
Supplementary Table S1. The off-target sites for GRIK1, GRIK2, and GRIK4 gRNA. 

Target sequence for GRIK1: GGATATAGCAGAGGAAATAGAGG 
Location Number of 

mismatches 
Sequence (including mismatches) 

chr1:151261259 
(ZNF687_intron 3) 

3 CCCCTATcTtCcCTGCTATATCC 

chr11:24740548 
(LUZP2_intron 1) 

3 GGgTATAtaAGAGGAAATAGAGG 

chr11:121289377 3 GGATgTAGCAGAGGAAcTgGCGG 
chr11:134869848 3 GGggAgAGCAGAGGAAATAGGGG 
chr12:14769329 
(GUCY2C_intron 25) 

3 GGATATgGCAGAGGAAATgcTGG 

chr13:48811058 
(ITM2B_intron 1) 

3 tGATATAGgAGAGaAAATAGTGG 

chr14:43133466 3 GGAgATAcCAGAGtAAATAGGGG 
chr14:89886352 
(FOXN3_intron 1) 

3 GGATATAtgAGAGGAAATAcGGG 

chr16:57583416 
(ADGRG5_intron 1) 

3 CCCCTATTTCCTCTtCTtcATCC 

chr16:67968640 
(PSMB10_intron 7) 

3 CCCCTATcTCCcCTGCTATAgCC 

chr17:33321885 
(LIG3_intron 9) 

3 GGATATAGCAGtGGAAAaAaTGG 

chr2:121266319 2 CCTCgATTTCCTCTGCTATAcCC 
chr20:12024758 3 CCTtTATTTCCTCgGCTcTATCC 
chr20:34109882 3 GGATATAcCtGAGGAAgTAGAGG 
chr22:36536844 
(APOL3_exon 3) 

3 CCGCTgTTTCtTCTGCTgTATCC 

chr22:49245727 3 GGATAgAGaAGAGGAAAcAGTGG 
chr3:58054571 
(FLNB_intron 1) 

3 GGATATAGaAGAGGcAtTAGAGG 

chr3:117677756 3 GGATATAGCAGAaGgAAcAGGGG 
chr4:71771379 
(MOB1B_intron 1) 

3 GGATggAGCAGAGGAAATAaGGG 

chr4:77129747 
(SCARB2_intron 1) 

3 GGAgAaAGCAGAGGAAAaAGTGG 

chr5:103041128 3 CCACTATTTCCTtTGtTATATCa 



Small bold red letters mean mismatch nucleotide. 

chr6:136174586 
(PDE7B_intron 1) 

3 CCTCcATTTCCTCTGCTtTATCt 

chr6:147805828 3 GGATATgGCAaAGGAAATgGGGG 
chr8:26388739 
(DPYSL2_intron 1) 

3 GGAaAcAGCAGAGGAAATtGAGG 

chr9:6820589 
(KDM4C_intron 4) 

2 GGATATAGCAtAGGAAtTAGGGG 

chr9:18501127 
(ADAMTSL1_intron 1) 

3 CCTCTATTTCCcCTGCTAgATgC 

chr9:104416811 
(GRIN3A_intron 3) 

3 CCACTtTTTCCTCTcaTATATCC 

Target sequence for GRIK2: GTGGTCGATGGAACGATTGCAGG 
Location Number of 

mismatches 
Sequence (including mismatches) 

There are no off-targets. 
Target sequence for GRIK4: TCGGCCCAGATCTGGCAGCACGG 
Location Number of 

mismatches 
Sequence (including mismatches) 

chr11:118663590 3 CCCTGCTtCCAGcTCTGGGCCaA 
chr13:82463674 3 CCAgGCTGCCAGATCTGGGgaGA 
chr14:23851992 
(MYH6_intron 37) 

3 CCATGCTGCCcGATCTGGGCCcc 

chr15:31779358 
(OTUD7A_intron 13) 

3 CCCTGCTGCCAGgTCTGGtCCcA 

chr17:43324175 
(FMNL1_intron 26) 

3 CCATGCTcCCAGcTCTGGGCgGA 

chr17:81143686 3 CCCTGCTGCCAGcaCaGGGCCGA 
chr18:56887029 3 cCGGCCCAGATCaGGCAGCgGGG 
chr20:61287978 
(SLCO4A1_exon 2) 

3 CCCctCTGCCAGcTCTGGGCCGA 

chr4:7817520 
(AFAP1_intron 7) 

3 TCGGCCaAGgTCTGGCAGgATGG 

chr7:46948287 3 CCATGCaGCCAGATCTtGGCCcA 
chrX:12514161 
(FRMPD4_intron 4) 

3 CCATGCTaCCAGATCTcaGCCGA 

chrX:110478130 3 CCCctCTGCCAGATCTGGGCaGA 


