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1. PRERFIERERAR KA E N GHERA, HRAETEER
A A BEAL L]
i “ligg, A, M, G0” , FMMEH (CREHNH) B —A) HARE A .
*IH (Angelica sinensis) , #&N “IX%y” , BAFEBpEME. $MNLE. HZ
1L 2 Thak. 75 (25 24fE ) rhc#E “ R TR IR I, (FIMSA R, %4 <287,
MM AENY), EF R, EAMIRIE “PUWiE 7 )ER Va2 E .
I H A E AR ML R g DR 2H BT IR AL 2 s SE R T N TR Y R 2
YGRS 2 B R 5, RRATARE T 2GR R R, SRR AL
AL TR LA, HER T B AN I B R — A RIS A AL o AH SR
TR ERE (EYZ<E (The Plant Journal) ) _E. #FF A\ GF FHHiFifHI-CEA
TERE T VA 14 R R AH I e A ZH 2, 20 e 15 21 R [RI 2H K /N 2. 37 Gb(Contig N50JH25. 42
Mb) , L5808, 6%, ILVEREASEI43, 202N KEK . BFIL R I 4 I 5 TR RHE MK
KREAE2, TIOFTFRIRAE SN, FHE T — IO WARMREA e BN S k. Bt A i
T I RV A i 2 RART A 43 BT, 0 24 A 17 B W 35 RO IR B L S R - AT A
Jiii%E T 2 U0 R A A ORI ) SRR R . AR T AE BRI COSY, 2R 7
CEATRINES” HAIAR R ()5 3 P FNACFIMYBES . L 45 B AE T E RIS &
AL TR RS, JEIMIE B R A Y RS HE ST SR BR 25 N B4 T R . iR
WA G R RIEY T P EBE AN MR RN SR EFRGE. ZR LR
G T 7RI R S U AR T IR # B preny 1 transferase (PT) FMyHEALDI . 18
I 43 BT PTIE R A 25 A A7 81 0t 1 R (09 A0 g 5, [ B PTIRE [ 2 2 FAO AR TRD RO LAY, 2 B
R RS RETERN, 2R ZHRA GRS 3L . %R 5045 Bk 7 5 2
B AR T AR R AL B AL T B T LA o 2 IR A By AT S 5 R S v K AT
TR R SCHEHAER « 18- A SR A 1 5 2RO SO R 28— 1B . &0t
FAGF] T EH K E A RS K BRI (2020YFA0907900) « [ 5 SR B34 (32070242) |
YN R TR (KQTD2016113010482651) « RIINTT A HT X FH: Q18T 5 7= Wb K& & ik
4 (RC201901-05, PT201901-19) . FEH L j5RIZE 4 (2020M672904) « |7 4R 4 Fa il 2
MO E ORE RF o O 4 (2020A1515110912) ) X K . RO B B .
https://onlinelibrary. wiley. com/doi/10. 1111/tpj. 16007
R MLk B A b 5 (R 4H9F 55 B
AT HI:2022-11-15
AR
https://agis. caas. cn/xwzx/kyjz/9fac97216e4d4476ae3dece9d3ba8dab. htm

2. BEFRROV R 28 75 THT 3 25 Tk B PR 2 R T 42 o 4%

i LLHTH, el K2z B P& 4915 B HIBAEGenome Biology k3R T
N “Comprehensive transcriptional variability analysis reveals gene networks
regulating seed oil content of Brassica napus” HIWFFIE . ZHT AL IR T
TSRAP TR B I e s 412 e P I, SRS S LA 2 21 SR B ST AT T ek
B SRR B, ORGSR 2 AR A BRI SR AL 1A 5 BRI RIA T
PEAERE ) F AN T B R 28 QB LA P o 84 A8 S AT DA ek 5 e i PR 358 1 1
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BHYEIRE, RIEBEMRA AT (eQTL) BF 7087 FE R 21 A% 55 AL (R SRk MR B R ko,
TEAFATAELA) PR 110 2 B 66 R AR 48 DX 26 5 THI 4 1 B AR P o AR AR 2 s 2 500 o A b it
FEAR S 3R IBEES T GE . s eQTLIGMENT AT LATE B2 90 S B R 45 R 7, A A i 2L 1A
VAT . W T 258, eQTLH AT DAFE B AR AT P 34 D4 20 [ A5 R AE o« H i Y v = &
A EEERHEMEY), e TSR AN EENE M Bire —. e RN
M, FERIZE 14y 5 4%, 2 LR 1 o B RN 425 0 4% FEATT TE IR B AR SR 78 T Bk ik o 10T
FXTFFAE G205 (20 DAF) F140K (40 DAF) AN & B BRI SERh T 10 % 240 S 34T
T AT AT IR B T A RS . #E20 DAFAI40 DAFZ) SAG I $]79, 6054176, 713/ ik
(3L R BA K53, 7591153, 550 NS #1eQTL (1) o B IRIEMSE 4 eQTLAIGL 457 7] [
PEARSE G, RIS AEAR LRI 52 B local eQTLI RS BB A7 A8 7] 1 4 5 ROk &
B, REFRIH TH R R R SRR i A e 2 A A A2 40 T s R 2B 2 ) 3K 3l A 7 7 A~ 1 1
VAT o eQTLA T A I BT 22 435 A KR 40 IV 5 DR 4L ) s A T 42 AR A S Y05 22 {35 R S B [T 2 )
[EYREL RN (HGPs) FRIAFFESEHE 132 1 B o AW AR I =2 An V3 (K 4 AB X T-Cn
WK, B o =5 (A8 A 5 = (R eQTL A A 35 B o WL R 4 A Eb e o i B, [0
FEIX AR %, AERERR o B M RA P . Bhah, ABFF S E T 1417034
ReQTL, FFHAEAIGL R i T —ANR2m S s SR AT, 69, 73%(1) & fE 4%
SRR T 25 R R eQTL 5% 3 s L8 67 o D T 3t — 2D 0 2z 4 skt mp s 5 el 220 11
SR N AL NS, %S T 856 1NRNA-seq 159 MATAC-seq B SE M 2 T
XGBoostMBasen jifAL, M IFI0AE 1 % s K7 NACT3MISCL31 /2 15 V1 & 1) 1F [v) 11 4% [
T EMFICATHRAE THEER B R 1L R I ERAE, FFAE T M SEeQTLAE F . &

PRANTRTE S R R S T, IR s T E R AR N 4 . BE A R 2K
TNV I RN A FR A3 S i 7 SRR AN 3= 5 BsAL BE U, o & i B I R 42
P FIRARYE o S RO R B AR g A o4 R 4 [ HE s S = 1o AR TR B M 2R SR
—AEF, BREE . R EE AN B R R SCE AR . B EE R KF Rod
Snowdon#(#% MlAgnieszka Golicz{®t:, MR il % . kit m| 2z g b
VR R EZE TR AR EZXRNETER 2 EE. BRXARRPEET
FERE A ANt L SR = ORI E B

KR LR E R F AR S B
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http://news. hzau. edu. cn/2022/1109/65044. shtml

3. WHRBNWRZFEARRE. RKEIRA & DUEYIDNA L F FAY (i
T L

Hifr: DNAFBEAL @ — P EE B R AL 22481, 7EMEY). WA ) 2 /210, &
S5 2R RE . FE DR 4 B AR A DNA 4k 7K P AN B R F-DNA FR 54 1) 328 37 Fi 4
FF, 10 HEGRTDNAZ: AU AR S o %5 7 i (I DNA 25 HR A 8 7% DT 6] 488 7~ 225 R 41 DNA
H AL KPR L 2 DG B JIPB it HAEZR KR T IR RN A Gl . R
YRR ZH 5 A “DEMETHYLATION REGULATOR 1 regulates DNA demethylation of the
nuclear and mitochondrial genomes ” 1T 1 S TV 7 'S
(https://doi. org/10. 1111/ jipb. 13386) o iZHFF &K T —ANHTFIDNA DS FE AL 185
[AFDEMR1, DEMRIAMY 215 4% 3k R 4 R 28 s 4 35 DR ZHDNA ) 2 FE Ak, 1 HAEREYI K B
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A8 S B P B AR . ) P CHOP-PCRE AAG M 32 1 A7 £ F) F A AP I H 3t T
A FE DR 2H B AR IR A SR N B, i demr 1 9 A8 44 4= 35 K] ZH DNA Y 346 7K~ B I8 T
o VRPN AIR SN SEEGHIE BHDEMR 1 L 422 5 DNA 2 FE AL g OCH FE [(RIROS 1B B 456, demrl
FAFARHROS 1 BE K5 317 IRIDNA H 240 7K S BT 2B R BEAER 1 60%, ROST (1) #% 567K - I 35 %
Ko demr 1 AR Z140% 1) /5 B 25 57 AL X 38, (hyper—-DMRs) [RIFEAEAE T ros1 EAR{A
8% 7 AT R BADEMRI/E FHT-ROST b3, 7211 R AN &) v i B B IE T 15 ABAfS 5
BBk, DEMR1ZIRE I Rk 2 S B 2R AR SE K ZHDNA FE BE A /K SFTh f5r, ZRPIARSE R 32 4. I
2, MR, DEMRLAE —NHT IAZ% 3 D] 25 RN 2 R 4 22 (R ZH DNA ) 2 FR A 1 45 1A 5
Z 5K KBS N AR AR AR R 52 AR B 2 2 ot it 9 2
AL A A B2 ST T I 5 8 R e SO R B — AR5, R R B A R K B s
WWEE . M REE 7B ARSI,

RIR: LR R R B

KA B :2022-10-20

Eo9'&: 73

http://life. sdau. edu. cn/2022/1020/c2448a210387/page. htm

> Rk
1. Assessment of the Real-Time PCR Method Claiming to be Specific
for Detection and Quantification of the First ommercialised
Genome-Edited Plant (X F x5 88 — AN Mk A2 R A Sm g i AT
IR T8 B 1) SERFPCRT VA I PRAL)
f%i4T: A real-time PCR method was recently published with a claim to be specific for the
detection and identification of some genome-edited oilseed rape (OSR) lines commercialised
in North America. The method was designed to detect a single base mutation in the AHAS1C
gene, which confers herbicide tolerance. The authors claim that the method is event-specific
for the genome-edited OSR line 5715 and fulfils all requirements for GMO analytical
methods according to EU regulations. We have thoroughly assessed the method in relation to
the minimum performance requirements (MPR) established by the European Network of
GMO Laboratories (ENGL). The method was found to be sufficiently sensitive and robust
when tested with pure genomic DNA of the OSR line 40 K. However, our results show that
the method is not event-specific and detects also OSR lines carrying the same point mutation
caused by somaclonal variation. Moreover, impaired robustness was observed using
non-modified genomic DNA at the amount specified in the original protocol. Significant
non-specific PCR amplifications with PCR products as non-target template DNA and with
genomic DNA from numerous OSR varieties as well as from wild radish were found by three
ISO/IEC 17025 accredited reference laboratories in tests using different master mixes and
PCR cycler models. The assessment shows that the method does not meet the MPR for
gualitative PCR methods and therefore is not fit-for-purpose for official controls of
genetically modified products in the EU. Suggestions are provided for conditions under
which analytical methods for genome-edited organisms should be validated.
Sk¥E: Food Analytical Methods
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http://agri. ckcest. cn/filel/M00/03/44/CsgkOYfTPLeAYzEVADftL20RWAI714. pdf

2. GREPore-seq: A robust workflow to detect changes after gene
editing through long-range PCR and nanopore

sequencing (GREPore-seq: 833K FE BEPCRAIGKFLI 715 22 5 S
BRRICKRRETERE)

fij41: To achieve the enormous potential of gene-editing technology in clinical therapies, one
needs to evaluate both the on-target efficiency and unintended editing consequences
comprehensively. However, there is a lack of a pipelined, large-scale, and economical
workflow for detecting genome editing outcomes, in particular insertion or deletion of a large
fragment. Here, we describe an approach for efficient and accurate detection of multiple
genetic changes after CRISPR/Cas9 editing by pooled nanopore sequencing of barcoded
long-range PCR products. Recognizing the high error rates of Oxford nanopore sequencing,
we developed a novel pipeline to capture the barcoded sequences by grepping reads of
nanopore amplicon sequencing (GREPore-seq). GREPore-seq can assess nonhomologous
end-joining (NHEJ)-mediated double-stranded oligodeoxynucleotide (dsODN) insertions
with comparable accuracy to Illumina next-generation sequencing (NGS). GREPore-seq also
reveals a full spectrum of homology-directed repair (HDR)-mediated large gene knock-in,
correlating well with the fluorescence-activated cell sorting (FACS) analysis results. Of note,
we discovered low-level fragmented and full-length plasmid backbone insertion at the
CRISPR cutting site. Therefore, we have established a practical workflow to evaluate various
genetic changes, including quantifying insertions of short dsODNSs, knock-ins of long pieces,
plasmid insertions, and large fragment deletions after CRISPR editing. GREPore-seq is freely
available at GitHub (https://github.com/lisiang/GREPore-seq) and the National Genomics
Data Center (NGDC) BioCode

HKJR: Genomics,Proteomics & Bioinformatics
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fEifr: BEHE T —FhE A P B R ) SRAS A B TR I CC8 122 1 B AT AR 1 BAG AR Y i
RS AR L R B TR, PRt 7 AR B B T I B 7 158 e AN FH 7
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