Supplementary File S5. NtNRAMP3 promoter analysis.
A. NtNRAMP3 promoter sequence

Sequence of NtINRAMP3 promoter (promNtNRAMP3 + 5°UTR + START codon) located in the
scaffold AWOKO01S026429 (position 12116...13800):

AGAATCTGCGAGCATCTCAAAGGAATCTATGGAATGCTCGGGAAGAAGCGAATACCACGTCAAGGCTCCCCTCGT
GAGTGTCTCCTCGAATTTCTTCAGCAAAACAGATTCAATCTCGTGGGGAGCTAAAATCGTTCCCCTTCACCACCG
TTGCATAGGTGATAATATGTTTATGAGAGTCCGAAGTCCCTCAAGATTGTGTGTATTGTTAACACCATTATTTGC
CATTTTCTGTAATTTTTGCTAAGAACATATAATCAAAACATGTTAGTAAAAAAGACAAGGATCAACTTAATTACA
CGATTTTCTAGGCCCCACGATGGACGCCAAACTATTTGCCCGTAAAACGATACAGTTGAATTTATACGTACTTTC
TAGACAAGTGAATTAATTCGATCCTGAAATAATAAAAGAATTGAATAAATATGCAATATTTAGCCTTAATATGAA
AATGAAATAGCAGAAACCGTAGTTTCGGGAGCAGGGCTTCCGGGCACAACATCGATGAAATCAAAAGGCGAGAGG
ATAAAGTTGTATAAAGCTTTTAATATATTGTAGCGTAAGTATGCTAGAAAATGCGTCCCTTTTACAATGATAACA
GAGCTCATTATTTATAGTTGCATCTAGGGAATAAGGTCCTAGGATTATGTCCTTCTTTAATATGAGGGCTATTAA
AGAATGTGTAACGGCAGGCATGAATGATAAATTTTTTGTAACGGCCAATGTACTAAATACTGTAGAATATTCTTC
ATTAAATGCTATAGTGACAGGCATTTATTGCATATTTATGATCATTATTCTTTTTCGGTAATAAATGAAACAGTT
GTCTTCGGATTTAGCTATCCTCTGCCTTCGGCTTCACGTGTAACTCTCTTATACAATTACTTAACATACCATATT
TTACCCTATACATATAGATTCATAAAAAATATAAAACACAGAAAAACTTTACTGCATTTGCACCAAAAAGGTAAT
GGGAAGGATCAAAGTATTTAATTTTTTGTGTTAATTTGGAATATCCGTTATTTATTTTTCAAAGAAAAAATTCAA
ATATTCAAAATTACAGTAAAATAAATATAAAACCTTCAAAATAATTATCGTCCAAGAGATAGGAAAAAGTGAAAA
ACAATTTAGTCTTAGTTTCACAATGTCAGACTCTCCCTGTTCTTCCCCTCATCACTAAATAAGAAAAAGTCAATC
GATCTCTTATGCTTCTATCTCAAATTAAGAAAAATTTCAATTATATCTATTTTAAGCGGACTTATTTCATTCAAA
TAACCAGAAAAAAGATTTTCCAAAACTAGGGGTTGTATCCTTTACCGCTTACTAAACTAAGAAGACATTGATAAA
TCCAAGATTATAAATATAACATCGATAAATAAACATAATTCCAATTATAGTTGCTATACTTTTGGCTTTACATTG
TATTTTATTTTTTAGCTAAATTCATACTCATTTCAAAGTGGAAAAAAGGAAAAACAAAATAAAAGGAGAAAGGAA
ATTGGGGTGCAAATAGAAAGCGGTAGCGTAATGGTAGTTTTCAAAAATCATTCGTCTTATCGTCTGAAAAGAAAA
ACCAGAAAAAGATCCAAAGCCTCCACTATAAAACAACATCACTTCGCACAAACCGAACTCACCTGTACCTTTTAA
CCGCTAATATCCTCTTTACAGATTTCTCTTCTAAATG

AGAATC — primers used for promNtNRAMP3 amplification (sequence of the forward primer and
complementary sequence of the reverse primer)
ATG — START codon (not amplified with NINRAMP3 promoter sequence)

Sequence length: 1684 bp

B. Insitu analysis of the N(INRAMP3 promoter

In situ analysis of the NtNRAMP3 promoter sequence was performed by PlantCARE software
(http://bioinformatics.psh.ugent.be/webtools/plantcare/html/) to identify the cis-acting elements within

its region. For the analysis, a 1684 bp sequence of the NINRAMP3 promoter (counting from the START
codon upstream) was used.



http://bioinformatics.psb.ugent.be/webtools/plantcare/html/

Table 1.

Cis-acting reg

ulatory elements present in NtINRAMP3 promoter sequence.

cis-acting Position in
regulatory Sequence NINRAMPS3 Function Reference
promoter
element
sequence
METAL RESPONSIVE SEQUENCES
MRE1 TGC(A/G)C(T/GIC/IA)C 959 sequence of the Metal Response Element 1 1
IDE2 CA(A/C)G(CIT)(AIC)A 56 sequence of the Iron Deficiency Response Element 2 2
GENERAL REGULATORY ELEMENTS
TATA-box ATTATA 1394 core promoter element around -30 of transcription start site 3
CAAT-box (CO)C(A)AAT multi- common cis-acting element in promoter and enhancer regions from Pisum sativum or 4
position Arabidopsis thaliana
PHYTOHORMONE RESPONSIVE SEQUENCES
ABRE ACGTG 861 cis-acting element involved in the abscisic acid responsiveness from Arabidopsis thaliana 5
CGTCA-motif CGTCA 58 cis-acting regulatory element involved in the MeJA-responsiveness from Hordeum vulgare 6
LIGHT RESPONSIVE SEQUENCES
- ATTAAT 387 part of a conserved DNA module involved in light responsiveness from Petroselinum 7,8
crispum
G-box CACGTC 56 cis-acting regulatory element involved in light responsiveness from Zea mays 9
GATA-motif GATAGGG 1108 part of a light responsive element from Arabidopsis thaliana 10
TCCC-matif TCTCCCT 1157 part of a light responsive element from Spinacia oleracea 11
chs-CMAla TTACTTAA 882 part of a light responsive element from Daucus carota 12
STRESS RESPONSIVE SEQUENCES
ARE AAACCA 1574 | cis-acting regulatory element essential for the anaerobic induction from Zea mays 13
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+ TCAAAAATCA TTCGTCTTAT CGTCTGAAAA GAAAAACCAG AAAAAGATCC AAAGCCTCCA CTATAAAACA 1610

+ ACATCACTTC GCACAAACCG AACTCACCTG TACCTTTTAA CCGCTAATAT CCTCTTTACA GATTTCTCTT 1680

+ CTA
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