Supplemental Figure 1

A OsPHR1

OsPHR2

AtPHR1 :
At2g20400 :
At3g04450 =
At5g29000 :
At3g13040 :
At5g06800 :
CrPSR1 :
At2g01060 =
At3g24120 =
Atdgl3640 :
At3gl12730 :
Atlg79430 :
At3g04030 :
At5g18240 :
Atlg69580 :
At5g45580 :

OsPHRI1
OsPHR2
AtPHRI1
A2g20400
A3g04450
At5229000
A3g13040
At5206800
CrPSR1
A2g01060
At3g24120
Atdg13640
At5g45580
At1g79430
At3g04030
At5g18240
At1g69580
A3g12730

VI KL BELTITHVES
VKR M lNLTllT FKS

.‘|-'||- TN L h% FV

WTISEN LE

KJgR LK

w RHI
NMNE
o
DESIO
Q.
NMNE

OMEY

OMEM

YRREHE O LEVG Fist LOIR 1

SRRLHEC T BVOI RS LOVE I
OMBEMO

KW T LI—:EaF VISV
N DIRSIH]

DRRLHEQ LETO RN LOLH I EINOE ¥ o)1y
DERLHEC LETQRELOLE 1 BIOG S 1 Ot LEs]
CEEILHEO LETO RN LOLH 1 EBOG ¥ L STy
DEELHEO LEER Rav IO LH 1 B0 KE L)% T i
QMG
QMEMC
QMEEMO
O LEWC
OMEEQ
QMEVC
ORRLH®O LEVO R LOLR T
Iﬂﬁ%ﬁ“
OMENC
QIENC
QT EVC

KSLHE. LETO RS LOLS T BINOE RY Lot T
ERLHEQ LETORE LOLE T BIOGRY LE)SMiame
LHEQ LEVO RN LOLR T Einted ¥ Lioh LR
RISLHEC LETO RN LOLR 1 BINOG 18 LindMMESs)
KELHE O LENORS LOLE] L EENIS R ¥ T EES 1 M)
ERLHEQ LEVORS LOLR I EEOG KN LieyT TE
IS KA Lieks] T e
IS KA Liels] T e
GKY LINN LR
=l 4o SIp o R
GKY Lok v DES
GKY LoE T LE
GKE LeE VI
G KEMASMLE

RRLHEO LEVORIILOLR 1

SRINSE O 1L EVE Kia LOMRM

RRLHETLEVQH*hQLR]
RRLHEvHEVQHwLQLR]

)
)
e}
s}
o)
)
)
s}

RRIGEE VI E RS VI oR 12

342

359
365
3.5
374
319
426
144
181
167 7
197
165
186
188
175
152

Figure S1. Alignment of the MYB (A) and predicted coiled—coil (B) conserved
domains constructed by use of the CLUSTAL X 1.81 program (Thompson et al., 1997)

and colored by use of the GeneDoc 3.2 program with default BLOSUM score.



Supplemental Figure 2
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Figure S2. Growth performance of 45-d-old wild type (WT) and one line of
OsPHR2-overexpressing plants (OsPHR2-Ov-1) in a pot experiment using acidic red
soil supplied with 3 Pi levels: A, 30 mg Pi/Kg soil; B, 60 mg/Kg soil; C, 120 mg
Pi/Kg soil; D, 200 mg Pi/Kg soil.
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Figure S3 Growth parameters measured from wild type (white column) and
OsPHR2-0v-1 (black column) plants in the soil pot experiment with four Pi levels. A,
Plant height; B, Panicle length; C, Maximum tiller number; D, Seed-setting tiller
number; E, Seed-setting rate; F, Grain number; G, Chlorophyll. Values are mean+SD
(n=6). Stars on the bars represent means that are statically different between WT and
OsPHR2-Ov-1 in the same treatment (p<0.01).
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Figure 4. A, Root hair proliferation of OsPHR1-RNAIi and OsPHR2-RNA. lines in
the regions of root base (left panels), elongation zoon (middle panels) and primary
root tip (right panels) grown under Pi-supplied (b,2Ri-1 and c, 1Ri-1) and
Pi-deficient (e,2Ri-1 and f, 1Ri-1) conditions compared with WT (a and d). B UP, Pi
concentration in the shoots and roots of wild type, 2Ri-1 and 1Ri-1; Down, Pi
concentration in the shoots and roots of wild type, 2Ri-1 and 1Ri-1. Error bars
indicate the SD (n=5). C Left, 2Ri-1 and 1Ri-1 after grow under high Pi conditions
(10mg/L Pi, 0.5L/plant) for 30 days; Right, 2Ri-1 and 1Ri-1 after grow under low Pi
conditions (1mg/L Pi, 0.5L/plant) for 30 days. Bar=1 cm.



Supplemental Table 1

Table S1. Primers of phosphate-starvation-inducible (PSI) genes used for RT-PCR
analysis

Gene Primer sequence (5°-3)
OsPHR1 F: CACAAGAAGGGAAAACTACCGATG

R: TCAAGATTCATGCACTCTACGACGC
OsPHR2 F: CGCTTTGTAGATGCTGTCAATC

R: AGACCCTCATCACATCCTCATTATC
OslPS1 F: AAGGGCAGGGCACACTCCACATTATC

R: ATTAGAGCAAGGACCGAAACACAAAC
OslIPS2 F: CCTTCTTCTGGATTCCTCTC

R: AGTTCACCACAAAAGATACAGTAG
SQD2 F: CTGAAAACGGTAATGGATAGG

R: AACACCACCAGCACGAGC
OsPAP10 F: ATACTGGCAGCCGACGGATGA

R: GAGGGAGCTGGAGCGGAGAA
OsActin F: GGAACTGGTATGGTCAAGGC

R: AGTCTCATGGATACCCGCAG




Supplemental Table 2

Table S2. Primers of Pi transporter genes used for qRT-PCR analysis.

Gene Code Primer sequence (5’-3") UPL

OsPT1 AF536961 F: AGCGTTCGGGTTCCTGTA #116
R: CGTTCTTGATGCCGATCC

OsPT5 AF536965 F: GGCGAGAACGAAATGGAG #160
R: GACGGTCTGCCTGTAGGAGT

OsPT7 AF536967 F: GCTTCCTCCTCACCTTCCTT #117
R: TTCTCCCGTGACATCTCCTC

OsPT9 AF536969 F: GCCTGGCGGATCATACTC #65
R: CACCAGCGCCGTATACCT

OsPT10 AF536971 F: GGCGGATCATTCTCATGG #65
R: TCCACCAAAGCCGTATATCTG

OsPT11 AF5369672 F: ATATCCAAGGCCTCGTTCCT #91
R: CCGATCAGCTGGATCATGT

OsPT12 AF536972 F: AAATCGAGGTGGAGGAGGAG #1
R: CGAGAAGAGGCCGTAGTCC

OsPHO2 0S05G48390 F: TTTTACACAAGCCACCAAAGC #149
R: TCACGAGCATGTCCAACAA

OsActin  OS03G0718100 F: CAACACCCCTGCTATGTACG #158
R:

CATCACCAGAGTCCAACACAA




Supplemental Table 3

Table S3. Primers of OsmiRNA399 and OsPHO?2 used for gRT-PCR analysis.

Gene Primer sequence (5’-3’)

Os-miR399a F: GCTGGAAATGATGCTGGTAGC
R: CTCCTTTGGCACGAGATCTGT
Os-miR399d F: GGTGGCCTTTGATAGACCATCA
R: GCAGGCCGTTTTGGTGAAT
Os-miR399f F: GGCAGAGGTGATCAGATTGCA
R: GGCAAATCTCCTTTGGCAGAG
Os-miR399j F: GGAGCATGTGAAGTCTTTTGTAGC
R: GGCAACTCTCCTTTGGCAGA




