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Supplementary Figure 1. Breeding scheme used in the marked-assisted backcross
introgression of the Saltol QTL from FL478 (indica) into the background of the rice
variety OLESA (temperate japonica rice).
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Supplementary Figure 2. Polymorphism obtained with the SKC10 SSR marker
visualized by agarose gel analysis. (A) Saltol QTL region showing the SKC10 SSR marker
and relevant salt-related genes positions. (B) PCR products obtained from the Saltol donor
(FLA478), the recurrent (OLESA) parent and 4 representative introgression lines derived
from FL478 x OLESA crosses (BC,F,). C-, negative control, He, heterozygous, Ho,
homozygous. Primers are indicated in Supplementary Table 2.
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Supplementary Figure 3. Graphical representation of the genotypes of the Saltol-introgressed rice lines (BC;F;). Genotyping was carried
out by KASPar analysis. SNPs are indicated in columns according to their chromosomal location (in mega base-pairs, Mb). Introgression
lines (IL1 to IL31) are clustered in four groups (I to 1V) depending on the BC,F, parent from which they derive. The Saltol QTL location
(and length) is indicated in the upper part. Homozygous donor (FL478) and recurrent (OLESA) alleles are depicted in blue and white,

respectively. The KASPar markers used in this study are listed in Supplementary Tables 1 and 2.
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Supplementary Figure 4. SES score of parental lines (FL478, OLESA) hydroponically
grown in modified Yoshida solution containing different NaCl concentrations (60 mM, 80
mM and 100 mM) for 14 days. Box plots show the distribution of SES scores in each line
and condition (15 plants/genotype each experiment; T-test, * P < 0.05). Values above each
box indicate the mean SES score .
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Supplementary Figure 5. Characterization of salt tolerant introgression lines. (A)
Standard evaluation system (SES) scores of visual salt injury of the 30 ILs. Evaluation was
performed after 14 days of salt treatment (80 mM NaCl). SES scores are shown as the
percentage of plants at each score value. 1, highly tolerant; 3, tolerant; 5, moderately
tolerant; 7, sensitive; 9, highly sensitive. ILs are clustered in four groups (I to 1V)
depending on the BC,F,; parent used. ILs were evaluated in successive rounds, with 5
plants and 10 plants in control and salt conditions respectively in each experiment, and
most salt-sensitive ILs were discarded in the following assays. A total of six independent
experiments were carried out with the most salt-tolerant ILs. (B) Representative images of
IL22 and IL13 plants and parental lines in control and salt conditions after 14 days of
treatment.
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Supplementary Figure 6. Plant growth of parental lines (FL478, OLESA) and IL22 plants
hydroponically grown in modified Yoshida solution containing 80 mM NaCl.
Control plants were not supplemented with NaCl. The leaf number of each genotype at
different times of salt treatment is indicated. At least 6 plants per genotype and condition
were assayed.
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Supplementary Figure 8. Singular enrichment analysis of introgressed indica genes
(chromosome 1, blocks 1 and 2, and chromosome 3) using AgriGO (Tian et al., 2017). For
a full list of gene IDs, see Supplementary Table 5.
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Supplementary Figure 10. Singular enrichment analysis of japonica genes up-regulated in OLESA plants at 24 h of salt treatment (80 mM

NaCl) using AgriGO (Tian et al., 2017). For a full list of gene

s, see Supplementary Table 8.




. GO:0022607 | o
GO:0044085 | cellularcomponent ~=-°-°"°"~ T TT T ms—
cellulgr comp.onent assembly | T e
biogenesis Tt ~a
v P 00006996 GO:0051276 GO:0006325 G0:0006333 (0:0031497 (0.0362)
’ R A S > chromosome Organization ........... > chromatin Organization ------------ > chromatin assembly —————— > chromatin assembly
: > organelle organization or disassembly 7/883 | 103/42297
GO:0016043 | .- - X 4 -
Ce"”r'a' oot GO:0006323 (0.0371) - —
organizatio g T~ - ~P  DNApackaging | I
€ g 550077703 . ...-W| 7/883]104/42297
DNA conformation '
v change GO:0050794
. F - 'ﬁglu'atm“ of b ____ GO:0045454 (0.0254)
A cellularprocess | T T T T === o ______ cell redox
P >
GO:0009987 [ ..----- A 4 i
cellular process [~ -~ === == === - ==~ ___ eadi GO:0019725(0.0293) | |  homeostasis
ST T T T e e B cellular homeostasis 9/883 | 139/42297

/ 9/883 | 150/42297
GO:0008150 " GO:0050789 GO:0042592 (0.0378)

biological_process | =~ """t CERREE > regulation of homeostatic process
. e ' .. -- W] biological process 9/883 | 160/42297
" GO:0065007 [
biological regulation | /
~ 5 < 4| GO:0065008 (0.0293) G0:0015979 (0.0033)
' regulation of photosynthesis
s | LSl
/ - porphyrin metabolic
,’ GO:0051186 (0.00632) G0O:0051188 (0.0293) process
p cofactor metabolic cofactor biosynthetic 5/883 | 36/42297
—> process — A \ GO:0006779 (0.00806)

! process
| 13/883 | 194/42297

8/883 | 117/42297 »| Porphyrin biosynthetic

process

’ 5 Z Y A X
' . =777 2l S 5/883 | 30/42297
G T / GO:0009698 (0.016)
AT , phenylpropanoid metabolic
R GOoo06725(000632) | S — —> process
L7y cellular aromatic / 6/883 | 58/42297
R /! compound metabolic process / GO:0033013 (0.0189)
/ y 14/883 | 220/42297 | tetrapyrrole metabolic
. : v : 5/882?2?/?2297
GO:0019748 | ’ _ | : .
secondary metabolic i 7 g -7 I GOa?gomga(t)izza(r:i:i%)
process y ;- : GO:0019438 (0.00955) G0:0033014 (0.0125) acid family metabolic process
4 y /ﬁ - I aromatic compound tetrapyrrole biosynthetic 6/883 | 70/42297
' '\/ 2 : biosynthetic process process
w GO:0046483 (0.0079) . | 7/883|68/42297 5/883 | 35/42297
Y heterocycle metabolic |
/W process L,
/’ :n . ¥| 19/883| 374/42297 \ GO:0018130 (0.00632)
/ ,:'| - K heterocycle biosynthetic
// n,” | process
/ i GO0:0009308 (0044) P 8/883 | 77/42297
! M amine msiavolic R 4 G0:0009309 (0.0125)
// : :,' __w process l\ : 75 > amine biosynthetic
GO:0006807 | - A " 20/883 | 529/42297 v, process
nitrogen compound Y \ 12/883 | 196/42297
metabolic process 1t G0:0044106 (0.016)
= cellularamine
K metabolic process
, 19/883 | 419/42297
N r 4
A Pd
GO:0044237 | GO:0044249 | 7 S a2 IR
cellular metabolic t - - --------- » cellularbiosynthetic |- - - - - - > cellu.larnm'og.en
process . w process ~ compound biosynthetic process
S <, 20/883 | 280/42297
v AN =S - A~ o -
VRN ST A GO:0042180 (0.0319) R R
\\ N ; cellular ketone '-_\ T T e-al G0:0006520 (9-0398)
Lol \ \.\‘ R metabolic process ,‘\‘ ' cellulargmmo
\ DA N | 26/883|718/42297 » GO:0006575 (0.00322) GO:0042398 (0.0079) acid metabolic process
GO:0008152 VN i cellular amino cellular amino 17/883 | 418/42297
metabolic process \\\"“ vl A e U| acid derivative metabolic process : acid derivative biosynthetic process
— e .cellulara(mino ) 11/883 | 123/42297 6/883 | 45/42297
. \‘\ ' acid and derivative metabolic process . v
GO:0044281 RS < 24/883 | 521/42297
small molecule 1| b 4 o
metabolic process [~ - 1. .. _\_\_\‘ GO:0006082 (0.0293) . G0:0043436 (0.0293) ' GO:0019752 (0.0293)
e : :I organic acid vl > oxoacid metabolic : > carboxyhc acid
0 metabolic process ‘\_- process : metabolic process
. . ‘l: 26/883 | 709/42297 :\\ 26/883 | 708/42297 . 26/883 | 708/42297 \ GO0:0046394 (0.0293)
‘.‘ ST \ ' carboxylic acid
G0:0009058 v, A Gooosazss | a] G00016053 (0.0293) // ﬁ'g/sg;;hle;;‘;z;:?
biosynthetic process [ =¥ """ - - - > smallmolecule | -...... .....p|  Organicacid )
, " biosynthetic process : biosynthetic process '
s L . 15/883 | 327/42297
/‘/. ) h N I
‘ /// TN eme- o -
GO:0044238 . R T~ A
primary metabolic e R G0:0044262 (0.00109)
process ~~ L K cellular carbohydrate
. . Y GO:0005975 (0.0293? / metabolic process
carbohydrate metabolic L 22/883 | 37542297 | T T~ GO-0005995 G0:0019318 (0.0125) G0:0006006 (0.021)
process e o : hexose metabolic glucose metabolic
33/883 | 953/42297 NN ’ monosaccharide metabolic - - — — Drocess . DroCoss
. . Al GO:0006066 (0.0481) | _ _ — - ~™] process 11/883 | 170/42297 9/883 | 134/42297
" Al GO0009059 . alcohol metabolic [
"‘ macromolecule biosynthetic 13/332?2358,/842297
G0:0043170 PR process E
macromolecule metabolic | 500034645
provess . " GO:0044260 cellular macromolecule
, NN cellular macromolecule -~ """~~~ """~ biosynthetic process
| GO:0009628 (0.0468) | " metabolicprocess |
GO:0050896 response o A Tt~
responsetostimulus [~ ™|  abiotic stimulus : e al Go0019538 ~Ay GO:0044267 (0.000406)
A 9/883 | 168/42297 ! protein metabolic |- - = = = = = = - » ceIIuIa.r protein
~ . N metabolic process ,
S \ process 108/883 | 3362/42297 | 77— GO:0006457 (0.00806)
GO:0042221 (0.0327) N / protein folding
response o AN 13/883 | 207/42297
chemical stimulus .o GO:0010467 (0.0033)
21/883 | 542/42297 TS~ gene expression
———————————— »| 94/883 | 3040/42297

Supplementary Figure 11. Singular enrichment analysis of japonica genes down-regulated in IL22 plants at 24 h of salt treatment (80 mM NaCl) using AgriGO (Tian
et al., 2017). For a full list of gene IDs, see Supplementary Table 8.
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Supplementary Figure 12. Singular enrichment analysis of japonica genes down-regulated in OLESA plants at 24 h of salt treatment (80 mM NaCl) using AgriGO
(Tian et al., 2017). For a tull list of gene IDs, see Supplementary Table 8.
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