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Supplemental Figure 1: H2-DCFDA Optimization and Interpolation. H2DCF-DA is a cell 
permeable compound that converts to a fluorescent reporter when exposed to ROS. H2DCFDA 
concentration and plating density variability was optimized for the neuronal culture. RFU was 
controlled through a DCF standard nonlinear regression as well as a DAPI standard linear 
regression to interpolate the concentration of DCF per cell. 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 



 

 
Supplemental Figure 2: qRT-PCR for autophagy, ER stress, apoptotic, and mitochondrial 
related mRNAs. Expression of ATG7, P62, DRP1, BiP, CHOP, CASP3, LAMP2, LC3A, and 
LC3B from samples collected on d67 of dopaminergic differentiation. (One-way ANOVA with 
Tukey’s multiple comparison was used to compare among Cj-ESC or Cj-iPSC lines; p < 0.05*) 
 
 
 
 
 
 
 
 
 
 
 



 

 

 
 
Supplemental Figure 3: Western blot for autophagy-related proteins. (a & b) Blot for P62, 
LC3I-II, with Cyclophilin B as the loading control. (c) Quantification of P62, (d) LC3I, (e) LC3II, 
and (f) LC3II/LC3I for Cj-ESC and Cj-iPSCs. (One-way ANOVA with Tukey’s multiple 
comparison was used to compare among Cj-ESC or Cj-iPSC lines; p < 0.05*; Arbitrary units (Arb. 
units)  
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 



 

 
 
Supplemental Figure 4: Evaluation of midbrain dopaminergic identity and autophagy/ER 
stress related genes. Gene expression by qRT-PCR to evaluate dopaminergic patterning and 
differentiation, as well as autophagy and ER stress related genes. Student t-tests were used for 
statistical analysis.  



 

 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
Supplemental Figure 5: Uncropped blots of figures 3, 6 and supplementary figure 3 with 
molecular weight markers. (a,b) Uncropped blots of figure 3a,b; Western Blots for pS1292 
LRRK2 autophosphorylation, pS935 LRRK2, LRRK2, pT73 Rab10, Rab10, and cyclophilin B for 
Cj-ESC wild type (WT), Cj-ESC Clone 1-9D, and Cj-ESC Clone 16, and (b) Cj-iPSC WT , Cj-
iPSC Clone 1, and Cj-iPSC Clone 31. (c) Uncropped blot of figure 6f; Western blot for LRRK2 
using a C-terminal antibody shows the loss of LRRK2 detection in Cj-ESC tLRRK2 neurons. (d) 
Uncropped blot of supplementary figure 3a,b; Western blot for P62, LC3I-II, with Cyclophilin B 
as the loading control. 
 



 

 
 
Supplemental Table 1: CRISPR gRNA potential off-target sequence analysis. Two separate 
g.G6055A clones from Cj-ESCs and Cj-iPSCs were isolated and homogeneity was verified 
through next-generation sequencing. The top eight predicted off-target sites were evaluated for 
INDEL formation. None of the sequences are within annotated genes in the marmoset or human, 
except for one region on human chromosome 2 which was predicted as part of the transcript variant 
for METTL22 and SLC25A53 in the human (indicated with *). 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 



 

 
 
Supplemental Table 2: CRISPR tLRRK2 gRNA off-target sequence analysis. The top eight 
potential off-target sites were evaluated for INDEL formation.  
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 



 

Supplemental Table 3: qRT-PCR and DNA sequencing primer pairs 
 

 
 
 
 
 
 
 
 
 
 



 

Supplemental Table 4: List of primary antibodies 

 


