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1. BB R# R H4E3E FCRISPR/Cas R 4w B A BRI T A
fBifr: I H, S ERNRFEEBAE R TR T 8 PR R A S e T
RfxCas13d4E M RNA G| & fe SO E 35 L FEAVRHE, B tH 2 T-RfxCas13d. LwaCas13a.
LbCas12at5AsCasl2alf) Z BRI T B, F0t A& H A SEIN ] 40 R BOE P S il
JiiE, MBI EARR ISR AL T m A IR R iE R, BAT AT kg5
5RNHAE . MR RE RIEL RRE (P EEB: A aF% (Science China-Life
Sciences) ) . HHUHEREH T N2, MYV A5 PR S 2O B ™
HIEFEM A= 5 R4, WORS R AN A SR A 1 2 FORBERR . 2500 /D
2R EE IR IR AR T s KRS B SR R A B B K R BVFE KRG . /N2 AR s E 2 [AliE
FoALtk, MCEBIKRE . ANEMERA=, LR HERA. RO AEHE 199 SR A2
FiAR, FI0 I AT S 2 0 B s e A A o BT DL R S IR A, AIBA
Y R T 22 25 FCRISPR-Cas12afICRISPR-Cas13 &4t “ s s\ E)” 1M B9 SR AR k%
RAZWIHA . IEISARAFEA AR R Ty 7%, AT S IR FH 8] SEBRAYE AKH SR B 2R ok,
Hoal RN e a0 A SR AR A5 04T ) B3 e M S SR A, DR 8 S
BRI E AR YONREAR, 5L T T Cas12/Cas I3Bc& N MR A, Ll T
—AMMReIZ W 2 PR R, R TR T RN RS . Ak, %R
BRI T 538 1) B T8 e A R B A I . SRR . B IE DG . ShRE AR )
(Rl 73 20 5 BE DR SR kr i 55, LA BB FANE . %0 715 B B K | AR R S A
ARG R A5 TR H %,
KR EL MR BRI AT
KA B :2022-01-06
R
https://www. caas. cn/xwzx/ky jz/318666. html

2. ERwE “WMKL” BIIMEVIRENE

it Ol ORI T R —E 48 “FLASH” RN gmiE “HiKL”
AMXARAY T A B G B, 30 ] AR PRt S0 B R g A AR “ S 7, 35 BhER
FAEYIH 5P Prid, PP RS EERZPRIRMOCHIER . T H, ol REEYis
A8 24 R TR 5K S0 = A AL vt 1 S50 i o BOR A, 7R (o TR KRR IIET
FARSC, IE 7 — MO, B Egm A EE R ) Tk, IR T g 1 KRR
SRR, PSR e U DU SR SR AR A TR R

FIR: Erfll R

RAGTH B : 2021-12-09

AR

http://news. hzau. edu. cn/2021/1209/62198. shtml

3. ILHE HEQFRESME “RBHEERRMBLAT K LKIFRERG
FREFOL K REFTA B )8 B IBR H 7T
WA ST, e SRR L ROV SR A AR BTV I R A R 4

EXHR RERLEWHRRS RS http: //agri. ckcest. cn/



https://www.caas.cn/xwzx/kyjz/318666.html
http://news.hzau.edu.cn/2021/1209/62198.shtml

FEARTI R S AR J25 R P g B SRR JB/K R gpA L1 ) [CX(21) 1002] 7SIzt 75 28 v ik B 1 H
JA BN IRHTF o ILTRERHEIT RA A KA R BHEEA K 22 1 Finll b Ab KA
JHSF L VLI WEBUT Al A b Bl Ab KAt B o V195448 M ORAELAG Sl il 4 FHL -4 VL8
A2 RS i XSl S G SRR T H St 7 R TR T . BHHAL . sLERANHT O SR A
KATIN, BHSIMPMHTEFE20RASIN T 22 2UHBERHIF A A F B F 55 .
T H 47 51 AAR SO T NI e s BEALIN S S SEE T B8\ AE55 9> LR A R IieE
GIT AT T E4RICH . T H 2 I spAr mE mURMR 5 TEIRE M A R A =] 1 H
BT XTI E 1 50 STt ZAERN R U . 52 B K H e H S 7 2 I E T T
BT, HE T IHERE . TEAAATHERGH . FE, £ RMAEARGH .
TR A AT e SEPRN A T A T @R AE . I 5T 15T AL
T ORSHERER M EORBT AR "« “PURFAIF LA A" o BLR “BRERIRR: R
LS. B HRUES ), HE— P TR TR, AIH BSE i SRR e TR
SeBLA

KR TLIE LR B

RATH#:2021-11-12

AR

http://newkeyan. jaas. ac. cn/show—1534-990-1. html

4. PLoS Pathogens— 2R¥1/FRINRBEA B RAT T~ E Y005 R 41

SRNAZU B L]
i ERE LS ARITIPLOS Pathogens T-20214E7 H24 HTEL KR T Hilg i@ K=K
W5 AERe kT . BRI R ECS H A LR “A key antisense sRNA modulates the
oxidative stress response and virulence in Xanthomonas oryzae pv. oryzicola” ,
W~ T 5 B A A EUR A Ff Xanthomonas oryzae pv. oryzicola (Xoc) H'sRNAIE M
AR BOABE T XK RE SO PE B AL . AR AR B AR R R T =R B
RNA, 4 tRNA, rRNA, 1 mRNA &b, EAFEAE — 2S5 B ) BA 5 2% D A A 3R 4w i RNA
(ncRNA) , TEANE LGN small RNA (sRNA) , K/NFE 50-500nt 2 [f], FEAE
F 5 A& I B2t B ML XS SRR RRSE DR mRNASE S, HETTRZM mRNA FRRR e P FNEH 3 A
MTERE FKF R R RIA o BF 78 I BA 2 I sRNA Xone371 13 ok fig 3 H AT 6 #EARDNA
LE B R M Xoc 398254 M H 55 /K V-, ChIP-Seq# BiXoc 3982fk 5 15 =AUk 3 [K FXopC2
ghE IS LB . SRNA Xone371 LI ik 38 i A= W B 1 FE2 F ok 384 in 48 Ak 2B 52
HURILEZKFE F e () o H AT 3 A B R A SO A2 Bl X o e H sRNA ) A= 49027 Dy e
VIAE TR FATIEH B, I IT FE sRNA FURIEFE, R AAT EZETIREN sRNA, XfikE—
8 7 4 T 50 LB A R 977 428 T AR R A T AR TR R SR . RSl R 5 AR
PR LA R E M ESONIR SO IE RS — R, iR KIS B R 2R R 3
IS 2R R D) A0 S FE [FRERAEE o RN 120174 DA RS BOU R 2R AR R AR
RN 5 Y B ARG R TR E AR (IH %65 2017YFD0201108 1
2018YFD0201202) 210 H 1) % Bl o
RIR: B m R A S5 Y e
RATH: 2021-07-26
ED&:3 3
http://www. agri. sjtu. edu. cn/Data/View/5925

EXHR RERLEWHRRS RS http: //agri. ckcest. cn/



http://newkeyan.jaas.ac.cn/show-1534-990-1.html
http://www.agri.sjtu.edu.cn/Data/View/5925

> g RL#
1. Two interaction proteins between AtPHB6 and AtSOT12 regulate
plant salt resistance through ROS signaling (AtPHB6RIAtSOT 12 8]
PN A BAE & BB ROS{E 5 R T E P 1)

%42 In the past, the PHB gene function was mainly focused on anti-cell proliferation and
antitumor effects. But the molecular mechanism of the PHB gene regarding saline and
oxidative stresses is unclear. To study the role of AtPHBG6 in salt and oxidative stress,
AtPHB6 was cloned from A. thaliana. Bioinformatics analysis showed that AtPHB6 was
closely related to AtPHB1 and AtPHB2, which are both type Il PHB. RTQPCR results
indicated that the AtPHBG in the leaves and roots of A. thaliana was obviously induced under
different stress treatments. AtPHB6-overexpressing plants were larger and more lush than
wild-type and mutant plants when placed under stress treatments during seed germination.
The root length and fresh weight of AtPHB6 transgenic plants showed the best resistance
compared to wild-type plants under different treatments, in contrast, the AtPHB6 mutants had
the worst resistance during the seedling stage.AtSOT12 was an interacting protein of
AtPHB6, which screened by yeast two-hybrid system. The interaction between the two
proteins were further confirmed using in vitro pull-down experiments and in vivo BiFC
experiments. Subcellular localization showed both AtPHB6 and AtSOT12 protein expressed
in the nucleus and cytoplasm. The H202 content in both the transgenic AtPHB6 and
AtSOT12 plants were lower than that in the wild type under stresses. Thus, AtPHB6
increased plant resistance to salt stress and interacted with the AtSOT12 protein.

R¥E: Plant Physiology and Biochemistry

R 4.270/Q1

RATH#2021-12-01

SR
http://agri. ckcest. cn/filel/M00/03/1E/CsgkOWHpBOGAZtXpALKdrtY-deU001. pdf

2. The halophyte gene ScVTC2 confers resistance to oxidative stress
via AsA-mediated photosynthetic enhancement (Eh4: fE 4 H
ScVTC23E T AsAS TR A 1 R AE IR T VxS AL E P i)

féj4: Various abiotic stresses commonly cause excessive production of reactive oxygen
species (ROS) and result in oxidative stress, which challenges the physiological homeostasis
of plants. Maintaining a delicate balance between ROS generation and removal is critical for
plants to cope with stressful environments. Suaeda corniculata is a typical euhalophyte with
strong tolerance to salt stress, but its mechanism of ROS detoxification to prevent oxidative
stress is unknown. Here, a combined analysis of RNA-Seq and photosynthetic assays was
performed on S. corniculata under oxidative stress to uncover the underlying mechanism that
modulates oxidative tolerance. Our results showed that all genes involved in the pathway of
ROS scavenging, especially the AsA-GSH pathway, were highly enriched under oxidative
stress. Notably, VTC2 (GGPase), which functions in the L-galactose pathway of AsA

EXHR RERLEWHRRS RS http: //agri. ckcest. cn/



http://agri.ckcest.cn/file1/M00/03/1E/Csgk0WHpBOGAZtXpALKdrtY-deU001.pdf

synthesis, was significantly upregulated. Arabidopsis transgenic plants with heterologous
expression of ScVTC2 showed elevated AsA and increased tolerance to oxidative stress.
Furthermore, ScVTC2 also established better photosynthetic capacity in these plants upon
oxidative treatment. Thus, ScVTC2 not only functioned as an effective ROS scavenger but
also as a protector of the photosynthetic apparatus in S. corniculata and allowed plants to
respond to and tolerate oxidative stress.

K¥E: Plant Physiology and Biochemistry

FmEF: 4.270/Q1

RATHHI:2021-11-03

E-9'&:3F

http://agri. ckcest. cn/filel/M00/0F/F0/Csgk0GHpBPmAFsMOAH-gNVsAQiM339. pdf

3. bZIP72 promotes submerged rice seed germination and coleoptile
elongation by activating ADH1 (bZIP72i8 i3 JiEADH 1R IR B K 7
A R E P B 2

)

féj4r: Seed germination and coleoptile elongation in response to flooding stress is an
important trait for the direct seeding of rice. However, the genes regulating this process and
the underlying mechanisms are little understood.In this study, bZIP72 was identified as a
positive regulator of seed germination under submergence. Transcriptionof bZIP72 was
submergence induced. Over-expression of bZIP72 enhanced submerged seed germination
and coleoptile elongation, while bzip72 mutants exhibited the opposite tendency. Using
biochemical interaction assays, we showed that bZIP72 directly binds to the promoter of
alcohol dehydrogenase 1 (ADHL1), enhances its activity, and subsequently produces more
NAD+, NADH and ATP involved in the alcoholic fermentation and glycolysis pathway,
ultimately providing necessary energy reserves thus conferring tolerance to submergence. In
summary, this research provides novel insights into bZIP72 participation in submerged rice
seed germination and coleoptile elongation.

R¥E: Plant Physiology and Biochemistry

EmEF: 4.270/Q1

RATHBI:2021-11-02

E'&:E:

http://agri. ckcest. cn/filel/M00/0F/F0/CsgkOGHpAy—AL u—ADexo8Cvr90775. pdf

4. TaFLZ2D enhances salinity stress tolerance via superior ability
for ionic stress tolerance and ROS detoxification (TaFLZ2Dii i 1tk
FRYES T I8 T 52 B 77 FTROS AR 25 R 77 1 SR 25 B 38 e 77)

f&j 4 Salinity stress severely affects plant growth and crop productivity. FCS-like zinc finger
family genes (FLZ) play important roles in plant growth and stress responses. But most
information of this family obtained was involved in sucrose signaling, limited function has
been known in response to salinity stress. In this study, a novel FLZ gene TaFLZ2D has been
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isolated and characterized in response to salinity stress in wheat. TaFLZ2D was induced by
both salinity stress and exogenous abscisic acid (ABA). Its transcript level was substantially
higher in the salt resistant wheat cultivar SR3 than in its closely related but salt sensitive
cultivar JN177. Transient expression in Nicotiana benthamiana leaf epidermal cells
demonstrated TaFLZ2D was localized both in the cytoplasm membrane and nucleus.
Constitutive expression of TaFLZ2D in Arabidopsis thaliana improved salinity stress
tolerance and ABA sensitivity. Phenotype analysis under KCI and mannitol treatment
demonstrated TaFLZ2D increased salinity stress tolerance mainly due to the superior ability
to cope with ionic stress. TaFLZ2D over-expressing lines increased abscisic acid synthesis,
peroxidase activity and reduced rate of water loss. Transcriptomic analysis demonstrated
over-expression of TaFLZ2D regulated ABA-dependent and independent signaling pathway
related genes expression and activated antioxidant related genes expression under normal
condition and Ca2+ signaling related genes expression under NaCl treatmemt. Taken together,
TaFLZ2D is a positive regulator of salinity stress tolerance, which contributes to salinity
stress mainly through superior ability for ionic stress tolerance and ROS detoxification. .
K¥E: Plant Physiology and Biochemistry

WA 4.270/Q1

RATH#:2021-11-01

AR

http://agri. ckcest. cn/filel/M00/03/1E/CsgkOWHpBeSASFYCAKZmocoxb80941. pdf

5. Dissection of two quantitative trait loci for grain weight linked in
repulsion on the long arm of chromosome 1 of rice (Oryza sativa

L.) OK#& (Oryza sativa L.) 1S3GEKE ERANHERF IEBRIRL
EHEMIRA KR 52

)

fEj4: Grain weight is a key determinant of grain yield in rice. Three sets of rice populations
with overlapping segregating regions in isogenic backgrounds were established in the
generations of BC2F5, BC2F6 and BC2F7, derived from Zhenshan 97 and Milyang 46, and
used for dissection of quantitative trait loci (QTL) for grain weight. Two QTL linked in
repulsion phase on the long arm of chromosome 1 were separated. One was located between
simple sequence repeat (SSR) markers RM11437 and RM11615, having a smaller additive
effect with the enhancing allele from the maintainer line Zhenshan 97 and a partially
dominant effect for increasing grain weight. The other was located between SSR markers
RM11615 and RM11800, having a larger additive effect with the enhancing allele from the
restorer line Milyang 46 and a partially dominant effect for increasing grain weight. When
the two QTL segregated simultaneously, a residual additive effect with the enhancing allele
from Milyang 46 and an over-dominance effect for increasing grain weight were detected.
This suggests that dominant QTL linked in repulsion phase might play an important role in
heterosis in rice. Our study also indicates that the use of populations with overlapping
segregating regions in isogenic backgrounds is helpful for the dissection of minor linked
QTL.
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SkE: The Crop Journal

FHET: 4.407/Q3

KAFBAHA:2013-10-01

R

http://agri. ckcest. cn/filel/M00/0F/F0/Csgk0GHpA—iAFOP5AAi0CPHX-3g094. pdf
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1. —Phid = 4 4 KB AR I T v L SRAR RS 1 TT-M2
WA AR AP S FE R TR, BRI K —Fh 3 i 47 4 2 B (A RCR 1 07 v S SR
5177-M2. FTiR i 5K Z LR 7 FI4NSEQ 1D NO: 117 [ty B A= 78 21 4 &1 19 25 300
PR FE R Thr R4 NS FEBEPro AW 25 30747 A I B S MR Asp R A N R FEMRPro. DL S
19301 R L FRASn R AR AL alP2b R o BEAE [ B (1) R E pHE « il iR S AR Rk AR AR 1k 5
DLIR FH L L7 2 AN IR, A R BA (1) S ARARB T T7-M2 1) L3 /7 L RAFAARS T77-MEE 55y
50%.
KIR: (G5
RATHER:2021-11-23
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http://agri. ckcest. cn/filel/M00/0F/F0/CsgkOGHpBI2AUFMEAAZfyeBTv-k605. PDF
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