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Abstract: Rice is a salt sensitive plant, and soil salinization has a significant impact on rice yield. Therefore, exploring excellent
haplotypes of salt tolerant genes and creating excellent salt tolerant germplasm are of great significance for rice breeding. This study
firstly identified 236 core germplasm samples from the 3K rice database for salt tolerance investigation during seedling stage and
whole growth period in the field. A strong salt tolerant germplasm '71011' from Australia was identified. This germplasm survived for
25.5 days and had a salt tolerance level of 5.2 under 150mmol/L NaCl treatment conditions, 100% survival rate under 0.3%-0.5% salt
treatment in the paddy field. Using the 236 core germplasm population, haplotype analysis was conducted on 20 reported salt tolerance
genes. A total of 8 genes, including AKT1, CPK12, MYB48, P5CS1, SIK1, SKC1, SNAC1, and HKT1, was identified that had
haplotypes associated with salt tolerance. Then, one salt tolerant rice variety ‘Yanfeng 47’ and one normal variety ‘Nongken 57° were
selected as parents for recombinant inbred lines construction. Finally, three molecular markers were designed for elite haplotypes of
three genes, AKT1, MYBA48, and HKT1. These molecular markers were confirmed by PCR and gRT-PCR. We innovated three high salt
tolerance lines by aggregating elite haplotypes of salt tolerant genes by molecular marker assistance breeding. Our results provided
available germplasm resources, molecular markers and innovative lines for breeding new salt-tolerant rice varieties.
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SR E 55 & AR B B, B SRS R S BN A s BT T B =5y 2 — (M
WA, REGE 142 hm? S5, I HEAEEZEY KE o Helfg e b B S gUR ey, Hhia
A /KRR P e R B AR AE Va2 — B o JKFRRTE Rl A A DU v A SE e M BURR, FEAE B A K
B2 SR e 007 E R e e i, RIS RO SO A R RN o JRE H T Ty — KRR 42 B #h 5
iR, SRR, W EhHKAS O RO S S MR e R SR R SRR AR, PR #h K RS TE
WANZ AR T S o RIS, B SR A AR Z IR R H R e R B 1 1 KRG R A R
FH R AR P AR A RO A

[l P 40 B P REAT T KBRS SR BB R Pl (3 B AICBE, O B 22 R AE 1939 45 B HH— it #h /KRS
fFh Pokkali, BfJ5, EDEE. JEMRSE. HARSEHUAH4kRE & M 2h/K A% 5 A0, 1 Nona Bokra. Kalarata 1-24.
SR 26B. Chin. 13, 349 Jhona %™, FEF 20 thad 50 FEATF KGN Bt % @ 0 72 T4E, 20 fhad 70 45
FRILTRE BNV RFEBE 55 2 5% B hi 0] [F A KRS EA T #h %5, Jefa i KBy . dE3E7 S i Eh i
(Rodth 7y KR S AR OOL, B T SRR AR S AR I AN, FRIEREZERE A HERE 927, ILEh 2 5. #hFE 47, #hAE 21
RN ER KRG AR A E Py DA KT TR 2 SKFEIT EhAH S B DR, (R I — e F e L Ty
RE IR AR S T2 L DR 3 i TR R P S v a8 2 B SRR AT DR 70, #E /KRG & il 5 A 7= e af
FIH . %08 B RA 8RR RAL AU 3R B SRR B, Horh SKCT i — A HKT FGR VAN 16181
H, T EATEL Nona Bokara #5417 ) SKCI A5 A FE K P 51 7E+418 +551. +994 F1+1183 4bHA 4 MHE[F X
SNP, MM SBUKFE I b1k B IR w3, 0sARFIS il —ANEK WA RIE T, 7R S5 KR +1743.
+1830. +1986. +2102 AL EA 4 ANER LSNP, (R BE/KAGT S PEM, 4 g st 6 A /K FE MR BEUR, 0 H 2
TP IR, #E I B T B AR R R A, B AR, RAERREATAIHAR, X)
TEE KRR A CRBE E ZOR B 22 HAA W HE S S AT E NS 200 24 K FEAZ Lo Fl
JRHEAT R B 4858, RTUE BRI ERACRR B BRI X KRE h AR S 20 AN #h R R HEAT SRR AL AT, SR
SRR, Bt BB R FARMCIEE MR . A ROKEE B PR AL T EEREAORL, R A K S
BRI B PR AL T R LA
1 MR5REE
1.1 X584

AHF T RMELAE R KRG 3K B 2 (1 236 /K FEAZ LFR BT, LS 79 KBRS, 146 40HIRE LS 11 fr
bR R, SRE 33 ANEZK, Hord 160 frok E A E, BARRIEE B WMR 1o X Eeph 5 A 530 4 b [ o
AR, ARFE T S R A A B R R IR 38 2R . F TR R A T ARIC B AN SR AR R E A 1
M &k i A ER T 47, WRUERE MR R 57, DLAGERTF: 47 SR B 57 IEH A RTEHA.

1.2 kG EES =2 HRIBAE
W B S TE b 112 S0°CHEFE AL TR 72 h FTRIARER . BEALPRGE IO AN G e R R rh, 55



FABRIE, BT 30°CHIFRA T EF 48 he Fefh RS, BEALIEHUE R HAE KRS —BUnF ¥ (30 k) #
% 96 FLIEFIHL A, (£ ] Yoshida /KFEE FRE % 4 JA 22 45 (BIH— LD, #eA 150 mmol/L NaCl ) Yoshida
IKFEE R TR 715 K, T IER ) Yoshida KA E FRBUKEIKE 7~15 Ko MEERA, MGG %
BENLIEER 5 BRI EMRm . AR, Mo LFEEE , HRFEE R, LT A R RO . WA
GORE bR IR KRR R R A TE B brE) 01, BAACKE 5h 08 9 9, 1 ot $h ik B,
9 RIS . WA bR AT A S R ORI, gl AEIE AR AR S SRR LA, DA 3 IRE E 4
S P EEE A ST Es - R i $RAa00 78 1L AR AR B T 6 4 8 Rt AT %55, #hh Bk E 5 0.3%~0.5%:
IEHAERE 20 RIGIHHEEEIRIZ S 0.3%, HAEATHHE SRR E N 0.5% % 56 A B W /KRG Sk 7= i 18 R I 7E
SR A KR, AR RRE 4 47 3 RE R . B E] 2 4T 20 BREERDIE
1.3 DNA 2ER5 PCR ¥ 1%

K DNA = BURA G (TIANGEN) XHRIGA4EHEST DNA $2HL. R KOD-FX & R 5 E§#1T PCR ¥
¥, PCR YK R4 50 WL, 35 DNA2 L (50 ng) , 5% CIE[+& ) % 1.5 pb (10 pmol/L ), Buffer 25
pL, ddH,0 10 pi, dNTP 10 pl. PCR $ LA 98°CTiAEM: 5 min; 98°C7AETE: 10s, 58°CiE-k 30's, 68°C
JEAH 30's, 35 MEH: 68°CHEfH 10 min. PCR JRMNEEHG, BT 1.0%HI IR IEHEBEAL 200V HLE T HLiK
=
1.4 RNA 215 qRT-PCR 234

5, R RNA $2HGAA Z (TIANGEN) XIS AT BLE 4T RNA $2HL, 48 J5 148 A HiScript 1V RT SuperMix
for gPCR (+gDNA wiper) (Vazyme) RE5AFIKE RNA R4¥6H cDNA, RSB R AW, Bk
%1% RNase-free ddH20 7 pL, 5 xgDNA wiper Mix 3 pL, it RNA S pL; JRNFEF N 42°C, 2 min; 55—
AR R E 4 x HiScript IV qRT SuperMix 5 puL, 25 1 5[ RME 15 pl; KMNFEF: 37°C 15 min, 85°C5s.
F|F Tag Pro Universal SYBR gPCR Master Mix (Vazyme) #E1T qRT-PCR 5256, MWAAFR A 20 b, L35 2 x
Taq Pro Universal SYBR qPCR Master Mix 10.0 pL, Forward primer (10 pmol/L) 0.4 uL, Reverse primer (10
umol/L) 0.4 uL, ¢cDNA4 pL, ddH0 5.2 pL; KRIFEF 95°C. 15 min. 1 MEH; 95°C, 10s, 60°C, 30,
72°C, 30, 40 MEH; KEfRIHZE B EERAN 95°C, 15s; 60°C, 1min; 95°C, 30s; 60°C, 15s. %4
BTRF 2-AACT i, FIF T A6 10 775 H 1 2 2 4
15 B{ERISHR

#:T Rice SNP-Seek Database I3l #2 fit i) K F& 5 A 73 B 845 £ 3K RG 1M GWAS SNP Dataset % 3024
/K G SNP Hedig, MR 45 R plink 0 SR ECAHIE 58 F 211 236 A0 kHT) SNP 58, A
RAE SR S5 B A 0 AT 45 SR HERATE,  $5 IR BEASIA] SNP BR2E %N T 0.05. IR FE AT MAF>0.05 1T
6, FL3R1T 338112 4> SNP Fnic H T BB il £ PR 2 i [X 1) 22 257 SNP AL kd; A Launch DnaSP6



BEAT B L0
1.6 HFiFEH%

AR A5 TR 40 M DA RS AR IR B IR 52 70 BT O 42 L e 00 34 A TR (O A8 S 8, R R iR
BT R FhRid. ARSRFFR T AKTL, MYB48, HKTL X 3 MEHMThric. BRI, ER SNP fL
& FIH Primer Premier 3 #5149, JTRY 14 v BAAE 100~300 bp i) SNP 43 Fhxid. £ KASP 43 Fhx
I A, HRHE H i SNP £i7 £ 1 R4 100 bp ) DNA F#51, FIH %k https:/bioinfo.ut.ee/primer3-0.4.0/ 1
i3 & FhRicsl Y, G- RFEAGIY, WAERREFMETIY, ERBIY 35N SNP AL, 5
b2 BT I EREL P A, B E— A 70~150 bp.

17 SFrRg o

XFF KASP 73 Fhric, RMEMEN: FASTERY BE 95°CI M 15 min; fEHRETBL 95°CAE 1 10's; 65°C~55°C
B KIEf 60 s(BF M FEAIK 1°C, 10 M 5 IR KB R FZRFFAE 55°C); 95°C, 10s, 57°C, 60s (30
PEFR) 5 SRIEXT PCR P4t A7 98 J6 AT (PHERAStar PLUS EFRAX),  FHHRAE 5 A I 25 503 i 3 R 7

XFF SNP 73 7#5id, PCR MR KOD-FX R H AT PCR §74, PCR §#{k %y 50, 4%
DNA2 L (50ng) , 51% (IEm+/ ™) % 1.5 pi (10 pmol/L ), Buffer 25 pli, ddH20 10 i, dNTP 10 pi.
PCR 4" #2574 98°CTHAEE 5 min; 98°CAEE 10's, 58°CiB K 30's, 68°CHEfH 30 s, 35 AMEHF; 68°CHEfH
10 min. PCR =47 1.0%¥ B Rt 200V FEL R FLEKA: 25, WS i e R AR i 1 2 o
2 BZRE57H
2.1 IKFEAZ LM EL 4 TE

IKFERZ O R R B AR B S K S e St 45 RNk 1 fivs . BRI S ME R EE RN R IR, K
Hh P A AR S R AU 45.36%. it H — 1y SR FNBEORRI S A RIAG PO 71011, BHAFEG 2 100%, i
WIS RHL 255, A ERAE AL 5.2, KHIMN EhEE 3 100%, BUAREAM R iR mfE . AT /ey s £
R FREKFEE M. Mo, LR shiahs, LAURCK B s AAE 2, Tk ti s Sk PR 5 6
FIERBURFR 5 43, VEANERA TR 2. [FN, AT 236 Gk R i 1 i #h 2 & PG 36T, 7 20 44

S SCNT AT, 5 20 4458 SONERBBURRR R, T RA R BT .
& 1236 7k FEt L MRE T B R BT

Table 1 Statistics for salt tolerance related traits of 236 rice core germplasm resources in seedling stage and paddy conditions.

Eiztan ¥iia PR 2 il R R (%) [E35°3 i &
Traits Mean SD Range CcV Kurtosis Skewness
RR-FHERE 15.97 3.68 9.60-25.49 23.07 -0.39 0.56
Survival days
7 $A-i R A5 4

7.17 1.07 4.60-9.00 14.9 -0.87 -0.03
Salt-tolerant Grade
HA-1E IR 5

0.66 0.3 0.00-1.00 45.36 -0.89 -0.55

Survival rate



KA

Field survival rate

0.81 0.2 0.00-1.00 24.52 3.85 -1.85

3R 2236 177K FEAZ LA R o 7 8 L A EL A SR AN L BURR M R AT B R B e 3t
Table 2 The phenotypes of selected salt-tolerance and salt-sensitive germplasm from 236 rice core germplasms

A K -t
T HA-AFIE R T - ER AR
H (8] % 5 H-AESR KHE-fAE% %
YR X Bai! # Seedling
Field Seedling Field survival Field
Name Origin Group Seedling salt-tolerant
number survival rate rate salt-tolerant
survival days grade
grade
R FE
2049 71011 XI-1A 25.50 5.20 1.00 1.00 3.40
Australia
PNk A EIIEDA
2141 XI-1A 22.15 5.40 1.00 0.81 4.20
Jiabala Bangladesh
MR 3 5
i Xl-ad
2172 Xiangwanxian 24.90 5.60 1.00 1.00 5.00
China m
SR SR 3
JB HUHD 232 o
2173 XI-1A 25.10 4.60 1.00 0.87 4.20
Zhendao 232 China
mk B o Xl-ad
2213 24.40 6.10 1.00 0.93 5.00
Xiangai B China m
[ Xl-ad
2057 CHANH 148 10.10 9.00 0.028 0.86 8.20
Viet Nam m
Mt HF o Xl-ad
2093 9.80 9.00 0.02 0.07 3.20
Biwusheng China m
hEURFh JeFEE Hi
o
Pt 2091 Guangkexiang GJ-tmp 9.60 9.00 0.01 0.80 3.80
China
nuo
—X&F th
2107 GJ-tmp 9.60 9.00 0.01 0.85 4.00
Yizhixiang China
K WA
2028 GJ-tmp 10.40 9.00 0.00 0.35 6.80
Gaoligiu DPRK

2.2 KFEMIERELE SR AR S A

T E S K FEEUE E (http:/lwww.ricedata.cn/gene/) 25, H AT A& 4 21 i 7K R £5 40 O 3L K1 3£ 45 300 4,
ST 12 Gk b SRS SCIRIR T T SR T R LR Eh IR NS T 20 MR (BER 2)
TERT— BT Bz . M 3K Hodi e h 42 5L 236 4% Lo Ff i 20 AR B BRIP4, B 48 gm it X 751
JABFIX 75 (2-kb 5°UTR) + 1-kb 3°UTR. B J5FATHEAT T 45456 BH IR 15 51 LT RIS AR B 4387, 5 #h AR
ORIRI A R A 440 Hap-A, ShBIUSAH G S A5 8 5 44y Hap-B. Horh, AKT1E8, CPK12[191,  MYB48I2%,
P5CS1PU, SIK1P2,  sKC1®l, SNAC1P4, HKT12, ix 8 AN AFAE i $h M RAH IR I B 5 A, Al

PRIRFR R S fhAH IR A P TR o X 8 ANBEPAI % ARLAE 236 Ao i) 0 A & 1 s



18 M EEEAE 236 M D MREHAT R FR S/
Fig.1 Distribution of haplotypes of eight genes in 236 rice core germplasm

2.3 MEREES FIRIEHF L

MEPEIRIN HK ARG MR R 47 (YFAT) , @A A B 57 (NKS7) YRR Ml Lid 20 4
TR 56 AH % 25 DR 7 79 51 A ) 1) PP 91 22 S B o G5 SRR, FE LI B i Al eh, AKT1. HKT1. MYBA48.
ONAC022%1, HAK5], CPK12, NHX18hx 7 A K AE7E AT Be s LD e A8 e sl o, AKTL 763
T IXAEAEZ A InDel, MYB48 £ )5 81 X IAFE—> 12 bp 1) InDel, HKT1 7EZwiY X FA7E 3 A HE[R] L A&
[¥1 SNP (&l 2A) , CPK12 fE4miGIX RAEAE 1 A~ SNP A7 st AR LRAZ . 4 T HiE AKTL, MYB48 iX 4> Jik
DR JE Bl DX )8 S A 75 0 B R 3 08 B P2 AR 5], X SRAC TR T I S SR AP RNEEAT AKT1. MYB48 JE[A] [k
B SRR, HMEALBEAT, WANEERRRIEEA YFAT 5 NKS7 i A B2, B 2~4 /i)
JG, AKTLTE YFAT hiRIEE R E T NK57, 1ff MYB48 MM, hibHjGfE NK57 HiIREEE SR T
YF47 (K 2B) . 7T AKT1 5 MYB48 #S /2 IE VAR £ A EE DR, FRAT TR o 204 B i BE R AL e SO #6451
U, B AKTL [ YFA7 ZEAA 5 UM EE3E A7, MYBAS ) NK57 J: [R5 SONI SR 3L A Y, HKTL ) YF47
LR g £h AR R 2



A: AKTL. MYB48 Al HKTL 7EF A M2 F AL s 0 A7 Bl B: AKTL Al MYBA8 78 S AR Al ik A&, 20 R4 4> #7E 150mmol/L NaCl 42
0,05,2, 4,8 /i), HUH 4RECRNA. YF47, $ha 47; NK57, KE 57, ns: TEFEEF: *: £ P<0.05 KFEFRE; ***: f£ P<0.001 KF2%5F
WAl 35 . B LEBCR WU t A5
A: Variations of AKT1. MYB48 and HKT1 between two parents. B: Expression patterns of AKT1 and MYBA48 in two parents under salt treatments. 20-days
seedlings were treated with 150mmol/L NaCl, RNA was extracted after treatments 0, 0.5, 2, 4, 8 hours respectively. ns: no significant difference; *: Significant
difference at P<0.05 level; ***. Extremely significant difference at the P<0.01 level. Data comparisons are made by two-tailed Student's t-test
2 =N EERIERFRABNERMSRREESHE
Fig.2 Variations and expression patterns of three genes in two parents

MRAFAEAZ R 5T Hh 4 58 AT S A R SE IR, LRCYFAT. NKSTRSEAR Z A SE R AL 25 57 o e &0
% TAKT1, MYB48., HKTLiX 3 F I &SNP/ T AR L AIKASP /> F-Hric . ARHESNPAL s BInDel iy s 1 11751
Y (R3) , HKTL1, AKTLIXPA K ISNP S TAric 51 PITENKS7H1 43 il 15 Hi278 bp. 238 bpffikit, i
YFAT R ORAEY 18 1 25715 . MYBA8Y FhRic 51 M{EYFAT T 14 1 253 bp2kti, M ZENKS7 AN BEY 18 i 4571
BRI Bk 5 R, 3N TARICZAMER L, YT LA F X XEESE R A S R A (EI3A)
KASPZr FhridH, BHRAS YY) R OLZE R A5 R (JE3B)
=3 HFAREIIMFTIES

Table 3 Information of molecular markers developed in this study

1A RR Bkl

Primer name Primer sequence
AKT1-S-F1 CCGATTCGTCGCCGCCCAGC
AKT1-S-R1 CACAAGGCCCACAAATCTGG
MYB48-S-F1 TCAACGTCACAACAAATCTA

MYB48-S-R1 AGCAAGTATCAAGGTTAGTA



HKT1-S-F1 CAAGTAGTAAGATCCACATC

HKT1-S-R1 CGGCTTGTCCTGGCAGATGC

AKT1-FAM1 GAAGGTGACCAAGTTCATGCTCTAAATATGATAACTTGGAATTCTGCAGG
AKT1-HEX1 GAAGGTCGGAGTCAACGGATTCCTAAATATGATAACTTGGAATTCTGCAGT
AKT1-COM1 TGTTCGAACTGTGAATAGCTGAGG

MYB48-FAM1 GAAGGTGACCAAGTTCATGCTGCATCGCCCAAGAGCATG
MYB48-HEX1 GAAGGTCGGAGTCAACGGATTGCATCGCCCAAGAGCATT
MYB48-COM1 GCCAGTAGTTCTTGATCTCGTTGTC

HKT1-FAM1 GAAGGTGACCAAGTTCATGCTGCAAGCCAAGTAGTAAGATCCACATT
HKT1-HEX1 GAAGGTCGGAGTCAACGGATTGCAAGCCAAGTAGTAAGATCCACATC
HKT1-COM1 TGTCTTCTGAAAGATTCTGAGGTGTC

A: SNP 73 THRC S PR A . 6 DML E AR5 PCR P ig b Bt ik 8 T1-T6 J9EhF 47 (YFAT) IRE 57 (NK57) EAHZK A B:
I KASP Fricxt g A ME A H 232 &5 AT 3 NS EE A, B aARmAR M EM, OB RoR 22 E S HEX R F5, 4k
NZHEEE S FAM FRET A, BEIE RO AT
A: T1-T6 is a recombinant inbred line of YF47/NK57; B: The blue dots indicate that the gene carries a HEX tag sequence; Red indicates that the gene carries the
FAM tag sequence; Black dots are blank controls
3 AKT1, MYB48 #1 HKT1 4 F#ric FF & Wik
Fig.3 Development and validation of molecular markers of AKT1, MYB48 and HKT1

2.4 fEh 4 FHRIC R A R EhFT R 1)

F% YFATINKST H2H 022 & % F6 8, X 30 4 #2H H &2 &ik4T SNP 7 Fhrid %7€, &l 3A s, T1.
T2, T3 o AKT1 N YFAT JERA i, MYB48 iy NK57 J:EIA7 £, HKT1 g YFA7 BERIf7 55, 35 i dh BE R 2
T4, T5. T6 k&, 3 MR T NAEM SEFEFE (B 3A) 5 7E KASP 4 FARic LR 4 B8 e, FE A

AKT1 # YF47. T1. T2. T3 N—F4%, NK57. T4, T5. T6 N —Fh4l, LK MYB48 H NK57. T1.



T2, T3 y—Fhsr AL, YFAT. T4, T5. T6 N5l FP HKT1 1 YF47. T1. T2, T3 Jy—Fhop 2,
NK57. T4, T5. T6 N7 —FnM, 455 SNP 7> TARic e 4 /M — 2 (EI3B) . ffi)m, X 6 MRARit
17T ER S E, W 4 PR, T1-T3 5 T4-T6 M Eh M2 R %, T1-T3 RILH 1 HY 254 YFAT
SEAM Eh1E, WA ACEE AR R . MR, IR M B E S TR, MRS E S TR, #e T
HIARA YFAT, 5ZHREZE, T4, T5. T6 X 3 MARM EhAE /) &35 T, #Mi S5 R8T YFA7, 6
SHFEPMET NK57. [FE, ¥ Fi& T1-T6 bk RIS, £ 7 AKTL. MYB48 KA 1)Kk &, gPCR 45
TR, EMERAR R T1. T2 M1 T3 o, AKTL FEEREHAE YFAT T —2, 1 MYB48 F: AR A {5 NK57
Tt 50 (B 5A) o (EIEHREFAAE X TL-T3 M dhitk RIAT R, =M RRR TL RS, HAbik
RIS B S w755 AR YRAT ML, JRRA B2 (K 5B) .

A: YF47. NK57 J 6 MRAMEERAE; B-G: YF47. NK57 J 6 MRARIRALE 14 K, K7 RIFWEAMRGRULIME. B: ¥ C: M LAERE;
D: M LHITE; E: R F: MURHIEEE; G M FEHTEMEE, T1-T6 Jyihd: 47 (YF4T) [RE 67 (NK57) HAH{ZHK
A: Salt tolerance phenotypes of YF47, NK57, and 6 strains; B-G: YF47, NK57, and 6 strains were treated with salt for 14 days; B: Plant height after 7 days of
covering with water; C: Fresh weight of aboveground parts; D: Dry weight of aboveground parts; E: Root length; F: Fresh weight underground; G: Underground
dry weight bar chart; T1-T6 is a recombinant inbred line of YF47/NK57.
4 BHFE 47T 5KRE ST EHARAMEBRYULE

Fig.4 Salt tolerance identification of six recombinant inbred lines from YanFeng47 and NongKen57
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¥ 47 SRE ST, DREAMHKRR TI-T3 7 H MK Bk B4, FHAK>20 %, BHRABMTESRRA LT 47 AW p @51 T 177
A: The expression patterns of AKT1 and MYB48 genes in two parents and six recombinant inbred lines were observed. After 20 days of treatment with 150
mmol/L NaCl at 0, 0.5, 2, 4, and 8 hours, RNA was extracted from the leaves of the seedlings; B: The yield statistics of Yanfeng 47 and Nongken 57, as well as
three salt tolerant plant lines T1-T3 in the field, showed a sample size of more than 20 plants. The p-values of the yield comparison between each plant line and
its high-yielding parent Yanfeng 47 are listed above
5 AKT1 #1 MYB48 7£ 6 NEHBA R FZHNRILERNKE, UKMELRR T1-T3 BES#K~E5T
Fig.5 The expression patterns of AKT1 and MYB48 in 6 recombinant inbred lines, as well as the yield statistics of salt tolerant
T1-T3 plants in the field
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