Table S1. Oligonucleotide primers used in this study.
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Primer Name

Sequence (5'-3")
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ATGGACGAGGACCGGAGCGCC
TCGATGGTTCCACTGCTTTTGCTGAGC
CTTCTGCGGGCGATTTGT
GACAGCGTCTCCGACCTGAT
CTTGACATTGGGGAGTTTAGCGAGA
CCCAATACGAGGTCGCCAACATCTT
CGTCCGAGGGCAAAGAAATAGAGTA
CTTGGCGAGAAGTAAGTGGATGAA
TCCGAGGGCAAAGAAATAGAGTAGAT
CTCCTGGTCCTTCATCGCGTAGT
CGAGGTCGCCAACATCTTCTTCT
CGAGGCTGCCATCAATGTAAGTG
CGAGGTCGCCAACATCTTCTTCT
GCGTTGGCGGTAACAAGAAAGGG
CGATCATGGCTGCGTGTTTGGAG
TTGAATCCTGTTGCCGGTCTTGC
CGCCGACTTCTTCCATCACATCCTT
CCTGTTGCCGGTCTTGCGATGAT
AGCCCTTGCCGTTGTCGCTCATT

Table S2. Rice genes used in endogenous gene expression assays.

Gene name Accession NCBI ID Sequence (5°-3") Amplicon
number size (bp)

OsAGPLI DS50317 050520580000 F:GGAAGACGGATGATCGAGAAAG 140
R: CACATGAGATGCACCAACGA

OsAGPL2 U66041 050120633100 F: AGTTCGATTCAAGACGGATAGC 96
R: CGACTTCCACAGGCAGCTTATT

OsAGPS1 AK073146 050920298200 F: GTGCCACTTAAAGGCACCATT 97
R: CCCACATTTCAGACACGGTTT

OsAGPS2b AK103906 050820345800 F: AACAATCGAAGCGCGAGAAA 186
R: GCCTGTAGTTGGCACCCAGA

OsBEI D11082 050620726400 F: TGGCCATGGAAGAGTTGGC 191
R: CAGAAGCAACTGCTCCACC

OsBElla  AB023498 050220528200 F: GCCAATGCCAGGAAGATGA 128
R: GCGCAACATAGGATGGGTTT

OsBEIlb  D16201 050220528200 F: ATGCTAGAGTTTGACCGC 261
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R: AGTGTGATGGATCCTGCC

F: AACGTGGCTGCTCCTTGAA

R: TTGGCAATAAGCCACACACA

F: AGGCATCGAGGGTGAGGAG

R: CCATCTGGCCCACATCTCTA

F: TGCTCAGCTACTCCTCCATCATC
R: AGGACCGCACAACTTCAACATA
F: TAGAGGTCCTCTTGGAGG

R: AATCAGCTTCTGAGTCACCG
F:ACAGCTTGAGACACTGGGTTGAG
R: GCATCAAGAGGACAACCATCTG
F: ACCTTTCTTCCATGCTGG

R: CAAAGGTCTGAAAGATGGG

F: GGGCCTTCATGGATCAACC

R: CCGCTTCAAGCATCCTCATC

F: GCTTCCGGTTTGTGTGTTCA

R: CTTAATACTCCCTCAACTCCACCAT

F: GCCTGCCCTGGACTACATTG

R: GCAAACATATGTACACGGTTCTGG

F: GGGAGCGGCTCAAACATAAA

R: CCGTGCACTGACTGCAAAAT
F:CGTGCCACCTGACAAACTACTC
R: ATGGTGAGAGAGCATGGTTTCA
F::CTGCGGCTTCTGCTTCATACT
R:AACACGAATTGGGCGATCAT
F:GATCTACACCAAGGCGGCC
R:GCGATGTCGCCCACGTTG

F:ATGACCGAAGAGTACGGAATGAC

R:ATCTGTCCACATGCAAAGCG

F:CGCGACTACCAGAAGGAAATTG

R:CATCATGGCTTGCATTTGCT

F:GAACTGGTATGGTCAAGGCTG

R:ACACGGAGCTCGTTGTAGAAG
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Figure S1. Southern blot analysis of m-1a strain.
M, A/HindIII DNA marker; CK+, Plasmid (pCAMBIA1301); 1: wild-type plants (‘Zhonghua 11°);

2,3: m-1a strain
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Figure S2. Functional annotation gene GO annotation in Chr 11.
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Figure S3. Biological process analysis of downstream genes of m-1a insertion site.
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Figure 54. Mollecular function analysis of downstream genes of m-1a insertion site.



