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Figure	  S1	   	   Potential	  off-‐target	  site	  of	  DJ1-‐TALENs	  identified	  with	  the	  e-‐PCR	  program.	  This	  list	  shows	  candidate	  
off-‐target	  sites	  identified	  as	  follow	  three	  conditions;	  (1)	  up	  to	  five	  non-‐identical	  bases	  (mismatches)	  in	  each	  
recognition	  sequence,	  (2)	  up	  to	  one	  base	  pair	  gap	  in	  each	  recognition	  sequence,	  (3)	  <500	  bp	  spacer	  length	  between	  
the	  two	  putative	  recognition	  regions.	  Red	  letters	  indicate	  the	  target	  site	  of	  DJ1-‐TALENs.	  Blue	  letters	  indicate	  a	  
potential	  off-‐target	  region	  analyzed	  in	  this	  study.



 

S.	  Ansai	  et	  al. 3	  SI 

Table	  S1	   	   	   Oligonucleotides	  sequences	  used	  in	  this	  study	  
	  
Name	   Sequence	  (5´-‐3´)	  

FokI-‐FW	   GTCAAAAGTGAACTGGAGGAG	  

latepA-‐RV-‐MCS	   GCGCCGCGGCCGCTAGCAGATCTTAAAAAACCTCCCACACCTC	  

N287FW	   AGATTACGCTGCTCATGGTACCGATCCCATTCGTCCGCGCAG	  

N153FW	   TCATGGTACCGCCCCGCGACGGCGTGCT	  

TAL-‐R2	   GGCGACGAGGTGGTCGTTGG	  

C230RV	   CACTTTTGACTAGTTGGGATCCATCCGGGAGGCCGCCCCA	  

C47RV	   TTGGGATCCGATCAATTCCGGCGCGTGCGG	  

M13-‐FW	   GTAAAACGACGGCCAGT	  

M13-‐RV	   GGAAACAGCTATGACCATG	  

DJ1-‐FW2	   TGTGACTGTAGCGGGTCTGA	  

DJ1-‐RV1	   GTGTGAACAACGCTGCATTT	  

DJ1-‐off1-‐FW	   GCATGCCAGAATGTGCTTT	  

DJ1-‐off1-‐RV	   GTTGCAAAGCAGTTGCAGAA	  

	  


