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1. Rk RS2 =5 B BA B~ AR %% 32 2R 5 BnaPPT1/1BnaBASS2
SEME T SIEFFRLTH AR AR R
WA o H, FRSEFIBAE Journal of Advanced ResearchfliPlant Biotechnology
Journal 73 Bl & KN “BnaPPT1 is essential for chloroplast development and seed
0il accumulation in Brassica napus” 1 “Pyruvate transporter BnaBASS2 impacts
seed oil accumulation in Brassica napus” PRI . Wl 5045 B 2% B M R 4 i =X
VA R 1 %% 35 1 (1 BnaPPT LA TR lH R 45 4% 25 1 BnaBASS 276 SR IS AR B 7 T % B
ER . PN, R U R 5L/ R iRk is e (PPT) AR RPN i%is i
F (BASS2) 77 7l 4 i 152 g a4 A A A7 ot T o e X3 A I PR R P4 VT e A 40 J o 6 3 381 Jo A
T 5 FE o A o PR T s B PR A A Bl o R T, PPTRIBASS 23X Joi A Hh Jig 7 R 5
B PA K A1~ IR AR SRS i AN 48 . K SRAE Journal of Advanced ResearchffJHF 5t
DAUH B B S AT SO 5, I T iS5 58 A7 Y BnaPPT LEE /IR & sl it 2 4
BHRREEEEEM, Jegmt Fs G e . B R, ¥BnaPPT1EBRE,
KN, M RRE S M AR IE M SRR A ISR R, RS R
S SRR S B BB PR, WA R 2 AR, T R E 22 T /N () R AR R e
Fio BT Bl B BT L (LC-MS/MS) MINE AR A i, SEAR A o I 2R A gt
H = ZLRSIMGDG DGDGHIPG 75 & 43 il FEAK67. 8%+ 68. 5%F116. 4%, It4h, BnaPPT1HZM [
TS T (R R A A A T AR IR AT, EM Tl e & b K58 EZA/EMH . BnaPPTI
RARFPFEMERRRT 2.2 © 9. 1%, MiLRABnaPPTIR FEE T T EHE2. 1
3. 3%, KFAFPlant Biotechnology Journal FHTFT 6% T BnaA05. BASS2H i F ik i 3%
MEE, 8K AR A 2 7 BnaA05. BASS2 and BnaC04. BASS2-1 IS XU RAZAK . I3
BASS2XU S AR IR i BRAR AR R R E AR AR R TR, M RIS AR
FERZHARBEARE G Z R . FES3FEX SR NIRRT, FARREF RS
BREMKT2.8 7 5.0%, Ifid#*ikBnaA05. BASS2 & 4R T kRS 1. 4 ~ 3. 4%,
BnaBASS2id R ik B E 1w 17 2 5 E-& UMK TE L) 2 AN BE DR () ik 7K1, (2t 1K
BT IE RN 2R o 5L TR s 5 100 Ui vk () AR 2 40 Bt 35 B PR BnaA05. BASS2 and
BnaC04. BASS2—1 7] DA 25 FEAR H- 43 A4 v P I R 5 455 &2, {IE R 1 BnaBASS2 111 51 [ i 4%
IENERREL . [FIRY, BnaBASS2H] DL 3 Soma i S i1 it SR A b BB B TR & AN e
BB S S, 28 EATR, BnaPPT1MIBnaBASS27E i A4S W6 E 7 T K 3545
HERVER, 7T LA 2 2 sb R b AR AR R o FRAR IS 2 R AT A B A
MRS —EE, S BE NIEREE, B/ FRIF T AR Bu 25 T
ZHT AR S . PRI FEAS 3 1 E 5K B AR R 4 WGk L SeEe 5 ORI | ek
MR 27— ARV BRI AW 5T AR S T H b B 5 R e Al
AL EORE KA.
RIF: B HA T B
KATH#A:2022-09-06
AR
http://news. hzau. edu. cn/2022/0906/64396. shtml
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i L H, SRR TR A LIRS I8 R A A AR ROR 2 B B B A 2
AN [ 48 8 kmiddot ; T 3R M A M) B2 0 i Blake MeyersHIBAAE BT EY) 2 X
( NewPhytologist ) ) fEZAF J @ N" Temperature-sensitive male sterility
in rice determined by the roles of AGOld in reproductive phasiRNA biogenesis
and function ” W I 3C, #IE T /K FEAGOLdIE ik A 5 A4 FE 4F 7 7Y 21— F124-nt
phas i RNAs [ 42 BOR 2 BE VR 2 IR BUEVEAS B ERALS . KRR EEEZREEY, @
Fr AR E YR R = RIEFRA R, ST RERE® LG EKE L.
phasiRNAsAZAEY) H— IR sRNA, B AR UK A T-22-nt miRNA/AGORR HPTER R &
& (RISC) DIEIK AL EE A (4 TAS I PHAS ) Bl NB-LRRA: 4 5 3 K] 4% S A
fil %, BEJSRNAMEYIRNASE &6 (RDR6) ) HIAE i T v Be & BOSUEERNA, - 1547731
HIDCLARIDCLGIE S AR AL V) 72 A2 2 1-F124-nt [k P siRNAs (phased secondary siRNAs,
phasiRNAs) o fEARARBHEMIIEL K EILFEH,  PHAS A7 K& 2545 s e AE g hiD
RNAs, FFH22-nt miR2118FImiR2275%) lfih /& 21-F124-nt phasiRNAsFJAE K. UTLL4E ]
T 58 R BLIX 9 2 A B4 5+ iphas i RNASTEMEPE AR B R B R IE S EE R, HIhRes A 2
SHEUKRGH ERMEYEAE . SR, fEphasiRNAsAEBGEFES, WE—28%5 EAGORE N T
miR2118FmiR2275LA /1 FphasiRNAsA %, LAK&21-nt phasiRNAss2 {5 5MELL (AGO5¢)
PAIAMPIAGOEE FI 456, MG . 2 FLRIN AGOLd FE /N REAH M JRk A 70 24 5 Ak
By ZLHAIAI A6 25 DY 2 B g i T s S AR B, B CRISPR/Cas9 R SidtE AGOL1d 2, K
PLAGOLd iR SRR N AR EFE .. (WA E, MEFEASE TEAREEIE
W A ATE, IR RS T KA Dl 2 2 R IR I T
agold RERFRRIELIE/NME T REFY (S10) REZAMEFHILT-RE, MK
R R, REASHIENAE, KBS REK. NEAELIERE, /EH
I K FEAEZ JAGOLd RIP-seq. /INRNA-seqFH% 20 7, KIMAGOIdREW HiE S
miR2118FImiR227545 4, H agold mifR{EZ5H121-F124-nt phasiRNAs & & W3 T %,
B, RIP-seq4h S E/RAGOLdR] 55 ‘“—KimfREF (5 ‘-U) fJ21-nt phasiRNAs%E &,
SEHIHT R BIMELL AT 55 ‘KMt (5 ‘-C) fJ21-nt phasiRNAs&E &, XFAJAGOLd
ANFETMELL, ] LAfEphasiRNAs AL BRI D Ae A BAA AR o X 3 s A 30ie 161 ok
B, JKFEAE 25 Kk B I IO R o @ s i T, s s . AU DA R T At 2 1
AR SFETIRE T agold MibRHERIIAE M. It 2 4R 4T, KIAGOLd R iE
i/ F21-nt phasiRNAsAE RN DI RECERERE MR A2 P TR D- 2R HE 1, 6- IR I A A
UESE T phasiRNASZE P FPREACE I Th AL . ARt T KRS SR R AL B R B =
EAR SR BRAAPT RIS I _EIEASE K2R R R AR S B R AT AT A
% [H s ddot ; PFIR IR R ThtBlake Meyers#U% N AR SGETAES, 2787
VR R I it A BN S i B R 2 R SR R A AN SO R 2R — 1R, PRE S
5 R EE A B EE R B 75 DL K Blake Meyersif @2l fi+-Rachel JounithZ5 1 HLIiH}F
Fo AWFAGE] T ERBRRFEES . RGBS B EER AT 7 S AR T RS %
R 5 L] BT L S i/ e {1 & J& 30 BE B
https://doi. org/10. 1111/nph. 18446

SR FERALFT
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3. Plant Biotechnology Journal | BAZfiiEAMFER =T KA

SR TED R TET - PRI P ) 204
féifr: #LH, Plant Biotechnology Journal?EZRJR 3 T v [H VRl 52 B A6 I 7C
BT T it 8 F BN 58 Bl 1 [~ “ Single—cell transcriptome reveals
differentiation between adaxial and abaxial mesophyll cells in Brassica rapa”
CERLZH 2 s BN P47 7K TS I T P 4R BRI 346D (RS0 R R G des T
KBS S B, JEAE S4B A X 23 1 P 16 0 A== 2E 23 200 R 1 1)
MR, [FIRH4E7R T IX P SRA AR 74k, & K E S ERTE LI R 7 ) — A B
B FSRRERE T TR a8 s, IR0 HEE SRR, Bf Tir2n
FIEAZFERER, WEERI R AR BRI/ ASE S0 KRR S, 1A
AHMRE R i K sE, ARG EERNEES B, O3 17 IR =24 28
RS TH PR A7 ZH 2R o A 2H 2R 405 4H 2R 4 B PR 22 S R At TR RS Ao
B o I AR BE A B2 BRNAN P R AR S, 7R B 20 B ST ER 2R i A 2H 2R R0 4
RN (B34, TR E L OCBIRTE R R, XF T 487 B R BB e K &
BRI I ML AE S B2 SR, AT A2 Hb TZ AT A8 Ik ERL 2 2 SR 4H.
WFFEE 7R AR B R gn i st i, R 16, 055/ = B E 4, R a58Fh
MR ALRI T PAEAE . RN, 4. 4EE A, R EYM . SEEEN . PR
FIATE (B o %Pt — 20 R 2 R ) tape—sandwich 5E 50 & 1 A iA=L 230
WAL, SR A TR 2458, RIUFIGAE T —HUF AR c SR K, ks AR T
VIR AS 200 e R S T P VA A 4 M AE S 4 KPR DX Tk o BRI s H o i B T — %%
ZIAFE R Re 2 5, RO 20 i 3= EAT RG-SR F, 1T e 40 40 i 3 220 S SRR 2R
e T Hak &I, WA AR E S R A A A g R R, b R (R R PR E AU
T ORI 25 7 AR R AR, R AN AR A
FERGA o LPEARRIL, TR kK B REG SR BUR e Rk . &N
B 1R SR A = R AR e R B AR A KA B 2 AR AR A R I
filto LA, ABFFILIRAE 7 VF 2 M R TRy AR IC AR B, K e B A B i 2
FORTE R IR o BT 45 AT K 1 S BRTE B i AT 5125 3 ik
Gy T E P AIBA O Bl 8 A S0 4 AL i o B 7 O SR RS — AR, a8l 7t
G F R 7T RO SCEIERE  ABF 743 2 1 B 2 T & 7Kl (2021YFF1000101)
FEARRIWE LSS 2 (Y2020PT21 ) A1A0 3 TRE T H B9 X #F . R
https://doi.org/10. 1111/pbi. 13919
RIR:  J -GN
RATHB:2022-09-02
AR
https://ivf. caas. cn/xwdt/zhxw/19ec4c3fee654ab98552693329924e8a. htm

T FRILMR
1. QTL mapping of fruit aroma compounds in cucumber (Cucumber
sativus L.) based on the recombinant inbred line (RIL)

population (ZTEH B2 R AR LA SR QTLESL)

f#j4: The fresh and unique flavor of cucumber fruits, mainly composed of aldehydes and

BN RERINVEINHRRS RS http: //agri. ckcest. cn/
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alcohols, is one of the most important fruit quality. However, little is known about the genetic
basis of aroma compounds in cucumber fruit and the relative quantitative trait locus (QTLsS).
In this study, a genomic screening of QTLs underlying aroma compounds was performed
based on the genetic linkage map constructed by 1301 single nucleotide polymorphism (SNP)
markers from genotyping-by-sequencing of a recombinant inbred lines (RILs) population
developed from Q16>Q24. Significant genetic variations of aroma compounds in the RILs
population were observed, and a total of 28 QTLs were screened. A major QTL (qol8-2.1)
related to (E, Z)-2, 6-nonadien-1-ol was detected with a markedly high LOD score (10.97 in
2020 and 3.56 in 2019) between mk190 to mk204 on chromosome 2. Genome scans found
that a cluster of 9 lipoxygenase genes was identified in this region. A significant positive
correlation was detected between CsaV3_2G005360 (CsLOX08) and (E, 2)-2,
6-nonadien-1-ol, and five amino acid variations were detected between the CsLOX08 protein
sequences of two parental lines. Based on the genome variation of CsLOX08, we developed
an InDel marker. Genotyping of InDel markers was consistent with the content of (E, 2)-2,
6-nonadien-1-ol in RILs, which were also verified in 9 cucumber inbred lines. The result will
give breeders guidance for better flavor in cucumber.

3JR: Horticulture Research

RATH#:2022-07-06

AR

http://agri. ckcest. cn/filel/M00/10/0F/Csgk0GMalPSAPTs3ACoMVYhqtSA901. pdf

2. Integrated Metabolome and Transcriptome Analysis Provide
Insights into the Effects of Grafting on Fruit Flavor of Cucumber

with Different Rootstocks (SR &V A FHZ ST AGEN A
FIRG AT TR SEXBR IR Rt T A#)

4. Rootstocks frequently exert detrimental effects on the fruit quality of grafted cucumber
(Cucumis sativus L.) plants. To understand and ultimately correct this deficiency, a
transcriptomic and metabolomic comparative analysis was performed among cucumber fruits
from non-grafted plants (NG), and fruits from plants grafted onto different rootstocks of
No0.96 and No.45 (Cucurbita moschata. Duch), known to confer a different aroma and taste.
We found remarkable changes in the primary metabolites of sugars, organic acids, amino
acids, and alcohols in the fruit of the grafted cucumber plants with different rootstocks,
compared to the non-grafted ones, especially No.45. We identified 140, 131, and 244
differentially expressed genes (DEGS) in the comparisons of GN0.96 vs. NG, GNo0.45 vs. NG,
and GNo0.45 vs. GN0.96. The identified DEGs have functions involved in many metabolic
processes, such as starch and sucrose metabolism; the biosynthesis of diterpenoid, carotenoid,
and zeatin compounds; and plant hormone signal transduction. Members of the HSF,
AP2/ERF-ERF, HB-HD-ZIP, and MYB transcription factor families were triggered in the
grafted cucumbers, especially in the cucumber grafted on No0.96. Based on a correlation
analysis of the relationships between the metabolites and genes, we screened 10 candidate
genes likely to be involved in sugar metabolism (Fructose-6-phosphate and trehalose),
linoleic acid, and amino-acid (isoleucine, proline, and valine) biosynthesis in grafted

BN RERLEWHRRS RS http: //agri. ckcest. cn/
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cucumbers, and then confirmed the gene expression patterns of these genes by gRT-PCR.
The levels of TPS15 (Csa3G040850) were remarkably increased in cucumber fruit with
N0.96 rootstock compared with No0.45, suggesting changes in the volatile chemical
production. Together, the results of this study improve our understanding of flavor changes in
grafted cucumbers, and identify the candidate genes involved in this process.

KJK: International Journal of Molecular Sciences

RATARE:2019-07-23

SR

http://agri. ckcest. cn/filel/M00/03/3D/Csgk0Ydxhm6AFHASADMxwLwOE0s242. pdf

3. A Protocol for Agrobacterium-mediated Transformation of
Cucumber (Cucumis sativus L.)from cotyledon explants C&FFE S

253N (Cucumis sativus L. ) FHAMEAREEALHR)

féj4: Genetic transformation is central to the discovery, delivery, and functional analysis of
genes, and for associated crop improvement, and yet is technically challenging in many plant
species. As an example, cucumber (Cucumis sativus L.) is a model species for the study of
phloem characteristics, raffinose family oligosaccharide (RFO) metabolism and sex
determination, but methods for its genetic transformation have generally had low efficiency,
thereby limiting basic and applied studies. Here, we describe a rapid and efficient protocol
for Agrobacterium-mediated transformation of cucumber cotyledon explants, using vacuum
infiltration. The transformation efficiency of the regenerated plants was as high as 54%, and
the final positive plantlet transformation efficiency was approximately 26% of the total
number of infected explants and this is obviously higher than previously published protocols.
Transgenic plantlets can be obtained in 3 to 4 months and the transgenic T1 seeds generated
in the subsequent 3 to 4 months after self-pollination. Using this protocol, we have obtained
more than 600 transgenic cucumber lines. This protocol is of great importance for studies of
cucumber and of other Cucurbitaceae species, since it enables gene functional analysis, and
so opens a pipeline for rapid cucumber variety improvement.

B : research square

RATH#:2017-09-19

E-0'8:: 3}

http://agri. ckcest. cn/filel/M00/03/3D/Csgk0YdxhSCAZdTcAAwZ1 Jaeqac917. pdf

4. Improvement of Agrobacterium-mediated transformation of
cucumber (Cucumis sativus L.) by combination of vacuum
infiltration and co-cultivation on filter paper wicks (EZF&iE 5 4%
DI FEGSE SRARATE FRNENLR)

#4: An improved method for genetic transformation of cucumber (Cucumis sativus L. cv.
Shinhokusei No. 1) was developed. Vacuum infiltration of cotyledonary explants with
Agrobacterium suspension enhanced the efficiency of Agrobacterium infection in the
proximal regions of explants. Co-cultivation on filter paper wicks suppressed necrosis of
explants, leading to increased regeneration efficiency. Putative transgenic plants were

BN RERINVEINHRRS RS http: //agri. ckcest. cn/
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screened by kanamycin resistance and green fluorescent protein (GFP) fluorescence, and
integration of the transgene into the cucumber genome was confirmed by genomic
polymerase chain reaction (PCR) and Southern blotting. These transgenic plants grew
normally and T1 seeds were obtained from 7 lines. Finally, stable integration and
transmission of the transgene in T1 generations were confirmed by GFP fluorescence and
genomic PCR. The average transgenic efficiency for producing cucumbers with our method
was 11.9 &plusmn; 3.5 %, which is among the highest values reported until date using
kanamycin as a selective agent.

YE: Plant Biotechnology Reports

RATARE:2012-09-18

SR

http://agri. ckcest. cn/filel/M00/10/0F/Csgk0GMa04iAF1sQAAkhV6G3Sm8528. pdf
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1. 250 R A s S 1 CDKS 3 [l % i FH
fBiAre AR BRI ATE T AR A A R 03 3 0 R 2R A0St M i S L CDKS 3[R S B P, AR R BH B K
N il h R A5 A S 2= P B i S TCDKS JE R, I HLid i I B R AT B A S 1 77
S1CDK8FEZE AHMT (micro—Tom) H i BRBEAT ThREIRUE, 73 HiS1CDKS R [l 2% v [A] i 15 5
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SICDKSTEAEYI R B [ EFE 7335 () BV E F
FRIR: 1B
RATH#A:2021-11-19

AR
http://agri. ckcest. cn/filel/M00/03/3D/Csgk0YdxinCAF2z1.AA34 jKcKp4wl16. pdf

2. BT R S EEAR ) 2 B R R ik K 7 vk

TR e AR BV B —Fh Bl 35 4 R S AR ) 22 ik R BB A T 7725, 1% % B R
AR K FHCRISPR/Cas9Ar S 3 R g 4R R, Re 8 LI IR I o) 25 ARPSY1JE IR . SGRIE [KI AN
SIMYBI2ZERIFHATRE W dm’E,  FIFAAT R SV AE AR PUES BIACE 7R, £5
OB PR, A A B TR AR R .

PR fEEM

KATEH#E:2020-11-24

AR

http://agri. ckcest. cn/filel/M00/10/0F/Csgk0GMa2KKAXGdeABUUNhFp jwfU758. pdf
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