«® (NMT JEIR) HP9m

BlHHLIE

BIFHNLIE

RIFVIEE R R R MM IRE TR Z A I

L
1 ek NIT PEMEEe R, Jb5T, R[E, 100080

AR AAEYARYE AT R AL AN, Ak AR B ARAE I e 12 <5 Jm e ) B SR AN
XTI R R R AL AR, BRI B ) < AR R R BT, AR S
A (NMT) A LU I (A /K AR R s S A B3R 7 da €™y Pb™, Cu™ [, fRRRIK
e B < B TR, R EERR A Feia R ), Hb MRy me R R, )z,
MR AR R 7 ARG, AR B R s AR, o By R AR D

Kgia: ARROIINEOR; HEJE; 155 RIEY)

185=

FE P - m Vs Y, R
Guit, FEFH L E SR VT MR N
16.67% Fo A7, 45 e H W 3 [ B b = 5 )& i
LT AR GRS R 16 i MRS =
R4 E AL, FRE B AR 19.18
¢ 8, WULAT A, 4P S R v gL i
2R 3.2 40w, 4. 4. dle BB LM
HeEimionxs, K, \m ek
25.20%, %) 0.8 A¢m #3852 2] 7 4RI5 4L,
T 3K L 52 )5 G B H BT 7= HE B B8
JRREE, 20k NARI (i e r= A = fe 5 . Bl
HREA MR H AR E, —SEY. &5
. JNRSE O AR BRI R, Xt
TR AR . 4. SIS E SRSt R
MRS, bk, BRI RN EESEG
IR BB BUS, B A B 2 4.
B, HErsbaT DR sisg. RRE
PR REL H A WU FL R WA B 4 S V5 Gt F AR T
Ji ik

2 FHiERIE

2.1 FAE
FE DI INEAR (NMT)

2.2 M RE
NMT 57 AR AT DA B 324 I 37k 4 A R TR A
TP ESREGRYIR (R B 5D RE

2.3 FIENRE
AU A RE PR I AT B < S ¥ et R (A
By D U EAE A LRI e

Wk H A 2023-4-2
* JEIAME# E-mail: mayue@nmtia.org.cn
Hi%: 18501056738

63



“B (NMT @R 5Py

GHHLIE

2.4 FEMRSE

(1) M wm: LR, kA FE
2 IR FE, WUAT LAgEAT A I

(2) KR #E %] BLik 3 pico mole
(10™)

(3) FEAERM: Al PR AT DAASE 0L 4 35 rp
& B UK

(4) 3%k SRR shatail,
AJ DASEI 22 A A [ 24 0 5

3 A=A

L PRI IER R SR am ARk REE T

di A H18 (4R U BE /0 5 dl R 169 A L 22
B

(a)

=

H18  L69
L | _—
g b @ 0
% . : L q
:
0 300 600 900 1200pm = -10
o ! i i : o E
5
& s 2
8 -2 L]
2 =
[ o -30
E -40 3
g ki
", Z 4

2]
=3

Time (min)
1 2 3 4 5 6 L8
T T T T T T T

e
©
©

10 "
T 1

-20
L aitads Lt L VPRI
=30 ey

-40

_50 M

-60 — H18
£ — 169

Net Cd?* flux (pmollcm?/s)

Bl:  Ca) b HI8 F P L69 HR AN [F)HAL B i ik
Jixtl

(b) b H18 M1l L69 7E B B4 AR 7 0 3% 300um
hiE, RS IICRE 7R E

(c) fhFf HI8 A Fl L69 10min P 2448 B 5 MR Ui
fiE 1%t b

4. ZFFCHR

[1] Feng J, JiaW, Lv S, et al. Comparative
transcriptome combined with morpho-
physiological analyses revealed key factors
for differential cadmium accumulation in two
contrasting sweet sorghum genotypes|[J]. Plant
Biotechnology Journal, 2018.

[2] Bza B, Jie M, Fc A, et al. Mechanisms
underlying silicon-dependent metal tolerance in
the marine diatom Phaeodactylum tricornutum
- ScienceDirect[J]. Environmental Pollution,
262.

[3] Han X , Zhang Y, Yu M , et al.
Transporters and ascorbate—glutathione
metabolism for differential cadmium
accumulation and tolerance in two contrasting
willow genotypes|[J]. Tree Physiology, 2020.
[4] Feng J, Jia W, Lv S, Bao H, Miao F, Zhang
X, Wang J, LiJ, Li D, Zhu C, Li S, Li Y.
Comparative transcriptome combined with
morpho-physiological analyses revealed key
factors for differential cadmium accumulation
in two contrasting sweet sorghum genotypes.
Plant Biotechnol J. 2018 Feb;16(2):558-571.
doi: 10.1111/pbi.12795. Epub 2017 Aug 3.
PMID: 28703450; PMCID: PMC5787832.

[5] YRR . 452455 B0l 45 R —2022[J].NMT
I ,2022(01):11-17.

CHAES: FETT)





