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Figure S1. Comparison of Nipponbare (Nip), knock-out line (OsCIPK9-cas) and
overexpression lines (OsCIPK9-OE2, OsCIPK9-OE3) Na concentrations per plant and
Na'/K" content ratios in shoot and roo under OmM NaCl conditions. a-b: The
comparison in shoot. c-d: The comparison in root. n = 3. Data are presented as means
+ SD. Statistical significance (versus the Nip) were calculated with Student’s #-test.
Different letters indicate significant difference, P < 0.05.
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Figure S2. The result of GO cellular component analysis between OsCIPK9-cas and
Nipponbare under OmM NaCl treatment.
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Figure S3. The result of GO biological process analysis between OsCIPK9-cas and
Nipponbare under OmM and 120mM NaCl treatment.
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Figure S4. The result of GO molecular function analysis between OsCIPK9-cas and
Nipponbare under OmM and 120mM NaCl treatment.
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Figure S5. The FPKM of OsAMT1.1 and OsAMT?2.1 in Nipponbare and knock-out line
(OsCIPK9-cas) under 0OmM and 120mM NaCl conditions.



