ATGAAGCAAGAGCAGGTCAGGATGGCAGTGCTCCTCATGCTCAACTGCTTCGTCAAGGCCACGGCGCCGCCGCCATGGCCGCCGTCG
 M  K  Q  E  Q  V  R  M  A  V  L  L  M  L  N  C  F  V  K  A  T  A  P  P  P  W  P  P  S  29

GCTTCGTCCGCCTCCTTCCTCGACGACCTCGGCGACCTCGGCATCGCGCCGCTCATCCGCGCCGACGAGGCGGGCACCGCGCGCGCC
 A  S  S  A  S  F  L  D  D  L  G  D  L  G  I  A  P  L  I  R  A  D  E  A  G  T  A  R  A  58

TCCGCCGACTTTGGCAACCTCTCCGTCGCCGGCGTCGGGGCGCCTCGGCTCGCCGCCGCCGCCGCCGTGCTCTACCCGTCGCGCCCC
 S  A  D  F  G  N  L  S  V  A  G  V  G  A  P  R  L  A  A  A  A  A  V  L  Y  P  S  R  P  87

GCCGACATCGCCGCGCTGCTGCGCGCGTCGTGCGCACGCCCGGCGCCGTTCGCGGTGTCCGCGCGGGGGTGTGGCCACTCGGTGCAC
 A  D  I  A  A  L  L  R  A  S  C  A  R  P  A  P  F  A  V  S  A  R  G  C  G  H  S  V  H  116

GGCCAGGCCTCCGCGCCCGACGGCGTCGTCGTCGACATGGCGTCGCTCGGCCGCCTGCAGGGCGGCGGCGCGCGGCGCCTCGCCGTG
 G  Q  A  S  A  P  D  G  V  V  V  D  M  A  S  L  G  R  L  Q  G  G  G  A  R  R  L  A  V  145

TCAGTGGAGGGGCGGTACGTCGACGCCGGCGGCGAGCAGCTGTGGGTGGACGTGCTGCGCGCGTCCATGGCGCACGGGCTCACGCCG
 S  V  E  G  R  Y  V  D  A  G  G  E  Q  L  W  V  D  V  L  R  A  S  M  A  H  G  L  T  P  174

GTGTCGTGGACAGACTACCTCCACCTCACCGTCGGCGGCACGCTGTCCAACGCCGGCATCAGCGGCCAGGCCTTCCGCCATGGCCCC
 V  S  W  T  D  Y  L  H  L  T  V  G  G  T  L  S  N  A  G  I  S  G  Q  A  F  R  H  G  P  203

CAGATTTCCAACGTGCTAGAGCTCGACGTCATCACCGGTGTCGGGGAGATGGTGACGTGCTCGAAGGAGAAGGCGCCGGACCTGTTC
 Q  I  S  N  V  L  E  L  D  V  I  T  G  V  G  E  M  V  T  C  S  K  E  K  A  P  D  L  F  232

GACGCGGTGCTGGGCGGGCTGGGGCAGTTCGGCGTCATCACGCGGGCGCGCATCCCGCTCGCGCCGGCGCCGGCGAGGGCGCGGTGG
 D  A  V  L  G  G  L  G  Q  F  G  V  I  T  R  A  R  I  P  L  A  P  A  P  A  R  A  R  W  261

GTGCGGTTCGTGTACACGACGGCGGCGGCGATGACGGCCGACCAGGAGCGCCTCATCGCCGTCGATCGCGCCGGCGGCGCCGGCGCG
 V  R  F  V  Y  T  T  A  A  A  M  T  A  D  Q  E  R  L  I  A  V  D  R  A  G  G  A  G  A  290

GTGGGCGGGCTGATGGACTACGTCGAGGGCTCGGTCCACCTGAACCAGGGCCTGGTCGAGACCTGGCGCACGCAGCCGCAGCCGCCT
 V  G  G  L  M  D  Y  V  E  G  S  V  H  L  N  Q  G  L  V  E  T  W  R  T  Q  P  Q  P  P  319

TCGCCGTCCTCCTCCTCCTCCTCATCCTTCTTCTCCGACGCCGACGAGGCCCGCGTCGCCGCGCTCGCCAAGGAGGCCGGCGGCGTG
 S  P  S  S  S  S  S  S  S  F  F  S  D  A  D  E  A  R  V  A  A  L  A  K  E  A  G  G  V  348

CTGTATTTCCTCGAGGGCGCCATCTACTTCGGCGGCGCCGCCGGGCCGTCCGCCGCCGACGTTGACAAGAGGATGGATGTGCTGCGT
 L  Y  F  L  E  G  A  I  Y  F  G  G  A  A  G  P  S  A  A  D  V  D  K  R  M  D  V  L  R  377

CGCGAGCTGCGGCACGAGCGCGGGTTCGTGTTCGCGCAGGACGTGGCGTACGCCGGGTTCCTGGACCGCGTCCACGACGGCGAGCTC
 R  E  L  R  H  E  R  G  F  V  F  A  Q  D  V  A  Y  A  G  F  L  D  R  V  H  D  G  E  L  406

AAGCTCCGCGCCGCGGGGCTCTGGGACGTGCCGCACCCATGGCTGAACCTGTTCCTCCCCCGCTCCGGCGTCCTCGCCTTCGCCGAC
 K  L  R  A  A  G  L  W  D  V  P  H  P  W  L  N  L  F  L  P  R  S  G  V  L  A  F  A  D  435

GGCGTCTTCCACGGCATCCTCAGCCGCACCCCCGCCATGGGCCCCGTCCTCATCTACCCCATGAACCGCAACAAGTGGGACAGTAAC
 G  V  F  H  G  I  L  S  R  T  P  A  M  G  P  V  L  I  Y  P  M  N  R  N  K  W  D  S  N  464

ATGTCGGCAGTGATCACCGACGACGACGGTGACGAGGTGTTCTACACGGTGGGGATCCTGCGGTCGGCGGCGGCGGCCGGCGACGTG
 M  S  A  V  I  T  D  D  D  G  D  E  V  F  Y  T  V  G  I  L  R  S  A  A  A  A  G  D  V  493

GGGAGGCTGGAGGAGCAGAACGACGAGATCTTGGGTTTCTGCGAGGTGGCCGGGATAGCCTACAAGCAGTACCTGCCTTACTACGGC
 G  R  L  E  E  Q  N  D  E  I  L  G  F  C  E  V  A  G  I  A  Y  K  Q  Y  L  P  Y  Y  G  522

AGCCAGGCAGAGTGGCAGAAGCGGCACTTCGGTGCCAATCTCTGGCCAAGATTCGTGCAGCGGAAGAGCAAGTATGATCCAAAGGCC
 S  Q  A  E  W  Q  K  R  H  F  G  A  N  L  W  P  R  F  V  Q  R  K  S  K  Y  D  P  K  A  551

ATCCTGTCCCGTGGCCAGGGGATTTTCACGTCACCACTCGCATGA
 I  L  S  R  G  Q  G  I  F  T  S  P  L  A  *                                            565

[bookmark: _Hlk134317307][bookmark: _Hlk130298605][bookmark: _Hlk125494516][bookmark: _Hlk154863411]Figure S1. Coding sequence of OsCKX2 (LOC_Os01g10110) and location of gRNA. The green highlight region was used as gRNA-target region for knockout study. The blue colour nucleotide and its amino acid coding sequence (81-559 AA) showing FAD/FMN-containing dehydrogenase protein domain.


ATGAAGCAAGAGCAGGTCAGGATGGCAGTGCTCCTCATGCTCAACTGCTTCGTCAAGGCCACGGCGCCGCCGCCATGGCCGCCGTCGGCTTCGTCCGCCTCCTTCCTCGACGACCTCGGCGACCTCGGCATCGCGCCGCTCATCCGCGCCGACGAGGCGGGCACCGCGCGCGCCTCCGCCGACTTTGGCAACCTCTCCGTCGCCGGCGTCGGGGCGCCTCGGCTCGCCGCCGCCGCCGCCGTGCTCTACCCGTCGCGCCCCGCCGACATCGCCGCGCTGCTGCGCGCGTCGTGCGCACGCCCGGCGCCGTTCGCGGTGTCCGCGCGGGGGTGTGGCCACTCGGTGCACGGCCAGGCCTCCGCGCCCGACGGCGTCGTCGTCGACATGGCGTCGCTCGGCCGCCTGCAGGGCGGCGGCGCGCGGCGCCTCGCCGTGTCAGTGGAGGGGCGGTACGTCGACGCCGGCGGCGAGCAGCTGTGGGTGGACGTGCTGCGCGCGTCCATGGCGCACGGGCTCACGCCGGTGTCGTGGACAGACTACCTCCACCTCACCGTCGGCGGCACGCTGTCCAACGCCGGCATCAGCGGCCAGGCCTTCCGCCATGGCCCCCAGATTTCCAACGTGCTAGAGCTCGACGTCATCACCggtacgtagatccatcacatctactaagacacgcgccgccatgatcgaggtaattaaggtataggtgttttgacgtatacatgtatctgcaGGTGTCGGGGAGATGGTGACGTGCTCGAAGGAGAAGGCGCCGGACCTGTTCGACGCGGTGCTGGGCGGGCTGGGGCAGTTCGGCGTCATCACGCGGGCGCGCATCCCGCTCGCGCCGGCGCCGGCGAGGGCGCGGTGGGTGCGGTTCGTGTACACGACGGCGGCGGCGATGACGGCCGACCAGGAGCGCCTCATCGCCGTCGATCGCGCCGGCGGCGCCGGCGCGGTGGGCGGGCTGATGGACTACGTCGAGGGCTCGGTCCACCTGAACCAGGGCCTGGTCGAGACCTGGCGCACGCAGCCGCAGCCGCCTTCGCCGTCCTCCTCCTCCTCCTCATCCTTCTTCTCCGACGCCGACGAGGCCCGCGTCGCCGCGCTCGCCAAGGAGGCCGGCGGCGTGCTGTATTTCCTCGAGGGCGCCATCTACTTCGGCGGCGCCGCCGGGCCGTCCGCCGCCGACGTTGACAaggtatactagctagctactagcttgctctgcgctgagccgaccagagcgggtcccacctcgtgatgatggcgggaacaactaagctgcaaaaacttttggcgccacctggggcttacgcttacgcacgcatgcaattaaggggtgttctagatggggctaaaactttttagcccatgtcacatcggatgtttggacgctaatttggagtattaaatatagactaataaaaaaactaatttcataaatgagagctaatccgcgagacgaattttttaagcctaattaatctataattataaaagtttattgtagcatcacattgtcaaaatcatgacataattagactcaaaagattcgtctcgtgaattagtccaagatatggaatatgttttataattagtgtatgtttaatactccaaattagtattcaaacatctggtgtgacatggacttggaataagtccgtggaaaccaaacagaccctaacggtgcatgaaattgaagtctcttgcgccgtcgacatcgtcgtacttggcctaccacttttgtctgccacgcgatgcacctctcgctatcacacacctaactggaagtaattaaataattattcgattctgtgttaatttttttttatcttccttagttcccggagagacaaagattagatactatagtagcaacttagtaagctagtatatggagtattaggttagtcgctctcactaagcttaaacaggtgtataaaatatatgcatcgtctgatcgtgacatattcttttagctacttatggtgaaaactttttcgtccaaaacagtgaaaagcatgcgtgctagtgtaggtagtagctaccaggacgaattatatcattaacagtatttgtagcacatcaaggaaaaacttgtctttttaaacactgttacagtcttcagaacgcacaactttaacaggtatttttgtattatatttttttaaaaaaaaataaaggtaataaaattatggtattgtaaaagtatatttttaaggaaaatcatataaccaatcaaaagtttatgaagatatacatattgatgttcaaagttactaaaagttgacttaaacatcacattttcatcttgaccaaagagggttcatatatatactccctcaattttaaaatataagcatttctaattatatgcatctagacaaatgcatataaaaatactttattttttaaagtgagggagtatcaattttgagcatgtagctagactagattagtgtatgtctacgcacatatctgttgttctgcacaaaactactactcatcggtcctaaaatataagaatttaaaattggatgggacataccctaatacaatgaatttagacatggacatatactagtaataccatgtactacctccatcccaaaataagttcacttttcatccatctcacacataccaatagaaagtactacaaatttcggttattctctattttcacaaactccgatgcaatgattattttaaaaataaacttattttagaataaatggaatgagcaaaatataaactggtgtgtttgaggagaaggggattgaggagattgggaagatacgcaaaacgaggtgagccattagctcatgattaattgagtattaactattttaaatttcaaaaatggattaatatgattttttaaagcaactttcctatataaaatttttacaaaaaacacaccgtttaatagtttggaaagcgtacttgcggaaaacgaggtgctttctccctcaatgtcgtccaaacgaacgctgccttattacgggactgaggaattagagctttgccagaaagaaatcagcatcgccagcttggacctaccatccatgcatgcatcatgtggccattgacacatcacatagtatgtgctagctagctagcttttgatcatagttacatgtatctagctaggctagaagctggaaaccgatggatatgatggatctctcatggatgacaggccagccaaagatctgtgcgccactagatacagtgcatgcatcagcttgtatggttataaccctagctagccagctttagcacacacatgcatatgcatgcatgagcccccatcttttgcaacacgaccgaccaactatgttggctctatatagatagctagctagttattccatgcatatacagtttgcatttcctagctatagcttttgctatgtgatccgagaagatcctgcatgcccacacgtgacacgtcacacacacatgtggacaaagtactgcctcactttatccttgcatgacgtcacgtcgccacctgtccatccacgctgctagtgctggcaaaattaataactcgatcaaatttcggtgatctctctgcaaagaatttgatgaattttaccaacatatatgctttaatttctttgcttgattttatttgcAGAGGATGGATGTGCTGCGTCGCGAGCTGCGGCACGAGCGCGGGTTCGTGTTCGCGCAGGACGTGGCGTACGCCGGGTTCCTGGACCGCGTCCACGACGGCGAGCTCAAGCTCCGCGCCGCGGGGCTCTGGGACGTGCCGCACCCATGGCTGAACCTGTTCCTCCCCCGCTCCGGCGTCCTCGCCTTCGCCGACGGCGTCTTCCACGGCATCCTCAGCCGCACCCCCGCCATGGGCCCCGTCCTCATCTACCCCATGAACCGCAACAAgtaataataataataaaaagctttactacatatacacatgtatataatttttacggggtggattttttcgttcaaaatgacgacccctcatattgtgcgtgtcgtctgaaaacttattaaaatgtttaaataaaaaattaatatgatacataaatatattatatatcactatataaacattgtaatcttaaactcaacttgcacaagtagtaaaaaaacaaatttgactgcaaatagtgtgtactaagttatttatttacttatgctagtatgctacttgaatttaaacgtacatatttatgaagtggtatattatatatttccagagtatttttatggttcttttacgacatgaaaaacaatgtccgttctcttgaaggatgaatagactttccttaattttaacatatatggtggtaactaaacatacacacacctggatatgtttcagGTGGGACAGTAACATGTCGGCAGTGATCACCGACGACGACGGTGACGAGGTGTTCTACACGGTGGGGATCCTGCGGTCGGCGGCGGCGGCCGGCGACGTGGGGAGGCTGGAGGAGCAGAACGACGAGATCTTGGGTTTCTGCGAGGTGGCCGGGATAGCCTACAAGCAGTACCTGCCTTACTACGGCAGCCAGGCAGAGTGGCAGAAGCGGCACTTCGGTGCCAATCTCTGGCCAAGATTCGTGCAGCGGAAGAGCAAGTATGATCCAAAGGCCATCCTGTCCCGTGGCCAGGGGATTTTCACGTCACCACTCGCATGA
Figure S2. Structural organization of the OsCKX2 gene and designing of screen primers for confirm edited lines. The structural organization of OsCKX2 gene (LOC_Os01g10110) consisting of 4 exons interrupted by 3 introns. The 20nt-sgRNA target sites were highlighted yellow colour. The arrow indicates forward and reverse primers used for amplification of (774 bp) genomic fragment from T0, T1 and T2 plants to identify editing in the CKX2 locus following Sanger sequencing. 
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[bookmark: _Hlk155637916]Figure S3. Chromatogram and sequence confirmation of edited rice lines. Chromatogram sequencing confirm introduction of ‘T’ (CKX2-KO1) and ‘G’ nucleotide insertion mutation in the OsCKX2 locus. The image for chromatogram was created by chromatogram viewer Chromas 2.6.6 software (https://technelysium.com.au/wp/chromas/).





ATGAAGCAAGAGCAGGTCAGGATGGCAGTGCTCCTCATGCTCAACTGCTTCGTCAAGGCCACGGCGCCGCCGCCATGGCCGCCGTCG
 M  K  Q  E  Q  V  R  M  A  V  L  L  M  L  N  C  F  V  K  A  T  A  P  P  P  W  P  P  S  29

GCTTCGTCCGCCTCCTTCCTCGACGACCTCGGCGACCTCGGCATCGCGCCGCTCATCCGCGCCGACGAGGCGGGCACCGCGCGCGCC
 A  S  S  A  S  F  L  D  D  L  G  D  L  G  I  A  P  L  I  R  A  D  E  A  G  T  A  R  A  58

TCCGCCGACTTTGGCAACCTCTCCGTCGCCGGCGTCGGGGCGCCTCGGCTCGCCGCCGCCGCCGCCGTGCTCTACCCGTCGCGCCCC
 S  A  D  F  G  N  L  S  V  A  G  V  G  A  P  R  L  A  A  A  A  A  V  L  Y  P  S  R  P  87

GCCGACATCGCCGCGCTGCTGCGCGCGTCGTGCGCACGCCCGGCGCCGTTCGCGGTGTCCGCGCGGGGGTGTGGCCACTCGGTGCAC
 A  D  I  A  A  L  L  R  A  S  C  A  R  P  A  P  F  A  V  S  A  R  G  C  G  H  S  V  H  116

GGCCAGGCCTCCGCGCCCGACGGCGTCGTCGTCGACATGGCGTCGCTCGGCCGCCTGCAGGGCGGCGGCGCGCGGCGCCTCGCCGTG
 G  Q  A  S  A  P  D  G  V  V  V  D  M  A  S  L  G  R  L  Q  G  G  G  A  R  R  L  A  V  145

TCAGTGGAGGGGCGGTACGTCGACGCCGGCGGCGAGCAGCTGTGGGTGGACGTGCTGCGCGCGTCCATGGCGCACGGGCTCACGCCG
 S  V  E  G  R  Y  V  D  A  G  G  E  Q  L  W  V  D  V  L  R  A  S  M  A  H  G  L  T  P  174

GTGTCGTGGACAGACTACCTCCACCTCACCGTCGGCGGCACGCTGTCCAACGCCGGCATCAGCGGCCAGGCCTTCCGCCATGGCCCC
 V  S  W  T  D  Y  L  H  L  T  V  G  G  T  L  S  N  A  G  I  S  G  Q  A  F  R  H  G  P  203

CAGATTTCCAACGgTGCTAGAGCTCGACGTCATCACCGGTGTCGGGGAGATGGTGACGTGCTCGAAGGAGAAGGCGCCGGACCTGTT
 Q  I  S  N  G  A  R  A  R  R  H  H  R  C  R  G  D  G  D  V  L  E  G  E  G  A  G  P  V  232
CGACGCGGTGCTGGGCGGGCTGGGGCAGTTCGGCGTCATCACGCGGGCGCGCATCCCGCTCGCGCCGGCGCCGGCGAGGGCGCGGTG
 R  R  G  A  G  R  A  G  A  V  R  R  H  H  A  G  A  H  P  A  R  A  G  A  G  E  G  A  V  261
GGTGCGGTTCGTGTACACGACGGCGGCGGCGATGACGGCCGACCAGGAGCGCCTCATCGCCGTCGATCGCGCCGGCGGCGCCGGCGC
 G  A  V  R  V  H  D  G  G  G  D  D  G  R  P  G  A  P  H  R  R  R  S  R  R  R  R  R  R  290
GGTGGGCGGGCTGATGGACTACGTCGAGGGCTCGGTCCACCTGAACCAGGGCCTGGTCGAGACCTGGCGCACGCAGCCGCAGCCGCC
 G  G  R  A  D  G  L  R  R  G  L  G  P  P  E  P  G  P  G  R  D  L  A  H  A  A  A  A  A  319 
TTCGCCGTCCTCCTCCTCCTCCTCATCCTTCTTCTCCGACGCCGACGAGGCCCGCGTCGCCGCGCTCGCCAAGGAGGCCGGCGGCGT
 F  A  V  L  L  L  L  L  I  L  L  L  R  R  R  R  G  P  R  R  R  A  R  Q  G  G  R  R  R  348
GCTGTATTTCCTCGAGGGCGCCATCTACTTCGGCGGCGCCGCCGGGCCGTCCGCCGCCGACGTTGA
 A  V  F  P  R  G  R  H  L  L  R  R  R  R  R  A  V  R  R  R  R  *                       369
                                           

[bookmark: _Hlk67779368][bookmark: _Hlk155637948]Figure S4:  Effect of ‘T’ insertion mutation in the OsCKX2 locus and formation of truncated protein. Rice OsCKX2 gene encodes for a 565 amino acid polypeptide. Osckx2-1 (OsCKX2-KO1) having ‘T’ nucleotide insertion leads to introduction of premature stop codon at 396 amino acid position with altered amino acid sequence from 208 position. 











ATGAAGCAAGAGCAGGTCAGGATGGCAGTGCTCCTCATGCTCAACTGCTTCGTCAAGGCCACGGCGCCGCCGCCATGGCCGCCGTCG
 M  K  Q  E  Q  V  R  M  A  V  L  L  M  L  N  C  F  V  K  A  T  A  P  P  P  W  P  P  S  29

GCTTCGTCCGCCTCCTTCCTCGACGACCTCGGCGACCTCGGCATCGCGCCGCTCATCCGCGCCGACGAGGCGGGCACCGCGCGCGCC
 A  S  S  A  S  F  L  D  D  L  G  D  L  G  I  A  P  L  I  R  A  D  E  A  G  T  A  R  A  58

TCCGCCGACTTTGGCAACCTCTCCGTCGCCGGCGTCGGGGCGCCTCGGCTCGCCGCCGCCGCCGCCGTGCTCTACCCGTCGCGCCCC
 S  A  D  F  G  N  L  S  V  A  G  V  G  A  P  R  L  A  A  A  A  A  V  L  Y  P  S  R  P  87

GCCGACATCGCCGCGCTGCTGCGCGCGTCGTGCGCACGCCCGGCGCCGTTCGCGGTGTCCGCGCGGGGGTGTGGCCACTCGGTGCAC
 A  D  I  A  A  L  L  R  A  S  C  A  R  P  A  P  F  A  V  S  A  R  G  C  G  H  S  V  H  116

GGCCAGGCCTCCGCGCCCGACGGCGTCGTCGTCGACATGGCGTCGCTCGGCCGCCTGCAGGGCGGCGGCGCGCGGCGCCTCGCCGTG
 G  Q  A  S  A  P  D  G  V  V  V  D  M  A  S  L  G  R  L  Q  G  G  G  A  R  R  L  A  V  145

TCAGTGGAGGGGCGGTACGTCGACGCCGGCGGCGAGCAGCTGTGGGTGGACGTGCTGCGCGCGTCCATGGCGCACGGGCTCACGCCG
 S  V  E  G  R  Y  V  D  A  G  G  E  Q  L  W  V  D  V  L  R  A  S  M  A  H  G  L  T  P  174

GTGTCGTGGACAGACTACCTCCACCTCACCGTCGGCGGCACGCTGTCCAACGCCGGCATCAGCGGCCAGGCCTTCCGCCATGGCCCC
 V  S  W  T  D  Y  L  H  L  T  V  G  G  T  L  S  N  A  G  I  S  G  Q  A  F  R  H  G  P  203

CAGATTTCCAACGtTGCTAGAGCTCGACGTCATCACCGGTGTCGGGGAGATGGTGACGTGCTCGAAGGAGAAGGCGCCGGACCTGTT
 Q  I  S  N  v  A  R  A  R  R  H  H  R  C  R  G  D  G  D  V  L  E  G  E  G  A  G  P  V  232
CGACGCGGTGCTGGGCGGGCTGGGGCAGTTCGGCGTCATCACGCGGGCGCGCATCCCGCTCGCGCCGGCGCCGGCGAGGGCGCGGTG
 R  R  G  A  G  R  A  G  A  V  R  R  H  H  A  G  A  H  P  A  R  A  G  A  G  E  G  A  V  261
GGTGCGGTTCGTGTACACGACGGCGGCGGCGATGACGGCCGACCAGGAGCGCCTCATCGCCGTCGATCGCGCCGGCGGCGCCGGCGC
 G  A  V  R  V  H  D  G  G  G  D  D  G  R  P  G  A  P  H  R  R  R  S  R  R  R  R  R  R  290
GGTGGGCGGGCTGATGGACTACGTCGAGGGCTCGGTCCACCTGAACCAGGGCCTGGTCGAGACCTGGCGCACGCAGCCGCAGCCGCC
 G  G  R  A  D  G  L  R  R  G  L  G  P  P  E  P  G  P  G  R  D  L  A  H  A  A  A  A  A  319 
TTCGCCGTCCTCCTCCTCCTCCTCATCCTTCTTCTCCGACGCCGACGAGGCCCGCGTCGCCGCGCTCGCCAAGGAGGCCGGCGGCGT
 F  A  V  L  L  L  L  L  I  L  L  L  R  R  R  R  G  P  R  R  R  A  R  Q  G  G  R  R  R  348
GCTGTATTTCCTCGAGGGCGCCATCTACTTCGGCGGCGCCGCCGGGCCGTCCGCCGCCGACGTTGA
 A  V  F  P  R  G  R  H  L  L  R  R  R  R  R  A  V  R  R  R  R  *                       369

[bookmark: _Hlk155637986]Figure S5: Effect of ‘G’ insertion mutation in the OsCKX2 locus and formation of truncated protein. Rice OsCKX2 gene encodes for a 565 amino acid polypeptide. Osckx2-1 (OsCKX2-KO1) having ‘G’ nucleotide insertion leads to introduction of premature stop codon at 396 amino acid position with altered amino acid sequence from 209 position. 
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[bookmark: _Hlk155649109][bookmark: _Hlk155639620]Figure S6: Effect of salt stress on seedlings of WT and Osckx2 plant growth. Three-week-old WT and Osckx2 seedlings were subjected to different concentration (100-200mM) of salt stress treatment in yoshida solution under growth chamber for 14 days. On day 14th of salinity treatment, the WT (W), OsCKX2-KO1(1) and OsCKX2-KO2(2) showed no difference in the salt tolerance. Significantly change in the shoot and root length both WT and OsCKX2 mutant were observed under different concentration salt stress compared to control condition. However, with in the different NaCl concentration, data showed no change in the WT, OsCKX2-KO in shoot and root length. The rice lines W, 1 and 2 represents WT, OsCKX2-KO1(1) and OsCKX2-KO1(1) lines respectively. Letters indicate a significant difference between means (P < 0.01) from the control condition. Data mean ±SD (n=30).













Table S1: List of primers used in the present study.

	Primer name
	5’-NNNNNNNN-------NNNNNNN-3’

	CKX2-gRNA-F
	CAGGACGTCGAGCTCTAGCACGT

	CKX2-gRNA-R
	AAACACGTGCTAGAGCTCGACGT

	CKX2-Screen F
	CCGGTGTCGTGGACAGACTACCT

	CKX2-Screen R
	TTGCAGCTTAGTTGTTCCCGCC

	OsU6 Screen-F
	CCTCATTAGCGGTATGCATGT

	ZmUbiP-Screen F
	GTTGGGCGGTCGTTCATTCGTTC

	Cas9-Screen R
	GAAGATCGGGTGCCTCTCGT

	hpt Screen F
	GCCTGAACTCACCGCGACG

	hpt Screen R
	CAGCCATCGGTCCAGACG










image1.png
CKX2-WT :

CKX2-KO1:

CKX2-WT
CKX2-KO2:

CCAACGTTGCTAGAGCTCGACGTC
EENEEE N SN NNENEENEEREREEN
CCAACGTTGCTAGAGCTCGACGTC

AN A

CCARCG-TGCTAGAGCTCGACGTC
CCAA%GGTGCTAGAGCTCGACGTC
[ = 1 -





image2.png
omM

Shoot length (cm)

ol
oot

A0S
o

Oomid

Root length (cm)

od
W
o

100

504

0

W
e

= 100mM

R
P

= 100mM

d
4 4

WO
A

OmM == 100mM

A% A1%
d 3% d
d 3% d

Wy
R

= 150mM

s
e

= 150mM

WOy
o

- 150mM

20%25%
4

o)yt
oo

= 200mi

Dead
Wty

oo

= 200mi

Dead

W
R

= 200mM

Dead

W
e





