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Table S1 Information for primer sequences
E-iSEA R TSI
Gene name Forward primer (5'-3') Reverse primer (5'-3')

Actin GGTGCCCTGAGGTCCTGTT AGGAACCACCGATCCAGACA
SmRBOH1 AATTGGAGGACGGTCTACAAGA GCTAGGTTTCTTAGTTCTGCCAC
SmRBOH?2 TTGGTTCAAGGGCGTGATGA TTCTTGGCGTGGTTGAGGGA
SmRBOH3 TGAGTGTTCACATTCGGGGC TCGGGTCTGAGATGTCCACT
SmRBOH4 AAGAAGGCGATGCTCGTTCA TTGCGAAATGCGTTCTCACC
SmRBOHS GAAGAGGGGGATGCAAGGTC GGCCTTGCGAAATGCGTTAT
SmRBOH6 TGCAACACGCCAAGAATGGA GGCTCCCACAGTAGAACACTC
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Table S2 Physicochemical characteristics of SmRBOHSs
P35 BHEBREH BEBRHE STE L ARems  JBURER FKETPHRHK
Genes Accession DNA nucleotides amino acids number Molecular  weight Isqelectric 1nstability Aliphatic Grand ~ average of
number (bp) (aa) (kDa) point index index hydropathicity
SmRBOH1 EVM0022034.1 2,709 902 101.041 9.1 45.88 82.97 -0.256
SmRBOH? EVM0000148.2 2,389 962 108.295 9.04 40.69 85.83 -0.236
SmRBOH3 EVM0027461.1 2,412 803 90.864 8.9 43.93 81.13 -0.269
SmRBOH4  EVMO0010816.1 2,817 938 107.157 9.23 49.76 88.22 -0.254
SmRBOHS EVM0022919.1 2,727 908 101.966 8.98 45.9 85.2 -0.119
SmRBOH6  EVMO0024725.1 2,478 825 94.951 8.47 46.72 78.58 -0.276
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60 Table S3 Subcellular localization of SmRBOHs
il A IR R
£H Plasma Endoplasmic MBEZ  Cytoplasmic 1) > 37 &g
Proteins membrane reticulum Nucleus matrix Chloroplast  Vacuole

SmRBOHI1 v v

SmRBOH2 v v

SmRBOH3 v

SmRBOH4 v v

SmRBOH5 v v v v v
6 SmRBOH6 v v v v
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63 Note: V indicate the subcellular localization
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SmSnRK2.6 — SmRBOHS
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SmSnRK2.6 — SmRBOH4
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69 A-D : SmRBOH3 5 SmSnRK2.6 1 SmMAPK2/3/7 E{E &A%+ ; E-G : SmRBOH4 5

70 SmSnRK2.6 1 SmMAPK2/3 H £ Sk L H

71 A-D: SmRBOH3 interacting with SmSnRK2.6 and SmMAPK?2/3/7. E-G: SmRBOH4 interacting

72 with SmSnRK2.6 and SmMMAPK?2/3
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74 Fig.S1 Crystal structure models of SmRBOHs interacting with SmSnRK2 and SmMAPKSs
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