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1. HEBERRBRE K E R~ B30FARGONAUTE 1diRFE/KBIKEES
PEFTHLE
i 50 FpiRNAZRAL, FRF AR AR T AN A 2 AR K 21-F124-nt phasiRNAS 5
HERC TR E, Rl BRI E MR, 1A SephasiRNARA BOALE] & D) BE 5 4D
b G, hEREER S AL S K E A T ST 5 B XU ST 4 EScience
China Life Sciences b, &3 7 i AMobile ARGONAUTE 1d binds 22-nt miRNAs to
generate phasiRNAs important for low—temperature male fertility in ricefi&
X, @7~ 7 0sAGOLd m] M AE 24 B A0 iU 7% 2)) 2| 48 Ky BEH M, @ 256 22-nt miRNAAY 3
phasiRNAM] & A UL 4ERF K BRI & 1« BT AR 72 K I, phasiRNAM A B 7 £ 22-nt
miR2118FImiR2275 5AGOHE [ ¥ UTER E A R FPHASH s A s )%, B Ji5 7ERDR6 22
DCLsHIM LR, P24 pdAm21-M124-nt phasiRNA (Johnson et al., 2009; Songet al.,
2012a; Song et al., 2012b; Teng et al., 2020) . Frf1, BAA5" CHF{FAI21-nt phasiRNA
Al A ANAGORE H F R MIMELL T 2 5807 2442 (Nonomura et al., 2007; Komiya
et al., 2014) , 112 SphasiRNAPZAFRFE D REM HABAGOSE F 1 HoR & w0 RN,
IKFEOSAGOLdSZ AR 5 TR IA , M 0sAGO1di b FAFPRAEAR IR N 25 ES 2 I M e iR, T Ul
YEAE . BN GLE S RNA G L PTiE 5550, KIMO0sAGO1d F E 45 &4 A5" U 21-nt
phasiRNA. miR2118 KzmiR2275 5 MRk (71 o HF 75 38 ik 4> 3L BRI Z4H /NRNAT 7 & BR0sAGO1d A
T LT ANPHASH s phas i RNAF =4 o RNAJRAL 2438 45 B 7R, 0sAGO1d 3 BE7E A4 26 BE 4 g
W SR, T IE 986 5 % S hn i 45 S i 7R 0sAGO 1 d B 1 B 22 IFEAL Ky BRI IR Fh AR 21,
FHH0sAGOLd 8 [ J5it W] M AE 24 BE 20 H #% 2 246K BEAR B o o A4R FT0sAGOLd I #% Bl Xt
phasiRNAG B EZAEH, FHEA Sl 7 A O T-0sAGO L d ¥ phas i RNAZH 2588 K 7E
TEH BEAN AR A 40 AT LE 9, #8715 0sAGO T dFE 18 26 BE 4 g P 45 ArmiR21 18 T 71 57 21-nt
phasiRNA ] ™= 42, 1M 0sAGOLd #% 2l 1 48 ¥y £F 240 il b 32 22 45 & miR2275 7% 4 24-nt 1)
phasiRNA. B FLREAT T 0sAGO1d S Fphas i RNAMRIFEAIR & MER IS B ZEH, Hal
R s R PERS 4l 4% 7 AN [F K B phas i RNARI I 2590 A1, NI 2 R B i RE e 245 B 510
TR 2 (S S AR BEE T H W Ent . W0 TR RIE XK 3 RE R4 tPRB ik
WA St SR T A R BB T AR A E R ST R B SRR
RIE: HER L S kK AV T
RAT A 2022-10-20
LR
https://www. cas. cn/syky/202210/t20221018 4851626. shtml

2. FEBEEB AR TSR RR T B KRR R+
TR AL

WA PR AT A (E R LB, (EN— Rk G R, G
ST HIRRE BN RGE. (RN E B R, HREIARNAS (rRNAS) 75 SURIK
PSR R SRS, X TR SR I AR A R AR R
SRS AR B YIRS T T DAYE A R RS0 SR BT L S 38, SR
RNME R CEARIR T+ 458 A% 7 G WS ) UL DA R . e LR e i 5
P A AT S 53 SR S0 s [ RS ST S 53 B RS D DA £ 1, SR 1 1
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TR E T KRS R BUR R B K ospusl, RIAMKIEM AL . 0sPUS14mhd /K F
2 e 7 B PR B A, HZ IR 15 F: 308 . 0sPUSTRENS SIS AR rRNART AR BL i 45 &
FAEAL I 2R RNA R AR ABUR A o ZEARIR T, OsPUSTH DN RESR K itk B 2R rRNA R A4
S A BRI AT RNA R IR 2L, B 8 3 B SRAR AR BE AR AR W) A ROFD R BEIR S 32 B T
oo & A A AENE A TR, OsPUSIE I A KR G AN U BUIR S FE K 2R
ISR A B DI RE, X FhT B A 5 2238 R R P VE T S ROS ) S i AR &R
B A FEUKIR T ospus 1 AR LRI i 7 45 R4 7R T R TFHE R LE K Ag
ERARAZNE A A )G R AR e 7 P B OB D g, FEAEYI R 7 T oA S BN W g . A
I BT 7 a2 DA Pseudouridylation of chloroplast TRNA contributes to low
temperature acclimation in rice N T HAEZ K FKENew Phytologist k. #FF T
R 2 E X QAR RS2 B E SR R SRS P 50 S R T A 4 5
DR 20 27 [ 5% B S 6 (1) SCFF

KRIR: T EE RS S R E AV

KATHA:2022-10-20
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3. WHRRKEXEARHERESEBRAM FIEESRE RE&HL
MLEE

fEifr: 202249 ATH , WAL K 55 36 H B Je 75k K% A AETE B bR A FiiMolecular
Plant k&% & 7 /8 AN “ Ancestral HAIKU2 function but divergent epigenetic
regulation reveals routes of seed developmental evolution” HIWFF L. WIF
s T RIS KT RS GO, — e AR B WOR AR ER 43 i R FLA
DRI Rt =<2 RV K/ I E N B i NI AN a0 = 45 5 1 1 e R b
R G IR SR LT AR A R . J0LFE I TKU2& — AN S AR Bl 8 (A AN FL R B 1Y 3 220 15 A
To BN TEAKAE . AR AR B A AE D Re O <7 I R IF TKU2,  [RITAE UL e 7
HE R R FLIGE I Dh R R AR 1. AR T AR TKU2 LA HERIE, HA S E A
H3K2Tme B MK V3B Thm, FEPRI A, LT (E3G5H o 3X— &40 B 40, B FFMEDEA
ISR AL . H AT HRIEMEDEMYAE 1 FAE B AR e FF MO i i . 7E 53 I+ A AH
R KB KREF, BATER] T —AGmMEDEA, HGmSWNBEAL A K. #H % A
RN EAUK AR IKU2 2 ILRFERTL . — AR B TKU2 R SRR SR AR FLR F S o AT TKU2
7 55 B 20 85 FTH3K2 Tme 3M& 1 22 57 T 2N [R] Y TKU2 R IA B 20, IR LI B Fp 4l Mk DL S AR AN
A () AP I A S50 . AL DI RE PR <7 I TKU2 2 22 e AL MEDEASL [RIVE A . g+
A B D RN 22 PR b s VR LS RS R A 1 i AR o 1L AR R0l R Sl iRy
AR AR, 52 E B JE 50k KA R A Ll 2R 4 koK 2K 28 48 B0 AR S R 7
1B . AT E] T B XK B RREEIES AL R AR R 22 K 5 B

RIR: AR LM R A A Rl B

KAREHA:2022-09-09

o9&

http://1life. sdau. edu. cn/2022/0909/c2448a207611/page. htm
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F FRILHK
1. Genome-wide analysis of valine-glutamine motif-containing
proteins related to abiotic stress response in cucumber (Cucumis

sativus L. GE/IARA Y38 w1 NAR 2 & R IR - A BB P R A 1)
coe-Jtibig iy

fHj4: BackgroundCucumber (Cucumis sativus L.) is one of the most important economic
crops and is susceptible to various abiotic stresses. The valine-glutamine (VQ)
motif-containing proteins are plant-specific proteins with a conserved “FxxhVQxhTG” amino
acid sequence that regulates plant growth and development. However, little is known about
the function of VQ proteins in cucumber.ResultsIn this study, a total of 32 CsVQ proteins
from cucumber were confirmed and characterized using comprehensive genome-wide
analysis, and they all contain a conserved motif with 10 variations. Phylogenetic tree analysis
revealed that these CsVQ proteins were classified into nine groups by comparing the CsVQ
proteins with those of Arabidopsis thaliana, melon and rice. CsVQ genes were distributed on
seven chromosomes. Most of these genes were predicted to be localized in the nucleus. In
addition, cis-elements in response to different stresses and hormones were observed in the
promoters of the CsVQ genes. A network of CsVQ proteins interacting with WRKY
transcription factors (CsWRKYs) was proposed. Moreover, the transcripts of CsVQ gene
were spatio-temporal specific and were induced by abiotic adversities. CsVQ4, CsVQ6,
CsVQ162, CsVQ19, CsVQ24, CsVQ30, CsVQ32, CsVQ33, and CsVQ34 were expressed in
the range of organs and tissues at higher levels and could respond to multiple hormones and
different stresses, indicating that these genes were involved in the response to
stimuli.ConclusionsTogether, our results reveal novel VQ resistance gene resources, and
provide critical information on CsVQ genes and their encoded proteins, which supplies
important genetic basis for VQ resistance breeding of cucumber plants.

SR¥E: BMC Plant Biology

RAT B 2021-10-25

E9'8: 3

http://agri. ckcest. cn/filel/M00/10/14/Csgk0GNkykOAR2KeACIN3OsEwg8648. pdf

2. Assessment of the Genetic Diversity of the Breeding Lines and a
Genome Wide Association Study of Three Horticultural Traits Using
Worldwide Cucumber (Cucumis spp.) Germplasm Collection (F/]/H
AP RHAT B RB L 2 IR X3 NME Z R 2R A R
BB TR R ER)

f#i4>: Cucumbers are an important economic vegetable crop that is used for fresh or
processing purposes worldwide. In this study, we used 264 accessions that consisted of
world-wide wild germplasms and advanced breeding lines in order to understand the genetic
diversity and the genetic correlation among the germplasm collection. A
genotyping-by-sequencing (GBS) approach was applied to obtain dense genome-wide

B BN RERWEWERRS RS http://agri. ckcest. cn/
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markers coverage (>12,082 SNPs) to construct a high-density haplotype map. Various
population stratification methods were performed, and three subgroups were divided based
on the genetic diversity, which reflected their geographic regions. According to the
phylogenetic analysis, the breeding lines were separated from wild germplasms, and the two
distinct groups were divided within the breeding lines. One of the groups mainly consisted of
East-Asian varieties, which showed the unique homogenous genotype patterns. Using this
germplasm collection, three important horticultural traits of cucumbers—powdery mildew
resistance, spine color, and fruit stalk-end color—were evaluated and used to conduct the
genome-wide association study (GWAS). All of the significant SNPs and two novel
candidate genes (Csa5G453160 and Csa5G471070) for the powdery mildew were identified
in chromosome 5 from the natural population, which is where reported major QTLs from
various bi-parental population are located. Furthermore, two candidate genes, CsalG006300
and Csa3(G824850, and four candidate genes, Csa2(G368270, Csa3G236570, Csa5G175680,
and Csa6G448170, were identified for the spine color and the fruit stalk-end color,
respectively. These results are expected to be helpful to develop molecular markers of the
horticultural traits in cucumbers.

SKIR: Agronomy

RATH#:2020-11-10

AR

http://agri. ckcest. cn/filel/M00/10/14/Csgk0GNkyPyAd300AEr SuwN43E305. pdf

AKX EA
1. —MumG RIS B BT M 5
RIS — PRI G A GRS B U AT J7IE, U R BROS BB AR ik, AL dE
TR aRHMREK LA, WIFEE IO BEA; b SAARTEE WIS, A
PIHESSEUT s ciEHEMETER ISR & s dIEREARIIIERS KBk TEIA G BRI A e
BRI T, R AGE; TR SRS BM . #E—: o OB IRP R I 28 P
PR, TEREERE: h RS TSR RGO, DR BRI JRFIUHARA
GBI R O, B, BOMEOR i M — — 3 B2 o RRIMA m AR 2
pRT— — S R EE BB PR, mE. DR PR AR, WP
MW2800—3000T % HAEEPH, SFxh 13 E H ARG /5 H 1 s R A = .
RIR: BELF
AT H B 2022-04-17
R
http://agri. ckcest. cn/filel/M00/10/14/Csgk0GNoo3-ASgQ6AAQLr177e94168. pdf

2. TERFRBoTLP1EH M 4mAg 5 R HAER § N i hi R R AR EYH
i RL A

B RKRBHAFF T —MEMBEEBoTLP 1L K (g fid 3 51, e R iR 3 R gmis 7 1 85
i SR PTF AL LR 7%, EEREN TP (D TEMZR S RNATEE K cDNAG ;- (2)
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WA S GIsh. BR (3 IREHA B E, (4 BfEE,  (5) ik
CRIFHPE B s (60 FeREPIMEPI AV AR 5% . W4 R R R R ) 5 B
AR LG BT B B PR R, FERRSRT R AR T R AR R T DL AR 10K BA b
7£200 mmol/LERALEE A IEH A4 o AR BT ISR F 25 R g 7 41 15 B T #h Pt 52 e ik
IR 7V 6 T 4a s AE RS R 3R 50 52701 2Rl Aok B D8 TAE T LB B i #h 47t
PR A G EY) B B EANE.

RIR: BELF

KA B : 2021-06-25

o9&

http://agri. ckcest. cn/filel/M00/03/42/Csgk0Ye7gLCAWNdAOAAg2BXErA1Q073. pdf
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