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Abstract: Rice (Oryza sativa L.) is among the most vital cereal crops in China, and its yield has a
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direct bearing on national food security. Saline-alkali combined stress significantly negatively
impacts the growth and development of rice, leading to reductions in key yield components such as
the number of effective panicles, 1 000-grain weight, and milled rice rate. With the increasing
proportion of saline-alkaline land and continual reduction of arable land, rice cultivation and
production face severe challenges. As China ranks third globally in saline-alkali soil distribution,
enhancing the saline-alkali tolerance of rice and ameliorating saline-alkaline land hold significant
importance for ensuring national food security. Significant advances have been achieved in the
research on saline-alkali tolerance of rice in recent years, this review synthesizes molecular
mechanisms underlying the saline-alkali tolerance of rice, encompassing osmoregulation, plant
hormonal regulation, reactive oxygen species scavenging, photosynthesis, and stomatal regulation.
Concurrently, we examine genetic enhancement approaches for saline-alkali tolerance in rice and
discuss persistent challenges and future research trajectories. This work aims to advance both
fundamental research and practical applications of saline-alkali tolerant rice.

Keywords: rice; saline-alkali stress; molecular mechanism; genetic improvement; quantitative trait
locus (QTL) mapping
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Figure 1 Mechanism of rice osmotic regulation. A: SOS1 reduces the accumulation of Na' in cells by
transporting Na". SOS1: Salt overly sensitive 1. B: The synergistic effect of HKT and AKT helps maintain
intracellular Na'/K" balance. HKT: High-affinity potassium transporter; AKT: Arabidopsis K' transporter. C:
AQP helps transport water molecules into cells and eliminate excess reactive oxygen species within the cells.
AQP: Aquaporin protein; ROS: Reactive oxygen species. D: The Ca’" dependent protein kinase signaling
pathway mediates the efflux of Na' from cells. CBL: Calcineurin b-like protein; CIPK: CBL-interacting protein
kinase. E: NHX1 isolates Na" in vacuoles to help regulate ion balance. NHX1: Sodium hydrogen exchanger 1.
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Figure 2 The clearance mechanism of hydrogen peroxide under salt alkali stress. A: PC1 negatively regulates
the steady state of HO,. PC1: Phosphatase of catalase 1; CatC: Catalase C; H,O,: Hydrogen peroxide. B: STRK1
mediated clearance of H,O,. STRKI1: Salt tolerance receptor-like cytoplasmic kinasel. C: Glutathione cycle
clears H,O,. APX: Ascorbate peroxidase; MDHA: Monodehydroascorbate radical; DHAR: Dehydroascorbate
reductase; ASA: Ascorbic acid; GSSG: Oxidized glutathione; GR: Glutathione reductase; GSH: Glutathione. D:
PIP2s controls H,O, output. PIP2s: Hydrogen peroxide output protein.
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Figure 3 Hormone network coordinated regulation to cope with salt alkali stress. A: ABA scavenges
intracellular reactive oxygen species through its signaling pathway, maintaining ion balance and cell homeostasis.
ABA: Abscisic acid; PYR/PYL/RCAR: Abscisic acid receptor protein; PP2C: Protein phosphatase 2C; SnRK2:
SNF1-related protein kinase 2; ABRE: ABA responsive element; AREB/ABF: ABA responsive element binding
factor; SLACI: Slow anion channel-associated 1; ALMT12: Aluminum-activated malate transporter 12; ACC: 1-
aminocyclopropane- 1-carboxylic acid; TZ: Trans-zeatin. B: OsMAD25 affects the salt and alkaline tolerance of
rice by regulating the content of IAA. IAA: Indo-3-acetic acid. C: ETH negatively regulated rice salt tolerance by
up regulating the expression of its response genes. ETH: Ethylene. D: BR alleviates ion toxicity by regulating the
expression of Na'/H" antiporter genes. BR: Brassinolide; MDA: Malondialdehyde. E: SL helps rice alleviate
oxidative stress. SL: Strigolactone; SOD: Superoxide dismutase; Pro: Proline. F: MT can improve salt tolerance
by up regulating the expression of salt stress response genes. MT: Melatonin; ROS: Reactive oxygen species.
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1B L] OsCu/Zn-SOD 3 T ik MR TEEL 55
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Table 1 Important genes related to salt-alkali tolerance traits in rice

Gene family Gene name  Gene ID Function References
Glutamine OsGS?2 LOC Overexpression enhances the tolerance of transgenic rice [55]
synthetase gene Os04g56400 seedlings to osmotic and salt stress, showing improved
family photosynthetic performance and agronomic traits during the
reproductive stage, as well as increased tolerance to
photooxidative stress
Glutamine 0sGS1;1 LOC Encodes cytosolic glutamine synthetase, affecting rice growth rate  [55]
synthetase gene 0s02¢50240 and grain filling; co-overexpression with OsGS2 enhances
family seedling tolerance to osmotic and salt stress, improves
photosynthetic performance and agronomic traits during the
reproductive stage, increases nitrogen use efficiency, influences
sugar metabolism, and improves rice quality
Sodium ion OsHKTI;5 LOC_ Encodes a sodium ion transporter expressed exclusively in the [56]
transporter gene Os01g20160 vascular bundle, mainly in the parenchyma cells around the xylem
family vessels; its expression is regulated by a transcriptional complex,
transporting Na* from the xylem to the xylem parenchyma cells,
preventing excessive Na* accumulation in the shoots, thereby
responding to salt stress
Sodium ion OsHKT2;1 LOC_ Encodes a high-affinity Na* transporter, whose expression is [57]
transporter gene Os06g48810 regulated by the OsPRR73 protein, reducing Na* uptake at
family specific times to avoid excessive Na* accumulation, thereby
regulating rice salt tolerance
Sodium ion OsHKTI1;4 LOC During the reproductive growth stage under salt stress, OsHKT1;4 [58]
transporter gene Os04g51830 is responsible for xylem Na* unloading, mediating Na* transport
family in the stem, and facilitating Na* excretion from the leaves
Zinc finger protein OsZFP15  LOC_ Accelerates seed germination through abscisic acid (ABA) [59]
gene family Os03g60570 catabolism, enhancing salt and drought tolerance in rice seedlings;
induced by ABA and various abiotic stresses, overexpression
reduces sensitivity to ABA, downregulates ABA-responsive gene
transcription levels, but increases Os4ABA8ox2 transcription,
improving salt and drought tolerance
Zinc finger protein ZFP252 LOC Enhances rice resistance to drought and salt stress; overexpression [60]
gene family Os12g39400 may regulate stress-related gene expression, induce the
accumulation of compatible osmolytes, and positively regulate the
expression of the E3 ubiquitin ligase gene OsRING ]
Zinc finger protein OsNCAla LOC_ Encodes a ring-type zinc finger protein localized in the nucleus [61]
gene family Os01g01420 and plasma membrane; expressed in all rice organs, strongly
induced by low temperature, ABA, salt, and drought;
overexpression upregulates OsP5CS expression, increases
intracellular proline content, and enhances transgenic rice
resistance to cold, salt, and drought
Zinc finger protein OsC3H47  LOC_ Overexpression of OsC3H47 significantly enhances drought and ~ [62]
gene family Os07g04580 salt tolerance in rice seedlings while reducing sensitivity to ABA
Zinc finger protein OsTZF1 LOC OsTZF1-0OX plants show improved resistance to high salt and [63]
gene family Os05g10670 drought stress, whereas OsTZF1-RNAI plants exhibit reduced
resistance
)
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(1)
Gene family Gene name  Gene ID Function References
Mitogen-activated OsMKK6 LOC Overexpression enhances salt stress resistance in transgenic rice;  [64]
protein kinase gene Os01g32660 when grown in high-salt solutions, transgenic seedlings show
family increased root and shoot length and weight, with less chlorophyll
degradation
Mitogen-activated OsMKK1 LOC Compared to wild-type, OsMKK I knockout mutants are more [65]
protein kinase gene Os06g05520 sensitive to salt stress; yeast two-hybrid experiments show that
family OsMKK1 strongly interacts with OsMPK4; OsMKK 1 and
OsMPK4 form a signaling pathway that regulates rice salt stress
resistance
Mitogen-activated OsMPK4 LOC Under salt stress, OsMPK4 interacts with the IPA1 protein, is [66]
protein kinase gene Os06g38950 activated, and phosphorylates the Thr180 site of IPA1, promoting
family its ubiquitination and degradation, reducing IPA1 protein levels,
and ultimately improving rice salt tolerance
Mitogen-activated OsMAPK6 LOC Under saline-alkali conditions, its expression is regulated,
protein kinase gene Os06g06090 participating in maintaining Na'/K* homeostasis and enhancing [67]
family saline-alkali tolerance; overexpression of OsMPKG6 significantly
improves saline-alkali tolerance, while knockout of OsMPK6
increases sensitivity
Mitogen-activated OsBBX17 LOC_ Under saline-alkali conditions, its expression is suppressed, [67]
protein kinase gene Os06g15330 interacting with OsMPKG6 to affect saline-alkali tolerance;
family knockout mutants show better saline-alkali tolerance, while
overexpression lines show the opposite
WRKY transcription OsWRKY28 LOC_ Belongs to the WRKY transcription factor Ila subfamily, directly ~ [68]
factor gene family Os06g44010 activating OsDREB1B expression by binding to its promoter,
positively regulating rice salt tolerance; induced by drought, low
temperature, salt, and ABA treatment, overexpression lines show
enhanced salt tolerance, while mutants are salt-sensitive
WRKY transcription OsWRKY50 LOC Acts as a transcriptional repressor, binding to the OsNCEDS [69]
factor gene family Os11g02540.1 promoter and inhibiting its transcription. Mediates ABA-
dependent seed germination and seedling growth, as well as ABA-
independent salt tolerance; overexpression lines show enhanced
salt tolerance and reduced sensitivity to ABA-regulated seed
germination and seedling establishment
WRKY transcription OsWRKY54 LOC_ Positively regulates rice salt tolerance; after salt treatment, loss of  [70]
factor gene family Os05g40080 function leads to increased Na' accumulation in shoots, decreased
K" content, altered Na'/K* balance, and increased sensitivity to
salt stress; regulates the expression of essential salt tolerance-
related genes such as OsNHX4 and OsHKT1,5 by directly binding
to the W-box motif in the OsHKT1,;5 promoter
bZIP transcription OsbZIP72  LOC Binds to the ABA-responsive element in the promoter region of [71]
factor gene family 0s09g28310 the high-affinity potassium transporter gene OsHKT1; 1 and
activates its expression, participating in the ABA signaling
pathway-mediated salt and drought tolerance pathways
bZIP transcription OsbZIP20  LOC Binds to the ABA responsive element (ABRE) element in the [72]
factor gene family 0s02g16680 OsNHXI1 promoter and induces its transcription, thereby
enhancing rice drought and salt stress resistance
(F2)
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Bk 1)
Gene family Gene name  Gene ID Function References
MYB transcription OsMYB106 LOC _ OsMYB106 forms a transcriptional complex with OsBAG4 and [73]
factor gene family 0s08g33660 OsSUVHT7 to regulate the expression of the major salt tolerance
gene OsHKT1I;5, activating OsHKT1;5 expression by recognizing
specific cis-elements
MYB transcription OsFLP LOC Involved in rice salt stress response; mutants are more sensitive to  [74]
factor gene family Os07g43420 salt stress, while overexpression lines show enhanced salt
tolerance; directly binds to the OsCDKBI, 1 promoter and
activates its expression; under salt stress, OsCDKB1; 1 expression
is suppressed in osflp mutants
MYB transcription OsMYBc LOC Binds to specific sequences in the OsHKT1, 1 promoter, [75]
factor gene family Os09g12770 upregulating OsHKT1; 1 expression and positively regulating rice
salt tolerance; under salt stress, OsHKT1,1 expression is
upregulated in overexpression lines, improving salt tolerance,
while OsHKT1;1 expression is downregulated in osmybc mutants,
reducing salt tolerance. OsMYBc can interact with the E3 ligase
OsMSRFP, leading to its degradation and subsequent suppression
of OsHKT1I, 1 expression
Other salt-alkali OsAPX1 LOC Reduces salt tolerance in rice seedlings by specifically inducing [76]
tolerance genes Os03g17690 the expression of respiratory burst oxidase homologs (OsRBOHs),
leading to increased reactive oxygen species (ROS) production
Other salt-alkali OsDMI3 LOC Influenced by NaHCO:s, increases expression and activity inrice  [77]
tolerance genes Os05g41090 roots, reducing Na* and H* uptake and promoting root elongation
under saline-alkali stress; upregulates the transcription of related
genes
Other salt-alkali OsPPa6 LOC Essential for enhancing rice alkali tolerance; mutants are affected  [78]
tolerance genes 0s02¢52940 in various aspects such as substance accumulation, growth,
development, and photosynthesis, with decreased chlorophyll
content under alkali stress
Other salt-alkali OsSAP6 LOC Positively regulates rice saline-alkali stress tolerance; [79]
tolerance genes 0s03g57890 overexpression lines show superior germination rate, growth, and
stress-related indicators compared to controls
Other salt-alkali SDG721 LOC Directly binds to the sodium ion transporter gene OsHKT1;5, [80]
tolerance genes Os01g11952 activating its expression and regulating saline-alkali stress
response; affects plant saline-alkali tolerance, ROS, yield, and
plant architecture
Other salt-alkali OsDSR3 LOC Positively regulates rice alkali stress tolerance; overexpression [81]
tolerance genes Os01g74370 lines show enhanced alkali tolerance, while knockout lines are
more sensitive
Other salt-alkali OsSAPK9  LOC Positively regulates rice salt tolerance and resistance to bacterial ~ [82]
tolerance genes Os12g39630 blight
Other salt-alkali OsARF18  LOC_ Possesses transcriptional repression activity, directly binds to the ~ [83]
tolerance genes Os06g47150 promoter of the asparagine synthetase gene OsAS1 and inhibits its
expression; loss of function leads to upregulated OsAS1 expression,
increased nitrogen use efficiency, reduced Na’/K* ratio, decreased
NHj accumulation, and improved plant salt tolerance and yield;
acts as a negative regulator of rice salt tolerance
)
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Bk 1)

Gene family Gene name

Gene ID

Function References

Other salt-alkali
tolerance genes

OsRLCK311

Other salt-alkali
tolerance genes

OsDil9-5

Other salt-alkali
tolerance genes

OsClo5

Other salt-alkali OsMLP423

tolerance genes

Other salt-alkali
tolerance genes

OsPIL14

Other salt-alkali
tolerance genes

OsGTy-2

Other salt-alkali
tolerance genes

ONAC045

LOC
Os11g06780

LOC_
0501973960

LOC
0s04g43200

LOC
Os04g39150
LOC
Os07g05010

LOC_
Os11g06410

LOC_
0511203370

OsRLCK311 interacts with OsPIP2; 1, regulating stomatal
responses to stress and playing a role in plant growth responses
under salt stress; overexpression in transgenic rice and

(84]

Arabidopsis enhances salt tolerance and significantly inhibits
ABA-mediated stomatal closure

Acts as a transcriptional repressor, interacting with OsClo5 to [85]
negatively affect the transcription of target genes OsUSP and

OsMST in rice seedlings under salt stress, negatively regulating

rice seedling salt tolerance

Acts as a transcriptional co-repressor, interacting with OsDi19-5
to negatively regulate rice seedling salt tolerance; enhances
hypersensitivity to ABA during rice germination, binds calcium

(86]

and phospholipids in vitro, and shows reduced and increased salt
stress tolerance in overexpression and mutant lines, respectively,
during germination and early seedling stages

Overexpression in transgenic rice increases sensitivity to ABA
and enhances tolerance to drought and salt stress

Salt treatment promotes its protein degradation, enhancing SLR1
protein stability; together with the SLR1 transcription module, it
integrates light and gibberellin signals to finely regulate rice
seedling growth under salt stress; overexpression promotes
mesocotyl elongation in the dark and improves seedling
emergence rate under salt stress in direct-seeded rice

Positively regulates rice adaptation to salt stress by regulating ion
transporter expression; overexpression lines show improved seed

(88]

germination rate, seedling growth, and survival under salt stress,
while knockout lines exhibit salt stress hypersensitivity; directly
binds to the promoters of the salt-induced transcription factor
OsRAV?2 and three ion transporter genes (OsHKT2; 1, OsNHX1,
and OsHKT1, 3), regulating their expression and maintaining Na*/
K* homeostasis under salt stress

Plays an important role in rice ABA signaling and salt tolerance;  [89]
loss of function reduces sensitivity to ABA, while overexpression
increases it; knockout leads to increased ROS accumulation in

roots and increased sensitivity to salt stress

ABA WYRE R B BA I P, e dE A
BT 2 W HE AT AR A T A 3% i g

A AIRE, AR B M L A R R AT A
HETURE BRI, AR R AR ED, xR

W OsTZFI1 i FR bR i 7 ik W A
TR A BT, T RNA FHRAE R e i
PEREAR,

22 2 AR H IS AR5 5 5 Sl te R
FEAE, S5 PRI B3 A e R R
OsMKK6 & [N A 7K e 5 Joiy 36 i 137 77 17 Ji B i1
Froifig, i35 OsMKKG (7K RETE B Eh v i
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MW X ER BB 38 A9 & B . OsMYB106 5
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AR AR ER ),

R 1 b 32 A ER B P SRS, KA
Wb A VF 2 AR N 2 5 7 X R BB 30 A4 i 17
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kg, R 4 50 R R 4999 kg, [
Xf BE AL Bl R R 12 50 1R 9.4%PN, T E 4R
AR B Y YT A8 T R A 5 %) K R R e A
55 HREA . CFERE 15 MAAARSA, il
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FAR, X eEsk 3 RAE A NaCl e R iy kK
SEHEAT T AT, i BE 22 A 5 KR R A DG
i B H ;. HE— 5 A, LOC Os12g25200
A RE UK RS A TR 1

4 FE R 21 S HK 53 BT (genome-wide association
studies, GWAS)J& — 58 A 77 1 % 58 PERAH A7
SRR JE PR AR S A I B F AR AR S0 ik
M TAEGE) QTL 415311, GWAS ARl % &
B ENAEE S WERMIRE L, AR e
FECHR R IE IR . Yu U OO0 i XK RS A
FhifE AT 3L RGBT, #E T 10 N5k
PERAA e B, IFiE— PSR T 24>
it £ A0 OG0 5L N, o AR g B SR L Y
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OsWRKY53 Fll % tith 22 54 |5 35 A 38 1 % T 05 6 1)
OsMKK10.2, 57/~ T /K F5 il 1L OsWRKY53-
OsMKK10.2 F1 OsWRKY53-OsHKTI; 5 & 5 tp i
o =S ) TE s e L S N 7 7 1 DS
GAWS $i AR Y th Z AT R BE R, 40 OsNHXT .
OsSOS1 45, "EATZEVE 15 20 R 2 v B Fn 4t
PR E A EREAE AN, Zhang 1Y
Wt XK FE ST GWAS 08T, %5 H 24 St
A B PE A OC By B R 2 A P (single
nucleotide polymorphism, SNP){i/ i, ; #t—LTiE
K UERfE T IE R LOC 0s01g45550 Fl LOC
050524770, "E A5 KA 8 % 309 A s 6 Bt AT
5%, S5 KREXTER R AR il gk 2L 0°)
HeT 306 GyoK AEFR BRI, DABE SO . AT
KB FAER A B F8 bR, UEAT 4 FE A 21 OC Kk
ST, FERGINE 44 A~ 551 N AR 2 DGR
D705, e 2 2 /> P T e o sk
K, 53564 qAT2 Fl qAT4., Mei 078 i
Join 38 FOGT BRASAE R 4387 1 428 A AS[FIK R A KL,
YE 90 A5 KA I B AHOC A7 s, i —20
T EAs 8 A PEAHSCHE LOC 0503208960,
LOC 0s01g12000, LOC Os03g60240. LOC Os
04g41410. LOC 0s09g25060. LOC Osl11g35350.
LOC Os12g13300, LOC Os12g09350, Li 210
WFE T REAEAE W 28 B B (R e, 45 i B A
T A3 AT 5 4 i DR A DI 0 B R A7 o5 A7 B ik
VEFLRIH e, #E T LOC 0s11g37300, LOC
Os11g37320 F1 LOC Os11g37390 5% Wi A A5 Mt
B AR A e R PR, 3 S R PRAT B W Tt B
NI 8 (737 o v By B e = 7 oo TR O
15 BB KRR A R Bl PR v 2 7 1

A3 bric i Bh PR LE K R R £5 A 3 DR gk
R T HEAEH, AR —SE R, iE i
AL AR B A . SRR ik . 3
Sy FhRicEom SR fifk QTL 27 ikl LU
KNG o FAR L B B A 5 e . s F R
FERARMGE LN af k— S S e 4
Sy FARiCH B & Fh e K RE i 48 3L LR QTL 2 1
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W RS, A 8 B T R A K R Rl R At
A IR LR,
43 EFHRBEFRAEWMIEBEMHPH
M
CRISPR/Cas J X Fi 8 22 4t S A8 MR 1) 1
FERIUERE B) by Jot ] SCE A P 41 FN CRISPR CER AR
(CRISPR-associated protein, Cas) ¥, A | —FfkG 1
(IR g T H, BRUEAEXT N DNA JPFIfLE I
K AT ORI s ek, HoA =Rk, R R ALIG
JI BB 2 145 55 . CRISPR/Cas 5 ARIRE )12 1
T LA, G IEEIIREM ST . FEHIGIT L
KA BREE, SEGE M AHEL, CRISPR/
Cas FEF g AR 1T LU & 40l B MR, it
B HARE R AT g, BFST N BT AR
AT EA R MR KRG S Rl . Gao A5 i
FXRM, 355 osa-MIR396¢ FhHE KL DR 7K R o it
ER O 30 B8 7 B AR T B AR RUKAE . AN IR
D] g 83 PT RE 4L K R A T SR B RE 77, el K
e b Bt B AL TV AR A 4 TR . AR T
Kl EDT1/HDG 11 7] L4 w5 400 e I -5 R s 46
P, Yu ZEUOVR I, AE KRS S CRISPR/Cas
AR ZIE P R M4 MDA & L F, 52
M4l AR, UEIIZ L A Rk A B TR Rk
FEMtEh M. 2, CRISPR/Cas KK 4wt 22450 H
KRB MM TR T E, B Tk R
WAL TR R B BERE , AT R B A R AR A 4 A
AIRFEE K S 7= A TR 5

5 REHRE

UEAFESK X T KR R Bl P BIF 5 A A B
o oL KOst T AR AR DT T BOR T RN
ARG IERE , HER K R AR P HUR B 2 4 4R
T E S . H e, R ER B R KA
(B W | 3% kB B RO A R s 55 4
PSR A GBI, C&4RE T 24 kM ia
i O A AR5 19, DA 22 ) D) RE 2 PR A2 4l
FAT L b B8 1Al . U, TR Eh 66



BT 5 | KFEREEA 5 T AL R K RS R

B FHLEZ T, TR B F a8 A SOS.
NHX. HKT. AKT %)Bis, 2B &Y
T KBt E AL RGP FIVE R, BT 2 W E 1A
SEH BN KR Z 2R TRAESE . SRR Z
KEME, ARIMESHE NP RERA
SR AR B 36 A DGR T s, o DR L A A 1
KFR, AT AR A e BB T AT BB R 0 B
Oy FHE . ETIX S L S0 I r Y, 24
T £R L R R e (AN B8 Tz B . AT
e L . FEHEEH . WRKY 555N 1 DL & 22
SR AL AR RO A ) 1 Bl 2 48 0 5 Th RESRIE
W15 B T AR SR B AE N VR . e
AR L, MEZFF . s Fhriciiha
FhEI N i F AR LR GE H, HIEE
FE TN SRR R AR AL T 2 25T TR AR

SR, H R K R I R RATE T AT R I a0
I (1) CAMRZED T I —il
B, MBkZ REIRAM Z AT, KA
R — A Z I S R, W LA
TR 252 2%, IF FL T 3 2k A AP 5 &% )
BT AL A B RN (2) 4k 2 8 Eh i
PECIGA F AEIR E sA BR R T, /R
JE G 25 A7 0 22 748 1) S B R i L 45 17 22 1] 7 A7
FERKZES, I HAR Z 1 8 0 K A5 4 R W i
RO BT N BB AR A K, H R
K, PRI S 56 2% SR AR e e 0 H R
(3) AS[R] i DX 114 b Bk, 4= 198 2 78 R KA TR
TSI B v A% I R T B A AN [ i DX A5 5
SRR A 8 S A A R AR R o X LB
F) A7 AE -5 500 53 I 9 AR M LA AE R T AR AR 7
WO RSO, e BRI T R R AR b 25 A
PLERS T RIP T BT TSR s A — 24240

M, ARAFIE AT LU S AE LR O 1 4k Sk
WAL A SH—, T 22 IR
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W3 A% 20 45 22 45 1) WH AN [) it 5 1 35 R R 55 T
B AR ZR, DTS2 B0 K R i 36 5543 HL
MR B, RN —
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