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1. WAL R E R SO R R H 38 7 KRG 7 BE R R B L
e o, WA ARl 2 B R AR B BAfE The Plant Journak & | #H
0sSPL14 acts upstream of OsPIN1b and PILS6b to modulate axillary bud outgrowth
by fine-tuning auxin transport in riceff7iB, W7~ T /KFEDEERIEHMLG]. K
MR g TKREII & PBRMESEE PR ZMR . BE RaEE g, ik,
B IR E R KR A B AR R H bR . 0sSPL144wh3— ALK E SBP-box (#5535
KT, Rl A R AR I BAT AR R AT B 0 () s s il DR SR, s K gk Y
73 T HLERA A R AT o S SCREBR A BN IE I 73 BT 0sSPL14KE PRl TP A AR A %
ISHER B BERTY, A M4 EHL M AYI 458, UESEAZ miR529 F1 miR156
511 0sSPL14 H:PR ] bl /K A 73 BEZFIAC, AT AR 45 /KRR IR 73 BE S . AR A1
RMMSZIIESE 0sSPL14 ZFAKERKKHE T, WKl gEs 5L KRG SHRRE
PEAT . JEBHEI FERF R AT . RGBT, BRI P S S T S S PTvE S, S
WFSZ 0sSPL14 A5 & EAK KR 0sPINIb Al PILS6b BB T-IX I GTAC )i
SAER O b, Wag Rk . WA —2D R, OsSPL14 2[RI A Jd ik 52 1 7K el b 35053
A mAR RIS S, TS M 7K RN A 2 AR ZH G A K 3R o A, B T KRG 70 BE 2
MAEK.
KiK: W5
RATH#:2022-06-29
EDE:EF
http://agri. ckcest. cn/filel/M00/03/36/Csgk0YcUHneAP1sIAAELMeYsCD4600. pdf

2. PHEQIFTERE: S1EF AR KB E R FLH]

f#ifr: ITH, The Plant CellfEZRK R | [E/KFEBI FT AT EHES FA Bt 1 A1 BA R AT 7T 52 R
N“The tetratricopeptide repeat protein OsTPRO75 promotes heading by regulating
florigen transport in rice” HIBFAIL L, #7~0sTPRO75-0sFTIP1/9-RFT1/Hd3a%> T
B2 5K R A IR LA, X Tk A8 7 T8 A 2 B B A AR 5 5 e KRR
FEI TR oK RENE FRAK B A A KN EZERS, RUve/KEETIHEZE
REVEIR, RN T FER 2 BAR IR 2 — o KFE A B it — M S 20 14
At AR, H R DR A5 A AE RS AT R MO TR A A AR B R 2R 3[Rl e - il B 508
SXREMA K AE G A AE PP AR B, B T 52 M0 7R B S I SR PR 78 SE AR, e 8 52 7K
R P B AR K i T o /K R AT D58 1 7K it A £ AN [ 1 58 0 3k 2 B A7
I, T R /K R SRR 201 AL A 5000 70— B AR b A 7 B B 32 ) 38 = SORI
SRR o AE KRR TR A R b, B AE RHA3aRIRFT 147398 35 b H: 38 2 1) A1 8 . Hd3a MIRFT1
gy nlE A H IR H R 32 B 2, 2t & Rl ia 3 T 43 A2 240 2R ik /K A
A%, #FHA3aMRFT16R K JG /K GVl il . ATl B VKR R e is B H
OsFTIP1, & IOsFTIPLIE I FEMARET1 e 18 52 H R 7K B S ] . ALK Os Ftipl
FEA H ISR T I L W S A e AR e ) 2 28, T E A H RN e e R R A, X R R
H R A] e 8 R A STHd3al) i . At Feilid Hd3alt 8 1 AR IL, 7 3% e
FHd3a HAEE HOsFTIPY, it H K Hi AR, RIIHLILRAROsFtip9fE Rl H AT
I L Y ) ol R A W R A, R P e R TR B R S AR R B R IR T
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OsFTIPOSLMAIHA3a A Fy 2 £1 4 i () 53z, HETT R KRS AR . A = B2,
W IR B %2 B T — AN ThRE AR F1 I TPRZ % 2K 1 0sTPRO75, R I A] DL 5
OsFTIP1AIOSFTIPOM HAF ], I H501 7 0OsFTIP1-RFT1. 0sFTIP9-Hd3ax [a] () HAE 58,
HETT 3 AL R FE1E %A S 87 7 0sTPRO75-0sFTIP1/9-RFT1/Hd3a %y TR 57K
FEAE K H BRI H B2 AT 10 AR A8 (AR FA AL o

SKIR: H [E K FERT 7T T

KA H B : 2022-06-29

AR

http://agri. ckcest. cn/filel/M00/03/36/Csgk0YcUGzyAPxSgAAGS1kEdfG8774. pdf

3. B FEIRAIERMYBcIE3EE LRV R 2K FE i 2k AL )

i T H, mERURO RS A dr B 2 B & SRR HIBAEP Lant PhysiologyfEZ KK
THN “The transcription factor OsMYBc and an E3 ligase regulate expression
of aK+transporter during salt stress” BT FRIE L, ¥~ T RINGHIE3ZEHEHEOsMSREFP
W5 R T OsMYBe B 17K PAT0sHKTL; 1363%, 23 5 /KR 31 e w57 (1) T L
I EREI IR I 2ROk R I AR AE a2 — o AERFAH R S B AR K B Na /K + -1
Fe E E BT EEAL ] o SR AR B 4% 12 B FAHKT (high-affinity K+transporter)
HANa+FIK+HE K1, 2 S5EYINa+FIK+ 1K EE Bz 4 A 7 e, FEAEAI sh Ve 4z R
FEE SR . HKTHEE PR 505 B K AR B D REAE Z A b AR A AL, (HR % T3
R A 2 D o 2T A BN AT LA R IOsHKT 1 ; 128 PR 7E PR /K At |35
NatF B RFE BT, I H TR Z0sMYBe 5 3% [K 7 #% (Wang et al., Plant
Physiol. 2015). fEAWIFEH, ATt —2D %5 5E T OsHKTL; 12 KR )1 X 45 1 0sMYBe
GEAAL AT BT FRIK0sSMYBe ] LR OsHKT L ; 11 3R 1A B 342 M A MR 21 OsMYBe 5
OsHKT1; 1A IR AR — 5. 45 R W] 0sMYBeidid 5 0sHKT1 ; 15 31 X IMYBHZ
OofEgE R RS HEYE, ER KRR S IR R, RINGAUE3 R
BEOSMSRFP & 0sMYBe () HAE & 1 . OsMSRFPIZ 2 A6 0sMYBc, /i3 H:F&f#: OsMSRFP50sMYBe
FAEIRSS T 5 EXOsHKTL; TRV SR E s RidBROsMSRFP AR (R4 i /K R &, i
1K O0sMSRFPHE A [ /K R i b o X LL 25 SRR B, OsMSRFP 5 0sMYBe Hir /] 1442 0sHKT1 ; 1
(R SR AN KRG EhVE 2% L FTIR , 20T 5 HER T — 2R G 4HiA 15 OsHKT L ; 1 RS s i 2R il
Wi L7 AL, I TR K AR SRR 701 B A AR TR A 1 RS A A R B U
RIR: F UMLK %

RATH#:2022-06-22
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> FRLK
1. QTL Mapping of a Novel Genomic Region Associated with High
Out-Crossing Rate Derived from Oryza longistaminata and
Development of New CMS Lines in Rice, O. sativa L. ((KIEFRER AL

ZE R HF X HRIQTLEAL RAKFEAE REEIL)
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féi4r: High seed cost due to poor seed yield severely limits the adoption of hybrid rice by
farmers. Increasing the out-cross- ing rate is one of the key strategies to increase hybrid
seed production. Out-crossing rate is highly infuenced by the size of female foral traits,
which capture pollen grains from male donor plants. In the current study, we identifed 14
QTLs derived from the perennial wild rice Oryza longistaminata by composite interval
mapping for fve key foral traits: stigma length (fve), style length (three), stigma breadth (two),
stigma area (one), and pistil length (three). QTL analysis and correlation studies revealed that
these stigma traits were positively correlated and pleiotropic to the stigma length trait. We
selected the major-efect QTL gSTGL8.0 conferring long stigma phenotype for further fne
mapping and marker-assisted selection. The qSTGL8.0 (~3.9 Mb) was fne mapped using
newly developed internal markers and was narrowed down to~2.9 Mb size (RM7356RM256
markers). Further, the fanking markers were validated in a segregating population and in
progenies from diferent genetic backgrounds. The markers PA08-03 and PA08-18 showed
the highest co-segregation with the stigma traits. The qSTGL8.0 was introgressed into two
cytoplasmic male sterile (CMS) lines, IR58025A and IR68897A, by foreground, background,
and trait selection approaches. The qSTGLS8.0 introgression lines in CMS backgrounds
showed a signifcantly higher seed setting rate (2.53.0-fold) than the original CMS lines in test
crosses with their corresponding maintainer lines. The newly identifed QTLs especially
gSTGLS8.0, will be quite useful for increasing out-crossing rate and this will contribute to
increase seed production and decrease seed cost.

k¥: RICE
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2. Exploiting Genic Male Sterility in Rice: From Molecular
Dissection to Breeding Applications (F) /K B8 EMEAR B . W4T
BHRIZIE M)

fij4: Rice (Oryza sativa L.) occupies a very salient and indispensable status among cereal
crops, as its vast production is used to feed nearly half of the world's population. Male sterile
plants are the fundamental breeding materials needed for specific propagation in order to
meet the elevated current food demands. The development of the rice varieties with desired
traits has become the ultimate need of the time. Genic male sterility is a predominant system
that is vastly deployed and exploited for crop improvement. Hence, the identification of new
genetic elements and the cognizance of the underlying regulatory networks affecting male
sterility in rice are crucial to harness heterosis and ensure global food security. Over the years,
a variety of genomics studies have uncovered numerous mechanisms regulating male sterility
in rice, which provided a deeper and wider understanding on the complex molecular basis of
anther and pollen development. The recent advances in genomics and the emergence of
multiple biotechnological methods have revolutionized the field of rice breeding. In this
review, we have briefly documented the recent evolution, exploration, and exploitation of
genic male sterility to the improvement of rice crop production. Furthermore, this review
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describes future perspectives with focus on state-of-the-art developments in the engineering
of male sterility to overcome issues associated with male sterility-mediated rice breeding to
address the current challenges. Finally, we provide our perspectives on diversified studies
regarding the identification and characterization of genic male sterility genes, the
development of new biotechnology-based male sterility systems, and their integrated
applications for hybrid rice breeding.
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