Table S1 Primers used for clone and quantitative real-time PCR (qQRT-PCR)

Gene Primer names Primer sequences (5°-37) Used for Annealing
name temperature
(°C)
LbHAK  LbHAK-3outer GTTGATGCAAGGGAAAGTGGCACTGCC 3’RACE 55
T
LbHAK-3inward GTTGATGCAAGGGAAAGTGGCACTGCC 3’RACE 55
T
LbHAK-50uter AAGGGCAAGAAGAGCGATTGGAAGAT 5’RACE 55
A
LbHAK-5inward CGTTCATTGTCAAAATTGGCACCCCGA  5’RACE 55
LbHAK-f CGTTTAGTCAATCCTCTCAGC Full length PCR 55
LbHAK-r TCCCAGTCGTCGCAGAGTTAGAA Full length PCR 55
LbActin  Q-LbActin-f TCTACGAGGGTTACGCTTTG gRT-PCR 55
Q-LbActin-r TCCCGTTCAGCAGTGGTT gqRT-PCR 55
LbHAK  Q-LbHAK-f ACAAGGTGACTGTGGACTGGCT gqRT-PCR 55
Q-LbHAK-r TGGGAATGTATGGCACGGGC gqRT-PCR 55
NtPT4 Q-NtPT4-f CGCTAGCAAAGCCCAACACAT gqRT-PCR 55
Q- NtPT4-r CGCTAGCAAAGCCCAACACAT gqRT-PCR 55
NtEFla  Q-NtEFlo-f TATGATTACTGGTACCTCCC gqRT-PCR 55
Q-NtEFlo-r ACCTAGCCTTGGAATACTTG qRT-PCR 55
Rir- Q-Rir-AQP1-f CTTGCTATTCCATTCAGTTTCGG gqRT-PCR 55
AQPI
Q-Rir-AQP1-r ITTTTTTTTACTTTTTTGGGGTCC gRT-PCR 55
Rir- Q-Rir-AQP2-f AGAGTCAGGAGGAGGAACAAGAG gqRT-PCR 55
AQP2
Q-Rir-AQP2-r CTAACTGCAATACCCAAAGCGAG gqRT-PCR 55
GintEFa  Q-GintEFa-f AATCAGTTGAAATGCACCACGAAC gqRT-PCR 55
Q-GintEFa-f CGACGAATTTCTTTGACTGATACGTT gqRT-PCR 55




Table S2 Information for yeast strains and plasmids.

Name Description Reference

CY162 MATa ura3-52 his4-15 trk1A trk2A1:pCK64

BY4741  Wild-type for CY162 strain
pYES2 Yeast gene expression plasmid
pROKII  Plant gene overexpressing plasmid
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Table S3 ANONA analysis of the detected parameters in this study.

Total Shoot Root Total Shoot Root Root
Shoot fresh Root fresh . . .
oht ioht Fresh potassium potassium potassium phosphorus phosphorus phosphorus
wei wei )
& & weight content content content content content content
PAMF $o%F 4244 434 % %K Ll K FAX K 4344
PK * %344 $3% % L 4% L 3% Lt $o% %
PLine AN ns $x% X% A% X4 *% X% $A%
Pamvr x Px ns * ns ns o * ns * *
AMF X PLine ns ns ns ns ns ns ns ns
P X P 4%
Pxx Ptine ns ns ns ns ns ns ns ns ns
Pamr x Pk x
ns ns ns * ns * ns * ns
Prine
L. . . . . Relative expression . .
Colonization Arbuscular Relative expression  Relative expression ¢ Ri A(IQ)PI ) Relative expression of
. . . of Rir- in . )
rate rate of GintEFla in roots of NtPT4 in roots ¢ Rir-AQP2 in roots
roots
PLiVl(’ K *% 3% K *X*
PK Lkl *% ns ns ey
Prine x Px * ns ns ns **

Note: * P <0.05; ** P <0.01; ** P <0.001; ns, no significant.



