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1. BN E SRS HE S B S BERRF T B T REF L]
fBifr: T H, S ER BB E ARSI T T B A R LE B A AR BR ST R T RS
FIH ISR . RTINS “WUSCHEL-Related Homeobox Genes Cooperate with
Cytokinin Signalling to Promote Bulbil Formation in Lilium lancifolium” fFZk
KRFET (A% (Plant Physiology) ) b. BRZFFRICIIE ;. TEASIEKHIZE,
WIERT, HAEEED LAk SH A BEYT S, BRZF R FikE
BEHESE. H, EENEHMGHASES (Lilium lancifolium) & HAR =%
R, AFEARRF, M A AR B e A KHER 2 . BRI T RHMARARAE K, B
B AR A2 I8 EERIEREE o BOARREF B BRI TS J5 1T k& BOB I 5E 8N, i UG
FhF—FEETEAE TR, HIeBH R 1 BHA R T DA e AR AL . DAL, BREFETALE
HAAFERAE =B AR RN AT S, ER A BRI R LS A B A B
REEBRZF RS . BHT, KT HEERFRIE A TP B, Ha T il
Bl ANTE R o AN TS T HT G PR BR R R B S B, I 22 e Rk B R AT
QRT-PCR I %IRRT 2428, KR IRLIWOXOAILIWOX 1 176 7] & BBk 24 i Ak i 2 ik, HLAE B
FIBOE P RIAERF ST . Dl B i R A AIVIGS L ARSXSLIWOX9FILIWOX 1 1
TERR T R DR AT T AL, IIE SRR LIWOXOAILIWOX L 1 ] {3k 45 P2k 25 T it
MYTERLIWOXOMILIWOX L, #&FHERZFHITE 52 2B R A0, R EBILIWOXOFILIWOX11Z 5 T
BAERF TR IE M . sUEAIRE R, 405 R 2B MK F type—B L1RRsH] IE
RS S EREE . AW T T LIWOXOAMILIWOX1 1K B3+, Kl —# & KE
fItype-B LIRRsZE & ocf. SUIF AT, type-B LIRRsHE®S S5LIWOXOAILIWOX11H) 2 5h
TG SR . A, WF SR R BLLIWOX 115 40 i 43 24 2 A5 3[R T~ type—A
LIRR9 (4Hr MR G S mE MR 7D Jash 745 & - L%, #—hnsagn i
SRFFESRBRF BRI . 28 Bk, A5 E X7~ 7 WUSCHEL-related
HOMEOBOX 5 J& rf 1) Ak, 57 B SR L1WOXO AL IWOX 11415 40 ff 43 24 25 8 G 4% 11 & A Bk 2
eI 7L AMEE T HEIWOXE: S K R A 4 B s B8, oy N T
BHAKRFEM, ©ERSH G EREICERME 7 REES, BAEENRE R R
[Hp=e A S LA B ARV R 2 Bt 55 S AR T 78 T N 28— 5 A FE TR
O e A o] AT il SO — AR, W oy B BR A 7 01 F0 BA ZEAE 7 51 3L [R) I v AE
. ZHPRAR T EKERRIEIES (31902043, 32172612) . E R E AR TR
(2019YFD1001002)  TRMERHFRITE (20201Y121) K A g2/ 2 MR B T 2
AR P L 00 (IVF-BRF2021017) M BEEIAISCRE.  (BEARERER: Bl
B4%: https://doi. org/10. 1093/plphys/kiac259
KIR: BEREA by
KA H#:2022-06-08
E=9&: 33
https://ivf. caas. cn/xwdt/ky jz/6313a2403af041£480224322600c3454. htm

2. ENBRHAAEGEMARAUETERESESEE A
f&ifr: ARFIT (Arabidopsis thaliana) fEN#E) 72 N B Y, HIERA 758K
HO R T M T A . AR AN R R AT =+ 2 E T, RIEAE KR AR IEAMY)
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B IX 8. EH FHRITAIRI0/Araport ILIRA K FE RIZH 41 v, A7AE165 MR . X EE
RIXI AT REH = R P AIA R, AR, H2R. 5S rDNAFEAMIE 47455 rDNAMK)
ZAZHZUX (NORs) o T AERONTHIPacBi o8 K3 BON P B2 AR 1 K fE A 4% B 28 2 7 41
Rt T A TR i Science FIGPBy 7 K 3 1 P> 58 B 5 K 2 Col-CEN I
Col-XJTU, itk T LRI ERhR X 3. (HIX AN BT LE A e 8 H A AT G 2 Ak
N TSR TAEE R — DN S FE A, BB Biidtfs 5 kK 8 15t
FUTEER R FL A 5 o E R B R AR BB U H A, 485G K EEONT SR LY
K i5PacBio HiFi MI%H 13211 1umina NovaSeqil] 74 d5 3K 15 1 H2ik 5 B L FE 7 Col -0 7S
R 225 5 K 21 Co1-PEK. Col-PEKZH G IF A | A% T 1M8 L2 RiAE N &% X g b () 48K 22 %k
B . B4, Science &AM [ Col-CENH 55 By i 44 v (1) Bk 135 T 7E Col -PEK H b 55 &
Col-PEKAy H i fe 58 BE M LRI AH AR AL, S8 11 3+ 55 et fde A sihr 1 v bt 1) 5 B 20
%3¢, N25 45 Gtk 1) 2 48 VINORs X I M A 56 4. Col-PEKZH R K E133. 92 Mb, Lt
TAIR1I0ZH A4 14. 77 Mb, RISEHN 1 12. A%HI 751 . FEIRAMNGR 122 8k, Col-PEKISMETT |
Col-CENAFZH & H A iR o Col-PEKAH%E BA MR = HIF5 5E B, % Col-PEKF]
HREHE N T EHE TSR A B, R 2 4 22000 X 381K CENH3 25 4 [X 33k 73 A #H A A
CEN180EE & 7 41 43 A ik o KT Zmtd i PR R REIR AW 1 145/ (1) “ BRuikBE R B8 o
IR FE R # L 5 ORI DR 7 41 s FE AR ALY, BT RESE Fh T I i AR B R S R DR 2 B L A B
P Col-PEKAH A4 | T 55 22 K0 51 SR A6 KR 7 FeB ik 1, A 0E 1 2 iRl
wdH R MHYEE AR T EE TN A, e TR, Col-PEKZ
7 LR AH o [ N AMEY) R TAE PR 18 G 2 [ 51 A0 EE AR T 2022
6 H1H, Molecular PlantZ2ELEL KR TN “A near—complete assembly of an
Arabidopsis thaliana genome” HIWFFEi£3¢ (DOI:10.1016/j. molp. 2022.05.014) ,
k18 T Col-PEKAH %G . 1 LA RIZIR SR —1E#, EMRIBUZAENR B Nt
SCHIFLFERE AR « 8% K B TAEOL T o 7C SRR R ARSI -2 5 Tt 7. ot
13 B BH R A A TR B B

RR: BB RIS A S R E S

RAH#:2022-06-02

E-0'8:: 3}

https://www. cas. cn/syky/202206/t20220602 4836740. shtml ?from=singlemessage

> FRILHR
1. ldentification of QTLs associated with curd architecture in

cauliflower. (%58 5163 8 45 A< HIQTL . )

f&i4r: BACKGROUNDCurd architecture is one of the most important characters determining
the curd morphology of cauliflower. However, the genetic mechanism dissection of this
complex trait at molecular level is lacking. Genes/QTLs responsible for the morphological
differences between present-day loose-curd and compact-curd cauliflower haven't been well
revealed. RESULTSHerein, by using a common compact-curd parent and two loose-curd
parents, we developed two double haploid (DH) populations including 122 and 79 lines,
respectively. For each population, we decomposed the curd architecture concept into four
parameters (basal diameter, stalk length, stalk angle and curd solidity), and collected
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corresponding phenotypic data for each parameter across two environments. The Kosambi

function and composite interval mapping algorithm were conducted to construct the linkage
map and analyze the QTLs associated with curd architecture parameters. A total of 20 QTLs
were detected with the minimum likelihood of odd (LOD) values ranging from 2.61 to 8.38
and the percentage of the phenotypic variance explained by each QTL (PVE) varying

between 7.69 and 25.10%. Of these, two QTLs controlling stalk length (qSL.C6-1, qSL.C6-2)
and two QTLs controlling curd solidity (qCS.C6-1 and qCS.C6-2) were steadily expressed in
both environments. Further, gSL.C6-1, qSL.C6-2, qCS.C6-1 and qCS.C6-4 fell into the same
chromosomal region of the reference genome, indicating that these loci are involved in

pleiotropic effects or are tightly linked. CONCLUSIONThe current study identified a series of
QTLs associated with curd architecture parameters, which might contribute essentially to the
formation of present-day loose-curd cauliflower that is widely cultivated in China. These
results may pave the way for intensive deciphering the molecular mechanisms of curd
development and for marker-assisted selection of curd morphology in cauliflower breeding.O

JJ%: BMC Plant Biology

RATH#:2020-01-01

EDE: 3 F

http://agri. ckcest. cn/filel/M00/03/34/Csgk0YcC4 jyAfqS ABT46EsYGjs259. pdf

2. A novel approach to carotenoid accumulation in rice callus by
mimicking the cauliflower Orange mutation via genome editing. G&

1t 3 R H S B AR IEAR S A RBAK B RGAATIRRRAET b
REF TS, )

fij4r-: BACKGROUNDS-carotene (provitamin A) is an important target for biofortification
of crops as a potential solution to the problem of vitamin A deficiency that is prevalent in
developing countries. A previous report showed that dominant expression of splicing variants
in the Orange (Or) gene causes B-carotene accumulation in cauliflower curd. In this study, we
focused on a putative orthologue of the cauliflower or gene in rice, Osor, and attempt to
accumulate B-carotene in rice callus by modification of the Osor gene via genome editing
using CRISPR/Cas9.FINDINGSCRISPR/Cas9 vectors for the Osor gene were constructed
and transformed into rice calli. Some transformed calli showed orange color due to
[-carotene hyper-accumulation. Molecular analyses suggest that orange-colored calli are due
to an abundance of in-frame aberrant Osor transcripts, whereas out-of-frame mutations were
not associated with orange color.CONCLUSIONSWe demonstrate that directed gene
modification of the Osor gene via CRISPR/Cas9-mediated genome editing results in
B-carotene fortification in rice calli. To date, golden rice, which accumulates p-carotene in
rice endosperm, has been developed by conventional transgenic approaches. Our results
suggest an alternative approach to enhancing B-carotene accumulation in crops.

KIE: RiceVolume

KATEH#H:2019-12-01

ED&::Z3

http://agri. ckcest. cn/filel/M00/03/34/Csgk0YcC3wWAXqxPABkOu5azTD0926. pdf
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3. CRISPR/Cas9-mediated resistance to cauliflower mosaic

virus. (CRISPR / Cas94FHITERRSRIEH R ETIIME. )

HjA: Viral diseases are a leading cause of worldwide yield losses in crop production.
Breeding of resistance genes ( R gene) into elite crop cultivars has been the standard and
most cost-effective practice. However, R gene-mediated resistance is limited by the available
R genes within genetic resources and in many cases, by strain specificity. Therefore, it is
important to generate new and broad-spectrum antiviral strategies. The CRISPR-Cas9
(clustered regularly interspaced palindromic repeat, CRISPR-associated) editing system has
been employed to confer resistance to human viruses and several plant single-stranded DNA
geminiviruses, pointing out the possible application of the CRISPR-Cas9 system for virus
control. Here, we demonstrate that strong viral resistance to cauliflower mosaic virus
(CaMV), a pararetrovirus with a double-stranded DNA genome, can be achieved through
Cas9-mediated multiplex targeting of the viral coat protein sequence. We further show that
small interfering RNAs (siRNA) are produced and mostly map to the 3' end of single-guide
RNAs (sgRNA), although very low levels of siRNAs map to the spacer region as well.
However, these siRNAs are not responsible for the inhibited CaMV infection because there is
no resistance if Cas9 is not present. We have also observed edited viruses in systematically
infected leaves in some transgenic plants, with short deletions or insertions consistent with
Cas9-induced DNA breaks at the sgRNA target sites in coat protein coding sequence. These
edited coat proteins, in most cases, led to earlier translation stop and thus, nonfunctional coat
proteins. We also recovered wild-type CP sequence in these infected transgenic plants,
suggesting these edited viral genomes were packaged by wild-type coat proteins. Our data
demonstrate that the CRISPR-Cas9 system can be used for virus control against plant
pararetroviruses with further modifications.

SKE: Plant Direct

KA H#:2018-03-01

E-0'8:: 3}

http://agri. ckcest. cn/filel/M00/10/06/Csgk0GKsMP-APTcfAB4cl114 110394. pdf

4. A novel fluorescent biosensor for detection of target DNA
fragment from the transgene cauliflower mosaic virus 35S

promoter (— Pl 3% 2 R A AR SE AL H- B 35S 3 3l F B #5DNA F Bt
I B R AL MR RS

/. In this paper, we reported a convenient fluorescence method for the detection of
genetically modified organisms (GMOs). As it is known that the cauliflower mosaic virus
(CaMV) 35S promoter is widely used in most transgenic plants (Schnurr and Guerra, 2000),
we thus design a simple method based on the detection of a section target DNA (DNA-T)
from the transgene CaMV 35S promoter. In this method, the full-length guanine-rich
single-strand sequences were split into fragments (Probe 1 and 2) and each part of the
fragment possesses two GGG repeats. In the presence of K+ ion and berberine, if a
complementary target DNA of the CaMV 35S promoter was introduced to hybridize with

EXHR RERLEWHRRS RS http: //agri. ckcest. cn/
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Probe 1 and 2, a G-quadruplexberberine complex was thus formed and generated a strong
fluorescence signal. The generation of fluorescence signal indicates the presence of CaMV
35S promoter. This method is able to identify and quantify Genetically Modified Organisms
(GMOs), and it shows wide linear ranges from 5.0x10-9 to 9.0>10-7 mol/L with a detection
limit of 2.0%<10-9 mol/L.

HKJK: Biosensors and Bioelectronics

RATHRE:2013-06-15

SR

http://agri. ckcest. cn/filel/M00/10/06/Csgk0GKsLcqAJVmjAAXYtXkuexQ982. pdf
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KAT H#:2021-01-22
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http://agri. ckcest. cn/filel/M00/03/34/Csgk0YcC726ATh xAAYc30VeKgY641. PDF

4. —FPRNHIREZ R DL TG R R AR 5
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http://agri. ckcest. cn/filel/M00/10/06/Csgk0GKsM6eAMk IPABE1-hrOHIY451. PDF
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