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> AEB TR

1. PEAKHKEREHABAMUEE) % eH 8 SAREREYR
REIFHLE

fEifr: 1H10H, (ERFRMAEDERS2SH) (The ISME Journal) fEZR KR T [E Ak
MV R 27 A W 5 e AR B 9 T DA K B IR W 78 30 (FadL-ExoFQPid it i
25 B A MK BT S 1 22 Z R N R 7K~/ AR B AR IE 2 ) (Rhizobial migration toward
roots mediated by FadL-ExoFQP modulation of extracellular long-chain AHLs) .
R TR 2 il A= AR AR B 2 E R VR AR A A B 2R 2 —, Bt 5 S RMEY) LA @ v H
R AW AEDIE EAR R, WREX RAREAE G AVEY) = AR EEH . Ik, 8
SRR 2 IIAIE AL BT T4 R AR RE B — R A A A ] R S LT, IR R i AR
W S5 IEERHEM LA R AR R, DMEdRRL SO R R, R TAET, HEE RS
REWIAE 1) 15 £ 2% I A ARIR B (Sinorhizobium fredii) 459 B A Th e 5 %4
ORI AL S 2 TR NLE] (Nucleic Acids Research 2022; ISME J 2022a, 2022b,
2018; mBio 2022a, 2022b, 2021, 2020; mSystems 2021; PLoS Genetics 2018; Environ
Microbiol 2017) . SN 13— D AT HLIR BRI A 3o A2 OC SR a2 o il IR AR 26 () gt A%
FER AN TR, 4R S E AR B & BUAE 00, ELH 10H KRBT
Fo, ZREAF A Tn-seq mR@RIZIE 1T R R EMIBE S. fredii EHHAR
BRE BAERT . FRFKFEHRERIIhRERER, FHEISRPr SR EBAATERE 7. MR
BIMRPIT A RS /7, R S a8 A% 2 A ) AR B 2 5 VAT 9 1 I 1) R0 ) 1 428 AR 988 TR
I e B RE JT ISR R e SR . Z R S e T 1E S 2R IR AR T S, fredii, fEE
T AN R 7 R R T RSN AR, R H M BRI KT A KT, R
KFKFEMFR, TRIGUEERRMERE S HFAH Tn-seq milE S ERKEHEAE S BE
B AR S ) AR AR (1) o« DB S5 SRR E . fadl g — ML T AR
NEMTBREIZ B 1, 2R R AR JE MR B (1) 1 AR 3R e i e ) B35 50 exoFQP 4wl S
S 2 hEE RS W = ANEE A, X EANFERN R 5 iR R e i A 71 5 R
559, (2 HANZ 5 Mok 2 0 G B b 75 BE R RAR 5 0% A 2 I E FE RE S8R A (WexoA Al
exoY; 1) . IXULsRA 7 5 S PREUR RAFTERE T WEShEeJ1. MRAN 2 AN AL Pt s =
AEREITER . XRREEFI LI R BT (K1)« AR B AR 3R A ROR IR B8 R s =X,
fadl SRR RARRRIIE R A /1 B2 & TE AR, exoF SRR IIER AL 1 R E K
i, PRANTRASR (1) B A [m] ¢ B ok 5 B AR YRR R3S 0 W 3 22 o B 2 AR B SR HiR R B
(K2): fadl SRICFAFEMIAEMAL AHLs S EHEHI, exoF/exoQ/exoP 4k 54 ¥k I i
APAHLs S f PG, PR [ A M X Le SRS PR (1) R BB (AHLs a1 PR 2 £ 5 o =70
Br) s exoF s S B4 My P %8 BEAHL AR 2 (3-0X0-C8—HSL) T 4 il P4 #h KA AHLs & & 13 %
i (C12-HSL. 3-0X0-C12-HSL. C14-HSLF13-0X0-C14-HSL), fadL k4167540 M4 5%
AHLs 7K>F-F+7 (C12-HSL. 3-0X0-C12-HSL. C14-HSLA13-0X0-C14-HSL) (HPLC-MS € &%
M) o FH—2BfEGRKNIE AHLs BB/ 5t N (tral sinl. tral sinl exoF fl tral sinl
fadL) ¥ INAME AHLs 85T, &I Fadl /- 2KHE AHLs WL, ExoF /344 AHLs [1)
Iyih (B2) o ESEREAE B, ZAF IR T FadL-ExoFQP 28 40l #h K 4% AHLs
TAERAL . M fadl SRR MIAMCBEAHLsH 5 (HPLC-MS) , iZBF e 7 AN L
ARIESE AHLs “XERN” IREWY, ZKEE AHLs JRAWIREN LY HU 7 SRR R
(BF A= BY TR R FIAH 5C S AL HR) MARBR M AR R L%, thRe e AR IR i (1) R iz 30 (B13) »
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R MIZENE R AR TR T —— flad BERRALE, WBHEE RS
RE T PG, (2 78 S50 2640 T IR Rz Bh R ) AR iR SR BT R g /) 5 B AR Y B R O 2 3
Z (BI3) o Mifadl Al exoF RAMEI 7 REMRMIZEE 2R (KB3) . 1A, 1%
WIS, fredii () fadLskeRASHRAERF AL R GRS K E I TE 445 AL /) W& 12
5, Sinorhizobium meliloti HIPAMERE N EMRERL fadl Z J51ERTEE T 1 5w 5 450
Re IR T BERT . R KE 00K FadL-ExoFQPYE Alphaproteobacteria
BORIRSE, WG TR0 AHLs B4 DL A AEAR bt B e AR e i FE b ) B AR
H ] R MR 5 AR 5 e TR B 7 T A FE K 2R i it 9 v SC R a R AE 4 [l el 1
TAE—EH, T AR TR ATk, R AR A AMEW, AR
M. ERE. BN ENK, Rk T THEENLFEESE . 2 RE 2 17 E X E AR
. B ARG R “21 5 AR BB (R
8 B BB ) % om H W X R i X O
https://www. nature. com/articles/s41396-023-01357-5

KIR: HERMR =AY B

RATHEA:2023-01-11

R

http://news. cau. edu. cn/art/2023/1/11/art 8769 896188. html

2. WERKEIREE. 2=EHE BAAESE SR B g S BOR 75 T B8 B it

Jiz

B EH, PERREE BRI R e E R A e YA R
(Plant Physiology ) K& | &~ 2 [ 4% 48 5% 2 SQUAMOSA PROMOTER BINDNG
PROTEIN-LIKE 632 EANE 2E FAER#)  (Genome editing of apple SQUAMOSA PROMOTER
BINDNG PROTEIN-LIKE 6 enhances adventitious shoot regeneration) FIHFFi8 L.
TZHIF T BT ) P 2 DR 2 R 9 A8 S AMASPLE L R, B B3R AN 8 2 I P AR ROR, N
S SR AR Ath 38 2R SRR A ) FH S R G R B ) v AR PR R — SR R R . AR
T T R A R S R AR B R R R A SEI A T B A oG . SR, 2K
SRR A LB A B R e R A, 7 R T T AR O R . A E AR
A8 AR 31 SR A T A 1) 2 B $2 480 A T3 R B AR B N, S A e AR R
FE ST SE B RORAL AL AR AR B IR 2 7T Se B 2 A R RS BT AR AL AL
SEEAH R ‘GL-37 MRbE AR T L], R ImiR156aa ) Ak & H F AR e

SER P 2 S S DAL T 3 T WGCNA 73 B FH XU 't 3% I S0 36 35 1F mi R 156 aa Xt AN 7 2F P AR (1) 1
25 o i Ik B A P FEMASPLO S I I1), T 45 A a8 AL i A0 SICEGHIE SEMASPLO X AN 38 2 B AR () 4171 1
YEF . i35 7 3 FEMASPLEJE R gt [X e T H2 AN L R 4B 0, R AR A B N Skt 4T
BABFAL SN, DRI RMdspl6 RALHR R o 18 I 0 AR R BLFEAT AN 58 2 P AR g

farler, UESEM A FRARRE DD W Y 0E . EhARI R AN 2 R R e S R E R, 1
T FRAET ST NS —EE . PR TAER R 7 EKARRFEE. BRI
WA GER) R, ERI K215 A A B 72 TAEUL 51 BRI E 1 F.
W HEHE: https://doi. org/10. 1093/plphys/kiac570

R o ER K = [ 25 Bt

RATE A 2022-12-12

SR

http://news. cau. edu. cn/art/2022/12/12/art 8769 894205. html
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3. B R” A E” | BEERREA K BIRRA LI FHAZER
BIH RFBI-seq
e T H, HERIH PG R 5ROV R A 55 B il D T R A A 4 35k R 24 6 [R] 3 U %
ARFBI-seq (Foreground and Background Integrated genotyping by sequencing) ,
ZEOR AT RIS I B AR AT SRR RIAEAE 8 5, KRS 7T EMECAR, &5 17 i
RE, Je—Fh A B AR AL R 2 B R o ARG BB R S ) b o B i 4
JE « A% RIS AL | SRS o0 SR MBI A5 T T P R K EE AR H o A ORI T R AR S R R AE (M
¥ % 3R ( Journal of Integrative Plant Biology ) » ( J& X % % .
https://www. jipb. net/EN/10. 1111/ jipb. 13395) o “#Z” [ “WEL” 8 H % TAE%
rh AR X AR U B an R AR AR — A AR B — Bobed, sl Tk, K
WKARCAF AR B “HIFH” BT, T RARTEE hi AN OCHE “8AfH” , 48R E 7 E
THEA “HMA” M, —H - EWRAKATRER, R RO AR, Bl
C—MEEARE ¢ BE AN OB LI “BA S, TRRKE TREER, &EA
S CHAEY o FRATTCI BRI R, (HAn] PR SCHEH R B RATAEZ R AR PE ? X2
FATAEIE PR PE, WZSRLERHIT N G2 T AT — T8 R o 05 PR 21 = il — 28 P B
—Aword X HY, HEIFTIFE “A” “C” “C” “T” KT, BT H o= Hl 3 —k
SEFE T BRI AN, AR AR 3 R BOA) 152007 A4 Ry oefiia gk AT %% . SR, W
15-20RL FFFH IR P S I F A “Hem” , SRR MUK HE RS R, UE
TRAIAEAE G BAEAT R EK U, DA R IRATHE R B 45 Rl 2 FRA AR ZE ) . 24
Y B, JATHE 2006 F R A S AU AL “ 5187, SRR IR R Benu i« H R
K7 o AV E MRS P ikt H AR, SN RRT SRR R, HAT, &R
TiERFETPCRINAT FARICIT V5. R, 3T PCRIG > FFric ik 2l id Fr e 51 v
BEATPCRY 3G S PEMN P, SRIMAEIX — 0 vh 2 SEBR 25 AT el 51 M5E i, R 2 BN 232 3]
YRESR T (smear) BREANKAT M, NARPCRIVIERF Y IS, X—IMRiLAD
NRFEAE, Mz, SR, W ERARERIEMITL. & R N “F” XK
PURVRE T SRIG = — IR “ATER" , BRI — 24 R BT PCRII I, R B T
T SELR B, BRAERR SFECER A RARA “HAE” , A BARRBIRERE, A
FFRANEEE Sk B I — S5 AR 45 B he . T EREAIE ORI T AR oAbk e AR sk
W BATRN TG BRI, A CANTER T B SR AN AR T i TR I
JER” SR, MR CHSERT SRR IR, 1ER—BEMOREM Y “MEE T M “ L
I BIPCRE| W) 5DNARE MR 2 [A] AN 5EZEVLAC (primer—template mismatched annealing,
PTMA) SR BIFAERF S 1 o 24— 26 K 20 RE 1 51 1) 5 B R AH e s i, 25 A 7-8
AN ) 5 SR ULHC « Fl R A B RS 4 ¥ AN e R IULHAD, X, I AL PCRI S iR & (4
AR 1R PRI ED AT DL s AR RE S 4 3G (107 2R L 8 Ribetata 2 M X —
RANKIN, ¥ A TE 3L HIVLHCE, iy “ 58 2 7 I 45 2R AR 1 T 3% — R IJT K HIFBI-seq
(Foreground and Background Integrated genotyping by sequencing, 1) , FH
S0 5 AR TE] (R PTP A G A Ul i S B LR, R A 51 4 5 A5 ) PR PTMASY S RS s A% 75 5,
PRI, FBI—seq Rl S [A] i A P A S5t R R MIEL 15 55 L O 1 3R IEFBT —seq BEAS AN [ A 5t
FEDRFRAS I AR, BE 7 1A BABE LI B 1 /KR b A o 0 P 25 ERT P 2 PR A B Rl o GL 355 L6
ANRTFEER, 20 BT S WA T SCRERE S DNy Bl 73 B R BE L 5 ) I PTPAY™ 1 7]
(R 78 25 X Le R SR DR AT A, (A 2 T A B DR ZH VG T P B PTVAY B R 45 17 3 BA T T
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taghr g1, KIFBI-seq " KIPTPARIPTMAS S5 ] j T 2 FH - oAt A [R] B 5 A= B 51 20
o5, T BIBNA3 4 7 22 AN /KA i M R AN [ 45 R 52 55 (A T o 42 248 5 311 tag ) E Al
AL E, DA RO & T tag®l H R ALRAE, #F— P30 7 PTVAY 34 i A2 €
YEo N THRFFBI-seqft B Fi () SEBr S H R, W 7t AR IE S T — AN /KAEBC (2) F (4)
FEARBEATIOUE . A &5 S E R UL KIP 1 246 ;S ISP B ), X FEALE 1 (154 B Ak 13F
ATFBI-seq SCEER I S, ARHE 78 2R B AR e ME3RAS 1 = 28SNP, JET- = 2KSNP4y
A3 Hbinmap 7% DL X PTPAY IG5 B, KIS MHA AR S Pi2huih B A, 8% 1 5tlal
SARAER3. 8793, 0% 8] (E2) o fefa, WFFRIBNIAR 7T /KFE 1 2 A SP o ) 7Evh 41
AT ANEL G A PR R B RCR, R IPTMAY ™ 34 7= A= AR 8 tag i s 783X N4 i 1) 4 22 [A]
H IR S) oA, U FBI-seqfE HABA) b A R (1) 2 K 73 BB /)« FBI-seq iR
R BRI A AT seq FEARIT K Z Ja ) X —HEH TR . FBI-seqf Py IT
Ko AL T ARV E Pl bl s B UM AR TS S R A, 58 T B MRAS, S
BRI AR, MR AR AR R, FBI-seqth LS FEYIH)
FLB AR BB YRS E G BB SRS OC AR HEDN AR AU R P E A .
FER P R AT R RHTRE 1A R 5 AROb R 22 8 g 81 BE N AR SCEIRAE R . AT
H A5 2 E o B AR 2R TEI508 AR AL 7 D [m 5 PO S8 0 H I B 3

KPR AL BRI A M R 5T

KA H#:2022-10-27

R

https://agis. caas. cn/xwzx/kyjz/f1a67a156d90420e980d7cbd74179af0. htm

> FRIHR
1. Morphological and Genetic Diversity of Cucumber (Cucumis
sativus L.) Fruit Development (35K (3K Cucumis sativus L.)5E
RERESMBEELS )

4. Cucumber (Cucumis sativus L.) fruits, which are eaten at an immature stage of
development, can vary extensively in morphological features such as size, shape, waxiness,
spines, warts, and flesh thickness. Different types of cucumbers that vary in these
morphological traits are preferred throughout the world. Numerous studies in recent years
have added greatly to our understanding of cucumber fruit development and have identified a
variety of genetic factors leading to extensive diversity. Candidate genes influencing floral
organ establishment, cell division and cell cycle regulation, hormone biosynthesis and
response, sugar transport, trichome development, and cutin, wax, and pigment biosynthesis
have all been identified as factors influencing cucumber fruit morphology. The identified
genes demonstrate complex interplay between structural genes, transcription factors, and
hormone signaling. Identification of genetic factors controlling these traits will facilitate
breeding for desired characteristics to increase productivity, improve shipping, handling, and
storage traits, and enhance consumer-desired qualities. The following review examines our
current understanding of developmental and genetic factors driving diversity of cucumber

fruit morphology.
SRJR: Plants
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RAFH I 2022-12-21
L
http://agri. ckcest. cn/filel/M00/03/49/Csgk0YgdB16AQ2u2AJHiVQB1 j10230. pdf

2. CRISPR/Cas9 based mlo-mediated resistance against
Podosphaera xanthii in cucumber (Cucumis sativus L.) (Z&FCRISPR
/ Cas9fmlof S B3N (35 M Cucumis sativus L.) X EXIRE K
P2

)

f#i41: Powdery mildews (PM) are common and severe pathogen groups that threaten plants,
and PM resistance is complex and polygenic in cucumbers. Previously mlo-based resistance
was reported in various plants, including cucumber, with generated loss-of CsaMLO function
mutants. However, mlo-based resistance in cucumber is also complex and involves additional
mechanisms such as hypersensitive response (HR) and papillae formation. For this reason,
we focused on determining the mlo-based powdery mildew resistance mechanism in
cucumber. CRISPR/Cas9 was used in the present study to generate loss-of-function mutants
for CsaMLO1, CsaMLO8, and CsaMLO11 of PM susceptible ADR27 cucumber inbred lines
and CsaMLO mutants were obtained and validated. Trypan Blue and DAB staining were
performed to detect Podosphaera xanthii germination/penetration rates and accumulation of
Reactive Oxygen Species (ROS). Our results indicate that PM-susceptibility associated
CsaMLOs in cucumber are negative regulators in different defense mechanisms against
powdery mildew at early and late stages of infection. Further, the experiment results
indicated that CsaMLO8 mutation-based resistance was associated with the pre-invasive
response, while CsaMLO1 and CsaMLO11 could be negative regulators in the post-invasive
defense response in cucumber against P. xanthii. Although the loss-of CsaMLO8 function
confers the highest penetration resistance, CsaMLO1 and CsaMLO11 double mutations could
be potential candidates for HR-based resistance against PM pathogen in cucumber. These
results highlighted the crucial role of CRISPR/Cas9 to develop PM resistant cucumber
cultivars, possessing strong pre-invasive defense with CsaMLOS8 or post-invasive with
CsaMLO01/CsaMLO11 mutations.

SRIE: Frontiers in Plant Science

RATHH:2022-12-19

'35

http://agri. ckcest. cn/filel/M00/10/1B/Csgk0GPGU3aA0KqRAQikEDdnvco951. pdf

> gk E A
1. — Pt PR KRG 20 4k B DRV A IR I A 7 v I 5 P
T AR ATF T — e FE R K RS J% B4k J2 DRIEE A% XU i - A 772 S W %05 VR4
FELLT DB JB I BE AT R Bl R o ) 7 TR R, 4 i BOREL SE RDK RS S A B RE Y S
AP, IE (AR A I AN G i 4 v o, AT AR PR AG I o B[R] 5 e e Y2 A% A - S
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HZL i Re BN o ARFEHIMESE I RIRCHE R A HH 38, G T SRR R KRR B R A 22, 1T
I PRTEE RS R o 12 775 S R 1 DAAEAN 8 S I 1) 328 IXURS: 22400 S5 ) 95 A DX T A1 Ak 5
TR RS PR Wi ey, AT BT DA B AE AR DPA A 22 (R K R ad I A8 8 A 3 100 228 R R A% IR K7D
R o DR KRG 7 M A 7 R IR B 22 A VAN A SRR (RO ST

RIR: fEHEMN

KA H#:2022-08-12

R

http://agri. ckcest. cn/filel/M00/10/1B/CsgkO0GPGVYaAVnR2ABmFSRITfbA068. pdf

2. FEEKKAEnfb-MH3301 K AMEHE A R B P 3 K H 55 Fr 5]

T s AR BHTE L FICN103667476A LA - AT T %% 5 R 7K FmEb-MH3301 1) ZM I N
B4 7 K He s 7 41 o A % B 38 i hi TATL-PCRANLA-PCRY™ 184 [ J5 1L 4145 A N A B
MKFE P HEREX 37 w551, HAZEERT 51 9SEQ ID No. 1ffis: AR —2
ANTE T ANESEN T B T3, HAZE B NSEQ 1D No. 2ffi7n: Ak BIHRAEH 70 AR AL
B HE R K AEmEb?MH3301 S FLAiT AR S Ffoksr il 75 v ) r B it 1 Al

RIR: A5

KA B #:2022-05-06

R

https://www. baiten. cn/patent/detail/11ad23369ea88%caf22d6dc32f7b8cH1042eef
d66c07739?sc=fq=&type=&sort=&sortField=&q=CN112592920A&rows=10#1/CN2020114
84799. 8/sqdetail/abst
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