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Genome wide association analysis
in terms of progression

(N=216)

( Genome wide association analysis
in terms of progression
(N=1773)

v

Data integration:
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1. Correlation between onset and progression in (i) TRACK-HD and (ii) REGISTRY;
2. Correlation of unified HD progression measures between TRACK-HD and REGISTRY;,
3. Meta-analysis of unified HD progression association in TRACK-HD and REGISTRY,

4 Pathway, expression, STRING analyses.
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