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a Primary SCA3 patient fibroblasts b PolyQ-GFP transfected HEK293Tcells
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C Purified polyQ-GFP proteins d Compound-polyQ interaction by microscale thermophoresis (MST)
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72Q 8.37x10-° 151x102 1804 72Q 2.23x10° 7.94x10°  356.1 72Q 6.20x10-° 1.92x102  309.7
53Q 1.51x10+4 3.78x10-2 250 53Q 1.25x10- 1.35x102  108.0 53Q 1.08x10-4 465x10-3 431
46Q 3.04x10* 1.83x102 60.2 46Q 1.29x10+# 7.67x10-2 59.5 46Q 7.65x10€ 257x102 33595
38Q 1.06x10-5 2.03x102 19151 38Q 8.72x10% 262x102  3004.6 38Q 2.99x10-€ 1.5x102  5016.7
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Comparisons (F (3, 180) =9.015

values

WT noDMSO vs. WT DMSO ns 0.992
HD_no DMSO vs. HD_DMSO ns 0.964
WT no DMSO vs. HD no DMSO (**  0.007
WT DMSO vs. HD DMSO *** 0.0005

Comparisons (F (3, 144) = 134.4
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Comparisons (F (3, 180) = 69.32) | p values

WT noDMSO vs. WT DMSO ns 0.973 WT no DMSO vs. WT DMSO ns 0.999
HD_no DMSO vs. HD_DMSO ns 0.681 HD_no DMSO vs. HD_DMSO ns 0.971
WT no DMSO vs. HD no DMSO [ **** <0.0001 WT no DMSO vs. HD no DMSO [ **** <0.0001
WT DMSO vs. HD DMSO **** <0.0001 WT DMSO vs. HD DMSO **** <0.0001




