Suppl. Figure 1: Konig et al.

Os MAACCSSLATAVSSSSAKPLAG IPPAAPHSLSLPRAP-——--- AARPLR--LSASSSRS- 51
Hv MACAIS--ASTVSTAAALVASPKTSGAPQCLSFPRAFGGA---AARPAR--LAAAGSRT- 52
At MASVASS-TTLISSPSSRVFPAKSSLSSPSVSFLRTLSSP--SASASLRSGFARRSSLS- 56
Bn MASLAST-TTLISS-SSVLLPSKPSPFSPAASFLRTLPSTSVSTSSSLRSCFSSISPLTC 58
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Os --ARASSFVARAGGVDDAPLVGNKAPDFDAEAVF-DQEF INVKLSDY IGKKYVILFFYPL 108

Hv --ARARSFVARAAAEYDLPLVGNKAPDFAAEAVF-DQEF INVKLSDY IGKKYVILFFYPL 109

At --STSRRSFAVKAQADDLPLVGNKAPDFEAEAVF-DQEF IKVKLSDY IGKKYVILFFYPL 113

Bn IRSSSRPSFAVKAQADDLPLVGNKAPDFEAEAVF-DQEF IKVKLSEY IGKKYVILFLYPL 117

Vu e ASGELPLVGNTAPDFEAEAVF-DQEFIKVKLSEY IGKKYVILFFYPL 46
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Os DFTFVCPTEITAFSDRYDEFEKLNTEILGVSIDSVFSHLAWVQTDRKSGGLGDLKYPLIS 168
Hv DFTFVCPTEITAFSDRHEEFEKINTEILGVSVDSVFSHLAWVQTERKSGGLGDLKYPLVS 169
At DFTFVCPTEITAFSDRHSEFEKLNTEVLGVSVDSVFSHLAWVQTDRKSGGLGDLNYPLIS 173
Bn DFTFVCPTEITAFSDRYEEFEKLNTEVLGVSVDSVFSHLAWVQTERKSGGLGDLNYPLVS 177
Vu DFTFVCPTEITAFSDRHAEFEELNTEILGVSVDSVFSHLAWVQTDRKSGGLGDLKYPLIS 106
ot DFTFVCPTEITAFSDRYEEFAKLNTEVLGVSVDSKFSHLAWLQTDRNDGGLGDLAYPLVS 138
Hs DFTFVCPTE I IAFSDRAEEFKKLNCQV I GASVDSHFCHLAWVNTPKKQGGLGPMNIPLVS 106
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Os DVTKSISKSFGVLIPDQGIALRGLF I IDKEGVIQHST INNLAIGRSVDETMRTLQALQYV 228
Hv DVTKSISKSFGVLIPDQGIALRGLF I IDKEGVIQHST INNLGIGRSVDETLRTLQALQYV 229
At DVTKSISKSFGVLIHDQGIALRGLF I IDKEGV IQHST INNLGIGRSVDETMRTLQALQY1 233
Bn DITKSISKSFGVLIPDQGIALRGLF I IDKKGV IQHST INNLGIGRSVDETMRTLQALQYV 237
Vu DVTKSISKSYGVLIPDQGIALRGLF I IDKEGVIQHST INNLAIGRSVDETKRTLQALQYV 166
ot DLKREICESYDVLYED-GTALRGLY I IDREGVIQHYTCNNAPFGRNVDECLRVLQAIQYV 197
Hs DPKRTIAQDYGVLKADEGISFRGLFIIDDKGILRQITVNDLPVGRSVDETLRLVQAFQFT 166
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Os QDNPDEVCPAGWKPGDKSMKPDPKGSKEYFAAIL - 261
Hv QENPDEVCPAGWKPGEKSMKPDPKGSKEYFAAL - 262
At QENPDEVCPAGWKPGEKSMKPDPKLSKEYFSAI- 266
Bn QENPDEVCPAGWKPGEKSMKPDPKLSKEYFSAI- 270
Vu QQONPDEVCPAGWKPGEKSMKPDPKLSKDYYAAI- 199
ot QNNPDEVCPAGWTPGAATMKPDPKGSKEYFKAI - 230
Hs DKHG EVCPAGWKPGSDT IKPDVQKSKEYFSKQK 199
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Suppl. Figure 1. Multiple sequence alignment of 2-Cys Prx proteins from various
organisms. The following 2-Cys Prxs were included in the comparison, the EXPASy
Swiss-Prot accession numbers are given in brackets: Os: Oryza sativa subsp. Japonica
(Q6ER94); Hv: Hordeum vulgare (Q96468); At: Arabidopsis thaliana 2-Cys Prx A
(Q96291), Atrp: Recombinant expressed Arabidopsis thaliana 2-Cys Prx A (Q96291)
without signal peptide, Bn: Brassica napus (rapeseed) (Q9FUCS5); Vu: Vigna
unguiculata, (cowpea, F5C0D3); Ot: Ostreococcus tauri (Q012L2), Hs: Homo sapiens
PRDX1 (Q06830). Conserved and similar residues are indicated by asterisks and dots,
respectively. The Cys residues and the other two mutagenised conserved amino acids
F84 and T92 are marked with an inverted triangle. The signal peptide and the truncated
C-terminal tail are marked by bold letters.



Figure S2: Kbnig et al.
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Suppl. Figure 2. Secondary structure analysis of 2-CysPrx variants using circular
dichroism spectroscopy. 10 mM of non-treated and thus oxidised and reduced (10
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Supplementary table:
Table S1: Primers used for cloning of 2-CysPrx and variants

Name 5’- 3" Sequence

At_2CPA_F 5’- ATATACATATGGCCCAGGCCGATGATCTTCC-3

At_2CPA_R 5’- ATATAGAATTCTAAATAGCTGAGAAGTACTC-3’
2CP_stop_gwk_R 5'-ATATAGAATTCCTACTTCCATCCTGCTGGG-3'

2CP_F84R_F 5-TGTTTCTGTCGATAGTGTGCGCTCTCACCTTGCATGGGTC-3'
2CP_F84R_R 5'-GACCCATGCAAGGTGAGAGCGCACACTATCGACAGAAACA-3
2CP_C176K_F 5'-GAAAACCCGGATGAAGTCAAGCCAGCAGGATGGAAGCCG-3'
2CP_C176K_R 5'-CGGCTTCCATCCTGCTGGCTTGACTTCATCCGGGTTTTC-3'
2CP_T92D_F 5'-CTCACCTTGCATGGGTCCAAGATGACAGGAAATCTGGAGGGC-3'
2CP_T92D_R 5'-GCCCTCCAGATTTCCTGTCATCTTGGACCCATGCAAGGTGAG-3'
2CP_C54S_F 5 -ACTTTCGTCTCCCCAACA-3

2CP_C54S R 5 -TGTTGGGGAGACGAAAGT-3

2CP_C176S_F 5 -ATGAAGTCTCCCCAGCA-3’

2CP_C176S_R 5 -TGCTGGGGAGACTTCAT-3

2CP-C54D_F 5’-ACTTTCGTCGACCCAACAGAGATTACTG-3

2CP_C54D_R 5’ -CAGTAATCTCTGTTGGGTCGACGAAAGT-3"

At-NTRC-F 5°-ATATA CATATG T CAG GAG GCG AGATTATC-3’

At-NTRC-R 5°-AAAAAA AAGCTT TCATTTATTGGCCTCAATG-3




