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1. BRSEAETTHIF0 AT 58 R TR PT B A E RUQTLRE 4 € fir
feir: AT H, b ER A BTG AL TR0t 5T AT A R R S st B A AR I BAE B I A
TRBUIERT FT 07 S S 2L J o I F0Ks ORI 2 S 1 R B MR QTL AL i gsb—s6. 25E
K334 kbIX [B]PN, FEFM 12 G ik e Rl . AHSRHEFLS5 R EL “Fine mapping and
candidate gene analysis of gummy stem blight resistance in cucumber stem” A~
Wi 1 T H bR 4 Y F AT Theoretical and Applied Genetics ko &AL (Gummy
stemblight, GSB) J& 3 /WA= Hh i) B R W MR 2 —, A S EH ™5 5l TR
SR, BN SRR i R 21, HALRIE M Z P00, AR DX 3 QT E I K g
AT RGN E AL ARG o AHIT TR F I 46 FE D RAG R IMF2RHAA S e BIOT A S bk, =2
ERRPUIE AL M gsb-s6. 2FE A E AL 34 kbW IX [A]N, &6 . 45675
SN 5 R T RIEBE R M, K CsabG046210 1 CsabG046240 i & % i 3 [A] .
CsabG046210Zw L MR AHOCEE 1, FEDUBARHEIAAAE 2 N R SCRASAL AL, Bl 5 72 %
WM R R B R RIA KT CsabG046240 WMYBHE %K1, {EJE 3+ X AP2/ERF
HIMYB motifs FAFFEZ AN RASAL fo BT B RSB T 38 ICE A 2 Rty sl iR 2
SEAL, FEHENI2 MR RN AT e 2 5 SRR BUIEIEES, AT SRS AL, K
BB SRR BT AN BE T RN o 1218 ST UL ARV R B SSRAE T RIE T T N A — A
WWSEE AL, SRR A N R, J LR —E, KEFHEAR R
HEE 757 7T 53 N FRIE A EE o XA 2] R E B AW ILZRAE B R IIAR
LM ARIE R P ERRFEEB AR TREEDE %8, (EAEER #Eils) H
SCEEHE: https://doi.org/10. 1007/s00122-022-04172-2
RIE: b AR B g A6 T LT
KA EHA:2022-07-26
A
https://ivf. caas. cn/xwdt/zhxw/c6b785d8f9774889afebbf4dcc702df2. htm

2. HAURN RS2 AE AR S i T ST S B R

B H, M 2PN 2E 5 8 S = E R B RS AE “ Journal of
Experimental Botany” Z¢& bk KN “The upregulated LsKN1 gene promotes
cytokinin and suppresses gibberellin biosynthesis to generate wavy leaves in
lettuce” MIBFFRL o %6 SCIE B 1 LsKN1 35 BRI 42 A5 S 35 il IR A 3845 A2 1011
o AR A BRI R . M O KRR, HRITESE
FEOR R B 0T o 8 I — AN 6 0 AR S S RIORT — N P B P A S i AR AT,
T MR R AR B (B o AR E AL R IR ) — A il 3 ARQTL
FELSKNIZE A . 33 H AN SEG AICRISPR/ cas ORi BR SZ 96 36 4IE T % 3% RIS M- il . LsKN1
FEREARIBAEE =, W gLEANFEM B SCI = AT i 4 R R, %R L
RIEIE GFHETLERR (Yu et al., 2020) FIERERZ] (Wang et al., 2022). LsKNI
PRI E RS 55 BB EEARM R, FEEARKEAE ST HIAR R
B AT TR IR LsKN TS i 4 i 7324 3% (CK) A 7R B2 2R (GA) B RN B AR IR A% ) S B A A
Pem AR CKE B IS ToAR &, SR, a2 kR
kA%, KA AN AR B AL, A REEI R (2D o B
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Rl LsKNTIE (R ) _E IR IE 2 5 — AMMNE T — ANCACTARL BT I3 N S 801 - 16 AT
TR TR, (BARIRAS T SRRCACTAR 6 7 ok L 1 R A A Ak, IX 3AN G AR (A 11
A K SN T, FEVUGIED] T LsKN13E R HCACTA%S -7 A4 N A& 36 i - A 72 B
HAERT (K3 o EHANER—DEE THREHER, ARG F MRt
TR AN I B FRAG [ SR A P T S = S B A BA SE A, 1A AR
PN —EE, ENMEZIRA & KERT AL FREITES . a8 TEERE
IREFE IS R . JFESCBERE: https://doi. org/10. 1093/ jxb/erac311

RIR: P ERF B B

RAGHBA:2022-07-15

LR

http://news. hzau. edu. cn/2022/0715/63949. shtml

3. FHIFA BB a5 R A K B AR 55 5 RMAGIC
fBiAr: 3 5, A B R B AR AR 5T E Y D Re B R A 7 0 5 Y s i A A
GBI AR Seomd TR Sk, A A S T A 2838 99. 1% K15 F RMAGICL
AITHARMAGIC2, H— AR T T SR B MR N FH AR . MOCHUR K RAE (AR E
(The Plant Journal) ) . G R E PR AT 4 d0 B R, 1R B AR,
e AAED B P L R AR 2 — o (B H FT TR AR B PR, S0 A5 iR
TER B ERITE I, R — @ G R A RE X o AR A5, A .
R TGRS0 %, 2 TR R TR T R R R MG NS T R
CAUB, [BIZZHEHE JE L HGHIHI T T RMAGICL. MAGICIS5CAUBHIEL, HSREA BEER,
{HL 2 B A 46 | B 1) D SRR R 95K J 21 R A2 1T BB Fy JG 9K, HET 28 A88. 3%4i =i F
99. 1%. MLk, MAGICIANZAF KLY seigm, nf DL TAAAETETE 256 Ui 2 8 ) oK
JR I BAEAARSE ]  BF5E I BAZEMAGTC L2 Al btk — 2D nr R IR IRAR . iF &2 A
A TS PR AR ) TR RMAGIC2, 1ZRRAS EEMAGTC 1 LA R 3 R o vy, R 3
AW, PRI T ROKERASRAR B Pl A B a4 P A ERTFMRNTE S
(RS TE T R T B AR LI B2, o) W3 4 S A AR S IS ) S A R
LR, RS E Fh b B BRI BT 77 o A G HER CL 23145 B 5O B B R AL .
121 A = 2| I =N 1 i | I 1 = < G JRSC B R
https://onlinelibrary. wiley. com/doi/10. 1111/tpj. 15888
RIR: P BB B A B R B U
AT HHI:2022-07-13
o9&
https://www. caas. cn/xwzx/ky jz/321798. html
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1. Comparative bioinformatics analysis and abiotic stress responses
of expansin proteins in Cucurbitaceae members: watermelon and

melon. (BHSBEER A : 7HRAERY R B B B LAY B2t
RV IE RS )
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% 4 : Watermelon and melon are members of the Cucurbitaceae family including
economically significant crops in the world. The expansin protein family, which is one of the
members of the cell wall, breaks down the non-covalent bonds between cell wall
polysaccharides, causing pressure-dependent cell expansion. Comparative bioinformatics and
molecular characterization analysis of the expansin protein family were carried out in the
watermelon (Citrullus lanatus) and melon (Cucumis melo) plants in the study. Gene
expression levels of expansin family members were analyzed in leaf and root tissues of
watermelon and melon under ABA, drought, heat, cold, and salt stress conditions by
quantitative real-time PCR analysis. After comprehensive searches, 40 expansin proteins (22
ClaEXPA, 14 ClaEXPLA, and 4 ClaEXPB) in watermelon and 43 expansin proteins (19
CmEXPA, 15 CmEXPLA, 3 CmEXPB, and 6 CmEXPLB) in melon were identified. The
greatest orthologous genes were identified with soybean expansin genes for watermelon and
melon. However, the latest divergence time between orthologous genes was determined with
poplar expansin genes for watermelon and melon expansin genes. ClaEXPA-04,
ClaEXPA-09, ClaEXPB-01, ClaEXPB-03, and ClaEXPLA-13 genes in watermelon and
CmEXPA-12, CmEXPA-10, and CmEXPLA-01 genes in melon can be involved in tissue
development and abiotic stress response of the plant. The current study combining
bioinformatics and experimental analysis can provide a detailed characterization of the
expansin superfamily which has roles in growth and reaction to the stress of the plant. The
study ensures detailed data for future studies examining gene functions including the roles in
plant growth and stress conditions.

SR Protoplasma

AT H#:2022-03-24

AR

http://agri. ckcest. cn/filel/M00/03/3A/Csgk0YdHLOKAZyRnAIMfyrkGpsw738. pdf

2. A SNP of betaine aldehyde dehydrogenase (BADH) enhances an
aroma (2-acetyl-1-pyrroline) in sponge gourd (Luffa cylindrica) and
ridge gourd (Luffa acutangula) (FHSEHREE i S8 ( BADH ) f¥)—NSNP
WeE T 22) ( Luffa cylindrica ) fI2)K ( Luffa actangula ) K&
(2 -ZBE-1 -MERE ) ?

)

i Luffa is a genus of tropical and subtropical vines belonging to the Cucurbitaceae
family. Sponge gourd (Luffa cylindrica) and ridge gourd (Luffa acutangula) are two
important species of the genus Luffa and are good sources of human nutrition and herbal
medicines. As a vegetable, aromatic luffa is more preferred by consumers than nonaromatic
luffa. While the aroma trait is present in the sponge gourd, the trait is not present in the ridge
gourd. In this study, we identified Luffa cylindrica’s betaine aldehyde dehydrogenase
(LcBADH) as a gene associated with aroma in the sponge gourd based on a de novo
assembly of public transcriptome data. A single nucleotide polymorphism (SNP: A?>?G) was
identified in exon 5 of LcBADH, causing an amino acid change from tyrosine to cysteine at
position 163, which is important for the formation of the substrate binding pocket of the
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BADH enzyme. Based on the identified SNP, a TagMan marker, named AroLuff, was
developed and validated in 370 F2 progenies of the sponge gourd. The marker genotypes
were perfectly associated with the aroma phenotypes, and the segregation ratios supported
Mendelian’s simple recessive inheritance. In addition, we demonstrated the use of the
AroLuff marker in the introgression of LcBADH from the aromatic sponge gourd to the ridge
gourd to improve aroma through interspecific hybridization. The marker proved to be useful
in improving the aroma characteristics of both Luffa species.

SRIE: Scientific Reports

RAT B :2022-03-08

AR

http://agri. ckcest. cn/filel/M00/03/3A/Csgk0YdHKS86ALH4BABpwSgzWe2A857. pdf

3. Integrated analysis of the transcriptome, SRNAome, and
degradome reveals the network regulating fruit skin coloration in

sponge gourd (Luffa cylindrica) (SR &3 %4 . s RNAomeFI[EARH 7
M, /s T L MR LB AR FHIEMZ. )

4 : Sponge gourd fruit skin color is an important quality-related trait because it
substantially influences consumer preferences. However, little is known about the miRNAs
and genes regulating sponge gourd fruit skin coloration. This study involved an integrated
analysis of the transcriptome, sSRNAome, and degradome of sponge gourd fruit skins with
green skin (GS) and white skin (WS). A total of 4,331 genes were differentially expressed
between the GS and WS, with 2,442 down-regulated and 1,889 up-regulated genes in WS.
The crucial genes involved in chlorophyll metabolism, chloroplast development, and
chloroplast protection were identified (e.g., HEMA, CHLM, CRD1, POR, CAO, CLH, SGR,
CAB, BELI-like, KNAT, ARF, and peroxidase genes). Additionally, 167 differentially
expressed miRNAs were identified, with 70 up-regulated and 97 down-regulated miRNAs in
WS. Degradome sequencing identified 125 differentially expressed miRNAs and their 521
differentially expressed target genes. The miR156, miR159, miR166, miR167, miR172, and
miR393 targeted the genes involved in chlorophyll metabolism, chloroplast development, and
chloroplast protection. Moreover, a flavonoid biosynthesis regulatory network was
established involving miR159, miR166, miR169, miR319, miR390, miR396, and their targets
CHS, 4CL, bHLH, and MYB. The qRT-PCR data for the differentially expressed genes were
generally consistent with the transcriptome results. Subcellular localization analysis of
selected proteins revealed their locations in different cellular compartments, including
nucleus, cytoplasm and endoplasmic reticulum. The study findings revealed the important
miRNAs, their target genes, and the regulatory network controlling fruit skin coloration in
sponge gourd.

SKIR: Scientific Reports

AT H#A:2022-01-12

AR

http://agri. ckcest. cn/filel/M00/10/0C/Csgk0GLwe4eAXc8kAHLVDUot JY4074. pdf
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1. 3)RCsLsi2FF R H ISR 5 AN (5 R YABBYZE K SR I
S FLR A 2 RN FIRIE 7. )
A ARIAP 35K CsLsi23& K K Hogmtid i) & AR o FTid 85 R CsLs 1 238 RIAZ IR
JEAIUISEQ 1D NO: LR, 1% PR 4mAd ¥ 2 1117 5 40SEQ 1D NO: 2B~ . Ak BRI A 5
DRI 20 S A B e J o B A9 21 7 5 3 TR AR MR 25 DDA DG I 3 N CsLs 1 286 [, 1% [H]
FKIEAKPF 53U S E2 IR, MR TIEF WISEQ ID NO: 1F R 7 #1125 75447 1)
B I CAS AT G 2 S SR R R B R AT 28 1k o 3 R CsLs i 23 R 1) v B b 32325 20 B Xoh i
VR TSR 236 R 8 Y0500 LA 7 42 1 i B 1) 7 AR KRR BE R A P o
K e s
KA HHH:2021-10-01
AR
http://agri. ckcest. cn/filel/M00/10/0C/Csgk0GLwfkOANuk6ABmtoBPa3m0000. PDF

2. HEYHRERTHRER &FHNMH

Wi AR AFF TP G TTSCE AMEL A N, W KA SR TSR, &
KR T — M8 Al e 8 AMEL, %R AL — MRS RISWIMG MR, —A
PRSF IRING S K435k BA e — AR ST A IR0 7 51 Y&phi s NL o FE A I FEMELZR 1A f REff
B IR S AR T s R T, SR T — MM EMI PR R R TR

KIR: (EIEM

RATHBI: 2021-06-15

LR

http://agri. ckcest. cn/filel/M00/03/3A/Csgk0YdHdQaAc3FOABg108yzagA771. PDF
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