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Table S1. Primer lists used in the study.

Locus ID Gene Sequence

Gmgsnor19g_F ATGGGAAGAGTCGGTTCTCG
Glyma.19G170100

Gmgsnor19¢_R TITCTCCAGAGGTGCCITCG

GmNIP2-1_F ATCATCTTCCCCTGGCTCTCT
Glyma09g37280

GmNIP2-1_R TAGCCCAGCAGAACCACTTC

GmLba_F AACATTCCTCAATACAGCGTTGTG
GLYMA_11G121700

GmLba_R CCCGTGAGCITAGGATTAG

GmFLbR-1_F TGTGAAATCTCTGCCTGGGA
Glyma07g36040.1

GmFLbR-1_R GCCCCATACTGAGCCCATTIT

GmFLbR-2_F GGGGATGGTGTGAAGCTAAC
Glymal7g04210.1

GmFLbR-2_R GTCCAACCCAAGTTCGGCA

GmActin-F ACCCAGCAGCATGAAGATCA
Glyma02g10170

GmActin-R CACATCTGCTGGAAGGTGCT




AT3G17240.1 (dihydrolipoamide dehydrogenase), Orthologs | (1yma07g36040.1) ferric leghemoglobin reductase 1, FLbR-1

>Glyma07g36040.1 sequence type=CDS gene model=Glyma07g36040 sequence assembly version=Glyma 1.0 annotation version=1.1 JGI Gene Call confidence=high

ATGGCGATGGCAAACTTGGCTCGACGGAAGGGTTACGCCGTCGTTTTGTCGTCGAGGTCGTCGCTTTGTCTGACAAGGTGGAGGGGGTTCGCGTCCGGATCTGACGAAAACGACGTCGTGGTCATCGGCGGC
GGTCCCGGCGGCTACGTGGCGGCCATTAAAGCGGCGCAGCTGGGTCTGAAAACCACTTGCATCGAAAAACGTGGCACTCTCGGCGGTACCTGCCTCAACGTCGGATGCATCCCTTCCAAGGCACTTTTGCATT
CTTCCCACATGTATCATGAGGCTAAACATGCATTTGCCAACCATGGGGTCAAGTTTTCATCTGTCGAGGTTGATTTGCCAGCCATGATGGCCCAAAAAGATAAAGCAGTTTCTAATCTTACCAAGGGTATTGAAGG
TCTATTCAAGAAAAACAAGGTAAACTATGTCAAAGGTTATGGCAAATTAGTTTCACCATCTGAGGTCTCTGTGGACACCACTGAAGGTGGAAATACTGTTGTGAAAGGCAAGCATATTATAATTGCCACTGGCTCG

GATGTGAAATCTCTGOCTGGGATCACTATTGATGAAAAGAAAGTTGTTTCATCAACGGGAGCTCTTGOT TTGACTGAAATCCCCAAGAGACTCATAGTCATTGGGGCAGGCTACATTGGGCTGGAAATEGGCTCA
GATGTGAAATCTCTGCCTGGGATCACTATTGATGAAAAGAAAGTTGTTTCATCAACGGGAGCTCTTGCTTTGACTGAAATCCCCAAGAGACTCATAGTCATTGGGGCAGGCTACATTGGGCTGGAAATGGGCTCA

GTATGGGGCCGACTTGGCTCCGAGATAACAGTTGTTGAGTTTGCATCGGAGATTGTTCCAACCATGGATGCGGAGGTCCGGAAGCAGTTTCAGCGTTCTCTTGAGAAGCAAGGCATGAAATTCAAGCTGAAGAC
TAAGGTGGTTGGAGTTGATACTTCTGGGGATGGTGTGAAGCTAACTCTTGAACCAGCAGCTGGTGGTGATCAGACTACACTTGAAGCAGATGTTGTCCTGGTATCTGCTGGTAGGACCCCATTCACTGCCGAACT
TGGGTTGGACAAGATAGGAGTTGAAACTGACAAGATTGGACGGATTTTGGTAAATGAAAGATTTGCCACAAATGTCTCTGGTGTTTATGCAATTGGAGATGTAATTCCAGGCCCAATGTTGGCACACAAGGCGGA
AGAAGATGGTGTTGCTTGTGTTGAGTACATAGCTGGTAAGGTTGGTCATGTGGATTATGACAAAGTCCCTGGCGTTGTCTATACAATGCCCGAGGTTGCATCTGTTGGGAAGACAGAGGAGCAGGTGAAGGAAC
TTGGAGTTGAATACCGTGTTGGCAAGTTCCCATTCCTGGCTAATAGCAGAGCTAAGGCAATTGACAATGCTGAAGGACTGGTGAAGATATTGGCTGAAAAGGAGACAGACAAGATATTGGGAGTGCACATTATGG
CGCCCAATGCAGGAGAGCTTATTCATGAAGCTGCAATAGCACTACAGTATGATGCATCAAGTGAGGACATTGCACGTGTGTGCCATGCACATCCAACAATGAGCGAGGCTGTGAAAGAAGCCGCAATGGCCACT
TATGACAAGCCCATTCACATCTAA e

Favciife ¥
| KRR

>Glyma07g36040.1 sequence type=predicted peptide gene model=Glyma07g36040 sequence assembly version=Glyma 1.0 annotation version=1.1 JGI Gene Call confidence=high
MAMANLARRKGYAVVLSSRSSLCLTRWRGFASGSDENDVVVIGGGPGGYVAAIKAAQLGLKTTCIEKRGTLGGTCLNVGCIPSKALLHSSHMYHEAKHAFANHGVKFSSVEVDLPAMMAQKDKAVSNLTKGIEGLFKKNKVNYVKGY
GKLVSPSEVSVDTTEGGNTVVKGKHIIIATGSDVKSLPGITIDEKKVVSSTGALALTEIPKRLIVIGAGYIGLEMGSVWGRLGSEITVVEFASEIVPTMDAEVRKQFQRSLEKQGMKFKLKTKVVGVDTSGDGVKLTLEPAAGGDQTTLEADVVL
VSAGRTPFTAELGLDKIGVETDKIGRILVNERFATNVSGVYAIGDVIPGPMLAHKAEEDGVACVEYIAGKVGHVDYDKVPGVVYTMPEVASVGKTEEQVKELGVEYRVGKFPFLANSRAKAIDNAEGLVKILAEKETDKILGVHIMAPNAGE
LIHEAAIALQYDASSEDIARVCHAHPTMSEAVKEAAMATYDKPIHI*
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Predicted S-Nitrosylation sites using GPS-SNO 1.0

Threshold Position Peptide Score Cutoff Cluster
High 365 AEEDGVACVEYIAGK 2.565 2443 Cluster B
Low 476 SEDIARVCHAHPTMS 1.224 0.797 Cluster A

Figure S1. Predicted S-Nitrosylation sites in the protein sequence of FLbR-1.

AT3G17240.1 (dihydrolipoamide dehydrogenase), Orthologs Il (G1yma17g04210.1) ferric leghemoglobin reductase 2, FLbR-2

>Glymal7g04210.1 sequence type=CDS gene model=Glymal7g04210 sequence assembly version=Glyma 1.0 annotation version=1.1 JGI Gene Call confidence=high
ATGGCGATGGCAAGCCTGGCTCGACGGAAGGGTTACGCCGTCGTTTTGTCGTCGAGGTCGTCGTTTTGTCTGACAAGCTGGAGGGGATTCGCGTCCGGATCTGACGAAAACGACGTCGTCGTCATCGGCGGCGGTCCCGGCGGCTACGTGGCCGCC
ATCAAAGCCGCGCAGCTCGGTCTG. ACCACTTGCATCG. GCGTGGCACTCTCGGCGGTACCTGCCTCAACGTCGGATGCATCCCTTCCAAGGCACTTCTGCATTCTTCCCACATGTATCATGAGGCTAAACATGCATTTGCCAACCATGGG
GTCAAGTTTTCATCTGTTGAGGTTGATTTGCCAGCCATGATGGCCCAAAAAGATAAAGCAGTTTCTAATCTTACCAAGGGTATTGAAGGTCTATTCAAGAAAAACAAGGTAAACTATGTCAAAGGTTATGGCAAATTTGTTTCACCATCTGAAGTC
TCTGTGGACACCACTGAAGGTG! TACTGTTGT! AGGCAAGCATATTATAATTGCCACTGGCTCGGATGTGAAATCATTGCCTGGCGTCACTATTGATGAAAAGAAAGTCGTATCATCAACGGGGGCTCTTGCTTTGACTGAAATCCCCAAG
AGACTCGTAGTCATTGGGGCAGGCTACATTGGGCTGGAAATGGGCTCCGTATGGGGCCGTCTTGGCACCGAGATAACAGT TGTTGAATTTGCATCGGAGATTGTTCCAACCATGGATGCAGAGGTCCGAAAGCAGTTTCAGCGTTCTCTTGAGRAG
CAAGGCCTGAAATTCAAGCTGAAGACAAAGGTAGTTGGAGTTGATACTTCTGGGGATGGTGT GCTAACTCTTGAACCGGCTGCTGGTGGTGATCAAACTACACTTGAAGCAGATGTTGTCCTTGTATCTGCTGGTAGGACTCCATTCACTGCT
GGACTTGGATTGGACAAGATAGGTGTTGAAACTGACAAGATTGGACGGATTTTGGTAAACGAACGATTTGCCACAAATGTCTCTGGTGT TTATGCAATTGGAGATGTAATTCCAGGCCCAATGTTGGCACACAAGGCAGAAGAAGACGGTGTTGCT
TGTGTTGAGTACATAGCTGGTAAGGTGGGCCATGTGGATTATGACAAAGTCCCCGGTGTTGTCTATACAATGCCCGAGGTTGCATCTGTTGGGAAGACAGAGGAGCAGGTGAAGGAACTTGGAGTTGAATACCGTGTTGGCAAGTTCCCGTTCATG
GCTAATAGCAGAGCTAAGGCAATTGACAATGCTGAAGGACTGGTGAAGATATTGGCTGAAAAGGAGACAG. AGATATTGGGAGTGCACATTATGGCACCCAATGCAGGAGAGCTTATTCATGAAGCAGCAATAGCACTACAGTATGATGCATCT
AGTGAGGACATTGCACGTGTGTGCCATGCACATCCAACAATGAGCGAGGCTGTGARAGAAGCCGCAATGGCCACTTATGACAAGCCCATTCACATTTAA
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Predicted S-Nitrosylation sites using GPS-SNO 1.0

>Glyma17904210.1 sequence type=predicted peptide gene model=Glyma17g04210 sequence assembly version=Glyma 1.0 annotation version=1.1 JGI Gene Call confidence=high
MAMASLARRKGYAVVLSSRSSFCLTSWRGFASGSDENDVVVIGGGPGGYVAAIKAAQLGLKTTCIEKRGTLGGTCLNVGCIPSKALLHSSHMYHEAKHAFANHGVKFSSVEVDLPAMMAQKDKAVSNLTKGIEGLFKKNKVN
YVKGYGKFVSPSEVSVDTTEGGNTVVKGKHIIIATGSDVKSLPGVTIDEKKVVSSTGALALTEIPKRLVVIGAGYIGLEMGSVWGRLGTEITVVEFASEIVPTMDAEVRKQFQRSLEKQGLKFKLKTKVVGVDTSGDGVKLTLEPAAG
GDQTTLEADVVLVSAGRTPFTAGLGLDKIGVETDKIGRILVNERFATNVSGVYAIGDVIPGPMLAHKAEEDGVACVEYIAGKVGHVDYDKVPGVVYTMPEVASVGKTEEQVKELGVEYRVGKFPFMANSRAKAIDNAEGLVKILA
EKETDKILGVHIMAPNAGELIHEAAIALQYDASSEDIARVCHAHPTMSEAVKEAAMATYDKPIHI*

Threshold Position Peptide Score Cutoff Cluster
High 365 AEEDGVACVEYIAGK 2.565 2443 Cluster B
Low 476 SEDIARVCHAHPTMS 1.224 0.797 Cluster A

Figure S2. Predicted S-Nitrosylation sites in the protein sequence of FLbR-2.
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Figure S3. Peptide sequence alignment of two FLbR genes.




