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Supplementary Table

Supplementary Table S1 Primers used in this study

Gene Primer name Sequence (5°—3’) Product (bp)

Primers for qRT-PCR

Nb18stDNA  Nb18srDNA-F AGGATTGACAGACTGAGAGC 210
Nb18srDNA-R CACAGACCTGTTATTGCCTC

TRVIRep  TRVI Rep-F ATCTCAAGTTGATTTGAGGTT 461
TRV1 Rep-R TGATCTCTTTGCTTACATCGT

TRV2 2b TRV2 2b-F ATGCACGAATTACTTAGGAAG 303
TRV2 2b-R GGTAACCTTACTCACAGAAT

NbHAOXS  NbHAOXS-F TAGTTTCGTCGTGGAAGCGG 212
NbHAOXS-R TAAAGGGGAAGCAGAAATCA

NbGOX1 NbGOXLF GCAGCCAGCAAGAGAAGTCA 132
NbGOX1R TCAATGTAACGGCAAAAAGAG

NbGOX4 NbGOXA-F GTGAAGGGAAACTGTGAAAC 140
NbGOX4AR GGTGGGGTGTGGATGAAGA

NbPR1 NbPR1-F GTGCCCAAAATTCTCAACA 196
NbPR1-R AAATCGCCACTTCCCTCAG

NbNPR1 NbNPR1-F CGCCGGCGGAGATTACTTCACT 163
NbNPR1-R GGACTCCTCGCCGACAAAATG

NbRbohD  NbRbohD-F AACCGGCGCCAAGTCCAATGATG 236
NbRbohD-R TTAAAGAAGCCAAACGCCTGAGC

NbRbohF NbRbohE-F CAGATTCTTCCGGTCAGGCTTGTA 249
NbRbohF-R ACCCGCTTGAGTTCTTGAGTCCAG

NbPDF12  NbPDFLOF ACAGAGATGGGACCAACGACA 160
NbPDF1.2-R AGAAACAACGGCGGCGGAAT

Nbwikyds  Nbwrky45-F GAGAGAATCTGCAACAGTGG 181
Nbwrky45-R GTATGTGGTCTGGTAAATGA

Nbwiky62  Nbwrky62-F GGATGATACTCCACCTACTA 195



Primers for making VIGS constructs

NbHAOXS

NbGOX1

NbGOX4

Nbwrky62-R

NbHAOXS-F
NbHAOXS8-R
NbGOX1-F
NbGOX1-R
NbGOX4-F

NbGOX4-R

CCCTCTCCACATGCTTCTTC

ggatccGCATAGCTCCAACTCTACAA
gaattcATATCAGATTGCTCGTGACT
ggatccATATCGTTGCCTCCTATGAG
2aattc AAGAACTTCACCTTACACCTG
ggatccAACCATCCATTTGCCCTTCTA

gaattcGCAATCGCCTCATACTCCAT

237

243

334
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Supplementary Figure S1. Domain composition of GOX family proteins in Nicotiana
benthamiana and Arabidopsis thaliana. Domain composition analysis was performed online

using NCBI-CDD program.



Percent Identity

4 5 67 |8 9 [10]11 12131415 16 |17 | 18 | 19 | 20 | 21 | 22

1 875|901 |8838 |54.7 548 |51.4 551 560 [59.7 |59.4 |60.1 |598 |599 | 1 . AtGOX1
2 858 887 |87 |547 548 |517 551 |56.3 |59.5 | 509 |60.1 [59.3 594 | 2  AtGOX2
3 816|861 839 |53.1 |526 |49.7 |529 |53.3 |57.5 |57.7 |58.7 |59.0 |586 | 3 AtGOX3
a 595|619 |59.8 |66.4 |66.6 |60.4 |67.4 675 |69.7 |70.8 | 713|732 730 | 4  AtHAOX1
5 58.3 |60.7 587 |66.9 |67.1 |61.1 |67.7 |66.6 |69.4 | 705 |696 | 718|716 | 5  AtHAOX2
6 839|858 |836 539 536 |512 |54.1 550 [59.2 |58.4 |599 [59.7 |595 | 6  NbGOXI
7 836 855 833 536 |53.3 |509 |539 |546 |588 581|507 [504 (592 | 7  NpGOX2
8 730|752 |73.1 |49.8 |495 |454 |502 |507 |546 | 548 |550 |544 |552 | 8  NbGOX3
9 920890 |52.8 |52.7 |49.3 |52.7 |53.7 | 56.0 | 56.3 |57.1 |582 |586 | 9  NbGOX4
10 [13.7 |158 |212 576|600 |182 186 |336 917|888 | 528 |527 |49.3 |52.7 |53.7 | 56.0 | 56.3 |57.1 | 582 |586 | 10  NbGOX5

11 |106 123|154 |52.8 |55.1 |15.7 |16.1 |30.1 | 85
12 (122|132 |182 |569 |59.2 185|189 |333 |119 |122
13 |68.1 |68.1 |72.1 |444 |434 |700 |70.7 |80.3 | 728 | 728

96.6 NbGOX6
NbGOX7

NbHAOX1
NbHAOX2
NbHAOX3
NbHAOX4
NbHAOX5
NbHAOX6
NbHAOX7

Divergence

15 |76.3 |754 |808 |557 |54.4 |76.7 | 77.6 |93.1 |818 |818
16 |67.1|67.1 |724 |427 |422 694|701 |79.4 |728 | 728
17 [652 645|714 424|441 |675 683 780 |70.6 | 706
18 [572 576|618 | 388 |39.3 |58.3 |59.0 |68.4 | 651 |65.1
19 [578 567 |61.3 |37.0 |37.4 |59.9 605 |67.8 |64.4 | 644
20 563 563 592 |36.2 | 389 |56.7 |57.2 |67.4 |628 |628 NbHAOXS
21 569 580 |586 332|353 |57.2 |57.8 |68.8 |60.3 |60.3 | 54.8 | 58. NbHAOX9
22 567 |57.8 595|335 356 |57.6 |58.2 |67.1 |59.4 |50.4 |55.7 |59, 5 [28.7 | 202 | 20. 163 | 57 M 22 NbHAOX10

Supplementary Figure S2. Sequence similarity of GOX family proteins in Nicotiana
benthamiana and Arabidopsis thaliana. Sequence comparison was performed using MegAlign
program of Lasergene software package.



