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Supplementary Figure 1: KEGG/Pathway analysis — Alzheimer’s disease pathway.
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Supplementary Figure 2: KEGG/Pathway analysis — Huntington’s disease pathway.



FEEETL -
-1

Mitochondzial
dysfuncton
Dopaninergic newon \‘
(Striatum) ] The ubiuitin pathway ATP depletion N
Indirect pathway RO st nes it pativay . \E AQ Q
Sl < Gl u N

nucleus) e [tectre] - y % Peptides

tin prote: e 5, |

pE ] ——» [ ]~ M‘E‘Urﬁmﬁﬁr " \ |

(Substantia Th B N\ !

= )
Endo -reticulurn- ~. _ - Parkin-substrate: |
) ‘5 oplanic vl S ——e PR Y I
AP FBi Polyubiguitination \‘ UE @Sp22 4—-@::2&\3“’%“7*'**‘ Filils **i|*" Lewybody

|

i i ? I

— ¥ retindun stess |

i [ — }

Elevation of A2 Telass? !

Teceptor tanstussion — - Interacts with 1

syuclein !

J

c
Polybiquitin chain e
| EE -
Symaptic vesicle (b
Mobr e —— Upbelcedectivity -
pairent ;'mhmys

o)

%
Iy
Mitochondria I
e h
e bnonual |
PINKI -/ |
[ I
|
Mitochondrial dysfunction |
|
Increased ROS
———————— ATP deplefion = — I
Fall in mitochondial
menbrane potential

Data on KEGG graph
Rendered by Pathview

Supplementary Figure 3: KEGG/Pathway analysis — Parkinson’s disease pathw
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Supplementary Figure 4: KEGG/Pathway analysis — Neurotrophin signalling pathwa
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Supplementary Figure 5: KEGG/Pathway analysis - Oxidative phosphorylation pathway.
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Supplementary Figure 6: KEGG/Pathway analysis - Nucleotide excision repair.
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Supplementary Figure 7: KEGG/Pathway analysis - Ribosome.
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Supplementary Figure 8: KEGG/Pathway analysis - Spliceosome.
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Supplementary Figure 9: KEGG/Pathway analysis - Proteasome.
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Supplementary Figure 10: KEGG/Pathway analysis - mRNA surveillance pathway.




