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Research Progress of MYB Transcription Factors in Rice
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Abstract: MYB represents one of the largest number of transcription factors (TFs) in plants. MYB-type TFs in rice are known to
be involved in a variety of physiological and biochemical processes, such as root development, cell development, secondary cell wall
synthesis, tillering formation, flower organ development, spike morphogenesis, seed development, stimulatory metabolism, secondary
metabolism, biotic and abiotic responses. This article introduces the classification and protein structure of MYB transcription factors,
reviews the latest research progress of MYB family members in growth and development, as well as hormone signaling, describes
their regulatory roles in abiotic stress processes (e.g. drought, high temperature, low temperature, high salt, UV damage, etc.), and also
discusses their defense roles in biotic responses against pathogens such as fungi, bacteria, etc. Based on the latest research progress of
rice MYB transcription factors, we would like to propose the current bottleneck and future prospects.
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Fig. 1 Structure and distribution of MYB transcription factors in plants.
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Fig. 2 Perception and regulation of rice under abiotic and biotic stresses
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FEKFEDT A R ke FU SR (E RS, JAMYB B 5 AGOI8 SN BB T454, Bih AGOI1S k3, Jash
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AIFRZIE I B 75 S/ OsMYB30+ OsMYBS55 F1 OsMYB110 W] UL 351 380G A1 R AN P AR R / B A 17y 368 it o g
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Table 1 Reported Rice MYB Transcription Factors

SR AR MYB & H WA £ 1D L DhE E RPN
Name MYB Protein Subgroup Gene ID Function Reference

OsMYB2P-1/0OsMYBG61 R2R3-MYB LOC_0s05g04820 VAR R GG . VAR IR AR BELE MR LT SR A Ik [28, 37]



http://rice.uga.edu/cgi-bin/ORF_infopage.cgi?orf=LOC_Os05g04820

OsTCLI 3R-MYB LOC_0s01g43180 SR AR 2R R PR AR B KT B [29]
OsTCL2 3R-MYB LOC_0s01g43220 SR AR 2R IR PR AR B T B [29]
OsMPH]1 IR-MYB LOC_0s06g45890 SR A Y TR 20 B R iR [30]
MYB3RI 3R-MYB LOC_0s01g12860 A 4 PR SR AR [35]
MYB3R4 3R-MYB LOC 0s12g13570 A G P SR AR [35]
OsMYB46 R2R3-MYB LOC_0s12¢33070 VAR B B R [30]
OsMYBI03L R2R3-MYB LOC_0s08g05520 A AT YE RN BE (1 & U e i TR [30]
RLM1 R2R3-MYB LOC_0s05g46610 AR R A G R BE T 1K [37]
RAX R2R3-MYB — KRR K [38]
OsGAmyb R2R3-MYB LOC_0s01g59660 SR % S BERURAT R & [43]
MFS2/MOF1 IR-MYB LOC_0s04g47890 WK G A B RN Mb [32]
BM1/OsMYB80 R2R3-MYB LOC_0s04g39470 AN KB [39]
Cs4 R2R3-MYB LOC 0s01g16810 K FEARL] s o BT [40]
CSA2 R2R3-MYB LOC_0s05g41166 K FEAR L] s o BT [40]
TaMYB72 — — AR FETTAE I )45 5L [41]
RGNI R2R3-MYB LOC_0s01g49160 o it L 50 i A Y [42]
OsMYBASI R2R3-MYB LOC_Os01g74410 ANFIER SRR NIRRT R E [34]
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