Figure S6

A STHdhorar C STHdhamar
150- <1504 ] . s ¥
S 150 150 S
p— bl g — OQ OQ
5 6 = 6 X |6 R |8 S &
=100 2 ©100- " —100- —1001 SRR
g 6 * % _5‘ 6 * % 2 *6* *6* 0>) *g* *-g*
2 — (D (‘D o'
= T &3 6 © @
T 507 & 50; T £ 50 T B 50 s kDa
* £ E S _
0. E o o o 250
148
(6\0\0'\?\’\ '\?\q, 6©®'\5}\ '\é{b @0%?{\‘5?(1, (@Q%?{\%?{L % |
> N N > N N > >
[ JEFVARENA [« JEFVARENS SR, S AP, S\
@ ng? @'Z’Q @ @'Zﬁ @'29 o X o XK o1
Anti-HA
50
B Mouse striata (Hdh@7/Q140) .
1507 1507 507 w1507 ——
c:\o./ L) u §°/ o o § s §°/ * 22 7 —
51001 &= 51001 <& =" 1001 <% & 100 —ﬁ
5 Y n > [ ] _1_ > b .. R
0 . W™ o . 1 o o
£ 507 = 507 ue £ 50" " £ 50 -5
_.I_‘ T ;E T "
2 S = =
0 A & 0 ¥ & o-x\* N 0-,(\x Y% Anti-B-Tubulin |=== === =
N N N N 0y D> 0 i)
NSO N N W
N & NS N L R QL QL
Q Q Q Q NN N\
D E Mapk11 mRNA expression
— STHdh cells _mouse striata (6-8m)
2120 n.s. R 2504 —nS.__
—_ 6 [ ] T) Y
110{ o ]
S b . . 2
W 5100- —:E o %50- . +
- £ 901 - £100] —%—  "am
— — o
2 Lol ° T s0f
= Q. Q. °®
T 2 70 : : < : .
NN R ) wt HD T HD
@@,\\@@ﬂi\\@@ﬁ\\@@i\\@/ Q7/IQ7  Q7/Q111 Q7/Q7  Q7/Q140
SIRNA: %:@*@Q%&@Q @Q%&z& \Q%&z& R

Figure S6-Supplementary to Figure 3: Mapk11/Hipk3’s effect on mHtt and wtHtt and controls for mHtt-dependence.

(A) Quantifications of mHtt or wtHtt in STHdh®/@""" cells with indicated siRNA transfections. The quantifications are based on the
western-blots presented in Figure 2A. The replicate number is slightly smaller than the quantifications in Flgure 2A, because the wtHtt
and mHtt bands were very close and thus could not be quantified separately in two of the blots.Statistical analysis performed by one-
way ANOVA and Dunnett’s post hoc tests: *: P<0.05: **: P<0.01.

(B) Quantifications of mHtt or wtHtt in HD mouse striata of the indicated genotypes. Statistical analysis performed by unpaired two-
tailed t tests: *: P<0.05,**: P<0.01.,***: P<0.001.

(C) Representative western-blots showing the expression of HTT-exon1 fragments.

(D) Htt levels measured by the 2B7/2166 HTRF in the STHdh®/%" cells co-transfected with the indicated cDNA and the siRNAs indicated
in the X-axis. No significant changes were observed, indicating that long polyQ alone (Q72) or other long polyQ proteins (Atxn1-Q92) is
not sufficient to driven the MAPK11 or HIPK3 mediated Htt regulation. Statistical analysis was performed by one-way ANOVA tests.

(E) gPCR measurements of Mapk11 mRNA levels in HD versus WT cells or striata, and no signficant differences were detected. The
statistical analysis was performed by two-tailed unpaired t tests.





