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Figure S1. Spatio-temporal expression patterns of OsMBFIla in Nipponbare. A)
[llustration of the spatio-temporal expression patterns of the OsMBFla gene in
Nipponbare as obtained from the Bio-Analytic Resource. B) Presentation of the spatio-
temporal expression patterns of OsMBFla in Nipponbare from the Rice Annotation
Project Database. DAF indicates days after fertilization.
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Figure S2. The phenotypes of length, width, and 100-grain weight of seeds and plant
height of OsMBFI1a-OE1 and osmbfla-1. Data are presented as mean =+ standard
deviation (SD) from three biological replicates. Statistical significance was determined
using a t-test. ns, no significant.
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Figure S3. Validation of differential gene expression in OsMBF1a-OEl. Validation of
differentially expressed genes in the OsMBFIla overexpression line (OsMBF1a-OEl)
compared to the wild-type Nipponbare (NIP) using reverse transcription quantitative
PCR (RT-qPCR).
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Figure S4. Expression of ABA and GA biosynthesis genes in the osmbfa-1 mutant.
Analysis of the expression levels of genes involved in abscisic acid (ABA) and
gibberellin (GA) biosynthesis in the osmbfa-1 mutant background.
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OsMEFla 1 GIGEIREDW P\'V?RKﬁAPﬁRHAKKﬁEﬁAVNHRRSGAEﬂETﬁ

AtMEFla 1 GIGE|/ITRDWEE VVIRKKFANAAAKRDEKT VNAARRSGADIETVMREFNAGTN
AtMEF1b 1 GIGEITEDWEP\!V:I'.RKLRAPI!I’AAAKRDEETVNLARRSGADlETERRFNAGSN
ZmMEFla 1 CICEIRQDWEFPVVWVRKKAFTAARKEDEKAVNAARRACAEID TMKEYNACGTN
ZmMEF1b 1 GIGEIRQDWEFP VVVREKKAFTAAAKKDEKAVNAARRSGAEIE TMKEF NAGMN
AtMBEFlc 1 EIPSRYPGAVTODWEPWVLHESKQOKSCDLRDPKAVNAALRNGVAVOTVEKFDAG
OsMEFlc 1 FlETGRL{SGHI TRDWEPVVLRRTHEPKAADLKS TRAVINQAMRTGRPMETVREARA
ZmMBEE1c 1 PTGRLISGNITQDWERVVLRRTKPEAADLKS SKAVNOALRSGRAAMETVRESAR
OsMEFla 54 KEASSGTSLNTKRLDDD'L'!;LRHERSSDLKENLMQIELDK?TQPOTI TN
AtMBFla 54 KANASSCTSLNTKMLDDDTEMLTHERVP TELEEATMQARTDKKLTQSQLAGEIN
AtMBEF1b 54 KRARASSGTSLNTEELDDDTENLSHDRVPTELKKAIMQOARGEHKLTQSQLAHLIN
ZmMBFla 54 HAASSGTSLNTERLDDDTENLAHERVIPSDLEKKNLMQARLDEKLTQRQOLAOMIN
ZImMEF1b 54 KEASSGTSLNTKRLDDD?EELAHERHPSDLKKNLMQIRLDKELTQPOTl IN
AtMBFlc 54 SNEKGESTAVFVINTIEKLEEETEPAAMDRVEAEVRLMIQKARLERKMSQADLA
OsMEFlc 54 G@NKRHAGAAAPARKLDES EPAGLIGRVGAEVIRGAIQKARVAKGHSQAELAKR
ZmMEFlc 54 CMNEH ::vapp.nr.r_nxr'rgpr}\vn VAVEVRAAIQKARVAKCWSOAELAKRT

OsMBFla 107 EKFQVIQEYESCEATPNQQITcKEERALCTHLRCHKE
AtMBEFla 107 EHPQVIQEYESCGHATPNQQOILSKLERALGAKLRGHEE.
AtMBEF1b 107 EHPQVIQEYESGHATPNQQOILSKLERALGAKLRGHEE.
ZmMBFla 107 EKPQVIQEYESGEAIPNQOIISKLERALGTELRGHKE
ZmMBFlb 107 EHKPQVIQEYESGKAIPNQQIIGCKLERALGTHLRGHKE

AtMBFlc 107 KQINERTOVWVEEYENGHAVPNQAVLAKMEKVLGVELRGEIGH . . . oo ... ...
OsMBEFlc 107 INERAQVVQEYESGKAVPVORVLAKMERALEVKLRGKAVEAPARPAGAK. . . .
ZmMBFle 107 NERAQVVODCRS TRRAARRRRERPCLPRWSALSRS|S|ISAGRASARHWRPSGSDLM

Figure S5. Phylogenetic and sequence analysis of MBF1 family members. A)
Examination of the phylogenetic relationship among MBF1 family members in
Arabidopsis, rice, and maize. B) Sequence alignment of MBF1 members to highlight
conserved and variable regions across species.
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Figure S6. Overexpression of ZmMBFla and ZmMBFI1b in rice. A) Schematic
representation of the vector designs used for the overexpression of ZmMBF1la and
ZmMBFI1b in rice. B) Detection of the insertion of ZmMBFla and ZmMBFI1b in
transgenic rice plants using DNA-based methods. C) Analysis of the expression levels
of ZmMBFla and ZmMBFI1b in transgenic rice plants using cDNA derived from
reverse transcription.



