GGCTAC(1)TACGACAACCGTTACTGGACAATGtggaagctgcctatgttcggctgcACCGACCCCAACCAGGTGCTCGGCGAGGTTGACGCCTGCAAGCGCGCATTCCCCGACTGCTACATCCGCCTGGTGGCTTTCGACAAGTGCGCCTCACCAGGACCAGTGTCTGCATCATTCGTTATGTTGGTCACGTATAGTGACATGCTCTATGATCTCTTGTATTATTTATAACTGACACTTGTGTGTTTGTGCAGCATCGCTCAGTGCCAGACCATCGGCTTCC(2)TCGTCAACCGCCCAATGCGCGCTGGCGACTTCCA(3)GAGCCCCGAGAACCGTGGAAGCGGAGCCACGAACTTCTCTCTGTTAAAGCAAGCAGGAGATGTTGAAGAAAACCCCGGGCCTGGAAGCGGAGAGGGCAGGGGAAGTCTTCTAACATGCGGGGACGTGGAGGAAAATCCCGGCCCCATGGTGAGCAAGGGCGAGGAGCTGTTCACCGGGGTGGTGCCCATCCTGGTCGAGCTGGACGGCGACGTAAACGGCCACAAGTTCAGCGTGTCCGGCGAGGGCGAGGGCGATGCCACCTACGGCAAGCTGACCCTGAAGTTCATCTGCACCACCGGCAAGCTGCCCGTGCCCTGGCCCACCCTCGTGACCACCCTGACCTACGGCGTGCAGTGCTTCAGCCGCTACCCCGACCACATGAAGCAGCACGACTTCTTCAAGTCCGCCATGCCCGAAGGCTACGTCCAGGAGCGCACCATCTTCTTCAAGGACGACGGCAACTACAAGACCCGCGCCGAGGTGAAGTTCGAGGGCGACACCCTGGTGAACCGCATCGAGCTGAAGGGCATCGACTTCAAGGAGGACGGCAACATCCTGGGGCACAAGCTGGAGTACAACTACAACAGCCACAACGTCTATATCATGGCCGACAAGCAGAAGAACGGCATCAAGGTGAACTTCAAGATCCGCCACAACATCGAGGACGGCAGCGTGCAGCTCGCCGACCACTACCAGCAGAACACCCCCATCGGCGACGGCCCCGTGCTGCTGCCCGACAACCACTACCTGAGCACCCAGTCCGCCCTGAGCAAAGACCCCAACGAGAAGCGCGATCACATGGTCCTGCTGGAGTTCGTGACCGCCGCCGGGATCACTCTCGGCATGGACGAGCTGTACAAGTAA(3)CCGTGGCTTAAGTCACTGTCTTTGGGTTTA(4)GGTTGCACAATGCTGGGCCTCGAGTCGGTCGGTAGGAAGAGATGCTTGTGCGACTGGATGTAACAGGCACAATCCGAGTTTTGAGCAGTTACGTGATGTGGCATGTAACGCGCACAATAAAATTAACTGGTTCATGCGGTCAAGCACCAAATTCTGGCTTGACACTGTACTGGCTTGACACTCTACTGGCTTGACACTCCCTGCGGTTGTGAAAGTCCGTATATGACTATCATCCAAGCCACAATATTAT(5)TGCAATGCCGACCGTGTTCTCTG

Fig. S1 Sequence information of the synthetic DNA fragment
Underlined regions indicate primer sequences or sgRNA sequences. (1) HA_300_F, (2) HA_50_F, (3) rbcS#1, (4) HA_50_R, (5) HA_300_R. Color markers correspond to the following features: gray indicates introns or the 3' UTR, yellow indicates the P2A sequence, light blue indicates the T2A sequence, and green indicates the EGFP sequence. Lowercase letters in gray-blue represent intended 24 base deletions, which are not included in the actual synthetic DNA.
