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1. FZE BRI F AE BRI AT 7T SRR R 5
fEifr: B (Capsicum annuum L. ) Z—FhEBEMHIRIETEY), R E S4ER. B
BRAL 2 BRMRSE, R A Al Tl &2l . Bp B, 5 AR 18 2 il 20 B
PR R B EIA N 2 . B, SRR HPUR . MK LS AR R 288 8 K
R A EENEIG S NAME. T8, PIREEEBIBAE (Horticulture Research)
{Journal of Experimental Botany) M {Scientia Horticulturae) HiT|kF 7 kT
BRAHTVE R FEI0 0L, 201 T LA e A R SR — AR, IR B Nl e, %
WA T EREREFIEETNH (No. 31772309, No. 31860556, No.U1603102) fI#%
By AR T CaCIPKIFE AT BT S Mhia HF I Dh e o 75 BARUE A& H TR CaCIPK3
SHEEAE M T R BUSME . 7EBAR R BRI I SRR CaCIPK3 5, mliE iR P AL &
GRS AN IE ) P SRR AR I R R I8, e m BRI F % . 1N CaCIPK3 I FLAE 2
1, CaCBL2 X iR 244 7 A 1 RAAR IR 0 o IEb 41, CaWRKY 1 MICaWRKY4 1 2 138 i 5 CaCIPK3
JAB T HES G RIE . AR T CaCTIPK3TE BT 2 42 HL | Ak 7 1 85 22
ER . RN B Pt R 7 0L S 2 e T AL . S0 E R R
https://www. nature. com/articles/s41438-021-00651-7
RIR:  PHACLRAMEB K 2 % b

KA H#:2022-04-01
AR
https://news. nwafu. edu. cn/xscg/5132849123524121970e229d89016cc9. htm

2. PHEIM R 3R S8 4E F A AR 5 AL — A5 4 AR o = A2 L
W55 5 T BN A Fr itk fe
i AT H, VOEE UM BT BEUE S 8 AE F R R BB IR 4L /E (Horticulture
Research) HATIAEL KT TN (A 2.09 Mb fragment translocation on chromosome
6 causes abnormalities during meiosis and leads to less seed watermelon) [
BT BN B IR e S — 1R, S BRIt 7 A B N SR A 28 — AR
RRAZNBEINEH . 78R (Citrullus lanatus (Thunb.) Matsum. & Nakai) [RH R
St 2R BRFEE, EHFNEETZ RS AR E R A AL,
ToAF/ DK PE R BEA R E. nEEETE & Em . DRSS E 2% 20 7%
Bk Hr, =AATHTERNHTHENM., puditesg, mWitis, P25, B2
PR Z A5 AE — AR AR S, TR SV o 2 RIRR R 2 il o R, = A5 Jo k7R
72 H DY A AR BEAC R A5 AR SQAR S A8 2 B0 T B (AR SR AT P2 AR K (R B , fEAR ™ SE
B, AT PN A P AR AEAE S 2 8ot Rl AR =l BB, UK Bk
PR R R AE: AT RAEE . TV AR R 1) B A AR TR VG TR 46 T iR
TR R, R T G 1S R 1 T RV TR 24 7 A B AR SR P A R ) AL,
RGBS G G AL ATk /R0 BE,  #E— Dt ROk B L], AR
B ot 1 PR G K S IR 7 TR M o R AT B S () B I S S WE T N R AT IHERAS T
H 8] 3 & ) i RARAKR 148, RIIZR AR 5 IEHE AV “50EE” J8 215 2P
“2018-7-47 HAWRI/DFRM, Bt DRy, “148”7 HHAhIE®H {5408
SRA Y837 L “JF” AT “MO8” R A R AR AR I H DK . i T MRS T A A b
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0 EEE R, LG8 LIRS, 4238 F14R2018-7-4 74 INH /b 26 8 7 i S 72 R
H AT E MR TSR TR SRR B S R B R IR, CAImSHEY)
o, MERERC IR B AR m RS AR, MUk, TS BIR RS TR B 2
MERC T 10 B R B BRI . oD et R s TR B, “2018-7-47 /METRE
YT M TE Pk B 43 4 P A TR Bt B 5 1 G AR DA IR S5 4, BB T T 24N B A2 i
Ak G AL . aRT-PCRIMHTE— 25 M THIIE SEAC T2 A B R etk 5 A i, A
& HIRE > 24 R R IA PR 512 . PR B BE RSB AT R, “148” R 510
AFN ZAFEL, HZACF1IAR “2018-7-47 [/ AF R A2 H— 2 Qe ta ik Be s i o 2
FREAFEMT . o FAMCTF REA . B s SRR, BN 00 560X B E 67 T Chr
0644 ta 1A 1[92, 09MbIX [l 45 LRTI&, %8 7R 7 Chr 0644 ik - —Bt2. 09Mb Bt K
A G S B K R R FIHLH], A A KT B B RS ST 78 IR S (4658 7%, [
B 8 ) N 75 5 () G R ) A ARG 1 ISR 6 JTCHT S A3 17 0 1 i B oK/ BT
22 ROATMEPEII SO R A . 2 AR B T B R E FAA TR (A279021801)  7h
JERM B K2R K251 NA B4 % (21090221008) « B HAR R 24
(2021JM-089) K # v Ayl B S WF kK W H S 0 H 1 X R . R S EE B
https://rdcu. be/cCnaw
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https://news. nwafu. edu. cn/xscg/257cd618adc4446191955f77b06e113f. htm

> FRILHR
1. miRNA Profiling and Its Role in Multi-Omics Regulatory
Networks Connected with Somaclonal VVariation in Cucumber

(Cucumis sativus L.) ()R (35 JRCucumis sativus L.) FH5E40H7E
PR R AH R 2 A 7 A P 48 H mi RNABE 3R R HAEH)

4. The role of miRNAs in connection with the phenomenon of somaclonal variation,
which occurs during plant in vitro culture, remains uncertain. This study aims to investigate
the possible role of miRNAs in multi-omics regulatory pathways in cucumber somaclonal
lines. For this purpose, we performed sRNA sequencing (SRNA-seq) from cucumber fruit
samples identified 8, 10 and 44 miRNAs that are differentially expressed between
somaclones (S1, S2, S3 lines) and the reference B10 line of Cucumis sativus. For miRNA
identification, we use ShortStack software designed to filter miRNAs from sRNAs according
to specific program criteria. The identification of predicted in-silico targets revealed 2,886
MRNAS encoded by 644 genes. The functional annotation of miRNA’s target genes and gene
ontology classification revealed their association with metabolic processes, response to stress,
multicellular organism development, biosynthetic process and catalytic activity. We checked
with bioinformatic analyses for possible interactions at the level of target proteins,
differentially expressed genes (DEGSs) and genes affected by genomic polymorphisms. We
assume that miRNAs can indirectly influence molecular networks and play a role in many
different regulatory pathways, leading to somaclonal variation. This regulation is supposed to
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occur through the process of the target gene cleavage or translation inhibition, which in turn
affects the proteome, as we have shown in the example of molecular networks. This is a new
approach combining levels from DNA-seq through mMRNA-seq, SRNA-seq and in silico PPI
in the area of plants’ somaclonal variation.

SRIE: International Journal of Molecular Sciences

KAT B :2022-04-13

E-9'&:3F

http://agri. ckcest. cn/filel/M00/03/33/Csgk0Yb0aiqAPx4YAFFeEOK—R08097. pdf

2. Current progress in genetic and genomics-aided breeding for
stress resistance in cucumber (Cucumis sativus L.) (38)R ( Cucumis

sativus L . ) PLisBERERHFHBI T AR, )

%i4T: Crop plants encounter various biotic and abiotic stresses that hinder life throughout
their growth and development. These factors certainly affect the productivity and quality of
the final produce. In the post-genomics era, the accumulation of genomic resources has
widened the crop breeding for complex traits. Cucumber (Cucumis sativus L.) is an important
vegetable crop and has been a model plant species to work on genomics in depth as it is the
first horticulture crop genome to be sequenced. During the various phases of growth and
development, cucumber is exposed to various diseases, insect-pests and abiotic stresses.
Resistance breeding in cucumber demands availability of molecular markers associated with
trait of interest. The small genome size and existence of full genome sequence of cucumber
has facilitated the utilization of genetic and genomics resources to facilitate molecular
breeding. The high-density maps and easily accessible high throughput sequencing
technologies has allowed quick identification of molecular markers or cloning of candidate
genes/QTL for several biotic and abiotic stresses. This review article is attempted to compile
the up-to-date available information on genomics enabled tools for haplotype mapping,
genetic linkage mapping and functional gene identification for important biotic and abiotic
stresses in cucumber.

S¥E: Scientia Horticulturae

RATH#:2022-02-10

E-0'8:: 3}

http://agri. ckcest. cn/filel/M00/10/05/Csgk0GKdudqAY7XCABkol1Szrp3k223. pdf

3. Comparison of Metabolome and Functional Properties of Three
Korean Cucumber Cultivars (3 g5 E 3 /K Fp# 134 R ThEed
PR EEED

f4: Cucumber (Cucumis sativus L.) is consumed worldwide and various cultivars have
been developed to enhance fruit quality. However, few studies have comprehensively
evaluated the quality of various cultivars. We carried out a metabolomics approach to study
the three different cucumber cultivars (Chuichung, White Dadagi, and Mini) and their parts
(peel and flesh) coupled with antioxidant activities. The amino acids, sugars, flavonoids,
carotenoids, and chlorophylls were upregulated in Mini flesh; however, in the case of peel,
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they were highly expressed in Chuichung. The highest antioxidant activity was observed in
the peel of Chuichung and flesh of Mini. Through correlation analysis between metabolites
and antioxidant activity, apigenin and quercetin derivatives, chlorophyll a, chlorophyll b,
lutein, a-carotene, and B-carotene were found to be significantly positively correlated with
antioxidant activity. To understand the metabolism of these compounds, we performed a
comprehensive pathway analysis using a metabolomics approach and analysis of associated
gene expression. In secondary metabolism, the expression levels of carotenoid-related genes
(15-cis-phytoene synthase and &zeta;-carotene desaturase) and chlorophyll-related genes
(protochlorophyllide reductase and glutamyl-tRNA reductase) were consistent with the
metabolome analysis data. Collectively, carotenoid and chlorophyll metabolism were
upregulated in Chuichung peel and Mini flesh, which had the highest antioxidant activity in
each part. These bioactive compounds can be used as biomarkers of commercial cucumber
fruit quality. Accordingly, this study offers integrative insights into the quality of different
cucumber cultivars and explores valuable metabolites and genes that are helpful in improving
quality with functional properties.

KJR: Frontiers in Plant Science

RAG H#I:2022-01-12

R
http://agri. ckcest. cn/filel/M00/10/05/Csgk0GKdu0CAabD jADGEfOPpdNU629. pdf

4. Genome-wide analysis of OVATE family proteins in cucumber

(Cucumissativus L.) (35 )ROVATES 5 A 1) FE K 41 20-#7)

fij4-: OVATE family proteins (OFPs) are plant-specific proteins with a conserved OVATE
domain that regulate plant growth and development. Although OFPs have been studied in
several species, their biological functions remain largely unknown in cucumber (Cucumis
sativus L.). This study identified 19 CsOFPs distributed on seven chromosomes in cucumber.
Most CsOFP genes were expressed in reproductive organs, but with different expression
patterns. Ectopic expression of CsOFP12-16¢ in Arabidopsis resulted in shorter and blunt
siliques. The overall results indicated that CSOFP12-16c regulates silique development in
Arabidopsis and may have a similar function in cucumber.

KIE: Journal of Integrative Agriculture

AT HEI:2021-01-27
AR
http://agri. ckcest. cn/filel/M00/03/33/Csgk0Yb0aQaAIwDvACMs—F sPVol71. pdf
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B ARE “FRBEEBUKE A Theb6 % H bk . BYTSRECR T R BR e J8 T
IS TR . TR AT B KR 1 ThEb6 A SR I IISEQ ID NO. 1. BT ik A
R BUKE AThED6, A BRSOt R SRR T K Sk 7715 LUK — R TV
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PPOSE LIS ME RS PSR =1, 5 I AR SR I EERIPR-1b. RGHUIEFRICEEFINPRL LA 2 7
T N GBI FE RIPAL I R, FF155 S ELHE moat M B G BT 1, [RIN AL Re 75 =
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http://agri. ckcest. cn/filel/M00/10/05/Csgk0GKdu3KACxARABXgVx j jza8513. PDF

2. 3)N6-BERRE EFERR PN B BECsPmR17EDT R SRR B B

A ARKRHE IRATE T 62M 5 20 Fl R 4 e B CsPmR LYE ST IR o 4551 A2
CsPmR 1% 44 TIRZE [ R 2695 2 (Phytophthora melonis) BAHUHE IIRE . 1B FiECsPmR1
FER Re A i Ny TS 2 0 AR T PR o R B SR 3 5, T 7 2 I I A B B U BR
CsPmR 135 PA] JUIASE 3 I~ P 0 28 95 (e PR 0ot HE B S5 el 55 o CsPmRIZEA 35 )L B JNEE K
Khipmil s EEHEENER, BET 2N .

R A5 M

RATH#:2021-06-01

E9'&:E:

http://agri. ckcest. cn/filel/M00/03/33/Csgk0YbObRGAI02yAATWghTw9tE662. PDF

3. BJNCsGL2-LIKEE:F Kk H S 5R#BEER 7 E + RIS H

s AR BERAL T 3% NCsGL2-LIKERE K] J Ho 2 5 AL 0 WOE H IR « AR B
PR P8 ICsGL2-LIKEFE R fAZ H R 2 # 4SEQ 1D NO. 2Fiw, HYmid 2 A R IR
FIHUISEQ ID NO. 1f7n. Ak BRI EE T CsGL2-LIKER R T4 #4k, A A EH NS
(A 5 AR HL A N 28 T, SIE B CsGL2-LIKEJRE A1 (1 R 3k il e JTURHE 85 i T 28 LA S FE Ky
WS R AR, SR O HEAE IR IR » AEATE T T B, 1ER K BE 152 [,
M MEFE A 52 2520, 1R CsGL2-LIKER I B 5 8 JIVEEAE 3 0 B A O, B s % 24 A ]
ENE RS R R E G REREE .

KIE: G5

KA B HA:2021-04-27

R

http://agri. ckcest. cn/filel/M00/03/33/Csgk0Yb0al—-AdPPHABQ4DCKI jNw373. PDF
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