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gPCR

Total RNA was harvested using Trizol reagent (Sigma), 1 ml for 200.000 cells
following instructions. RNA concentration was quantified with NanoDrop
(Thermo Scientific) and its quality verified through gel electrophoresis. 250 ng
of RNA were reverse transcribed using the RT? First Strand Kit (QIAGEN).
gPCRs were performed using SYBR green (Life Tech.) as fluorescent dye.
Used primers were:

hMeCP2 FF 5-TGGGAAGCTCCTTGTCAAGAT-3’

hMeCP2 Rev 5-TCGGATAGAAGACTCCTTCACG-3'.

18S FF 5-GTAACCCGTTGAACCCCATT-3’

18S Rev 5’-CCATCCAATCGGTAGTAGCG-3'
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Fig. S1: For each experiment performed in Fig. 8, MeCP2 expression was
carefully analyzed by extracting total proteins and RNAs. (a) Real time PCR
analyses. The mRNA levels of human MeCP2 were normalized to 18S control
(data are represented as mean + SEM. *p=<0.05, **p=<0.01, ***p=<0.001,
****p=<0.0001, one way ANOVA n=4). (b) Western blot analysis of
exogenously expressed MeCP2 derivatives at DIV7 and 14 (upper panels)
using antibodies against total MeCP2. Tuj-1 was used as loading control.

Lower panels show quantification of western blots (data are represented as



mean + SEM, *p=<0.05, **p=<0.01, ***p=<0.001, ****p=<0.0001, one way

ANOVA, n=3).
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Supplementary Fig. S2: (a,b) Quantification of dendritic branch complexity
by Sholl analysis at DIV7 (a) and 14 (b). All graphs report each condition
compared to WT neurons for each time (data are represented as mean *
SEM, *p=<0.05, **p=<0.01, ***p=<0.001, ****p=<0.0001, one way

ANOVA)(three animals per genotype; at least 20 neurons per condition).



