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Appendix A. Amino acid sequence alignment among wild type, dxr-1 and dxr-2.

Appendix B. Off-target effect detection

Sequence MMs Gene Region Muations
TTCCTCAAGTCCAACACAGG 3 050290690300 intron No
TTCCTGGACTCCAACAGGGT 3 050290572600 cds No
TTCCTCGACTCAAATAGAGA 3 EPIOSAG00000034243 exon No
TTCCTCGACACCCAGAGAGG 3 0s12g0171801 cds No
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Appendix C. Chlorophyll contents of the wild type and dxr.
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Appendix D. Expression pattern of OsDXR from the Rice eFP Browser.
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Appendix E. Expression level of five MEP pathway genes.
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Appendix F. Analysis of 16 RNA editing sites between the wild type and dxr.
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Appendix G. Haplotype analysis of OsDXR (http://ricevarmap.ncpgr.cn/).



