A common wild rice-derived BOCL1 allele reduces callus

browning in indicarice transformation

Zhang et al.
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Supplementary Fig. 1. Graphic depiction of genotype of the introgression line
YIL25. The black boxes represent the chromosome segments of YIJICWR. The white
boxes represent the Teqging genetic background.
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Supplementary Fig. 2. Phenotypic comparison of various calli subcultured for 21
days. (a, b) Comparison of the CBR and CBI of Teging, YJICWR, YIL25, and F; progeny
derived from a cross between Teging and YIL25. Values are means £+ SE (n = 3
biologically independent samples). Two-tailed Student’s t-tests were performed to

determine significant differences. Source data are provided as a Source Data file.
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AAAACTCCCGTAACCGTAGGATGATC|-/AGATGGTCAACGGCGATGGCAAAGGTCAGCGTTTGGTTTACCACGCCTTCGTC
AAAACTCCCGTAACCGTAGGATGATCICAGATGGTCAACGGCGATGGCAAAGGTCAGCGTTTGGTTTACCACGCCTTCGTC

CGGCGGTGGGCCGGTGGGGCCCACCTGGAAGTCTAATTATTACTAGACCGAGAAATAAACAACTTGCTTCACAAGAACAT
CGGCGGTGGGCCGGTGGGGCCCACCTGGAAGTCTAATTATTACTAGACCGAGAAATAAACAACTTGCTTCACAAGAACAT

CGTGGGTGGGAACGAGCGAAAGCAATCTTAAGCGCCAAGAAAAATACGCACAAGAGAGAAGAGTAGGCGCGGTTTTGTGG
CGTGGGTGGGAACGAGCGAAAGCAATCTTAAGCGCCAAGAAAAATACGCACAAGAGAGAAGAGTAGGCGCGGTTTTGTGG

CCGGAGAGAAAGCCOACGCGCCGGTTTCGTGCCGGAGTATCATTTTCGTTTTCTTTTTTTCTCCCTTTCTTTTTTTCGCAT
CCGGAGAGAAAGCAACGCGCCGGTTTCGTGCCGGAGTATCATTTTCGTTTTCTTTTTTTCTCCCTTTCTTTTTTTCGCAT

TAACGGACGT TTCGTACTAA - - - - = - o e s o e e m e e oo e o mmmcoecceceooeseoeecoeeeeeeoeeeeeeeeoe=-=
TAACGGACGTTTCGTACTAAGGCCCTGTTTAGATGGGACTAAAACTTTTAAGTCCCTATCATATCAGATGTTTGAAAATT

TCGTGAATTAGCTTTTATTTATGTAATTAGTTTTGTAAGTAGTCTATATTTAATACTCTAAATTAGTGTCTAAAGACAGA

7777777777777777777777777777777777777 GCTGGTATACAACAAGGAGACCGGCTGGGCGCCTGGGCCTGTC
GACTAAAGTTAAGT CCCTGGATCTAATAACCACCTAAGCTGGTATACAACAAGGAGACCGGCTGGGCGCCTGGGCCTGTC

CAGGTGAAGTAAAGGGCAAAGTCGGTACTAATCGGTATAGTCAGCGTGCTTCACATGCGACAACTCTGACCCAAGGTGAA
CAGGTGAAGTAAAGGGCAAAGTCGGTACTAATCGGTATAGTCAGCGTGCTTCACATGCGACAACTCTGACCCAAGGTGAA

GTAAAGAGCCAAGTCTTTATGTACGACAGTACGAGCAAGGACTAGTA(QTIAGTAGAAGTGCTATGCTGAATTTTGCTATTG
GTAAAGAGCCAAGTCTTTATGTACGACAGTACGAGCAAGGACTAGTACQAGTAGAAGTGCTATGCTGAATTTTGCTATTG

TTAGGAAACAATTTTTTGGTTTATATAATTAACCAAACTCATACAATCAAATGTGTATGCATGAAATTGAAATGTAACCG
TTAGGAAACAATTTTTTGGTTTATATAATTAACCAAACTCATACAATCAAATGTGTATGCATGAAATTGAAATGTAACCG

TTTTTTAGACCAATTTTCTTATATTAATTAATTTATTATAGAGGAGAAATATTTTTTTCTTTTTTTAAGGGAAGGAGCAC
TTTTTTAGACCAATTTTCTTATATTAATTAATTTATTATAGAGGAGAAATATTTTTTTCTTTTTTTAAGGGAAGGAGCAC

TATTCTTTCCGTTCAAGTAAGTAGTAGTCCAGACCAAAAAAGAAATAAAAAAACAACTGGCGCAAGTAAAACAGGTTCGG
TATTCTTTCCGTTCAAGTAAGTAGTAGTCCAGACCAAAAAAGAAATAAAAAAACAACTGGCGCAAGTAAAACAGGTTCGG

GGGCAAACTAGACATTTCTAGACTTCTCTACCAAGGCATCTCCTTCTGTCCTTCATCAGGGGCAAAACCGCCATTACCAT
GGGCAAACTAGACATTTCTAGACTTCTCTACCAAGGCATCTCCTTCTGTCCTTCATCAGGGGCAAAACCGCCATTACCAT

TACCAACAAACGCAAAGAAGACTCGGGCGGGCGCCGCCCCAGAACACAAGTGAGAAAAAAAAAAAACCGACCTCCTCGCC
TACCAACAAACGCAAAGAAGACTCGGGCGGGCGCCGCCCCAGAACACAAGTGAGAAAAAAAAAAAACCGACCTCCTCGCC

GACGTGCTCTTCAAGAGACCGACCCCCCGCCGCGGCCTCAACCTATATATTCATCCCCACCTCCTCCGTOTTCCGCTCCC
GACGTGCTCTTCAAGAGACCGACCCCCCGCCGCGGCCTCAACCTATATATTCATCCCCACCTCCTCCGTCQTCCGCTCCC

ACTTGATCCCGATCGCCATTTCTCCACCTGCACATCTGCGCGCGCGCGCGGGAGAGCAGAGGCGGCGAGAGAGATCCGGG
ACTTGATCCCGATCGCCATTTCTCCACCTGCACATCTGCGCGCGCGCGCGGGAGAGCAGAGGCGGCGAGAGAGATCCGGG

+1Translation initiation site
TCGGGAGGGGTGATGGACTTCTCCGGCGACGT CAAGCCGGCGATCCACCGGCCCTCTGTCGCGGCGGCACGCGGGGGAGG
TCGGGAGGGGTGATGGACTTCTCCGGCGACGTCAAGCCGGCGATCCACCGGCCCTCTGTCGCGGCGGCACGCGGGGGAGG

GAACGGTGGGGCGATCCCGCTCCTGCGTGGGTGGCAGGCGTTCCGGAGGAGCGGCGCGCCGGCGAGGCTCCTCTGCTTCG
GAACGGTGGGGCGATCCCGCTCCTGCGTGGGTGGCAGGCGTTCCGGAGGAGCGGCGCGCCGGCGAGGCTCCTCTGCTTCG

AGGGCGGCGCGTGGGCGCGGACGTCGCGCGGGCGAGGTGGTGGGGCTGCTGCGGCGGGCGTTCATGGAGGGGAAGGCCGTTTGC
AGGGCGGCGCGTGGGCGGACGTCGCGGGCGAGGTGGTGGGGCTGCTGCGGCGGGCGTTCATGGAGGGGAAGGCCGTTTGC

GAGGCCGCCTGCGGTGGGAGGGTGTTCCTGTTCGACTTCATGCGGATGGTTCGGATCGATGAGGCCACCGCCGAGGAGGC
GAGGCCGCCTGCGGTGGGAGGGTGTTCCTGTTCGACTTCATGCGGATGGTTCGGATCGATGAGGCCACCGCCGAGGAGGC

CGCGCTGGGGTGGATCGACGACCGCGGCGCGTGCTTCTTCCCGGCTCCCGAGGGCGCGGGAGGCGAAGAGGAAGAGGGAGAGGG
CGCGCTGGGGTGGATCGACGACCGCGGCGCGTGCTTCTTCCCGGCTCCCGAGGGCGGGAGGAAGAGGAAGAGGGAGAGGG

ACGAGGCGGGGTCGGAGGTGAAGGGGGAGGATCGGCGGCGGCGGCAGCCGGCGGCGGAGGAGGAGGACGGGGACGAGGCG
ACGAGGCGGGGTCGGAGGTGAAGGCGGGGAGGAT CGGCGGCGGCGGCAGCCCGGCGGCGGAGGAGGAGGACGGGGACGAGGCG
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TCGTCCGGCGTGGAGGAGCGGTCCGGGGAGAGCCGCCCCGAGGCGGATGAGCCCGACAGGAAGAAGGCGCGCGGGACGTT
TCGTCCGGCGTGGAGGAGCGGTCCGCGGGAGAGCCGCCCCCGAGGCGGATGAGCCCGACAGGAAGAAGGCGCGCGGGACGTT

GTGGGGGAAGGCGGTGAGGCTGGACGAGGCGGACAAGTTCTACAAGGTGGTGGAGAAGCTCTTCGTCAGCCGGATGGCTC
GTGGGGGAAGGCGGTGAGGCTGGACGAGGCGGACAAGTTCTACAAGGTGGTGGAGAAGCTCTTCGTCAGCCGGATGGCTC

CCGTGGCGGCGGCCCGCGGCGTGGCGATCACGGCGGTGCACAAGGTCGCGCAGGGGCCCCGGGCAAGAGCCTTCCATCTG
CCGTGGCGGCGGCCCCGCGGCCGTGGCGATCACGGCGGTGCACAAGGTCGCGCAGGGGCCCCGGGCAAGAGCCTTCCATCTG

CAGGGACAGCTCCTTGCCGCTGCTCGCGGCGTCGGCGATGGCAGCAACGCCAAGTTCGCGTGGTACGGCGCGCCGGCGGC
CAGGGACAGCTCCTTGCCGCTGCTCGCGGCGTCGGCGATGGCAGCAACGCCAAGTTCGCGTGGTACGGCGCGCCGGCGGC

GGATGTGGCCGCGGCGGTGGAGCACGGCTTCGGGAGGACGAACGGGCAGTTTCTCGGCGGGCGCGCACACGGCGACGGCG
GGATGTGGCCGCGGCGGTGGAGCACGGCTTCGGGAGGACGAACGGGCAGTTTCTCGGCGGGCGCGCACACGGCGACGGCG

TTCACCTTTCGCCGCCGCAGTACCCTCACGCTAGGTGAGTTTCCCAAATGCTTTCAACTCTTTCCATCTGCAAATGCTTT
TTCACCTTTCGCCGCCGCAGTACCCTCACGCTAGGTGAGTTTCCCAAATGCTTTCAACTCTTTCCATCTGCAAATGCTTT

GAACTATTGGGGAGAACATTTTTAGTAATTTCTGAAAATTCACCAAGTGCCTCATATATTTCATCTTTCGATATTACCAT
GAACTATTGGGGAGAACATTTTTAGTAATTTCTGAAAATTCACCAAGTGCCTCATATATTTCATCTTTCGATATTACCAT

ACGAATCTTGAGTAAAATTATTTTCTGCCTGCCATCTTGGTGCTAAACAATGAAACTACCAATCGTTGTTTTGCATCTAA
ACGAATCTTGAGTAAAATTATTTTCTGCCTGCCATCTTGGTGCTAAACAATGAAACTACCAATCGTTGTTTTGCATCTAA

GTTTGAATTTAGAGCAAATTAGACAGTATGGTACAGTAGCTACCTAAATTGTTATAAATTGGGATGAAATTTGTGAGTCA
GTTTGAATTTAGAGCAAATTAGACAGTATGGTACAGTAGCTACCTAAATTGTTATAAATTGGGATGAAATTTGTGAGTCA

ATGTTCAACTAAGTTAACGAGTTAATTAACTTGTCTTCGAGCAGTGCGATGCTGACCAAGCCAGACGAGAATGGCGAGGC
ATGTTCAACTAAGTTAACGAGTTAATTAACTTGTCTTCGAGCAGTGCGATGCTGACCAAGCCAGACGAGAATGGCGAGGC

ACACATCGTGCTGTGCCGCGTCCTGATGGGCCGTCCAGAGGCCGTCCCTGCCAGCTCACCCCAATTCCACCCCAGCAGCG
ACACATCGTGCTGTGCCGCGTCCTGATGGGCCGTCCAGAGGCCGTCCCTGCCAGCTCACCCCAATTCCACCCCAGCAGCG

ACGAATACGACAGCGCCGTCGACAACCTTGAGAATCCGCGGTGGTACGTTGTATGGAGCACAGACATGAACACCAGGATC
ACGAATACGACAGCGCCGTCGACAACCTTGAGAATCCGCGGTGGTACGTTGTATGGAGCACAGACATGAACACCAGGATC

CTCCCAGAGTACGTGGTCAGCTTCAGGTGGCCCAACCTGCCGCAGATGGAAGGTTGGTCTCTCGTGTCTGAAATTTGCTG
CTCCCAGAGTACGTGGTCAGCTTCAGGTGGCCCAACCTGCCGCAGATGGAAGGTTGGTCTCTCGTGTCTGAAATTTGCTG

GATGGAACTGTTCCCATTTGGCACTGCCATAACAGTGAAACTGTGGTTTTCAGGATCATCGGGGTTGGGATCGAAGCTGA
GATGGAACTGTTCCCATTTGGCACTGCCATAACAGTGAAACTGTGGTTTTCAGGATCATCGGGGTTGGGATCGAAGCTGA

AGAAGCCATCACCAGCAGCTACTCGCGACATGTTCCCTATGCTTCTGACGGAGATCCAGCGGTTCGTTCCATCCCCGAAG
AGAAGCCATCACCAGCAGCTACTCGCGACATGTTCCCTATGCTTCTGACGGAGATCCAGCGGTTCGTTCCATCCCCGAAG

CTGCAGACTTTGCAGAGGACGTACAACTGCTTCAAGGTAAACTGGTACTTCTTGCTGAGCATTTCATTTCTAGATAGATG
CTGCAGACTTTGCAGAGGACGTACAACTGCTTCAAGGTAAACTGGTACTTCTTGCTGAGCATTTCATTTCTAGATAGATG

ATTGATTAGAATCTTGCGCTAGCTTACACAAAACAACCCCTTCGCGCTTATGATCATGCCTGTAAGT CAAAATTTAATAT
ATTGATTAGAATCTTGCGCTAGCTTACACAAAACAACCCCTTCGCGCTTATGATCATGCCTGTAAGTCAAAATTTAATAT

AAGAGTTGATTTTGTGGTTTTTT|-|[AGTTGTTTATTTTACCGCATGAACACGTATAAAAAAGGTTTTACTATACCTTTTTT
AAGAGTTGATTTTGTGGTTTTTT|TIAGTTGTTTATTTTACCGCATGAACACGTATAAAAAAGGTTTTACTATACCTTTTTT

TGGTTAATAAATTGTTTGGATAAGTAAAAGCGAAACAATGGGCTGAAACACAACTGCTGATCTGCTAGGTGAATTTAGGC
TGGTTAATAAATTGTTTGGATAAGTAAAAGCGAAACAATGGGCTGAAACACAACTGCTGATCTGCTAGGTGAATTTAGGC

CCTGTTTAATTCAGCTTAGGATTATTATAATCTGGATTATTAGGATTAAGCTGAAACAAATAAGTAGATTATTATGTTAG
CCTGTTTAATTCAGCTTAGGATTATTATAATCTGGATTATTAGGATTAAGCTGAAACAAATAAGTAGATTATTATGTTAG

ATTATTATAATTTATAAGCCAGATTACTATAATATAATAATCTCCTCTAGAGGAGCTTAGATTACTATAATCTAATAATC
ATTATTATAATTTATAAGCCAGATTACTATAATATAATAATCTCCTCTAGAGGAGCTTAGATTACTATAATCTAATAATC

TCCTCTAGAGAAGCTTTTTCTAGATTATTGAGTAGCTAAAGACCCACTACCCTTAGATGCCTCTAATAATCCAGAGAAAC
TCCTCTAGAGAAGCTTTTTCTAGATTATTGAGTAGCTAAAGACCCACTACCCTTAGATGCCTCTAATAATCCAGAGAAAC

AAACAACTCGTAGCTTATTTTATGTTAGCTTATTATAATTCAGCTTAGAGTAATCTGATTTAATAATTTAGATTACAATA
AAACAACTCGTAGCTTATTTTATGTTAGCTTATTATAATTCAGCTTAGAGTAATCTGATTTAATAATTTAGATTACAATA
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ATCTTAAGCTGAAACAAACGGGGCICTTAGTCTTACATATAGTTGAACAATTTTGCTCTGCCTGGTTTGTGTTGTATTCAG
ATCTTAAGCTGAAACAAACGGGGCATTAGTCTTACATATAGTTGAACAATTTTGCTCTGCCTGGTTTGTGTTGTATTCAG

GTCTAACTCTTCACTATACGCAATAATTAGCACGTAAAAATGTTGATTTGTACCGCACTGCTATGGTTTTAATATGATCA
GTCTAACTCTTCACTATACGCAATAATTAGCACGTAAAAATGTTGATTTGTACCGCACTGCTATGGTTTTAATATGATCA

TGCCGACTTTATTCTGTAGTAATATGCTGCCGACTTTATTCTGTAGTAGAACAGAATCATCTACCTGTCAATATTCTGTG
TGCCGACTTTATTCTGTAGTAATATGCTGCCGACTTTATTCTGTAGTAGAACAGAATCATCTACCTGTCAATATTCTGTG

CAAAGCGAATTCAGCTCAGCATAACGGCGTTATAACTTTAAGCGAAGCTGAAGTCCTGAAAATCCAATGACATAAATTTT
CAAAGCGAATTCAGCTCAGCATAACGGCGTTATAACTTTAAGCGAAGCTGAAGTCCTGAAAATCCAATGACATAAATTTT

CTTTTTGTTTCAGAGAGGACAGATGAAGAAGGACCAGTTCATCCGGTTCTTGCGCTCCCACATCGGCGACAATGTGTTGA
CTTTTTGTTTCAGAGAGGACAGATGAAGAAGGACCAGTTCATCCGGTTCTTGCGCTCCCACATCGGCGACAATGTGTTGA

CCACCGTGGCCAAGAAACTCCGAGGGTAC
CCACCGTGGCCAAGAAACTCCGAGGGTAC

gcaaggtgcaaatttgtctccactccgtggctgaattcgactaactc
gcaaggtgcaaatttgtctccactccgtggctgaattcgactaactec
9

cgtagaatcgaacagtgcgtgtcgtgtaccaatcctgacagggtttattctcttctgatgectgetttagtttttccggtg
cgtagaatcgaacagtgcgtgtcgtgtaccaatcctgacagggtttattctcttctgatgectgectttagtttttccggtg
ctcaaatgtttattgtcatgaacatagagggggtttactgtgatcttccaattaaccaacacaaaagggtatatgtgata
ctcaaatgtttattgtcatgaacatagagggggtttactgtgatcttccaattaaccaacacaaaagggtatatgtgata
tgatgcaaattatgcaattcttgagttcggtcatagttttacttattttcagcaacttgtaatttgtacagactcgattec
tgatgcaaattatgcaattcttgagttcggtcatagttttacttattttcagcaacttgtaatttgtacagactcgatte
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Supplementary Fig. 3. Comparison of BOC1 sequences between Teqing and YIL25.
The 337 bp deletion in the promoter region is underlined purple. The translation initiation
site (ATG) and stop codon (TAG) are highlighted. The SNP variations between Teging and
YIL25 are marked by red rectangles. The 1 bp deletion is marked with a red triangle. The
The 5'-UTR is underlined in rose red. The four exons of the nucleotide sequences are
underlined in red. The lowercase letters indicate the 3'-UTR.



a MDFSGDVKPA I HRPSVAAARGGGNGGA | PLLRGWQAFRRSGAPARLLCFE 50
GGAWADVAGEVVGLLRRAFMEGKAVCEAACGGRVFLFDFMRMVRIDEATA 100
EEAALGWIDDRGACFFPAPEGGRKRKRERDEAGSEVKGEDRRRRQPAAEE 150

RRM domain
EDGDEASSGVEERSGESRPEADEPDRKKARGTLWGKAVRLDEADKFYKVV 200

EKLFVSRMAPVAAARGVA | TAVHKVAQGPRARAFHLQGQLLAAARGVGDG 250

SNAKFAWYGAPAADVAAAVEHGFGRTNGQF LGGRAHGDGVHLSPPQYPHA 300

SAMLTKPDENGEAHI|IVLCRVLMGRPEAVPASSPQFHPSSDEYDSAVDNLE 350

PARP domain
NPRWYVVWSTDMNTRILPEYVVSFRWPNLPQMEGSSGLGSKLKKPSPAAT 400

RDMFPMLLTEIQRFVPSPKLQTLQRTYNCFKRGQMKKDQF | RFLRSHIGD 450
RST domain

NVLTTVAKKLRGY * 463

b 55 LOC100279545 |Zea mays ]
&E SRO1 |Zea mays
58 SRO2 |Zea mays
100 SRO1 |Sorghum
99 SRO3 |Zea mays
———— SRO2 |Setaria italica
99 PUZ42066.1 |Panicum hallii %
it W‘E RLN18698.1 |Panicum miliaceum g
89 SRO2 |Panicum hallii e
100 SRO3 |Aegilops tauschii ®
J‘E EMS56146.1 | Triticum urartu
SRO3 |Brachypodium distachyon
99 ————————————————— SRO3 |Oryza brachyantha
100 LOC_0s03g12820 (OsSRO1c)
WE SRO2 |Oryza sativa Japonica
33 EEE58642.1 |Oryza sativa Japonica —
AtSRO1 |Arabidopsis thaliana
100 RCD1 |Arabidopsis lyrata
100 CEO protein |Arabidopsis thaliana
100 WWE protein family |Arabidopsis thaliana
78 AtRCD1 |Arabidopsis thaliana
100 AtSRO2 |Arabidopsis thaliana
_: AtSRO3 |Arabidopsis thaliana
100 AtSRO4 |Arabidopsis thaliana
W: AtSRO5 |Arabidopsis thaliana

Supplementary Fig. 4. Conserved domains (a) and phylogenetic analysis (b) of
BOCL1 protein. The RRM domain, poly (ADP-ribose) polymerase catalytic domain (PARP),
and RCD1-SRO-TAF4 (RST) domain are underlined in red, blue, and purple, respectively.
The neighbor-joining tree was constructed using MEGA 7 software.
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Supplementary Fig. 5. The expression pattern of BOCL1 in different organs of YIL25.
Expression analysis of BOCL1 in the tiller base, root, culm, leaf, and young panicle and
callus subcultured for 21 days. Data are means, with bars showing SE, n = 3 biological
replicates. Source data are provided as a Source Data file.



1 GGCCCTGTTTAGATGGGACTAAAA&TAAGTCCCTATCATATCAM(;/(-{TG 50
51 TTTGAAAATTAATTATAAATATTAAACGTAGACTATTAATAAAACCCATC 100
101 CATAATCTTGGACTAATTTGCGAGACGAATCTAATGAGCCTAATTAATCC 150
1561 ATGATTAGCCTATGTGATGCTACAGTAAACATTCTCTAATTATAGATTAA 200
201 TTAGGCTTAAAAAATTTGTCTCGTGAATTAGCTTTTATTTATGTAATTAG 250
251 TTTTGTAAGTAGTCTATATTTAATACTCTAA%GTGTCT%ACAGA 300

MYB
301 GACTAAAGTTAAGTCCCTGGATCTAATAACCACCTAA 337

Supplementary Fig. 6. The cis-acting regulatory DNA elements in the 337 bp
insertion associated with plant stress responses. The DOF TFBS (DOF COREZM),
MYC TFBS (MYCCONSENSUSAT), ACGT TFBS (ACGTATERD1), and MYB TFBS
(MYB1AT) are underlined in red, blue, brown, and purple, respectively.
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Supplementary Fig. 7. Physiological and biochemical oxidative stress indices of
calli subcultured for 21 days in BOCL1 overexpression transgenic plants. (a) H,O,
contents in Teging and two positive overexpression transgenic plants. (b) MDA contents.
(c), (d) and (e) Assay of the antioxidant enzyme activities. CAT, catalase. GST,
glutathione S-transferase. GR, glutathione reductase. (f) Antioxidant GSH contents. All
values are presented as means + SE (n = 3 biologically independent samples). P values
were analyzed by two-tailed Student’s t-test. Source data are provided as a Source Data

file.
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Supplementary Fig. 8. Differentially expressed genes in YIL25 vs Teqing, pCPL vs
Teqing, and pOE vs Teging via RNA-seq analysis. (a-j) 1 represents YIL25 vs Teqing. 2
represents pCPL vs Teqing. 3 represents pOE vs Teqing. (k) The relative expressions of
PBZ by treated the callus of subculture 7d with 0.5% H,O, treatment for 18h. PBZ
represents LOC_0s12g36850. All values in (k) are presented as means + SE (n =3
biological replicates). P values were analyzed by two-tailed Student’s t-test. Source data
underlying Supplementary Figure 8k are provided as a Source Data file.
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Supplementary Fig. 9. The 226 accessions of Oryza rufipogon classification with
and without the 337 bp and the fixation index (Fst) on chromosome 3 between the
indica and japonica subspecies. The triangle represents the 337 bp deletion and the
circle represents the 337 bp insertion. Or_|_Deletion, Or_II_Deletion, and Or_lIl_Deletion,
represents the accessions of Oryza rufipoon without this 337 bp in group |, II, 111,
respectively. Or_lI_Insertion and Or_llI_Insertion represents the accessions of Oryza
rufipoon with this insertion in group Il and lll, respectively. (a) was drawn by maps 3.3.0,
an R package with GPL-2 license. Source data are provided as a Source Data.



Supplementary Table 1. QTL analysis using 198 F, individuals.

Phenotype Locus LOD® PV* (%)  Add° Dom*

Callus browning
index

RM3131-RM3766 6.43 14 -5.33 -3.17

QTL was detected by single-point analysis and interval mapping. 2 Logarithm of odds; ®:
The phenotypic variance explained by the QTL; : Additive effects, negative value means
YJCWR carried alleles decreasing CBI trait values. %: Dominant effect



