SUPPLEMENTARY MATERIAL

Protocol for failed electrophoretic mobility shift assays (EMSAs)
	Probes for three gene promoter regions, identified by the MEME analysis, and a 30-base pair sequence containing the regulatory motif discovered by MEME, were employed to perform electrophoretic mobility shift assays. The promoter regions of genes E6P09_18555, E6P09_17315, and E6P09_02480 (NCBI Gene IDs) were synthesised by PCR using Phusion™ High-Fidelity DNA Polymerase (Thermo Fisher Scientific). The 30-base pair regulatory sequence was obtained by hybridization of complementary primers. The primers used are shown in Supplementary Table 4.
	For the assays, protein concentrations of purified His6-SirR regulator, ranged from 1 to 100 times the DNA concentration were used. The DNA and the His6-SirR were incubated for 30 minutes at 42ºC, in the presence of either Fe2+ (FeCl2·4H2O), Fe3+ (FeCl3), MnCl2, CuCl2 and ZnCl2 at a concentration four times the protein concentration, or in the absence of this element, in a solution containing 1.5 M NaCl, 20 mM HEPES buffer at pH 7.2, 8% (v/v) glycerol, and 0.05 mg/ml bovine serum albumin (BSA). After incubation, the samples were subjected to electrophoresis in a non-denaturing 0.8% (w/v) agarose gel in high-salt Tris-Borate (TB) buffer (220 mM Tris base, 945 mM boric acid, pH 6.0) or in a non-denaturing 4% polyacrylamide gel in regular TB buffer (44.5 mM Tris base, 44.5 mM boric acid, pH 8.2) for 40 minutes at 80 V with cooling. Finally, the gel was stained with SYBR™ Safe DNA Gel Stain (Invitrogen) for 15 minutes in the running buffer.
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Supplementary Figure 1. pMH101-N plasmid Vector Map
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Supplementary Figure 2. Fusion PCR. (A) Schematic illustration of the fusion PCR. (B) PCR program. The primers added were 1F_18060 and 2R_18060.
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Supplementary Figure 3. pTA-1992 plasmid vector map
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Supplementary Figure 4. qPCR program used for the amplification and the melt curve.



Supplementary Figure 5. Calibration line of the HiPrep 16/60 Sephacryl S-100 HR column using the Gel Filtration Markers from the MWGF200 Kit (Sigma-Aldrich)



Supplementary Figure 6. Extracellular concentration of metals quantified in the cell cultures of the three strains used in the study (pink: HM26; blue: HM26-ΔsirR; orange: HM26-OEsirR) under different culture conditions. Measurements were taken at stationary phase, except for the control media, which is non-inoculated media. Codes: +Fe2+: cultures supplemented with ferrous iron; +Fe3+: cultures supplemented with ferric iron; -Fe: cultures without iron supplementation; +O2: oxic cultures; -O2: anoxic cultures.
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Supplementary Figure 7. Scree plot of the PCA.
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Supplementary Figure 8. Iron-related genes (NCBI Gene IDs) that showed significant negative expression changes in RNA-Seq study (oxic vs. denitrifying conditions). These promoter regions were used for motif search in the software MEME. The highlighted sequences correspond to semi-palindromic motifs found and their repetitions. Underlined nucleotides indicate the initial ATG of the corresponding gene. 
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Supplementary Figure 9. Chromatograms obtained in the purification of the SirR regulator. Green lines refer to the imidazole gradient (%B); Blue lines refer to reads from the UV module of ÄKTA start protein purification system (Absorbance at 280 nm); Red squares indicate the collected fraction from each chromatographic step. (A) Chromatogram from the metal affinity chromatography using 5 mL HisTrap columns (Cytiva). A Crude protein extract was used as a sample. (B) Chromatogram from gel filtration chromatography using the HiPrep 16/60 Sephacryl S-100 HR column. A concentrated fraction of the metal affinity chromatography was used as a sample.

Supplementary Table 1. List of primers used in the construction of deletion and overexpression strains.
	Primer name
	Sequence

	1F_18060
	CGTCAAGCGCTCGTTCGAG

	1R_18060
	TGCTTATGTGTGAGCGTCTTCCATTGCGACCG

	2F_18060
	AATGGAAGACGCTCACACATAAGCACTGTCGAG

	2R_18060
	GAAGGTCCCCACGTCCAT

	pMH101NF_Seq
	GTAAAACGACGGCCAGTG

	pMH101NR_Seq
	ACGAGATGGAGCAGTCGTACATCGACTAC

	pTA1992F_18060
	GACGCACTCATGACGTCCAGCCA

	pTA1992R_18060
	TAAGGATCCTTATGTGTGAGAACAGATAATTTGGCG

	pTA1992F_Seq
	TCTCGGCGGTTCGAGAATCGA

	pTA1992F_Seq
	GATGGTCCAGAGGTGCGGC






Supplementary Table 2. Iron-related genes that showed significant negative expression changes in the RNA-Seq study (oxic vs. denitrifying conditions). The promoter region of these genes was used for searching regulatory motives with the software MEME.
	NCBI Gene ID
	Gene product
	log2FC

	[bookmark: _Hlk151031984]E6P09_00145
	ABC transporter iron-binding-like protein
	-3.65

	E6P09_02475
	ABC transporter ATP-binding protein 

	-3.04

	E6P09_02480
	Iron-ABC transporter like permease
	-4.04

	E6P09_02485
	NAD(P)/FAD-dependent oxidoreductase

	-4.06

	E6P09_11455
	ABC transporter iron-binding protein
	-4.25

	E6P09_12005
	ABC-type iron (III) transport system
	-2.12

	E6P09_17310
	ABC transporter iron-binding protein
	-3.20

	E6P09_17315
	Iron transport protein
	-4.11

	E6P09_18530
	IucA/IucC family siderophore biosynthesis protein
	-6.01

	E6P09_18535
	lysine N(6)-hydroxylase/L-ornithine N(5)-oxygenase family protein (Siderophore biosynthesis protein)
	-6.79

	E6P09_18540
	Acetyltransferase (Siderophore biosynthesis protein)
	-7.09

	E6P09_18545
	Iron transporter (IucA/IucC family siderophore biosynthesis protein) (Siderophore biosynthesis protein)
	-6.88

	E6P09_18550
	Aspartate aminotransferase family protein (Siderophore biosynthesis protein)
	-6.24

	E6P09_18555
	Diaminobutyrate-2-oxoglutarate transaminase (Siderophore biosynthesis protein)
	-6.36





Supplementary Table 3. Primers used in qPCR.
	Gene
	Primer name
	Concentration used (nM)
	Efficiency
	Sequence

	16s rRNA
(E6P09_12125)
	16s_F
	300
	83.14
	TCTCACCAGCTCCGACTACAGTAAT

	
	16s_R
	300
	
	GTCTCGCTCGTTGCCTGACTTAA

	Cytochrome b
(E6P09_07090)
	Cyt_F
	300
	84.82
	ACCTATCGAGGCAACCTTCCTTAC

	
	Cyt_R
	500
	
	TGACTCGGTAGTAGAGCGTCTCCA

	Iron transporter 1 (E6P09_00145)
	Trans1_F
	300
	75.37
	TGAATCGGCCGAATCGCAGTA

	
	Trans1_R
	300
	
	CTCGTCATTCCACCCTGAGTACTTCT

	Iron transporter 2 (E6P09_02480)
	Trans2_F
	300
	93.11
	GGCGGGATGATTGCGTTCTTG

	
	Trans2_R
	300
	
	CGTCTGGAGGCTCTGGAAGATG

	SirR
(E6P09_18060)
	SirR_F
	300
	115.0
	ACATCACGTGAGTCAGCGGTTTAC

	
	SirR_R
	300
	
	GACATCGAGGTTCGTATCCGGAATT




Supplementary Table 4.  Results of Bartlett's test of homogeneity of variances for intracellular metal concentrations in strain HM26 at different growth phases (early and late) and oxygen conditions (oxic and anoxic). 
	Metal
	p-value

	Mn
	0.007558

	Fe
	0.005082

	Cu
	6.386e-06

	Zn
	0.01567

	Mo
	0.06839





Supplementary Table 5. Raw ICP-MS data. Intracellular metal concentrations in H. mediterranei cultures at different growth stages and oxic conditions. The values obtained from the three replicates of each experiment are presented individually.
	
	Factors
	Variables (mg/kg dry weight)

	Experiment
	Growth phase
	O2
	Mn
	Fe
	Cu
	Zn
	Mo

	Early growth - oxic
	early
	+
	35.79061
	3685.875
	33.96483
	233.8403
	0.328229

	Early growth - oxic
	early
	+
	38.82757
	3938.54
	32.01377
	256.1471
	0.489055

	Early growth - oxic
	early
	+
	34.64771
	3253.891
	29.26541
	213.1457
	0.17004

	Late growth - oxic
	late
	+
	12.8708
	42.41094
	0.99
	19.63192
	0.073632

	Late growth - oxic
	late
	+
	11.69741
	37.88487
	0.56
	16.81486
	0.063197

	Late growth - oxic
	late
	+
	9.7
	63.39
	0.61
	5.47
	0.05

	Early growth - denitrification
	early
	-
	64.0621
	777.1893
	33.62127
	67.56909
	0.471619

	Early growth - denitrification
	early
	-
	68.79767
	1796.184
	65.16154
	139.5695
	0.338047

	Early growth - denitrification 
	early
	-
	30.26899
	1131.102
	44.77575
	89.37582
	0.442716

	Late growth - denitrification
	late
	-
	35.05513
	321.8081
	4.3
	37.46514
	0.45369

	Late growth - denitrification
	late
	-
	41.09689
	157.5983
	4.59
	35.67108
	0.656564

	Late growth - denitrification
	late
	-
	30.57812
	213.2468
	4.43
	38.91667
	0.37922



Supplementary Table 6. Results of Kruskal–Wallis test for intracellular metal concentrations in strain HM26 at different growth phases (early and late) and oxygen conditions (oxic and anoxic). Comparisons of the intracellular concentration of metals under the conditions tested. Codes: 0 ‘***’ <0.001 ‘**’ <0.01 ‘*’ <0.05 ‘.’ <0.1 ‘ ’ 1.
	Growth phase

	Metal
	p-value

	Mn
	0.078169086 (.)

	Fe
	0.003947752 (**)

	Cu
	0.003947752 (**)

	Zn
	0.003947752 (**)

	Mo
	0.423339642

	Oxygen condition

	Metal
	p-value

	Mn
	0.10931458

	Fe
	1.00000000

	Cu
	0.20018480

	Zn
	1.00000000

	Mo
	0.03737299 (*)




Supplementary Table 7. Raw ICP-MS data. Intracellular metal concentrations under different growth conditions in H. mediterranei cultures in stationary phase. The values obtained from the three replicates of each experiment are presented individually.
	
	Factors
	Variables (mg/kg dry weight)

	Experiment
	Strain
	Iron suppl.
	O2
	Mn
	Fe
	Cu
	Zn
	Mo

	HM26-ΔsirR Fe2+ +O2
	HM26-ΔsirR 
	Fe2+
	+
	16.5
	257.66
	1.63
	9.76
	0.05

	HM26-ΔsirR Fe2+ +O2
	HM26-ΔsirR 
	Fe2+
	+
	13.81
	159.36
	1.4
	9.27
	0.07

	HM26-ΔsirR Fe2+ +O2
	HM26-ΔsirR 
	Fe2+
	+
	15.68
	187.05
	1.49
	9.72
	0.06

	HM26-ΔsirR Fe2+ -O2
	HM26-ΔsirR 
	Fe2+
	-
	48.42
	149.75
	5.56
	20.62
	0.3

	HM26-ΔsirR Fe2+ -O2
	HM26-ΔsirR 
	Fe2+
	-
	51.64
	186.06
	6.41
	24.62
	0.34

	HM26-ΔsirR Fe2+ -O2
	HM26-ΔsirR 
	Fe2+
	-
	42.3
	171.81
	4.42
	19.83
	0.28

	HM26-ΔsirR Fe3+ +O2
	HM26-ΔsirR 
	Fe3+
	+
	18.61
	127.68
	1.61
	11.48
	0.17

	HM26-ΔsirR Fe3+ +O2
	HM26-ΔsirR 
	Fe3+
	+
	18.93
	96.34
	1.51
	12.78
	0.15

	HM26-ΔsirR Fe3+ +O2
	HM26-ΔsirR 
	Fe3+
	+
	18.62
	113.8
	1.61
	10.05
	0.17

	HM26-ΔsirR Fe3+ -O2
	HM26-ΔsirR 
	Fe3+
	-
	43.2
	304.82
	5.33
	34.01
	0.34

	HM26-ΔsirR Fe3+ -O2
	HM26-ΔsirR 
	Fe3+
	-
	50.25
	213.23
	5.73
	31.76
	0.34

	HM26-ΔsirR Fe3+ -O2
	HM26-ΔsirR 
	Fe3+
	-
	58.27
	362.91
	6.05
	29.94
	0.4

	HM26-ΔsirR -Fe +O2
	HM26-ΔsirR 
	-Fe
	+
	35.03
	11.43
	2.57
	26.89
	0.05

	HM26-ΔsirR -Fe +O2
	HM26-ΔsirR 
	-Fe
	+
	39.04
	27.74
	2.35
	26.08
	0.05

	HM26-ΔsirR -Fe +O2
	HM26-ΔsirR 
	-Fe
	+
	36.71
	10.09
	2.64
	22.23
	0.05

	HM26-ΔsirR -Fe -O2
	HM26-ΔsirR 
	-Fe
	-
	42.29
	11.22
	7.11
	29.72
	0.09

	HM26-ΔsirR -Fe -O2
	HM26-ΔsirR 
	-Fe
	-
	44.06
	13.16
	3.99
	21.31
	0.13

	HM26-ΔsirR -Fe -O2
	HM26-ΔsirR 
	-Fe
	-
	42.32
	7.04
	5.67
	23.01
	0.08

	HM26 Fe2+ +O2
	HM26
	Fe2+
	+
	11.7
	83.41
	1.04
	16.17
	0.08

	HM26 Fe2+ +O2
	HM26
	Fe2+
	+
	10.09
	35.07
	0.88
	9.29
	0.06

	HM26 Fe2+ +O2
	HM26
	Fe2+
	+
	10.44
	72.39
	0.96
	12.08
	0.06

	HM26 Fe2+ -O2
	HM26
	Fe2+
	-
	48.01
	156
	4.5
	35.58
	0.29

	HM26 Fe2+ -O2
	HM26
	Fe2+
	-
	47.81
	
	4.74
	33.23
	0.33

	HM26 Fe2+ -O2
	HM26
	Fe2+
	-
	49.35
	146.14
	4.68
	30.04
	0.3

	HM26 Fe3+ +O2
	HM26
	Fe3+
	+
	12.87
	42.41
	0.99
	19.63
	0.07

	HM26 Fe3+ +O2
	HM26
	Fe3+
	+
	11.7
	37.88
	0.56
	16.81
	0.06

	HM26 Fe3+ +O2
	HM26
	Fe3+
	+
	9.7
	63.39
	0.61
	5.47
	0.05

	HM26 Fe3+ -O2
	HM26
	Fe3+
	-
	35.06
	321.81
	4.3
	37.47
	0.45

	HM26 Fe3+ -O2
	HM26
	Fe3+
	-
	41.1
	157.6
	4.59
	35.67
	0.66

	HM26 Fe3+ -O2
	HM26
	Fe3+
	-
	30.58
	213.25
	4.43
	38.92
	0.38

	HM26 -Fe +O2
	HM26
	-Fe
	+
	36.94
	18.88
	2.23
	27.86
	0.08

	HM26 -Fe +O2
	HM26
	-Fe
	+
	42.93
	
	3.77
	
	0.1

	HM26 -Fe +O2
	HM26
	-Fe
	+
	39.08
	78.42
	3.18
	44.11
	0.1

	HM26 -Fe -O2
	HM26
	-Fe
	-
	30.49
	11.11
	4.2
	21.18
	0.05

	HM26 -Fe -O2
	HM26
	-Fe
	-
	35.58
	9.91
	3.39
	18.51
	0.13

	HM26 -Fe -O2
	HM26
	-Fe
	-
	41.37
	10.79
	3.47
	20.74
	0.15

	HM26-OEsirR Fe2+ +O2
	HM26-OEsirR
	Fe2+
	+
	21.17
	184.79
	2.06
	19.32
	0.14

	HM26-OEsirR Fe2+ +O2
	HM26-OEsirR
	Fe2+
	+
	31.26
	297.17
	3
	16.65
	0.08

	HM26-OEsirR Fe2+ +O2
	HM26-OEsirR
	Fe2+
	+
	18.12
	247.26
	2.04
	21.7
	0.13

	HM26-OEsirR Fe2+ -O2
	HM26-OEsirR
	Fe2+
	-
	71.54
	552.52
	6.61
	44.72
	0.48

	HM26-OEsirR Fe2+ -O2
	HM26-OEsirR
	Fe2+
	-
	70.77
	549.11
	6.75
	32.11
	0.49

	HM26-OEsirR Fe2+ -O2
	HM26-OEsirR
	Fe2+
	-
	61.77
	524.92
	6.18
	48.71
	0.47

	HM26-OEsirR Fe3+ +O2
	HM26-OEsirR
	Fe3+
	+
	38.15
	200.67
	2.55
	19.59
	0.26

	HM26-OEsirR Fe3+ +O2
	HM26-OEsirR
	Fe3+
	+
	24.22
	238.14
	2.23
	35.72
	0.2

	HM26-OEsirR Fe3+ +O2
	HM26-OEsirR
	Fe3+
	+
	44.93
	375.06
	2.98
	15.89
	0.31

	HM26-OEsirR Fe3+ -O2
	HM26-OEsirR
	Fe3+
	-
	70.16
	527.8
	6.29
	41.83
	0.51

	HM26-OEsirR Fe3+ -O2
	HM26-OEsirR
	Fe3+
	-
	54.85
	346.36
	5.97
	61.83
	0.51

	HM26-OEsirR Fe3+ -O2
	HM26-OEsirR
	Fe3+
	-
	50.84
	
	5.13
	26.35
	0.4

	HM26-OEsirR -Fe +O2
	HM26-OEsirR
	-Fe
	+
	34.18
	57.09
	2.38
	30.93
	0.08

	HM26-OEsirR -Fe +O2
	HM26-OEsirR
	-Fe
	+
	62.28
	17.07
	3.47
	30.67
	0.11

	HM26-OEsirR -Fe +O2
	HM26-OEsirR
	-Fe
	+
	35.4
	48.41
	2.23
	32.82
	0.08

	HM26-OEsirR -Fe -O2
	HM26-OEsirR
	-Fe
	-
	66.06
	15.75
	6.48
	24.39
	0.24

	HM26-OEsirR -Fe -O2
	HM26-OEsirR
	-Fe
	-
	46.93
	16.64
	8.09
	30.57
	

	HM26-OEsirR-Fe -O2
	HM26-OEsirR
	-Fe
	-
	56.11
	14.15
	5.85
	22.15
	0.19





[bookmark: _Hlk153897673]Supplementary Table 8. ANOVA Table for the intracellular metal concentration. Three factors were used: Strain (HM26, HM26-ΔsirR and HM26-OEsirR), Iron (cultures supplemented with Fe2+ or Fe3+ or not supplemented) and oxygen (oxic or anoxic cultures). Codes:  0 ‘***’ <0.001 ‘**’ <0.01 ‘*’ <0.05 ‘.’ <0.1 ‘ ’ 1.
	[bookmark: _Hlk154045232]Anova Summary – Manganese

	
	Df
	Sum Sq
	Mean Sq
	F value
	Pr(>F)
	

	Strain
	2
	2900
	1450
	32.901
	7.48E-09
	***

	Iron
	2
	634
	317
	7.189
	0.00236
	**

	O2
	1
	7188
	7188
	163.139
	6.17E-15
	***

	Strain:Iron
	4
	260
	65
	1.476
	0.22984
	

	Strain:O2
	2
	119
	60
	1.353
	0.27121
	

	Iron:O2
	2
	2557
	1278
	29.011
	3.13E-08
	***

	Strain:Iron:O2
	4
	268
	67
	1.521
	0.21668
	

	Residuals
	36
	1586
	44
	
	
	

	Anova Summary – Iron - Iron-supplemented cultures

	
	Df
	Sum Sq
	Mean Sq
	F value
	Pr(>F)
	

	Strain
	2
	354354
	177177
	53.068
	3.82E-09
	***

	Iron
	1
	26
	26
	0.008
	0.93096
	

	O2
	1
	192735
	192735
	57.728
	1.37E-07
	***

	Strain:Iron
	2
	7115
	3558
	1.066
	0.36166
	

	Strain:O2
	2
	39156
	19578
	5.864
	0.00909
	**

	Iron:O2
	1
	8711
	8711
	2.609
	0.1205
	

	Strain:Iron:O2
	2
	43314
	21657
	6.487
	0.0061
	**

	Residuals
	22
	73450
	3339
	
	
	

	Anova Summary – Iron - Iron limited cultures

	
	Df
	Sum Sq
	Mean Sq
	F value
	Pr(>F)
	

	Strain
	2
	740.1
	370.1
	1.416
	0.2837
	

	O2
	1
	2041.2
	2041.2
	7.808
	0.0174 
	*

	Strain:O2
	2
	712.3
	356.2
	1.362
	0.296
	

	Residuals
	11
	2875.5
	261.4
	
	
	

	Anova Summary – Copper

	
	Df
	Sum Sq
	Mean Sq
	F value
	Pr(>F)
	

	Strain
	2
	21.44
	10.72
	26.84
	7.33E-08
	***

	Iron
	2
	3.55
	1.78
	4.45
	0.01875
	*

	O2
	1
	156.57
	156.57
	392.038
	< 2e-16
	***

	Strain:Iron
	4
	0.44
	0.11
	0.275
	0.89192
	

	Strain:O2
	2
	3.62
	1.81
	4.535
	0.01752
	*

	Iron:O2
	2
	4.48
	2.24
	5.604
	0.00761
	**

	Strain:Iron:O2
	4
	6.78
	1.7
	4.246
	0.00645
	**

	Residuals
	36
	14.38
	0.4
	
	
	

	Anova Summary – Zinc

	
	Df
	Sum Sq
	Mean Sq
	F value
	Pr(>F)
	

	Strain
	2
	939.1
	469.5
	11.497
	0.000145
	***

	Iron
	2
	174.9
	87.5
	2.142
	0.132598
	

	O2
	1
	1699.2
	1699.2
	41.606
	1.98E-07
	***

	Strain:Iron
	4
	205.9
	51.5
	1.26
	0.304079
	

	Strain:O2
	2
	4.8
	2.4
	0.059
	0.942498
	

	Iron:O2
	2
	2034.3
	1017.1
	24.905
	1.88E-07
	***

	Strain:Iron:O2
	4
	253.8
	63.5
	1.554
	0.208322
	

	Residuals
	35
	1429.4
	40.8
	
	
	

	Anova Summary – Molybdenum

	
	Df
	Sum Sq
	Mean Sq
	F value
	Pr(>F)
	

	Strain
	2
	0.1046
	0.0523
	24.721
	2.02E-07
	***

	Iron
	2
	0.3339
	0.1669
	78.899
	1.08E-13
	***

	O2
	1
	0.5983
	0.5983
	282.787
	< 2e-16
	***

	Strain:Iron
	4
	0.0039
	0.001
	0.459
	0.76497
	

	Strain:O2
	2
	0.0158
	0.0079
	3.739
	0.033767
	*

	Iron:O2
	2
	0.141
	0.0705
	33.328
	7.88E-09
	***

	Strain:Iron:O2
	4
	0.0623
	0.0156
	7.358
	0.000207
	***

	Residuals
	35
	0.0741
	0.0021
	
	
	





Supplementary Table 9. Tukey’s HSD test results for intracellular manganese accumulation under the conditions tested. Comparisons of mutant strains (HM26-ΔsirR and HM26-OEsirR) versus control strain (HM26). Codes: (*) indicates an adjusted p-value < 0.05; (.) indicates an adjusted p-value < 0.1.
	Manganese – Strain ANOVA factor
	Adjusted p-value

	HM26 
	HM26-OEsirR
	7.05E-09 (*)

	HM26
	HM26-ΔsirR
	0.071351095 (.)

	HM26-ΔsirR
	HM26-OEsirR
	7.00E-06 (*)



Supplementary Table 10. Tukey’s HSD test results for intracellular manganese accumulation under the conditions tested. Comparisons of oxic versus anoxic conditions. Codes: (*) indicate an adjusted p-value < 0.05.
	Manganese – O2 ANOVA factor
	Adjusted p-value

	Oxic (+O2)
	Anoxic (-O2)
	0 (*)



Supplementary Table 11. Tukey’s HSD test results for intracellular manganese accumulation under the conditions tested. Comparisons of the iron supplementation under oxic conditions versus anoxic conditions. Codes: (*) indicate an adjusted p-value < 0.05.
	Manganese – Iron: O2 ANOVA factors
	Adjusted p-value

	Fe3+ +O2
	Fe3+ -O2
	7.70E-09 (*)

	Fe2+ +O2
	Fe2+ -O2
	1.27E-13 (*)

	-Fe +O2
	-Fe -O2
	0.63604001



Supplementary Table 12. Tukey’s HSD test results for intracellular manganese accumulation under the conditions tested. Comparisons between the different iron conditions (ferric and ferrous iron supplementation and iron limitation). Codes: (*) indicate an adjusted p-value < 0.05.
	Manganese – Iron ANOVA factor
	Adjusted p-value

	+Fe3+
	+Fe2+
	0.976133285

	+Fe3+
	-Fe
	0.004832602 (*)

	+Fe2+
	-Fe
	0.008430661 (*)






Supplementary Table 13. Tukey’s HSD test results for intracellular iron accumulation under the conditions tested. Comparisons of mutant strains (HM26-ΔsirR and HM26-OEsirR) versus control strain (HM26). Codes: (*) indicate an adjusted p-value < 0.05.
	Iron – Strain ANOVA factor
	Adjusted p-value

	HM26 
	HM26-OEsirR
	3.45E-09 (*)

	HM26
	HM26-ΔsirR
	0.015862457 (*)

	HM26-ΔsirR
	HM26-OEsirR
	9.67E-07 (*)



Supplementary Table 14. Tukey’s HSD test results for intracellular iron accumulation under the conditions tested. Comparisons of mutant strains (HM26-ΔsirR and HM26-OEsirR) versus control strain (HM26) under the same culture conditions. Codes: (*) indicate an adjusted p-value < 0.05.
	Iron – Strain:Iron:O2 ANOVA factors

	Control strain
	Mutant strains
	Adjusted p-value

	HM26 +Fe2+ +O2
	HM26-ΔsirR +Fe2+ +O2
	0.200373365

	
	HM26-OEsirR +Fe2+ +O2
	0.035181126 (*)

	HM26 +Fe2+ -O2
	HM26-ΔsirR +Fe2+ -O2
	0.999999887

	
	HM26-OEsirR +Fe2+ -O2
	1.09E-05 (*)

	HM26 +Fe3+ +O2
	HM26-ΔsirR +Fe3+ +O2
	0.957506612

	
	HM26-OEsirR +Fe3+ +O2
	0.004405098(*)

	HM26 +Fe3+ -O2
	HM26-ΔsirR +Fe3+ -O2
	0.965366398

	
	HM26-OEsirR +Fe3+ -O2
	0.028029014(*)



Supplementary Table 15. Tukey’s HSD test results for intracellular iron accumulation under the conditions tested. Comparisons of the same strain under oxic versus anoxic conditions. Codes: (*) indicates an adjusted p-value < 0.05.
	Iron - Strain:Iron:O2 ANOVA factors

	Oxic (+O2)
	Anoxic (-O2)
	Adjusted p-value

	HM26 +Fe2+ +O2
	HM26 +Fe2+ -O2
	0.868533996

	HM26 +Fe3+ +O2
	HM26 +Fe3+ -O2
	0.02993222 (*)

	HM26-ΔsirR +Fe2+ +O2
	HM26-ΔsirR +Fe2+ -O2
	0.999876583

	HM26-ΔsirR +Fe3+ +O2
	HM26-ΔsirR +Fe3+ -O2
	0.032716814 (*)

	HM26-OEsirR +Fe2+ +O2
	HM26-OEsirR +Fe2+ -O2
	0.0001137 (*)

	HM26-OEsirR +Fe3+ +O2
	HM26-OEsirR +Fe3+ -O2
	0.133766614



Supplementary Table 16. Tukey’s HSD test results for intracellular iron accumulation under the conditions tested. Comparisons oxic versus anoxic conditions. Codes: (*) indicates an adjusted p-value < 0.05.
	Iron – O2 ANOVA factor
	Adjusted p-value

	Iron supplemented conditions
	Oxic (+O2)
	Anoxic (-O2)
	1.40E-07 (*)

	Iron limitation conditions
	Oxic (+O2)
	Anoxic (-O2)
	0.017817864 (*)



Supplementary Table 17. Tukey’s HSD test results for intracellular copper accumulation under the conditions tested. Comparisons of mutant strains (HM26-ΔsirR and HM26-OEsirR) versus control strain (HM26). Codes: (*) indicate an adjusted p-value < 0.05.
	Copper – Strain ANOVA factor
	Adjusted p-value

	HM26 
	HM26-OEsirR
	3.69E-08 (*)

	HM26
	HM26-ΔsirR
	0.001362153 (*)

	HM26-ΔsirR
	HM26-OEsirR
	0.003679835 (*)





Supplementary Table 18. Tukey’s HSD test results for intracellular copper accumulation under the conditions tested. Comparisons of mutant strains (HM26-ΔsirR and HM26-OEsirR) versus control strain (HM26) under the same culture conditions. Codes: (*) indicates an adjusted p-value < 0.05; (.) indicates an adjusted p-value < 0.1.
	Copper - Strain:Iron:O2 ANOVA factors

	Control strain
	Mutant strains
	Adjusted p-value

	HM26 +Fe2+ +O2
	HM26-ΔsirR +Fe2+ +O2
	0.999700583

	
	HM26-OEsirR +Fe2+ +O2
	0.399065535

	HM26 +Fe2+ -O2
	HM26-ΔsirR +Fe2+ -O2
	0.973472277

	
	HM26-OEsirR +Fe2+ -O2
	0.066622879 (.)

	HM26 +Fe3+ +O2
	HM26-ΔsirR +Fe3+ +O2
	0.962485823

	
	HM26-OEsirR +Fe3+ +O2
	0.068679024 (.)

	HM26 +Fe3+ -O2
	HM26-ΔsirR +Fe3+ -O2
	0.579411918

	
	HM26-OEsirR +Fe3+ -O2
	0.459625721

	HM26 -Fe +O2
	HM26-ΔsirR -Fe +O2
	0.999743879

	
	HM26-OEsirR -Fe +O2
	0.999998829

	HM26 -Fe -O2
	HM26-ΔsirR -Fe -O2
	0.058027342 (.)

	
	HM26-OEsirR -Fe -O2
	7.69E-05 (*)



Supplementary Table 19. Tukey’s HSD test results for intracellular copper accumulation under the conditions tested. Comparisons oxic versus anoxic conditions. Codes: (*) indicates an adjusted p-value < 0.05.
	Copper – O2 ANOVA factor
	Adjusted p-value

	Oxic (+O2)
	Anoxic (-O2)
	0





Supplementary Table 20. Tukey’s HSD test results for intracellular copper accumulation under the conditions tested. Comparisons of the same strain under oxic versus anoxic conditions. Codes: (*) indicate an adjusted p-value < 0.05.
	Copper – Strain:Iron:O2 ANOVA factors

	Oxic (+O2)
	Anoxic (-O2)
	Adjusted p-value

	HM26 +Fe2+ +O2
	HM26 +Fe2+ -O2
	3.00E-06 (*)

	HM26 +Fe3+ +O2
	HM26 +Fe3+ -O2
	2.38E-06 (*)

	HM26 -Fe +O2
	HM26 -Fe -O2
	0.998422691

	HM26-ΔsirR +Fe2+ +O2
	HM26-ΔsirR +Fe2+ -O2
	6.17E-07 (*)

	HM26-ΔsirR +Fe3+ +O2
	HM26-ΔsirR +Fe3+ -O2
	2.36E-07 (*)

	HM26-ΔsirR -Fe +O2
	HM26-ΔsirR -Fe -O2
	0.000102721 (*)

	HM26-OEsirR +Fe2+ +O2
	HM26-OEsirR +Fe2+ -O2
	2.11E-07 (*)

	HM26-OEsirR +Fe3+ +O2
	HM26-OEsirR +Fe3+ -O2
	4.56E-05 (*)

	HM26-OEsirR -Fe +O2
	HM26-OEsirR -Fe -O2
	2.55E-07 (*)



Supplementary Table 21. Tukey’s HSD test results for intracellular copper accumulation under the conditions tested. Comparisons between the different iron conditions (ferric and ferrous iron supplementation and iron limitation). Codes: (*) indicate an adjusted p-value < 0.05.
	Copper – Iron ANOVA factor
	Adjusted p-value

	+Fe3+
	+Fe2+
	0.873758378

	+Fe3+
	-Fe
	0.021968866 (*)

	+Fe2+
	-Fe
	0.068664929 (*)




Supplementary Table 22. Tukey’s HSD test results for intracellular zinc accumulation under the conditions tested. Comparisons of mutant strains (HM26-ΔsirR and HM26-OEsirR) versus control strain (HM26). Codes: (*) indicate an adjusted p-value < 0.05.
	Zinc – Strain ANOVA factor
	Adjusted p-value

	HM26 
	HM26-OEsirR
	0.022812245 (*)

	HM26
	HM26-ΔsirR
	0.149135209

	HM26-ΔsirR
	HM26-OEsirR
	9.35E-05 (*)



Supplementary Table 23. Tukey’s HSD test results for intracellular zinc accumulation under the conditions tested. Comparisons oxic versus anoxic conditions. Codes: (*) indicates an adjusted p-value < 0.05.
	Zinc – O2 ANOVA factor
	Adjusted p-value

	Oxic (+O2)
	Anoxic (-O2)
	2.01E-07 (*)



Supplementary Table 24. Tukey’s HSD test results for intracellular zinc accumulation under the conditions tested. Comparisons of the same iron supplementation under oxic versus anoxic conditions. Codes: (*) indicate an adjusted p-value < 0.05.
	Zinc – Iron:O2 ANOVA factor 

	Oxic (+O2)
	Anoxic (-O2)
	Adjusted p-value

	[bookmark: _Hlk187924946]+Fe2+ +O2
	+Fe2+ -O2
	7.98E-06 (*)

	+Fe3+ +O2
	Fe3+ -O2
	5.17E-07 (*)

	-Fe +O2
	-Fe -O2
	0.296269068



Supplementary Table 25. Tukey’s HSD test results for intracellular molybdenum accumulation under the conditions tested. Comparisons of mutant strains (HM26-ΔsirR and HM26-OEsirR) versus control strain (HM26). Codes: (*) indicate an adjusted p-value < 0.05.
	Molybdenum – Strain ANOVA factor
	Adjusted p-value

	HM26 
	HM26-OEsirR
	8.78E-06 (*)

	HM26
	HM26-ΔsirR
	0.572760919

	HM26-ΔsirR
	HM26-OEsirR
	4.29E-07 (*)





Supplementary Table 26. Tukey’s HSD test results for intracellular molybdenum accumulation under the conditions tested. Comparisons of mutant strains (HM26-ΔsirR and HM26-OEsirR) versus control strain (HM26) under the same culture conditions. Codes: (*) indicates an adjusted p-value < 0.05; (.) indicates an adjusted p-value < 0.1.
	Molybdenum – Strain:Iron:O2 ANOVA factors comparisons

	Control strain
	Mutant strains
	Adjusted p-value

	HM26 +Fe2+ +O2
	HM26-ΔsirR +Fe2+ +O2
	1

	
	HM26-OEsirR +Fe2+ +O2
	0.995515323

	HM26 +Fe2+ -O2
	HM26-ΔsirR +Fe2+ -O2
	1

	
	HM26-OEsirR +Fe2+ -O2
	0.005313583 (*)

	HM26 +Fe3+ +O2
	HM26-ΔsirR +Fe3+ +O2
	0.384813388

	
	HM26-OEsirR +Fe3+ +O2
	0.000910447 (*)

	HM26 +Fe3+ -O2
	HM26-ΔsirR +Fe3+ -O2
	0.066353978 (.)

	
	HM26-OEsirR +Fe3+ -O2
	0.999999841

	HM26 -Fe +O2
	HM26-ΔsirR -Fe +O2
	0.99912318

	
	HM26-OEsirR -Fe +O2
	1

	HM26 -Fe -O2
	HM26-ΔsirR -Fe -O2
	1

	
	HM26-OEsirR -Fe -O2
	0.544635482



Supplementary Table 27. Tukey’s HSD test results for intracellular copper accumulation under the conditions tested. Comparisons oxic versus anoxic conditions. Codes: (*) indicates an adjusted p-value < 0.05.
	Molybdenum – O2 ANOVA factor
	Adjusted p-value

	Oxic (+O2)
	Anoxic (-O2)
	0 (*)





Supplementary Table 28. Tukey’s HSD test results for intracellular molybdenum accumulation under the conditions tested. Comparisons of the same strain under oxic versus anoxic conditions. Codes: (*) indicate an adjusted p-value < 0.05.
	Molybdenum – Strain:Iron:O2 ANOVA factors comparisons

	Oxic (+O2)
	Anoxic (-O2)
	Adjusted p-value

	HM26 +Fe2+ +O2
	HM26 +Fe2+ -O2
	3.08E-05 (*)

	HM26 +Fe3+ +O2
	HM26 +Fe3+ -O2
	2.07E-11 (*)

	HM26 -Fe +O2
	HM26 -Fe -O2
	1

	HM26-ΔsirR +Fe2+ +O2
	HM26-ΔsirR +Fe2+ -O2
	1.82E-05 (*)

	HM26-ΔsirR +Fe3+ +O2
	HM26-ΔsirR +Fe3+ -O2
	0.000910447 (*)

	HM26-ΔsirR -Fe +O2
	HM26-ΔsirR -Fe -O2
	0.995515323

	HM26-OEsirR +Fe2+ +O2
	HM26-OEsirR +Fe2+ -O2
	2.87E-09 (*)

	HM26-OEsirR +Fe3+ +O2
	HM26-OEsirR +Fe3+ -O2
	0.000192168 (*)

	HM26-OEsirR -Fe +O2
	HM26-OEsirR -Fe -O2
	0.264214769



Supplementary Table 29. Tukey’s HSD test results for intracellular copper accumulation under the conditions tested. Comparisons between the different iron conditions (ferric and ferrous iron supplementation and iron limitation). Codes: (*) indicate an adjusted p-value < 0.05.
	Molybdenum – Iron ANOVA factor
	Adjusted p-value

	+Fe3+
	+Fe2+
	3.03E-05 (*)

	+Fe3+
	-Fe
	0 (*)

	+Fe2+
	-Fe
	3.21E-08 (*)





Supplementary Table 30. Tukey’s HSD test results for intracellular molybdenum accumulation under the conditions tested. Comparisons of the same strain and oxygenic conditions under ferric versus ferrous iron supplementation. Codes: (*) indicate an adjusted p-value < 0.05; (.) indicates an adjusted p-value < 0.1.
	Molybdenum – Strain:Iron:O2 ANOVA factors comparisons

	Ferrous iron supplementation (+Fe2+)
	Ferric iron supplementation (+Fe3+)
	Adjusted p-value

	HM26 +Fe2+ +O2
	HM26 +Fe3+ +O2
	1

	HM26 +Fe2+ -O2
	HM26 +Fe3+ -O2
	0.00151828 (*)

	HM26-ΔsirR +Fe2+ +O2
	HM26-ΔsirR +Fe3+ +O2
	0.384813388

	HM26-ΔsirR +Fe2+ -O2
	HM26-ΔsirR +Fe3+ -O2
	0.991192758

	HM26-OEsirR +Fe2+ +O2
	HM26-OEsirR +Fe3+ +O2
	0.053770888 (.)

	HM26-OEsirR +Fe2+ -O2
	HM26-OEsirR +Fe3+ -O2
	1



Supplementary Table 31. Tukey’s HSD test results for intracellular molybdenum accumulation under the conditions tested. Comparisons of the same strain and oxygenic conditions under iron-supplemented conditions versus non-supplemented conditions. Codes: (*) indicate an adjusted p-value < 0.05.
	Molybdenum – Strain:Iron:O2 ANOVA factors comparisons

	Iron limited
	Iron supplemented
	Adjusted p-value

	HM26 -Fe +O2
	HM26 +Fe2+ +O2
	0.999998807

	
	HM26 +Fe3+ +O2
	0.999970686

	HM26 -Fe -O2
	HM26 +Fe2+ -O2
	0.000910447 (*)

	
	HM26 +Fe3+ -O2
	5.68E-10 (*)

	HM26-ΔsirR -Fe +O2
	HM26-ΔsirR +Fe2+ +O2
	1

	
	HM26-ΔsirR +Fe3+ +O2
	0.245427805

	HM26-ΔsirR -Fe -O2
	HM26-ΔsirR +Fe2+ -O2
	0.000419594 (*)

	
	HM26-ΔsirR +Fe3+ -O2
	6.42E-06 (*)

	HM26-OEsirR -Fe +O2
	HM26-OEsirR +Fe2+ +O2
	0.999998807

	
	HM26-OEsirR +Fe3+ +O2
	0.008649651 (*)

	HM26-OEsirR -Fe -O2
	HM26-OEsirR +Fe2+ -O2
	3.89E-05 (*)

	
	HM26-OEsirR +Fe3+ -O2
	6.21E-05 (*)




Supplementary Table 32. qRT-PCR Results. Normalised fold expression values used for the ANOVA-test.
	
	Factors
	Variables (genes; Normalised fold expression)

	Experiment
	Strain
	Iron suppl.
	O2
	Transporter 1 (E6P09_00145)
	Transporter 2 (E6P09_02480)
	sirR (E6P09_18060)

	HM26-OEsirR Fe3+ -O2
	HM26-OEsirR
	Fe3+
	-
	0.6826574
	-1.56959401
	-

	HM26-OEsirR Fe3+ -O2
	HM26-OEsirR
	Fe3+
	-
	1.23677062
	-2.23456779
	-

	HM26-OEsirR Fe3+ -O2
	HM26-OEsirR
	Fe3+
	-
	2.38892914
	0.02630797
	-

	HM26-OEsirR Fe3+ +O2
	HM26-OEsirR
	Fe3+
	+
	0.43608074
	0.87432053
	-

	HM26-OEsirR Fe3+ +O2
	HM26-OEsirR
	Fe3+
	+
	-0.63199058
	-0.23072723
	-

	HM26-OEsirR Fe3+ +O2
	HM26-OEsirR
	Fe3+
	+
	1.03475161
	1.69032225
	-

	HM26-OEsirR -Fe -O2
	HM26-OEsirR
	-Fe
	-
	3.15191595
	-0.25770742
	-

	HM26-OEsirR -Fe -O2
	HM26-OEsirR
	-Fe
	-
	3.0383849
	0.58060936
	-

	HM26-OEsirR -Fe -O2
	HM26-OEsirR
	-Fe
	-
	1.60872815
	-2.49855068
	-

	HM26-OEsirR -Fe +O2
	HM26-OEsirR
	-Fe
	+
	0.95469697
	-0.52891372
	-

	HM26-OEsirR -Fe +O2
	HM26-OEsirR
	-Fe
	+
	6.4917906
	4.1004274
	-

	HM26-OEsirR -Fe +O2
	HM26-OEsirR
	-Fe
	+
	2.41208925
	-0.38817061
	-

	HM26 Fe3+ -O2
	HM26
	Fe3+
	-
	1.36876326
	-1.62431481
	-1.55052975

	HM26 Fe3+ -O2
	HM26
	Fe3+
	-
	1.36464162
	-2.18676406
	1.07974285

	HM26 Fe3+ -O2
	HM26
	Fe3+
	-
	1.62044679
	-2.31202907
	0.89148198

	HM26 Fe3+ +O2
	HM26
	Fe3+
	+
	0.76817205
	0.84803274
	-1.47102382

	HM26 Fe3+ +O2
	HM26
	Fe3+
	+
	-1.35331689
	-1.27071754
	0.57954184

	HM26 Fe3+ +O2
	HM26
	Fe3+
	+
	0.58514484
	0.42268481
	-5.84310511

	HM26 -Fe -O2
	HM26
	-Fe
	-
	3.38436747
	0.51990583
	-4.38529179

	HM26 -Fe -O2
	HM26
	-Fe
	-
	2.66900801
	-0.65998934
	-5.51540331

	HM26 -Fe -O2
	HM26
	-Fe
	-
	3.32136495
	0.40381255
	-0.89912911

	HM26 -Fe +O2
	HM26
	-Fe
	+
	6.93707703
	4.18735277
	2.29037577

	HM26 -Fe +O2
	HM26
	-Fe
	+
	4.95195662
	1.53541635
	0.81267751

	HM26 -Fe +O2 
	HM26
	-Fe
	+
	3.17269464
	0.09820863
	-

	HM26-ΔsirR Fe3+ -O2
	HM26-ΔsirR
	Fe3+
	-
	0.29877899
	0.28128318
	-

	HM26-ΔsirR Fe3+ -O2
	HM26-ΔsirR
	Fe3+
	-
	1.31978606
	-0.83851285
	-

	HM26-ΔsirR Fe3+ -O2
	HM26-ΔsirR
	Fe3+
	-
	1.04041088
	-2.31136519
	-

	HM26-ΔsirR Fe3+ +O2
	HM26-ΔsirR
	Fe3+
	+
	0.43850943
	1.06742887
	-

	HM26-ΔsirR Fe3+ +O2
	HM26-ΔsirR
	Fe3+
	+
	-0.46190549
	-0.60849377
	-

	HM26-ΔsirR Fe3+ +O2
	HM26-ΔsirR
	Fe3+
	+
	0.34780819
	0.90880448
	-

	HM26-ΔsirR -Fe -O2
	HM26-ΔsirR
	-Fe
	-
	3.92060861
	-0.00175194
	-

	HM26-ΔsirR -Fe -O2
	HM26-ΔsirR
	-Fe
	-
	2.7175325
	-0.43672087
	-

	HM26-ΔsirR -Fe -O2
	HM26-ΔsirR
	-Fe
	-
	4.87518864
	0.28283739
	-

	HM26-ΔsirR -Fe +O2
	HM26-ΔsirR
	-Fe
	+
	7.35352353
	3.95131727
	-

	HM26-ΔsirR -Fe +O2
	HM26-ΔsirR
	-Fe
	+
	4.71740496
	2.22939926
	-

	HM26-ΔsirR -Fe +O2
	HM26-ΔsirR
	-Fe
	+
	7.12025431
	3.9749643
	-






[bookmark: _Hlk188003189]Supplementary Table 33. ANOVA Table for the normalised fold expression values obtained by qRT-PCR. Three factors were used: Strain (HM26, HM26-ΔsirR and HM26-OEsirR for iron transporters and only HM26 for sirR), Iron (cultures supplemented with Fe3+ or not supplemented) and oxygen (oxic or anoxic cultures). Codes:  0 ‘***’ <0.001 ‘**’ <0.01 ‘*’ <0.05 ‘.’ <0.1 ‘ ’ 1.
	Anova Summary – ABC transporter iron-binding-like protein (E6P09_00145)

	
	Df
	Sum Sq
	Mean Sq
	F value
	Pr(>F)
	

	Strain
	2
	4.95
	2.48
	1.533
	0.23625
	

	Iron
	1
	101.05
	101.05
	62.578
	3.85e-08
	***

	O2
	1
	0.77
	0.77
	0.477
	0.49636
	

	Strain:Iron
	2
	9.64
	4.82
	2.985
	0.06955
	.

	Strain:O2
	2
	1.92
	0.96
	0.595
	0.55933
	

	Iron:O2
	1
	18.18
	18.18
	11.258
	0.00263
	**

	Strain:Iron:O2
	2
	1.12
	0.56
	0.348
	0.70962
	

	Residuals
	24
	38.75
	1.61
	1.533
	0.23625
	

	Anova Summary – Iron-ABC transporter like permease (E6P09_02480)

	
	Df
	Sum Sq
	Mean Sq
	F value
	Pr(>F)
	

	Strain
	2
	4.25
	2.12
	1.183
	0.32366
	

	Iron
	1
	19.01
	19.01
	10.589
	0.00337
	**

	O2
	1
	39.48
	39.48
	21.989
	9.15e-05
	***

	Strain:Iron
	2
	4.93
	2.47
	1.374
	0.27236
	

	Strain:O2
	2
	0.49
	0.25
	0.137
	0.87249
	

	Iron:O2
	1
	0.63
	0.63
	0.350
	0.55963
	

	Strain:Iron:O2
	2
	2.52
	1.26
	0.702
	0.50544
	

	Residuals
	24
	43.09
	1.80
	
	
	

	Anova Summary – sirR (E6P09_18060)

	
	Df
	Sum Sq
	Mean Sq
	F value
	Pr(>F)
	

	Iron
	1
	0.65
	0.65
	0.118
	0.7417
	

	O2
	1
	2.51
	2.51
	0.457
	0.5209
	

	Iron:O2
	1
	37.87
	37.87
	6.885
	0.0342
	*

	Residuals
	7
	38.50
	5.50
	
	
	





Supplementary Table 34. Tukey’s HSD test results for the normalised fold expression values obtained by qRT-PCR of the gene encoding the ABC transporter iron-binding-like protein (E6P09_00145). Comparisons between the different iron conditions (ferric iron supplementation and iron limitation). Codes: (*) indicate an adjusted p-value < 0.05; (.) indicates an adjusted p-value < 0.1.
	ABC transporter iron-binding-like protein – qRT-PCR –
Iron ANOVA factor
	Adjusted p-value

	Fe3+
	-Fe
	0 (*)



Supplementary Table 35. Tukey’s HSD test results for the normalised fold expression values obtained by qRT-PCR of the gene encoding the ABC transporter iron-binding-like protein (E6P09_00145). Comparisons of the iron supplementation under oxic and anoxic. Codes: (*) indicate an adjusted p-value < 0.05; (.) indicates an adjusted p-value < 0.1.
	ABC transporter iron-binding-like protein– qRT-PCR – Iron:O2 ANOVA factors
	Adjusted p-value

	Fe3+ +O2
	Fe3+ -O2
	0.26115

	Fe3+ +O2
	-Fe +O2
	0 (*)

	-Fe +O2
	-Fe -O2
	0.04010 (*)

	-Fe -O2
	Fe3+ -O2
	0.01788 (*)



Supplementary Table 36. Tukey’s HSD test results for the normalised fold expression values obtained by qRT-PCR of the gene encoding the ABC transporter iron-binding-like protein (E6P09_00145). Comparisons between the same strain (HM26, HM26-ΔsirR and HM26-OEsirR) under different iron supplementation condition. Codes: (*) indicate an adjusted p-value < 0.05; (.) indicates an adjusted p-value < 0.1.
	ABC transporter iron-binding-like protein – qRT-PCR – Strain:Iron ANOVA factors
	Adjusted p-value

	HM26 -Fe
	HM26 +Fe3+
	0.00157 (*)

	HM26-ΔsirR -Fe
	HM26-ΔsirR +Fe3+
	0.00002 (*)

	HM26-OEsirR -Fe
	HM26-OEsirR +Fe3+
	0.08442 (.)





Supplementary Table 37. Tukey’s HSD test results for the normalised fold expression values obtained by qRT-PCR of the gene encoding the ABC transporter iron-binding-like protein (E6P09_00145). Comparisons between strains (HM26, HM26-ΔsirR and HM26-OEsirR) under the same iron supplementation condition. Codes: (*) indicate an adjusted p-value < 0.05; (.) indicates an adjusted p-value < 0.1.
	ABC transporter iron-binding-like protein – qRT-PCR – Strain:Iron ANOVA factors
	Adjusted p-value

	HM26 +Fe3+
	HM26-ΔsirR +Fe3+
	0.99955

	
	HM26-OEsirR +Fe3+
	0.99997

	HM26 -Fe
	HM26-ΔsirR -Fe
	0.71277

	
	HM26-OEsirR -Fe
	0.64322

	HM26-ΔsirR +Fe3+
	HM26-OEsirR +Fe3+
	0.99603

	HM26-ΔsirR -Fe
	HM26-OEsirR -Fe
	0.06563 (.)



Supplementary Table 38. Tukey’s HSD test results for the normalised fold expression values obtained by qRT-PCR of the gene encoding the iron-ABC transporter like permease (E6P09_02480). Comparisons of oxic versus anoxic conditions. Codes: (*) indicate an adjusted p-value < 0.05; (.) indicates an adjusted p-value < 0.1.
	Iron-ABC transporter like permease – O2 ANOVA factor
	Adjusted p-value

	Oxic (+O2)
	Anoxic (-O2)
	0.000092 (*)



Supplementary Table 39. Tukey’s HSD test results for the normalised fold expression values obtained by qRT-PCR of the gene encoding the iron-ABC transporter like permease (E6P09_02480). Comparisons between the different iron conditions (ferric iron supplementation and iron limitation). Codes: (*) indicate an adjusted p-value < 0.05; (.) indicates an adjusted p-value < 0.1.
	Iron-ABC transporter like permease – Iron ANOVA factor
	Adjusted p-value

	+Fe3+
	-Fe
	0.003369 (*)





Supplementary Table 40. Tukey’s HSD test results for the normalised fold expression values obtained by qRT-PCR of the gene encoding the transcriptional regulator SirR (E6P09_18060). Comparisons of the iron supplementation under oxic and anoxic. Codes: (*) indicate an adjusted p-value < 0.05; (.) indicates an adjusted p-value < 0.1.
	sirR – qRT-PCR – Iron:O2 ANOVA factors
	Adjusted p-value

	Fe3+ +O2
	Fe3+ -O2
	0.620720

	Fe3+ +O2
	-Fe +O2
	0.358659

	-Fe +O2
	-Fe -O2
	0.163067

	-Fe -O2
	Fe3+ -O2
	0.289373
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Upstream sequence of the operon formed by E6P09 18555 to E6P09_18530
genes
ACCTGAATAGAAAGACAACACAGTATAGAGGCAAACCGACGTACCGGATCTGGTCAGCACGACGAGGTA
ACAGAACTCCGAAACATCTTTAATACTTTAGGCTAGCCTAAAACATGGTTTCGGACCGATGTCCCGGCA
CCGAGTTGGTGTCGAACGCGTCCGTTACCAAGTTCAGCAGTGAAGCCCTGTAGTCGGGTTACGAACCCC
GAGCTGGCGTGCGACATCCGGCTCGAAATGGGGTGCCTAGATATATCTATACTAACAATTAAATTTTAA
TTATTCTTCATACGGCAGAAAGAACTTTATTGTTTTAGGTCGACCTAAACCTGTATGACGGACTGCGAT
ATGCGAGTGGTTAATCGACGGGGGACAGGGCAATGACCA

Upstream sequence of the operon formed by E6P09_17315 and E6P09_17310
genes

CCCACAGTAGCCATCAGAATTTTGGCTTAAAAGTGAGAAGTTTCTTATATTATTAGGCGTGCCTAAAAT
GCATGGCAGACGACGCCACCGGGCACARGACACCGACGCGGCGAGAGCACCGCCACGTCGTTAGGTATG
TCCGTCGAGAAGGGCCGGCTCGCGCTGTCGGAGATGGCCGTCTTCGCGGTTGTGTGCATCTCTAAGACC
AGGAACTGCTCGCCGCCGACAGCCTGTAGGCGAACCTCT GGGGGTACAGGCCGGGAGATAGACGACCTT
CCCGGGAGTTCGGCGAGCAGGCGGCTGACCCGAGAGAGT AGCCTGGGGACTGATTTAGGGTCGCCTAAA

CACCGGAGGTTTTTTARATTTTTAGGGTAGCCTAAAACATATGGCA

Upstream sequence of the E6P09_12005 gene

ACCCCTCCTATGTTCTATTTCTGTAACTTCACCCTTCGAACCGGTAGGTATAAATGTTTTAGGGTAGCC
TARATCAATATATGCAAGAT

Upstream sequence of the E6P09 11455 gene

CATTAGTTCCTCGCCACTCACATTTTTAGGCCAGCCTAAAAAGTATGACTCCCTAATTACTGATCTAAA
TTGAGAGCGATGACTTGGATGACGTAATGCAGAACCCCCAGCGTCTGTCCCCGATTTCAATTAGCCGAT
GGTTGGTTTTCTCGTGAGTTCGGCGTCGCGGTCGCGGTGTTCCGTGTCGACCATCTTGTTTTGTCCCTC
GCCAAATCTGTATTCCAATCGACAGCTATAGGGCATAGCAGATCGAATCTGGTTTTGGCTGACCTAAAC
TTCGAAAGCCATATAATGTTTTAGECTGECCTAAATTGTATGGCACGAGACTCACCGACACGTAGAGAG
TATATGARA

Upstream sequence of the operon formed by E6P09_02485 to E6P09_02475
genes

TAGTAGARAAATACGTCACTCACCCATTTGATAATGTGTCACATTCTCATTCTATGGGATTCGTCTACA
ACGACCTGCTGCCTTCGTTTTGCGGTGGTCATCGGACTGGTCTATCACGT TTTTAGGACTCCCTAAAAT
CCGAARATTGTTTATCCACTTAGGTTAGCCTAAAACCTATGAACACAGATGGAGACGACTCGGGGAACT
CGACACGTCGGTCGGTGTTCACCCAGCGGACTGTAGAAACACTATCCGACGCTGACGAACAACTCTACG
ACGCCGACTGCGCCGCCAACATCGTCTCTGGTGAGTTCTAAATGACGAGC

Upstream sequence of the E6P09_00145 gene

TATCCAATAGAATTGGGAGACGACGCCGTGGCAGTGACGCAAGGTCCACCGCTGGACCGGACAGACCAG
GGTGGCAGAGAGCCCTGTTCTCGTAGCTGTCCAGGGTACAGGTAGARATAGT TATGTGTTTTTAGGTCA

GCCTARAAGEATGGCAACH
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