NRSTTETID T 43687934 NRS17376438 10 77720266 2.387e-14
[® logi_reg 42274315 ] 14250138 NRS17376438 10 77725266 1.565e-13
[@ 10gi_req NRS546936 6 44757114 MNRS17376438 10 7725266 3.374e-13
[@ logi_req NRST730861 & 667716 NRS7787119 7 43687934 9.474e-13
[@ 10gi_req NRS17824132 8 73317985 NRS16957808 13 100303160 1.546e-12
[@ l0gi_req NRS17824132 8 73317985 NRS3902307 12 100045651 3.694e-12
[® 100i_reg NRS17376438 10 77725266 MNRSG035066 20 18464588 3.859e-12
[@ l0gi_reg NRSTTETI10 T 43687934 NRSG008535 22 46842252 4.93%e-12
[# logi_reg NRST787119 7 43687934 NRSG085297 20 5791479 5.278e-12
[@ 10gi_reg NRS1945652 11 80905066 MNRS16957808 13 100303160 9.108e-12
(@] /00i_req NRS17824132 8 73317985 NR317102227 14 54391947 9.725e-12
[® 10gi_req 42274915 g 14250138 NRS9915748 17 51518243 1.035e-11
[@ l0gi_reg NRSTTETI0 T 43687934 NRS9915748 17 51518243 1.167e-11
[® 100i_reg NRS1945652 11 80905066 NRS11090824 22 47038271 1.305e-11
[@ l0gi_reg NRS1945652 11 30905066 NRSA7102227
[@ logi_rea NRS17824132 8 73317985 MNRS16956024
[@ 10gi_reqg NRS4682115 2 113923788 NRS17824132
[@ logi_reg NRS17376438 10 77725266 MNRS1873663
[® 10gi_req NRS17824132 8 73317985 MNRS9915748
[@ l0gi_reg NRSTTETI10 T 43687934 NR3S16956024

logi_reg NRS47003811 5 178966007 NRS17824132 p

NR510505599

logi_re
Hierarchies exceed 5. Exceed data deleted.

9.474e-13

MNR57787119 NR 56588394 NRS16878828

1.565e-13 .387e-14 8.283e-10 2.282e-10 /6.6l

MRS11

NRS517376438

5439-11 885e-11 1.853e-11

3.85%e-12 NRS516946293 NRS1873663 NRS5L6957808

4855e-11

NRS9915748
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var. 3000430, 16.1
9 '[ | var 3000450, 1701
TT1 T T [T [ [ [ 00430, 55,1
10 L
[Tm™1T TTTT [N T TI I T 1 T 1 . . .. . . - ..
1 PE i 2 r i P-
I || | I”lll ||||I ||| LB AR RARR! LAAR) LR LRR! LAAR! LR AR RAAR! L) AR RAAR] L) AR LALR! LA bR LA | Va
12 L e
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13 {] 00 00
NCN_1109527 4 53064788-68954813 106 172
NEN_1109530 4 68970721-68970746 106 172 narco_b
14 {:N N_1109521 4 £3070723-68970748 106 172 55'5: o
NCN_1109532 4 £8070725-68970750 106 172 Chah
15 { NCN_1109533 4 £80773082-68977407 44 a9 "
NCN_1109545 4 £9043071-59043006 273 40 273 549 H : oo
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£ £ it iiEtd
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[ -
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NCN_1109565 4 £9096432-69006457 279 537 279 632 5.052376-19
NCN_1109566 4 £9026436-690264671 279 637 279 532 5.05237e-19
NCN_1109563 4 £9096523-69006548 279 533 279 528 18714819
NCN_1109564 4 69096526-59096551 279 533 279 528 15714819
NCN 1109567 4 59102606-69102631 264 £40 264 549 5.723086-22
T
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ALD mutation database
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Mutation Search

* ALS (Amyotrophic lateral sclerosis) database =™

Fh 2= e 1 AR S i L e

e PD (Parkinson disease)

e ALD (Adrenoleukodystrophy disease)
BIEBE AN —

e HSP (Hereditary spastic paraplegia)
TR R 1 o R R
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ALS contents
- 107 XERM 5638 r)—ZHH (178 unique variants)

- familial ALS / sporadic ALS: 70% entries are related to familial
ALS

- FIICEBRICR B LU-ZER+EERIFH
- I3y a LT -ER+BRKIEHR
PD contents
- 222 XEM51508TM)—ZHH (472 unique variants)
- EICERNICRRELE-ERHEBKRIEEHR
HSP contents
- 103 XXM 5988 M)—% (347 unique variants)
ALD contents
- 49 XEM5H274TM)—Z (157 unique variants)
- ISyl a L TEL-ZE R+ RIEHR
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Genomic position of variations

mRNA/amino acid sequence accession including the variation
position

Homo/Hetero
Num of patients with/without mutations
Num of controls with/without mutations

Rate of patients and controls 35 B %50 [LHGVS nomenclature
Odds ratio, Cl, chi-square P-value |-z + == mev e
Clinical characteristics Y=

Sex

Age on set N

Duration

Disease type > Clinical information terms

Onset site are different in among diseases

Years until initiation of respirator
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ALD mutation database

> mutation database

About HSP mutation database

Kclinked ALD Databal

Hereaitary spastic paraplagia (HSP) k2 8 group of inheriled depenaralive discedars t

3t are characterized by progressive spasticity in the lower limos. The mechanisms |
0 cause HIP are notfully clanfied. The aim of this @atabase i3 to collect mutasons

#lated o HSP and their clinical Information exhaustively In arder to deepen ourunder
standing of HSP. Bath our original data and exracted daia from published papers ar
& sccumulated In nis datsbase

i Causative genes
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GEACGCGCCTGETGCCCCGGGEGEAGGEECGCCACCGEGEGGEAGEAGGAGGAG

GAGAAGGTGGAGAGGAAGAGACGCCCCCTCTGCCCGAGACCTCTCAAGGT
CCTGACCTCAGGGGCCAGGGCACTGACAG%}CAGGAGAGCCAAGTTCCTC
CACTTGGOCTGCCCGAAGAGGCCGCGACCCTGGAGGGCCCTGAGCCCACT
GCACCAGGGGCCCCAGCACCACCCOGGGGGECCTAAAGCGACAGTCTCAGE
GGCCATOGCAAGGTTTCCAGTTGCCTAGACAACAGGLCCAGGGTCAGAGT
AACAATCCTTCCAGCCACCTGCCTCAACTGCTGCCCCAGGCACCAGCCCC
AGTCCCTACGCGGCAGCCAGCCCAGGTGACATGCCGGTGCTCTCCAGGCT

COGGCCCTEECGGGGGAACACGCTEAAGCGCACGECCGTGCTCCTGGCCC
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