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1. HEBZGEYEFRA RiEs e REER B 52
fiit
s A0k GRSk NAER KB« B R AR B KSR BERE B R B, X AER )
AN DNREAN B 1 BAT Yo VEAE T - R I A P T 2 DL 2 Y 3Xas 21 4 A
t, EGER2 (DPE2) H4222F IR AT &I 0E, &N 4 T RV BRI — 2
B R, ORI E FRAE KRR R I BE B . DPE2IINBEE I ST A SR ER O A E
EHE, HHAEEY)E R R DR ET LT R WLARIE . HRHGEAE P BT ith SR DA F 4
1T CRIPSR-Cas9fi RIR1G T /K Fldpe2 5835 1A . dpe2 R B ARAK KRB LY, HELREH
FEAK. 1ERACIRIGSE RN ZRBENENEAT . DRI, dpe2 R Iek) k
HIEH, (HIR R A K 263552 2 8 WA dpe2fE A HHVE Ry« 8 %) B A SR
PESEFK, EF M ERREAE; SHFREEPI I & EATP ] LS4k 2 dpe2 e
MIE R BRI, dpe2 TEARAAR e ¥ i IR A4 B Pho2 ) 528 7K ST R0 4 ¥ 2 T
1515 pho2 RAFMR 5 5 dpe2 AR SAUMIHEME R B R . X uesh IR, DPE2MHALZZ 2F —
W B e 20 0%, AR LS & R RENE , A0k B A AN B ARG 1 3 L RE 2RI - Pho2
5 DPE2THBEAFAE R4y TUAT o % WEFT IR, 1 DPE2SE ALK B M2 THLEL, *H-F it
AU I ek K B YA B (1) 5> AL B 31 Z 3 . R R B e
ANEHEARRGN TR B et TSRS %, AR 20224210 H 25
HEZ K3 TPlant PhysiologyHT b, MY LA 70 AE R R BB SR —1E#, il
SRIRHIEFE SONIE TR o X TR 045 21 1 AR R i i 14 2 5 RHRE T UM [ 58 B 2R B o
S, EAERE: https://doi. org/10. 1093/plphys/kiac496
KRIR:  HE R LA Y T
RATH#:2022-11-01
AR
http://www. ib. cas. cn/2019gb/ky jz2019/202211/t20221101 6542533. html

2. TR AR A B e DAL

s T H, MR ERE T EEE bR £ R F AW Tl International Journal of
Molecular Sciences (IF=6.208/Q1) LK T T N “Genome-wide identification,
characterization, forbid expression analysis of tubby-like protein (TLP) gene
family members in woodland strawberry (Fragaria vesca)” HWHWFIRIE. MR
T8 0 BLEEFVTLP AR R KR AT R G850 AT, 87 1 FyTLPR: PR S R gk A s = HAE 4R AR
VIlhiE BB R ERI DI, T RERARKKE IS 528 EhE. K. T5. SHhE
LW B B2, BT D2 Ui R R b B A R A W e R L, X R E
P B HE S o i FUE eI AT A BT SRR TLP, 83 X FvTLP 3 R 5 R 4
4 A A A AT AT s R R RE TLP S it A B S AR ) o TLP S i A B A7 AE
Z5. EHHAEDH SRR FVILPsHER SEvSKP145 &K iE3Z RIEEME A 1k——
SCFE &fk, it 45 8 1 PR AR NI R AE D RE . I8 I BE DR 3R 29 dr ARG SR PRI 3R IE, 3R
BIFVILPs 2 25 8. T2, &IKERSIEYBam S 55a KR E R,
I TN AR AT B AR AR I SR 38 N AL X TLP DI REER FU B € [ it MRS P B it
FEBEX L5 Z R SRR, R R AR R R0 7L @ e . 1%t
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53] T EHFIACRM A RAK R (CARS-24-A-14)  db 5% T Br AR 61387 ] BA
(BATC04-2022)  JbiiiRMEIEBE Gl Hrae D T I (KJCX20200114) FAbRTAifk
BB+ E R4 (2020-72Z-010) T H A ¥ B .

R LT R AMEHE Bl TR T

RAT B 2022-10-28

AR

https://www. baafs. net. cn/front/technologyServices/newsDetails?id=18833

3. BB R BIR PR FIAE R B B SO AR 3 F

e AL H, BRI P - R R TOPII T (Frontiers in plant
science) (IF6.627/Q1) F&3 T /ily “Evaluation of Rosa germplasm resources and
analysis of floral fragrance components in R. rugosa” HIWFFIE . AT
(R. rugosa) BB FIRHIZES VEN AR T BB A AE A A& A2 04, AW 7 ok
P B ) B SURFAE 708 LB B B s 2 AN I T T R A B b S F AR et A, 9B
B A LA AR PSR I ) SRR AR, v AR A B A N BORAES TR
e B85 7 HE AR 2Rt . BB (R. rugosa) iRl i m s EAR, IR TR E,
SEE BN BRI . BORTERTS % Rt TEEFEA0, i bR b FHAE,
(P EZH) (PR o (HHEGE) S ME ECE, LR AAT SRR
WEG I Bi s 2P BORAEhE I KOlE, FHEE, 5REENT &k
EMEHIE MR, B ARG S EFE, TMIAREFIEHEA ARy A
oy RARFERE . PUARE AR B R IAE ] o BT DR R 1) ik 7R 52 K AGE#E, 7k
IR R, ST E, MR e, SR E S 2 PR g F ERAEE S
Hym SR, REBERAE - EH20 184 LR IE80MZ G, Tiit20224EH B RM110Z 0. JE4E
K B M ARIE R B[R] I A7 AE B BT B2 I A IRANTE « AR AL 7 i v f5 45 )
L) T RERFE . RISk, BHERRR SR R S0P A S T L2 ol iR 547 . R
PEBCRERE 5 W RN AT 1B 2 R A LTS IR G I L6 Fh B ARy
AAREIIIE , B DL BRI SRR e B AR R R 07 AR LEFE B, AR
M HZE (R hybrida) MZEMIBERTTERNT 70 poe 200, B 7 BRI R EA
JE& N, TR Z R AR TR I B A R E A B I I T I bR R A R S R
o HE—BIRBBANAFF P BES P, AT AR A Al H 156
P KRN S (VOO , i TEAT (e /Iy — 3ed Al 43 B 44 2 OPLS-DARE U2 40 72
SRU, RIT T 2 FREIERRERAEY & SRR N, FaRMERRME
Y& MO h  E 2R . BORIN TS & B i B T 2971 SRt Ik S BT (i
FRPNb, B 7T 45 SR O35 i e o BT SR B v ASOR) I ECR D e 1t B F R SR 44t 1 A
RIE: AL HT T RME B BNV AL ST 5 S A A TR

RATHHI:2022-10-18

R

https://www. baafs. net. cn/front/news/newsDetails?id=18807&type=215

F FRILHK
1. Genome-wide detection of CRISPR editing in vivo using
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GUIDE-tag (FIFGUIDE - tagX}CRISPRYm#8 34T 42k [ H A W)
f#i4: Analysis of off-target editing is an important aspect of the development of safe
nuclease-based genome editing therapeutics. in vivo assessment of nuclease off-target
activity has primarily been indirect (based on discovery in vitro, in cells or via computational
prediction) or through ChIP-based detection of double-strand break (DSB) DNA repair
factors, which can be cumbersome. Herein we describe GUIDE-tag, which enables one-step,
off-target genome editing analysis in mouse liver and lung. The GUIDE-tag system utilizes
tethering between the Cas9 nuclease and the DNA donor to increase the capture rate of
nuclease-mediated DSBs and UMI incorporation via Tn5 tagmentation to avoid PCR bias.
These components can be delivered as SpyCas9-mSA ribonucleoprotein complexes and
biotin-dsDNA donor for in vivo editing analysis. GUIDE-tag enables detection of off-target
sites where editing rates are &ge; 0.2%. UDiTaS analysis utilizing the same tagmented
genomic DNA detects low frequency translocation events with off-target sites and large
deletions in vivo. The SpyCas9-mSA and biotin-dsDNA system provides a method to capture
DSB loci in vivo in a variety of tissues with a workflow that is amenable to analysis of gross
genomic alterations that are associated with genome editing.

SRI¥E: Nature Communications

KA H#:2022-01-13

AR

http://agri. ckcest. cn/filel/M00/10/15/CsgkOGNuDG—AN j—TADWOnOKNkOQ711. pdf

2. SSR-Sequencing Reveals the Inter- and Intraspecific Genetic
Variation and Phylogenetic Relationships among an Extensive
Collection of Radish (Raphanus) Germplasm Resources (SSRF¥ %14

Hrigzs T8 NARRBIR A A AR ER 2R R ORGSR R)

fi41: Raphanus has undergone a lengthy evolutionary process and has rich diversity.
However, the inter- and intraspecific phylogenetic relationships and genetic diversity of this
genus are not well understood. Through SSR-sequencing and multi-analysis of 939 wild,
semi-wild and cultivated accessions, we discovered that the European wild radish (EWR)
population is separated from cultivated radishes and has a higher genetic diversity. Frequent
intraspecific genetic exchanges occurred in the whole cultivated radish (WCR) population;
there was considerable genetic differentiation within the European cultivated radish (ECR)
population, which could drive radish diversity formation. Among the ECR subpopulations,
European primitive cultivated radishes (EPCRs) with higher genetic diversity are most
closely related to the EWR population and exhibit a gene flow with rat-tail radishes (RTRs)
and black radishes (BRs)/oil radishes (ORs). Among Asian cultivated radishes (ACRs),
Chinese big radishes (CBRs) with a relatively high diversity are furthest from the EWR
population, and most Japanese/Korean big radishes (JKBRs) are close to CBR accessions,
except for a few old Japanese landraces that are closer to the EPCR. The CBR and JKBR
accessions are independent of RTR accessions; however, phylogenetic analysis indicates that
the RTR is sister to the clade of CBR (including JWR), which suggests that the RTR may
share the most recent common ancestry with CBRs and JWRs. In addition, Japanese wild
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radishes (JWRs), (namely, R. sativus forma raphanistroides) are mainly scattered between
CBRs and EPCRs in PCoA analysis. Moreover, JWRs have a strong gene exchange with the
JKBR, OR and RTR subpopulations. American wild radishes (AWRs) are closely related to
European wild and cultivated radishes, and have a gene flow with European small radishes
(ESRs), suggesting that the AWR developed from natural hybridization between the EWR
and the ESR. Overall, this demonstrates that Europe was the origin center of the radish, and
that Europe, South Asia and East Asia appear to have been three independent domestication
centers. The EPCR, AWR and JWR, as semi-wild populations, might have played
indispensable transitional roles in radish evolution. Our study provides new perspectives into
the origin, evolution and genetic diversity of Raphanus and facilitates the conservation and
exploitation of radish germplasm resources.V

SKJR: Biology

RAT B #:2021-10-01

E9'8: 3

http://agri. ckcest. cn/filel/M00/03/43/CsgkOYfEvOyANE4EAUZ9ut tGHr0706. pdf

> faXE A
1. bHLH¥: 5K FCsSPT K i/ 15 5 /I # B /7 I B2 A
B AREETAEYE ARSI, AFF T bHLHE 5K FCsSPT K& H 875 5 I #4468 7110
R AT, mimFET, CssptRAGKMEMRF M. N . SMHK
MEEE B &g s, MERProd EIFK. HRAENTTRY, SWVIHHEMEAMLL, Csspt
TR D66 2R G ZRAR A 73 A2 mnif W38 T I ANERDE o AE i ML T, HSFAMTHSP 1 e 2k
(R 7ECssp t FIWTHE K 1 BT AH [F) 1) B ERA B, IX e 45 SR, CsSPTdId #H 35 &4F
R4S+ A5 S I8 EE 73— A S DA SR U 428 e il S S o 9T 9 485 SR SR I I ey 12 M g it 1
HEM WM, TR EWREMIRME TN A M E SRR
RIE: E M
RATH:2022-11-01
R
http://agri. ckcest. cn/filel/M00/10/15/CsgkOGNuDOKAPKLWABBKyBdRMs0929. pdf

2. CsHLS1E:PRELHJmiE i) 3 B R 3 TVER S B KM A
i AR AT T CsHLS 12 R BH A 1Y) B 1 78 TR 4% 3 TR AR 28 B /NP IR, 3
FAN AR IR . AR W8 Gk I 1 5% INCsHLS 126 [R5 28 M Jy R/ INAE G, 3
JRNIESARAR 11917 BObkE . HERTAR . RKEE. BAATFAE S R HETE AN+ 5 R AR
B6497 WP, 1ZEER GRS R TR O/ i B IR, R TN B O
BT R .

RIE: E M

BATH B : 2022-09-02

R

http://agri. ckcest. cn/file1/M00/03/43/CsgkOYfEwlGAITN AAnwM5RmxcE664. pdf
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