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1. HEEMARAB S RKE S EE A REELS]
fEifr: K& (Glycine max) EIHTHE, £LETIEHA b HEFPHRMIAIHED,
NAEBRPERL T —2 LU R gk = B AR D oy 2 — I E E . BT, EZ R iR
FIR ST, P M- =, SRR E K 7= 5 © 4 BN PR B 3 B R B 22 4 18 7E S e
I KAES o S HECR POE KGR R R R 2, B KT 7 8, KE R
S DR () 45 5 LRI AT, R it B AR B A KR i B

B o P ERF B AL 5 K AR TR 40 G A TR [ 5K R R SR =
HEH AN IR AL D R B 7 015 1F, @ IES N AEX2, 40024 KT H A
bR BRI ) 73 B B3 AT R ALY e , P FH A JE DR 2 DG A0 Al 42 9 21 0K 5220 B0 3 kg o) 4k
BIDt2. AL A I, D27 K E 7B, CRISPR/Cas9FE R BRIk 22 70 e B W] 2
Wz, MXEPERE: dRERRSEBEERIK, DX EVE TR #—8,
I BEREXCRAT . K> T 9 HAMI B LT S8 K B, D2y GmAgl22F1GmSoclazk
HA AP HAE . Besdl. AR AIEHE S AT K3, Dt2Re% B 455 GmAp lafl
GmApldff1JE sl L, IEVE#EGmAplafiGmApldffIEE%k, [FIFGmSoclaMiGmAgl 22682 #EDt2
XFGmAplaflGmAp1dff ek . B LHETR D21 K A B 20 7 A # A5 8Y : De2mf 4545 3|
GmAplaflGmApldf B 2 F1E 3= HAE 5%, GmAgl22F1GmSocla 5Dt 2 /) B AE AT 5| | Dt2
(R S G AN, . GmAp1aIGmAp L dFMH K Z 20k . Bbak, B8 R IIDt2AN R B A U 7
PR AR X A EAPAEZE R, SRS BT R A A fE 20 R X, T SR Y T 2 B A A
HIR A P X, 3X 5 KGR BT B2 IR 23 A 380 B v 40 3 X 2R ARG s 3 X 52 38 o 1)
FIAH— 2. D2 R TR ARAR T FT R 26 By IR ), 32 v K (R b DX B At F 7 o 1
FLLA N “Natural variation of Dt2 determines branching in soybean” 2022
F10H 28 HAE L & #& T Nature Communications (DOI:10. 1038/s41467-022-34153-4) ,
VA T Dt 235 PR 75 K 5 SR BEAAR 48 1 K 2 e B0 SGBE JR IR], [R] I 8] B 1 Dt2
W5 K S B 7 L], Jvilad 45 0 BOT R &m0 7ot B AR fit 7 S E R
WHE . HE SO A AR R SR — R, HE SR U RFLNITL R N
WL FIEWRAIES, 2R A2 E X E SRR ERBRREIEE SR PRIBLAREE
PSS EIUE .
RIE: P EREREE S R E AT
R AT H#: 2022-10-31
E9&: T
http://www. genetics. ac. cn/dtxw/kyjz/202210/t20221031 6541945. html
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FE AT T PRSI R YR 45 R AR BT, T 96 5 SR 3 BH PR B R A s T B0 1 K
FEPUESA B, N AR AL SRR N 5 R AR LI, R AR
i A Ak e A e RS AT T R R B A 1 B B R Bl . AH SCHIE ST R R SR AE
(HEY AN ANIALE (Plant, Cell & Environment) ) b YR ENRE. KE
BIRAT, WORTRE . T EEDAIARE = E KNSR EEN, Hh A R MY F AT &
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HECT VR 25 1By 43 BT B A B B SO R FHANE o EH FEIR 0 B 5 1 S PR R o A2 7K A
I B (R T 2 — o AR B 3 AR AT RS AR R BIFEE b, WK i B R 1
RYEMIMEM, BE MRS R Gt i KRB e R e 22, KRATREY R
T (PRI B . FH DU SR I, FEm i (1) R AR 5 IR BRI B 2 2 AH G, RINTE =i
FE S5 R G KW SRAT, AT, B TR SRR K AR L M ANE R . 1%
BT BB GE BT 7T 45 ORI, AR SRAE T, R B 70 A A0 1 VR T BB T, AT
e RAZ YK FERIRE /T 75 M 51 N 1 DR A0 11 PR IR S e N IR IR, /KRB &
{55 B SE N EIN2RIE TL 146 4 R R0 1 2 25 15 SR IE, BUE 206N SIS pUE, /K
FERT RIS I PU I 3 s T R 2 1, R B 1) 40 A A R K i R 1B 5 B,
RN, KR QIR T AE RSB R AN A RO RS B 15 3 3R I8, /K Ag R HivERE
K, WAFBUKFEE 5 BAREW . dE— DI R, T @R m i &4 KA
X R IR UL A ORI o 12 Fi15 31 5K 3 SRR 5= 80 v (B /K R A 78 i = Rt I
HISZRE. GERR PR

RSB https://onlinelibrary. wiley. com/doi/10. 1111/pce. 14452
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3. New Phytologist | FEFMKZERI KNI B EEFS5EDH:
ARE KR EXREH TR HNE~HE

IbPYL8-IbbHLH66-IbbHLH1 188 A4 #5 ABAK R F P B 1tk

A 2022 4£ 9 H 20 H, New Phytologist fEZk&KE T ELM ¥ XNPRE #i%
PR H Bl “The IbPYLS-I1bbHLH66-IbbHLH118 complex mediates the abscisic
aciddependent drought response in sweet potato” HJ HF 7% & X . H =
(2n=B1B1B2B2B2B2=6x=90) & B Z (AR & TR Tk R, HILEr. fars. B8
Ky, AT DAEE AL AR 2 1T 1 0 E B (AR R R A R R IR B . H PR it
R, InaExt HE PR AT, SR ARE 0T R R L, 1 SOR S
Geith, St E KRS L EMAEYFRAEIR LR E XEK. HAF R, HZhrmas
bHLH Z M, IbbHLH66 F1 IbbHLH118, FEABA 413 (1) H % Fma B g 2 AH S IEH
I RIA TbbHLH66 & $m HZERPiisk, miik#iA TbbHLHI18 B KHZ MR
P, IbbHLH118 GEM% 5 H & JE i lAl B KBk 5 TbbHLH66 JE K — J 4K iX# > IbbHLHs
#EE ML 5 ABA 2 fk IbPYL8 MHEHEH . fE T E Wi T, ABA &R, i
IbPYL8-TbbHLH66~-TbbHLH118 E A, IbbHLH118 REME HHe4h A 1E ABA i NAH
KA IbABI5. IbABF2 Al IbTIP1 JEZIT 1) Ebox Juff b, MdilENIMEx. £+ 5
JiiE R, TbPYL8-IbbHLH66-TbbHLH118 & & AREMEFEK TbbHLH118 XJ ABA My S AH G
], s ABA 554 Sigk, Mm@ HZEN RS, Lk, i R#ER
T H S R L o B TS S B SR R A H AR T B
IR A B AR R 2O AR A S H A2 5 A BOR 55 S0 = e il BRI
M BT NZe RS —EE, XIRE #IRM 5k R NZe SCaIREE .
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> FRILK
1. Revealing the Complete Chloroplast Genome of an Andean
Horticultural Crop, Sweet Cucumber (Solanum muricatum), and Its
Comparison with Other Solanaceae Species (&7~ T ZE 8 Z/EY
B (K7 50) 52 R 43 R R 4 B 5 EL AR AR M ) EL80)

f#i4: Sweet cucumber (Solanum muricatum) sect. Basarthrum is a neglected horticultural
crop native to the Andean region. It is naturally distributed very close to other two Solanum
crops of high importance, potatoes, and tomatoes. To date, molecular tools for this crop
remain undetermined. In this study, the complete sweet cucumber chloroplast (cp) genome
was obtained and compared with seven Solanaceae species. The cp genome of S. muricatum
was 155,681 bp in length and included a large single copy (LSC) region of 86,182 bp and a
small single-copy (SSC) region of 18,360 bp, separated by a pair of inverted repeats (IR)
regions of 25,568 bp. The cp genome possessed 87 protein-coding genes (CDS), 37 transfer
RNA (tRNA) genes, eight ribosomal RNA (rRNA) genes, and one pseudogene. Furthermore,
48 perfect microsatellites were identified. These repeats were mainly located in the
noncoding regions. Whole cp genome comparative analysis revealed that the SSC and LSC
regions showed more divergence than IR regions. Similar to previous studies, our
phylogenetic analysis showed that S. muricatum is a sister species to members of sections
Petota + Lycopersicum + Etuberosum. We expect that this first sweet cucumber chloroplast
genome will provide potential molecular markers and genomic resources to shed light on the
genetic diversity and population studies of S. muricatum, which will allow us to identify
varieties and ecotypes. Finally, the features and the structural differentiation will provide us
with information about the genes of interest, generating tools for the most precise selection of
the best individuals of sweet cucumber, in less time and with fewer resources.

KIE: Data

RAi B :2022-05-18
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http://agri. ckcest. cn/filel/M00/03/42/Csgk0Ye41vOAJtuRACW79ivp6d0350. pdf

2. Graph-based pan-genome reveals structural and sequence
variations related to agronomic traits and domestication in
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cucumber (FTERZEHFAB R T 5K SRR
AP 32252

f#i41: Structural variants (SVs) represent a major source of genetic diversity and are related
to numerous agronomic traits and evolutionary events; however, their comprehensive
identification and characterization in cucumber (Cucumis sativus L.) have been hindered by
the lack of a high-quality pan-genome. Here, we report a graph-based cucumber pan-genome
by analyzing twelve chromosome-scale genome assemblies. Genotyping of seven large
chromosomal rearrangements based on the pan-genome provides useful information for use
of wild accessions in breeding and genetic studies. A total of ~4.3 million genetic variants
including 56,214 SVs are identified leveraging the chromosome-level assemblies. The
pan-genome graph integrating both variant information and reference genome sequences aids
the identification of SVs associated with agronomic traits, including warty fruits, flowering
times and root growth, and enhances the understanding of cucumber trait evolution. The
graph-based cucumber pan-genome and the identified genetic variants provide rich resources
for future biological research and genomics-assisted breeding.

SK¥E: Nature Communications

KA H#: 2022-02-03

E9'8: 3

http://agri. ckcest. cn/filel/M00/10/14/Csgk0GNiI jKAHBUGACMQR4C994w683. pdf
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1. — P RIEARSEDT R R M A TR 15 77 B el & 5 EE A S A
fRigt: AR GIESRML 1 — Fh g oR AE P DT 5 1 AR A A T 1 770 S FL ) 48 D7 v AN
M, HARS AR RFR . 1-HERAE. RER, FridKFRIWE N0, 1-1ng/L,
1-H BRI PR I B B N 1-5mg /L, AREE ZR IR N1-10mg/L. Ak B G11E BTk (A ) A6
KA RE B 52 = T R A B S e e g i e SRR IR RS &, mTRLLH|
PR RITE R, FHAE—E R ErHET 2 b = AR Rmad TR PhbafE1E
MRS H AR O B S0t AR K B AR AR KR T AL B ) T R P S 4
B RISODIE P & THa, MDAS EHIE NI, R+ 5 5 IIeH=R4l v 2 e A .
RIE: 5
RATH: 2021-08-24
R
http://agri. ckcest. cn/filel/M00/03/42/Csgk0Ye42RKAbLWvAAWsfXHbssA547. pdf

2. — PPl FE STMAPKKK B BR7E & P BB

s AR RANTF T —F L E TIMAPKKKIERE B AR N, ¥ B AR & Pkl R A0
T i & P 6455 18 ik 7 i DRI AR B i -~ AR R A BT 5 b R AR T o BT e
T B G R AIERE S o FTRMAPKKK A7 /2 DU PP BT ) AA, i 44 WAST. AS2. AS3FHAS4;
Bk AST IS 2k HE FRAS1-0E R AS3 6k 2% [ 9% 4% K CRISPRAS3-244) SR I A fi 5 R 2
AS3-OE #8 #% FTAS1 k2 [ 545 44 CRISPRAS 1 -1 34 R I N Fi 2 % A, FriR AS1-OEHE Kk A1
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