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SUPPLEMENTAL RESULTS: 

Table S1: List of sgRNA used in the study. 

 

 

Table S2: Example of Deep-Sequencing analysis. Indels calculated with the script2 of Figure S7. 

  



Table S3: Percentage of reduction of A40 and A42 peptides secretion induced by the addition of the A673T 

mutation to wild type APP gene or to an APP gene containing the London mutation. Last column shows the 

percentage of reduction induced by the addition of E674K and A673T (C1+C2) mutations to wild type APP gene. 

The addition of the A673T mutation reduced the production of A40 and A42 peptides in all 3 situations. 

Experiment performed in SH-SY5Y transfected with plasmids containing an APP695 cDNA. Results from Guyon 

et al. 2020 (DOI: 10.1371/journal.pone.0237122 ) 

 

 

Figure S1. 

 

Figure S1: Percentages of cytidine deamination produced by various enzymes and sgRNAs. 

BE3_SpCas9nEQR, BE3_SpCas9nVQR, BE3_SaCas9nKKH enzymes tested in SH-SY5Y cells. The figure 

illustrates the means +/- SEM (n=4). Statistical test: two-way ANOVA Tukey's multiple comparisons test 

(n=4). P value style **** p<0.0001. 

  

https://doi.org/10.1371/journal.pone.0237122


Figure S2. 

 

Figure S2: Percentages of cytidine deamination produced by various enzymes and sgRNAs. 

BE4_SpCas9nVQR and BE3_SpCas9nVQR enzymes test in SH-SY5Y cells. The figure illustrates the means 

+/- SEM (n=3). Statistical test: two-way ANOVA Tukey's multiple comparisons test (n=3). P value style **** 

p<0.0001. 

 

  



Figure S3. 

 

Figure S3: Percentages of cytosine deamination produced by BE3_SpCas9nVQR, BE4_SpCas9nEQR, 

BE3_SpCas9nEQR, BE3_SaCas9nKKH, Target-AID_SpCas9nEQR, Target-AID_SaCas9nKKH enzymes. 

In A, test in HEK293T cells. In B, test in SH-SY5Y. The figure illustrates the means +/- SEM (n=3). Statistical 

test: two-way ANOVA Tukey's multiple comparisons test (n=3). P value style **** p<0.0001. 

 

  



Figure S4. 

 

Figure S4: Deamination efficiencies using various Cas9n-deaminases and sgRNAs targeting various 

numbers of nucleotides. The difference of deamination in HEK293T cells of cytidines C1 to C5 produced by the 

Target-AID-SpCas9nVQR and BE3_SpCas9nVQR enzymes and two copies of a sgRNA targeting 17 to 20 

nucleotides. The figure illustrates the means +/- SEM (n=3).  Statistical test: two-way ANOVA Tukey's 

multiple comparisons test (n=3). P value style *** p<0.0002, **** p<0.0001. 

Figure S5 

 

Figure S5: Deamination efficiencies using various Cas9n-deaminases and sgRNAs targeting various 

numbers of nucleotides. Difference between YE1-BE3_SpCas9nVQR and BE3_SpCas9nVQR in HEK293T 

cells. The figure illustrates the means +/- SEM (n=4). Statistical test: two-way ANOVA Tukey's multiple 

comparisons test (n=4). P value style **** p<0.0001. 

  



Figure S6:  

 

Figure S6: Off target analysis performed with Crispr.mit.edu algorithm (Hsu et al. 2014) 

 

Figure S7:  

Script1.sh: 

(echo -n "Sample#n#"; for i in $(cat list);do echo -n "$i#" ;done; echo; for j in $(ls *.bam);do echo -n "$j#"; 

samtools view $j |wc -l| awk '{printf $1 "\t"}' ;for i in $(cat list);do samtools view $j | grep -c $i | awk '{printf $1 

"\t"}'; done; echo; done)|sed s/#/\\t/g 

List associated with Script1.sh:  

ATTCTGCATCCATCT 

ATTTTGCATCCATCT 

ATTCTGTATCCATCT 

ATTCTGCATTCATCT 

ATTCTGCATCTATCT  

ATTCTGCATCCATTT  

ATTTTGTATCCATCT  

ATTTTGCATTCATCT  

ATTTTGCATCTATCT  

ATTTTGCATCCATTT  

ATTCTGTATTCATCT  

ATTCTGTATCTATCT  

ATTCTGTATCCATTT  

ATTCTGCATTTATCT  

ATTCTGCATTCATTT  

ATTCTGCATCTATCT  

ATTCTGCATCTATTT  

ATTCTGCATCCATTT  

ATTTTGTATTCATCT  

ATTTTGTATCTATCT  

ATTTTGTATCCATTT  

ATTCTGTATTTATCT  

ATTCTGTATCTATTT  

ATTCTGTATTCATTT  

ATTTTGTATTTATCT  

ATTCTGTATTTATTT  

ATTTTGCATTTATTT  

ATTTTGTATCTATTT  

ATTTTGTATTCATTT  

ATTTTGTATTTATCT  

ATTTTGTATTTATTT 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



Script2.sh:  

 

Part1: 

 

for i in $(ls *.bam);do samtools view $i |grep -o TGAGTCAT.*CGTCTTGA|sort|uniq -c| awk '{print $2 "\t" $1}' 

> $i.count;done 

 

Part2: 

 

ls *.count|perl Parse2Table.pl 1 > 20170629_Counts.tsv 

 

 

Figure S7: Deep sequencing file analysis script. Script1 allows you to find a specific sequence in a NGS file. The 

sequences are inserted into an attached "list" file. Script 2 allows to see all sequences between two specific areas 

of the genome by modifying the highlighted bases. Commonly used to calculate indels. The same results can be 

achieved with CRISPResso2 but with less details and research versatility. 

 


