








 
Supplemental Figure 11. High fidelity taq polymerase topo cloning and sanger 
sequencing reveals more than 2 alleles at the chr14:94,681,317 deletion 
suggesting a CRISPR/Cas9-induced pattern of mutations adjacent to NGG and 
NGA which are underlined in black on the wild-type allele. Deletion site is 
underlined in orange on the wild-type allele and is noted by the orange arrow in 
alternative alleles. Additional deletions are noted by red arrows. Different SNVs are 
denoted by stars.  
 

 
Supplemental Figure 12. High fidelity taq polymerase topo cloning and Sanger 
sequencing reveals more than 2 alleles at the chr4:66,453,492 deletion, 
suggesting a CRISPR/Cas9-induced pattern of mutations adjacent to NGG and 
NGA which are underlined in black on the wild-type allele. Deletion site is 
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Figure 5. Sanger Sequencing  reveals more than 2 alleles at the chr4:66,453,495 
deletion suggesting a CRISPR/Cas9-induced pattern of mutations adjacent to 
NGG and NGA which are underlined in black on the wild-type allele. Deletion site 
is underlined in orange on the wild-type allele and is noted by the orange arrow in 
alternative alleles. Different SNVs are denoted by stars. Note that the SNV in allele 
8 was also present in the WGS data (see Figure 4).  
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underlined in orange on the wild-type allele and is noted by the orange arrow in 
alternative alleles. Additional deletions are noted by red arrows. Different SNVs are 
denoted by stars.  
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Revised Supplemental Figure 3: Sequence alignment of guide RNA to actual off-
target regions does not show significant homology. a. The top-ten, off-target 
regions predicted in silico, by Benchling, to align to the gRNA. Sequences are 80 to 
95% homologous to the gRNA. b. Regions surrounding ten, randomly selected, 
experimentally observed SNVs in coding regions aligned to the gRNA. Sequences are 
15 to 45% homologous to the gRNA. c. Regions surrounding ten, randomly selected 
experimentally observed SNVs in non-coding region aligned to the gRNA. Sequences 
are 5 to 65% homologous to the gRNA. d. Regions surrounding ten randomly selected 
experimentally observed indels in both coding and non-coding region aligned to the 
gRNA. Sequences are 25 to 65% homologous to the gRNA. 
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