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1. o RN BBk R H Fr 845 B A K i e S5 R A IFF R T
KR WY& AL

f&ifr: 12H6H, (DNAWFFT (DNA Research) ) fEZR A 3% T 3 K 4L B B84 HH BB 70,
BN Chromosome—scale Amaranthus tricolor genome provides insights into the
evolution of the genus Amaranthus and the mechanism of betalain biosynthesis”.
AT IR % T WG AR 25 B AH, AT 1 D0 SEAE T JE A Hh ()i AL T,
FHRIT T 0 T T B R A S L o BT 78 SRR HES D82 1) 431 & Bk
R, JEA BT RE R A SRR R NATR BHE, e EAEN
RN S ZM M3, & SER. T RAMETTREEFRBr. kBT A
TH R @A LbersiallJ@, A2 AHIEF, BRAER WM XAEEREsh, RIS
WU R ZMFEREY) . FETEAEFE LA CRENE ) A (HRARTL) SH TN
L ALA BT, “NHADE, HeE, B, AR MRX SR A R S, T
PAEXFIE NG LN S i (D) —3C. A 08 @) n] AR & 7 A B
T BRI ZR B D0 = K2R, TR M2 2 B 0a AR, TSR A2 i€ 0 1) =1 24K
2, R DA T D AL A% B D AR o AT T8 A AT R D1 6 2k DR 2 2 s i D ) 1 A 2k [T 4
TN TS sk Z F N AU R H, F8 T s Py LA 7T . A0 5TiE
¥4 PacBio HiFi. Oxford Nanopore ultra—longfIHi-ClllFHiA, mINAHIEH T 0
KGOMRI NS H R . H R4 B HE IR/ 520 Mb, Contig N504906 Kb,
HoA199. 58% I T HIME B A AE LT ok Ye ik b, RS 3] 127, 813N R LI g ts FE A o it %
RRFLLAE 73BT R 93 5 B HE KT, ASHIE 78 HE I 005 5 R 2 R 29 4E 2700 15 A i R AR — a3
IR B F, SR TR AAE TR ST LR e . 20005 & F KER
HKE, CAPeRm TV RAREMmEnT (Ehr: GB 1886.110—2015) . HT AT
A R ER B U R AE AR BRI, T RAR AN B, IR m R 3R A& ik
R BAAREER N WA 2RI, K e s & 0EEs, mak ki
WRR T EIRC AR T HREH A O SEMR tAR o 2 HE N4, AL T 40
TSR I B Cont 1 g /KRR, #8717 W RRBE A  [R) (R B R0 25 00 A48 5, R] I, B
TANEBU I By (R R oK 22 5 . BRRIFRIA 22 7 40 AT R WIDODA a 1#EZL (it v s
Kk, MAESR A A RIARAK, T RS AL R R IA 2 7 i B 35 3R A, Rt
BBV DS R B A h R HE RV E ] o 1 — B0 0 R ISR 3R 1 i G B R K]
DODA a 1AICYP76AD a 1/E LI PRI AL ) 165 Gty A ) [R]— MR FMHSR S5 #3E0 (TADD
XS HRRE M AU & S B K. ABFFLE KA e T 0 g ik g0 25 2L
A, it 1 DESAE DR AL AT, TS T S R AR S LR SR A TR A
filto BEAh, WSRTIEE & M EMAGUR K, Hob M & AL gt LokUE T & NS T S
W, LA AT L [ 5 o i R (%) DI 208, [T ERF 2 P i il 5 FAT 3 3 7R AN A o ot P B 2 B O
TTTH0 B e B B0 B S PR BRE 2 IR 5T, T8 e AN R R 2 A, WAl R A 1R
SERARTER, BAEENERITINE. SR EEE VA B A 25 E 73, N
TS B M R AT AT IR A 1 R SR . BRI A i A AR L A A
VPR N SCE LRSS — 1R, BB S S CEIBWES, R3] 7 b EAOL R
Bt 4 G 4 i R L A B R CREBE RE H 60 B TR MR YT OE Ak e = e
( ZDSYS20141118170111640 > B 32 # . J& X B &
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2. PERKIK/PDZHFLFREHBE ST R LK E AL

s T H, Hp E RO K2 2522 B /N 22 S5 20 5 55 [ gl 0 = K2 22 a0 A
SINBHRSALE (HEYZHH)  (The Plant Cell) ZeEAELREFB N “ K1) H IR 7
Z 5 MR 2K EA R (Natural variation in CRABS CLAW contributes to
fruit length divergence in cucumber) [IWFFEIE . %M 7T I B 78 B A Th BERITF
FURRHNT T ¥ INYABBY 5% Jt % % [K - F-CRABS  CLAW (CsCRC) 455 8% JIU SR K A8 S (1 43 AL o
TR R T T B AN AL SR 0 B LR 2R, R X A AN [E] T3 28 2 38 I 1Y) =2 4
Fro AFEERAGE RS KEZRELR (5760 cn) , BUERREE, RECH —LLiH
32 5 DR R 52 i i JTC SR S BE R QTL s 3, (B0 38 ISR S BE 11 AR AR 7 S L 701 TR 4% L
FAT o0 2 Erb o PR AT I 7T R BURSS. 272 S 3 JTCR KR [ £ 20QTL . AHIT 78R
LSRR R (NIL) W R SR AT B v, %5 e H ik 3 K 9 CRABS CLAW
(CsCRC) » CsCRCHE K 741 L AER SUSNP (G/A) RAFFH T FS5. 24 sS4 =7 7EHEAT
CsCRCANT 15 1 40 SR TR T &8 L PR] 2R £s5. 2-NILH, SRSk PR 17 34739%. 165453 2% )TV 5
WAL 5 22 FE I 23 BT A IR CsCRCARE AR AFAE T 740 K8 B % U SR g i M Hp, T B9 A TR
RS B N34 CsCRCGAE Ao - H, 7E B IAS [R] SRS BE (1) B AR B 1 CsCRCGH: (R ) 3%
S RK B IR, RIS LA, 7ELs5. 2-NILH () CsCRCGIE ik [Rl #halds 5
TERR LK R IEAL R ) CsCRCG-RNATIRES,  HJ9IF B CsCROGE 3 5 1 SR Sz 4 A Fr) K /N i3k 1T
TE R B SR SR . gk — 43 i 28 19 -DNA BAR IR B % FCSCRCG (T AN & CsCRCA) 1] LA
HE A IR ML IE R CsARPT (Auxin response protein) [JFRIA, FHRiFRFRA A
Csarpl FEURSLAMIAR /N, RLKEREFELR. ik, A5 BCsCROGHE X H T iif
HEFE PRI CsARP 12 [R] 1) A Sy 1 1] 7 1 240 PR 1 DR A SR S, a0 0 45 AN A R K 3
JIGHT SRR RS B IR AL T MBS TR A . A [ AR R 5 2 R R AEAR (B R
TN E R o BB KSR 2 s i 5% B (stER T 75 R R}
FoRE) A ELO R s xR G R T35 B Aol K22 R BRI K
AR AR A ORI SR RIS — B3 o B O R Sk /N 22 2082 5 95 [ B e = K2
21t 38D 438 535 28 BE R R R SL RE R . % TAER R T X B AR5 4. W
W EEIRNA L TR AA T H LA 1115] F 3 I H 5% 3.
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http://news. cau. edu. cn/art/2022/11/28/art 8769 892723. html
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1. Fine mapping of CscpFtsY, a gene conferring the yellow leaf
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phenotype in cucumber (Cucumis sativus L.) (3K (38)RCucumis
sativus L.) FEMH-FREFE K CscpFtsYHIAE L EAL)

fij4: BackgroundLeaf color mutants are ideal materials to study pigment metabolism and
photosynthesis. Leaf color variations are mainly affected by chlorophylls (Chls) and
carotenoid contents and chloroplast development in higher plants. However, the regulation of
chlorophyll metabolism remains poorly understood in many plant species. The chloroplast
signal-recognition particle system is responsible for the insertion of the light-harvesting
chlorophyll a/b proteins (LHCPs) to thylakoid membranes, which controls the chloroplast
development as well as the regulation of Chls biosynthesis post-translationally in higher
plants.ResultsIn this study, the yellow leaf cucumber mutant, named yl, was found in an
EMS-induced mutant library, which exhibited a significantly reduced chlorophyll content,
abnormal chloroplast ultrastructure and decreased photosynthetic capacity. Genetic analysis
demonstrated that the phenotype of yl was controlled by a recessive nuclear gene. Using
BSA-seq technology combined with the map-based cloning method, we narrowed the locus
to a 100 kb interval in chromosome 3. Linkage analysis and allelism test validated the
candidate SNP residing in CsaV3_3G009150 encoding one homolog of chloroplast
signal-recognition particle (cpSRP) receptor in Arabidopsis, cpFtsY, could be responsible for
the yellow leaf phenotype of yl. The relative expression of CscpFtsY was significantly
down-regulated in different organs except for the stem, of yl compared with that in the wild
type (WT). Subcellular localization result showed that CscpFtsY located in the chloroplasts
of mesophyll cells.ConclusionsThe yl mutant displayed Chls-deficient, impaired chloroplast
ultrastructure with intermittent grana stacks and significantly decreased photosynthetic
capacity. The isolation of CscpFtsY in cucumber could accelerate the progress on chloroplast
development by cpSRP-dependant LHCP delivery system and regulation of Chls biosynthesis
in a post-translational

J¥%: BMC Plant Biology

RATH#:2022-11-06

AR
http://agri. ckcest. cn/filel/M00/10/18/Csgk0G0iu6iAPTRIAIzx] j3yos572. pdf

2. A Comparative Characterization and Expression Profiling
Analysis of Fructokinase and Fructokinase-like Genes: Exploring
Their Roles in Cucumber Development and Chlorophyli

Biosynthesis (OB SUEE AN SRPE BB A 25 X ) EL RPN SR IE 3 20 A -
RRENERIVKEMH SRR EYE R RIER)

% 4 : Fructokinase (FRK) and fructokinase-like (FLN), belonging to the
phosphofructokinase B type subfamily, share substantial sequence similarity, and are crucial
in various plant physiological processes. However, there is limited information regarding
what functionally differentiates plant FRKs from FLNs. Here, a total of three CsFRKs and
two CsFLNs were identified from the cucumber genome. Their significant difference lay in
the structure of their G/AXGD motif, which existed as GAGD in CsFRKSs, but as G/ASGD in
CsFLNs. Comparative phylogenetic analysis classified CsFRKs and CsFLNs into five
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sub-branches consistent with their quite different exon/intron organizations. Both
transcriptome data and RT-gPCR analyses revealed that CsSFRK3 was the most active gene,
with the highest expression in the majority of tissues tested. Moreover, the expression levels
of two putative plastidic genes, CsFRK1 and CsFLNZ2, were significantly positively
associated with chlorophyll accumulation in the chlorophyll-reduced cucumber mutant.
Briefly, both CsFRK and CsFLN genes were involved in the development of sink tissues,
especially CsFRK3. CsFRK1 and CsFLN2 were recognized as candidates in the chlorophyll
biosynthesis pathway of cucumber. These results would greatly assist in further investigation
on functional characterization of FRKs and FLNSs, especially in the development and
chlorophyll biosynthesis of cucumber.

SR¥E: International Journal of Molecular Sciences

RATH#:2022-06-22

AR

http://agri. ckcest. cn/filel/M00/03/46/Csgk0Yf5cEGAcoCOAC6xMIBGgvo934. pdf
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http://agri. ckcest. cn/filel/M00/03/46/Csgk0Yf5cvSAX8 jeABBMPcELZ30549. pdf

2. ZEFEMARECCILSIE R S5 mSEHE K& H M H

fBifr: REAAT T 2 EHRECCTLS 1 A S5 gmhgBE R K N o A% B 1) 5L 50 E B,
% R CeTLS L IR R R I » JIT45 21 1) 22 35 0 110 B i o SR AR A4 A 3 T 3 A TR PR AE 3
JRI Py o8 R TEITAR R R/« 22 4 10 PR i B SR AR AR 1) 1 22 A A W A T B AR T %2
IR 2 70 R PR S AR AR A G W K B P P AR T B AR R 2 R . R
B 22 F2 W 10 B R S AR AR Ce TLS 1 A R () ik 2K ] 3 B 22 3 s A 11 0 2 JTVAR S RE T 1 R 1%
A B TR R Ce TLS 135 [R J H: 187 FH 7 8 TR AR £ et x5 1 977 428 077 T AR B 2
RIR: fEfEmM
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http://agri. ckcest. cn/filel/M00/10/18/Csgk0G0ivgWAaN6gAA-QTmXrDww566. pdf
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