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1. DREZFNATRERNERXBHFERERZHERMERKE
JEE B B A5 ) 2 PRI

A o BV R B B AR I AL AT SR B B P R 0T A AR B S 2 T i
BFEIHTHIRN, X7 D40 2 s s DM B R A3 AT 7 P A e, 3RA5 7 B8 240 ki fl
12435 L0 5 B 3 51 1) ) 2% 28 B A DMy i A B3 (T2T) A9k PR 4L 5¢ i B (DMS. 1)
I T T e R DR A R e S B A e 1 e FE B P 91 X dg, kB T RS B LR 2R
1 K A TG 2 o 1) R DR A . A SR A 9E R T3 H BAThe gap—free potato genome
assembly reveals large tandem gene clusters of agronomical importance in highly
repeated genomic regions N &k FKEMolecular Plant (IF=21.949) . G4 ZEZ{Y
T /INZ KRB 5 = MR VR, () U5 DU 35 A A R vy B2 2% 6 1k PR T T 4% 38
WAL B AT 5T o DR 225 R DN 41 2 T 4% S 0 A B AT 5 0 B SRR o XU A5 A DM -3
516 R44 (DM) BRI ZH1E SR B A KA 7. LR M A E NS H RN A — B REE
EEAE, HEEHYURA B B AIIIDM4. 04 (PGSC, 2011) JF4h, HigeH4ER %] 7 DM6. 1
(Pham et al., 2020) , {HASRIFEIEL61 M gap, Ui flE L2 g5 AN ERE, fRix iy
GAP [X 5k DA K% i ot M1 2207 G5 M BRGBUE A 4 18R A5 BRI AN . B = AP HoR K
J&, FEAE RS EONTIEE K I 7 A E s FEHIF T (&5 &, A i hisim =R
X el 2H 2R PR HE (1) (] R . Gap—free kPR 2H J2 i R ZH 4H e I i 2% H AR, IR NI FUHE 226
BN (TE) MEHS B (segmental duplications, SDs) 25741 X 35 it ik
FRAAR ST (SV) Ryt H TSl Gap—freedd K 4H (X AT 3 IR 4UA X B /NI K A L
B TR AIPE T ZHFFEF| FINanopore ONT Ultra-long readsfIHi-CHE#k, Jt4i&
ZREARINEBATHNG (gap closing) , IR T B E 244Uk AI1 24N 22 0L 5E B4 17 5
(¥ 44 2 A RIDMI T2TSE IR A 52 i e (DMS. 1) (1) o W78 8 SR FIONT ul tra-long
reads AT ZARH B -CHERL, IR1G TR R/ SE 8 FERE SRS 25 1L T-DM6. 1
(ISR LR A preDM8, Fcontig NSOZDM6. 1/ fi. preDM8IE K4 12k Yttt AN &4
25 gap, FDM6. 11614, JFHEHIRMG 1 chro5 ) 7e Bge ik, HKk, FIAIEAA
B, R ML HFRFEFIK A B B ATHI P05 2507 484N 1 preDM8 125 gap (&
2) o Hrr, EHIFIFPANFEFE S, 3ET-GapBifll5 kb 7511511514, 1 long-PCR
Y BERAS PY HAT I, 45 S HIF1 P reads Ml gap B 7 #1347 1 AR 2 2%, S &34
T BB Z DM gap—Tree K4 (DMB. 1) o WFFLRE—L KINTEFEFILHDM6. 1R AN gap
AR R R IR R, HIXSeRE R A DR E M E R Z MR, Efipatatin,
TPS. Cupin. Leucine-rich repeatZE3&[A (EI3A) . H A HZE 6 & HpatatindE [K7E
LR AL e et R B3, HiX—9 I R e DR BYMIE . P E Mk R
AR RREE R A B DR EY 1241, patatinfFEE DyRE RIS 32 2] 7 5@ 2L A 1E 7]
WeHE; FESRANTEOR, XEE Y patatindd R4 E DA 2 B2 ks
mFRIA (FE3B-E) o #ETLLLEARD, HEMpatatindd K@ 7 &Y M) e E D%
FAVEYIYIE AR ZE T b R T O E D - 1% R BRI B3R R 7 am i s b e
AR DR A8 DB e 0] R B SR AT VR e R T AE T ATYE o BT F0 BORRE (E E FRATT 0] 2
DRI 25 v v 52 B 52 P 1) DX 3l v T A R EE ARG . DMS. LYE i B HE v 3 — > 3k
RIZH e ], oy oA i DRI A 1 5 BRI AHLBE Rl 7255 3k, DMS. 158 B # sl 5
o2 BB AR E AL B AT T R PR R, B B Hh RO R
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Bt B S A6 It 98 B 5 4% S 8% B Bl S R B QR A BA B 25 A2 S R AR SR o T I B
T A BA IR B T 5 %L SO SE FREE R, 1l 2R RO R} 22 B i S A7 e 2
BifF 50 57 R0 [ ARV R} 22 B B S A P T 98 BT i L A ik & 2 N AR — 13 . HR B B ROl
Fp2 Bt A0 A [ AP R 27 BRI b e DR ZHL AT 5 i ) 8 = SO 9 RO T AT T 4 =
ZM AR T EF AR RS IIRE R TR, ERGREIH AR, Ry
A ad HERHIF R AT AR 55 2 0 o B RO R B B G TRESE T H (1S RF . @
HEHE: https://www. sciencedirect. com/science/article/pii/S1674205222004452
RIR: I RNRF B BRI

RATHR:2022-12-20

E-9'&:3F

https://ivf. caas. cn/xwdt/zhxw/f463d2ccbb0ed4c2b8fedccdlfdca380f. htm

2. FERNBHE B SAET BT % B H AR 7€ IR\ LAk SR eg 21
& RHURRIEY R E A

A — PR IR TR R N AR e = L [ AL E, S H AT R ERAEYH
T 15 FRY A8 A At A 1) I L 308 A Bt B 72 R AR VR 5 1R M LA SR 1k 3 e 1y A 3K )
I, T [ RO R B B AE S 5T T Bk S D e 2k R A A BA G & [ N 2 R B AR FRLAL,
TR R IR E Va0 A B mil P A8 ME DASRAS S S AR () 1), g th 1 — g [l i N Tk
A SR SR G138 B 7 R E M A8 Btk A, KOR$mr 1 8 P BT R B A 77 2%
R, BENE T HNSTRIEN AR TS F2022412 H 13H PLArchitecture design
of cucurbit crops for enhanced productivity by a natural allele N &K FfENature
Plants b B, F NP VSRR 25 BTG EY) & 5 B R E AT 5/ K RAED,
IXELAEY ) F2 ZE RN A, (01T R AR P 5 RE LIS, P HREI 9% T, A=
BEACT . A BYEBALIRE, FF H AR e 52 S0 = 8 1) R iR A OO # - BHEY)
SRR —ANEET M. N TR —F R, BT HEIAAE2000 2 43 B SR AR 5T
SR B M — 7 p e B R ) %) v L R TR A 0T o PRI B R 13 A% B UE 48 7~ B TR
CmoYABBY 12 [Xff)5” UTR_E.—B76bpfydkk, L3 55 Cmo YABBY 1 /¥ 2R [ B0 /KT, 15
BN MRS R o 43 AT K BAZ T6bp [ 81 T AE AE — AN LE B 5 BHE Y o R S 0 oA
B-region, W7t BN 2 PR 2 4 L 20T 3 AN P8 JI A ) B-regioniE AT #E I MBS, 613
HiB-region®& MA A HIBR R TE N, AFFEEE 3858 1 YABBY LB 3 &, b A RIFEEER)
G 1B AP IO 22K R, NI SEE T 22K RS A 1T o 75 A BARAE AN [F IR A
WA [FFRIE BT, A JE DR G 4B 5045 () S o S R AR AT RS TRC B, R I R G 1)
TRACTE R T DL 25 (1) 42 iy B Aoy T AR B Bl 25 PR 57 3l T AR . i FE T AL N YABBY 1
Fe[H FB-regionff) & FhAS RG24 B P BTG EY) 32 25K B2 A RO, 1T LLKIE
FE R S A P RBHEYI A P 203 . Nature Plants[E#HIE T & T M E B+ BN E 1)
Wi ANCompact plants enhance productivityHIPFie &, XS HEHEIT TS
T T EVE o 118 SCI S — 58 R AT E TR A A B AR B B AE A AT SR —
YB3 LR R 2 B 5 S A6 AR 7 BT 5 P AL AR MR R 22 B A 85 7R 1 e iRy G
NENZAED BB B R I AT T S LA B AR R R R 2 [ 2
SRR BEL . IEIREF N B SEAET T ST BT 0 o Hp [ R ROl R 7 e A
AV AL = B R YN AR b 5 PR 2T 50 BT () 38 = SO 90 At 7 04T 138 5, db R MR}
ot G SR T R 2 S AT L O ORI 1 R TURR BT SRR A AR AR 1B A 2
THEHZEXARR SR ER R AN TSI E TR 588
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http://www. ivfcaas. ac. cn/xwdt/zhxw/dc5b42ac3b4746bd9dd117ddfef1f84a. htm

3. LT RMEI A8 E SR BoR R H - FHLHIB 5T
H 1S BT it e
fHir: T H, REEHE RIS 5 vt RHE A E bR AR BAT] (Frontiers inNutrition)
(IF=6.590, Q1) 7EZk k3 T BN “Physiological, tranomic, forbid metabolic
analyses reveal that mild salinity improves the growth, nutrition, forbid flavor
properties of hydroponic Chinese chive (Allium tuberosum Rottler ex Spr)” HIJ
WFFEIR ST o AT 78 R AR 2 3 I R (1 12 B 53 ) RUBRAH S I AEARI AR 2R, Ik It
BIET T IR RS B, (7K 35 2k 5 S BRI 31 55 1 85 AE S /K, A TRk 85 2 ik
W7 P HERR, SRt T — TR R SE MR TT S, #EME I 8 s iR 1) 7 L,
Vs T NVAEE I e S N e S A S il N = ROE| - S a5 7 N SR e
e 7 ARDTRER FERR R i . SR, Heks 77 AUl R BUKEE AE S B PR KUBRA
B, H A R AE T AR o A KR S5 B4 20 1SR B R IR Z R AN (CS0) FRER &,
AR TR 2 A R 7 o KR ARSI “RRIR 7™ E IR G T 9 B SR R AR
PR RS, NG AP sk e . RBEAESE “oRik” B, FHA]
FASZ BIACUE “ Mt th = e, B S5 Ak, aeid I BRI Ik, R INAE RS SRR
Jras /b &NaCl, PURFEBERIBICSOE B, Re R E B, He mifats
WA R o, FUERSIY . R FCIE SE SR B0 1 sk R AtubHLH1 ATA tuB3 2 CSO
A R SBR B A tuFMO 1 35 5%, JEIRIEHECSORR B o At BIBNE KIS E R AR A&
MR R A AR A B R, SRR A IR & 3G, JEmHEER Tk . BT RS,
BIBAGIHT T B AR, HERSR BT RCR W, I 9 K F HL e K 5 0 52 1) v ot o R B 2
TR WO AEE IR B G T O, AR Dy 2w A s A X
THEFL G, WA 3] 1 XA 5T SRR BT AT 1 O LD #3804 3,
RN BB 2 TR . EEMEIBET 0. TSR ZMm. e, REHE L,
2 AR A R g AL 5 DL DS N2 5 7 AR 9t LA o i URE1S 21 1 B KAk
AR R AL TIEL I, “HFERA” iH, “FEEE” . “PIEE” F0H
3L A B .
RVE: AL TR AL 27 e =B 7E
RATHB:2022-11-11
ED&:3 3
https://www. baafs. net. cn/front/news/newsDetails?id=18863&type=215

T FRILMR
1. ldentification of Key Genes during Ethylene-Induced Adventitious
Root Development in Cucumber (Cucumis sativus L.) (Z &S5\
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(3 )KCucumis sativus L.) PERRETEFREEFKLE)

fiif: Ethylene (ETH), as a key plant hormone, plays critical roles in various processes of
plant growth and development. ETH has been reported to induce adventitious rooting.
Moreover, our previous studies have shown that exogenous ETH may induce plant
adventitious root development in cucumber (Cucumis sativus L.). However, the key genes
involved in this process are still unclear. To explore the key genes in ETH-induced
adventitious root development, we employed a transcriptome technique and revealed 1415
differentially expressed genes (DEGs), with 687 DEGs up-regulated and 728 DEGs
down-regulated. Using Kyoto Encyclopedia of Genes and Genomes (KEGG) pathway
analysis, we further identified critical pathways that were involved in ETH-induced
adventitious root development, including carbon metabolism (starch and sucrose metabolism,
glycolysis/gluconeogenesis, citrate cycle (TCA cycle), oxidative phosphorylation, fatty acid
biosynthesis, and fatty acid degradation), secondary metabolism (phenylalanine metabolism
and flavonoid biosynthesis) and plant hormone signal transduction. In carbon metabolism,
ETH reduced the content of sucrose, glucose, starch, the activity of sucrose synthase (SS),
sucrosephosphate synthase (SPS) and hexokinase (HK), and the expressions of CsHK2,
pyruvate kinase 2 (CsPK2), and CsCYP86AL, whereas it enhanced the expressions of
B-amylase 1 (CsBAML1) and B-amylase 3 (CsBAM3). In secondary metabolism, the transcript
levels of phenylalanine ammonia-lyase (CsPAL) and flavonoid 3'-monooxygenase (CsF3'M)
were negatively regulated, and that of primary-amine oxidase (CSPAO) was positively
regulated by ETH. Additionally, the indole-3-acetic acid (IAA) content and the expressions
of auxin and ETH signaling transduction-related genes (auxin transporter-like protein 5
(CsLAXb5), CsGH3.17, CsSUARSO, and CSERS) were suppressed, whereas the abscisic acid
(ABA) content and the expressions of ABA and BR signaling transduction-related genes
(CsPYL1, CsPYL5, CsPYLS8, BRIl-associated kinase 1 (CsBAKL1), and CsXTH3) were
promoted by ETH. Furthermore, the mRNA levels of these genes were confirmed by
real-time PCR (RT-gPCR). These results indicate that genes related to carbon metabolism,
secondary metabolite biosynthesis, and plant hormone signaling transduction are involved in
ETH-induced adventitious root development. This work identified the key pathways and
genes in ETH-induced adventitious rooting in cucumber, which may provide new insights
into ETH-induced adventitious root development and will be useful for investigating the
molecular roles of key genes in this process in further studies. performed with 32,308 adults
(17,290 men), in Tianjin, China. Mushrooms consumption was assessed via a
self-administered food frequency questionnaire. Handgrip strength was measured using a
handheld digital dynamometer. Analysis of covariance were used to evaluate the association
between edible mushrooms consumption and handgrip strength.RESULTSATfter adjusting
potential confounding factors [age, body mass index, smoking status, alcohol-consumption
status, education levels, employment status, household income, physical activity, family
history of diseases (cardiovascular disease, hypertension, hyperlipidemia, and diabetes),
metabolic syndromes, total energy intake, and dietary pattern], the least square means (95%
confidence intervals) of HGS across consumption of edible mushrooms in males were 42.3
(41.0, 43.6) kg for &le;1 time/week, 43.4 (42.1, 44.6) kg for 2-3 times/week, and 43.2 (41.9,
44.4) kg for &ge;4 times/week (P for trend <0.001). In females, least square means were 25.1
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(24.0, 26.2) kg for &le;1 time/week, 25.7 (24.7, 26.8) kg for 2-3 times/week, and 25.7 (24.7,
26.8) kg for &ge;4 times/week (P for trend <0.001). Similar associations were also observed
for weight-adjusted HGS.CONCLUSIONSThe study firstly revealed a positive association
between edible mushrooms consumption and handgrip strength in both males and females.
Further studies are needed to explore the casual relationship. TRIAL REGISTEREDUMIN
Clinical Trials Registry. Reg no UMIN000027174. Trial registration website
https://upload.umin.ac.jp/cgi-open-bin/ctr_e/ctr_view.cgi?recptno=R000031137.

SRIE: International Journal of Molecular Sciences

RATHR:2022-09-28

E-9'&:3F

http://agri. ckcest. cn/filel/M00/10/19/Csgk0GO1HS—AdR4—-ADuuKw-VefQ534. pdf

2. Genome-wide analysis of expansins and their role in fruit spine
development in cucumber (Cucumis sativus L.) (3)I (3 RCucumis

sativus L.) ¥ REHKEERA D KFAERLRIKEHHIEH)

%i4T: Cucumber is one of the most widely consumed vegetables worldwide, and the fruit
spine is an important fruit quality trait. Expansins play critical roles in fruit development;
however, the regulation of expansins in cucumber fruit spine development has not been
reported. In this study, 33 expansin genes were identified in the cucumber genome V3;
additionally, expansin genes in Citrullus lanatus, Cucumis melo, Cucurbita maxima,
Lagenaria siceraria, and Benincasa hispida were also identified. Phylogenetic analysis of
expansin proteins in Cucurbitaceae and Arabidopsis showed that they evolved separately in
each plant species. Phylogenetic analysis showed that C. maxima was derived earlier than the
other five Cucurbitaceae species. The expression of CSEXPA2, CsEXPA14, and CsEXLA3
varied in cucumber lines with different fruit spine densities. A yeast two-hybrid assay
showed that a putative auxin transporter encoded by numerous spine gene (ns) interacts with
CsEXLAZ2, which may be involved in the development of the numerous spines in cucumber.
These results provide novel insights into the expansins related to plant development and fruit
spine development in cucumber.

SkYE: Horticultural Plant Journal

RATH#:2022-06-01

ED&::T3

http://agri. ckcest. cn/filel/M00/03/47/Csgk0Yf70AKAR JSEAEmTWTDen0c004. pdf
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1. 5V i=EBRIKEZE HRES R InDel e ¥ & 5| ¥y 2H 70 B F
B AR AT T —Fh 5 70 2 ERRIR AR R RIE B InDe AR 1C4%) 12 5| P40 0 B
., ZInDe lFRic BT M1SEQ ID NO. 617, 1% InDelbRic 578 2 HEAE BRI
TR AR S PR S, A FE AL B NChr9. 60169854 . 7 & B 5 P4 22 T AL BRAGIR AR 4%
PERIE BT InDe 1 AR 10 AT B FH T P8 Z AL BRI IR / SR VMR I 4 Bhade B, AT 76 3006 & ol
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FEy /b 5 BRI FR B e AR . R, RS e TEE.

KIR: 16N

KA B :2022-08-02

BT

http://agri. ckcest. cn/filel/M00/10/19/Csgk0G01H-mAe9pFAAbBK du79c110. PDF

2. FHTIERERE M A B HEImERIPCREI ). A& R E
N

B ARRIATFR T — Pl Bh 45 e e SR B M4 AL FEEAS B (3% 1 2 [ 9BoMS 188)
I FAhnics TG AR . T 5 e ACHE e B Az 2k R AN B 1 I PCRER
it, HAHEH T4 H5" ~CGCATCTGATGGCAGAGATA-3" F15° —~AAGCATCTCGTCCTTGAAACA-3’ ,
FH T A6 T iR PCRERC ) 51 4 44 #R 9 Cufms—F/Cufms—R, FI FAS & B HR AL 5140 A0 751 %
B e A e e AN E 1, 5 HE AR V)& RIS E]100%, KA KA TR E
PEAEERME ST FrrtEom. Foether. v OASCHl R e & S, BAERMA
Al 5

KIR: F 5

KA B HA:2019-04-12

R

http://agri. ckcest. cn/filel/M00/03/47/Csgk0Yf70xeAYn6PAAS]1ioSWWZQ861. PDF
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