Suppl. Table S3. The Irr regulon in alpha-proteobacteria

Locus ID Operon Position Score Irr site (1CE) Function

Sinerhizobium meliloti

SMc00529 sufS2-sufBCDS1XA -132  6.02 AcTTTAGAAccgTTCaAAACT Fe-S cluster assembly

SMc01119 fssA -61 5.87 At TTTgGAACAATTCTAAAaa hypothetical Fe-S scaffold protein
SMc03104 hemA -245 5.87 At TTTgQGAATggTTCaAAACT heme biosynthesis

SMc00784 fopA -147 5.76 AGITTgGAACAATTCcAAAaa  ABC-type Fe3+ transport system, periplasmic component
SMc00785 rirA -73 5.76 tt TTTQGAATTgTTCcAAACT Iron-responsive regulator RirA
SMc00359 mbfA -32 5.67 taaTTAGAATTATTCTAAAga membrane-bound ferritin

SMc04019 hemH -75 5.29 tt TTTAGAAggATTt gAAACT  ferrochelatase (haem biosynthesis)
SMc00455 -99 5.28 cGITTcGAACTGITCgAAt Cc putative hemolysin Il

SMc03787 bfd-bfr -118 5.26 AGITTAGAATcgcTCTAAt gc bacterioferritin ferredoxin, bacterioferritin
SMb21432 irp6A1-irp6BC -85 5.26 t GTTTgGAAgcgTTCTAAAag ferrisiderophore ABC transporter
SMc00402 irpA -117 4.86 AacTTcaAgccgTTCTAAACT iron-regulated protein A (Vibrio)
Mesorhizobium loti

mlir5523 irpA- bfd-bfr -245 6.70 AGTTTAGAATAATTCTAAACT iron-regulated protein A, bacterioferritin ferredoxin, bacterioferritin
mir4601 mbfA -36 6.63 AGTTTAGAACAATTCTAAACT  membrane-bound ferritin

mlr0015 sufS2-sufBCDS1XA -151 6.38 AGITTAGAACTATTCaAAACT Fe-S cluster assembly

mll5315 fssA -49 6.04 taTTTAGAACTATTCcAAACT hypothetical Fe-S scaffold protein
mlr4647 -33 5.20 AGCTTAGAAATcTTCaAAACT  cytochrome b561, homologs in beta and gamma
mll2542 -89 5.16 tt TTTAt AATQATTCcAAAGT probable drug transporter

mir1147 rirA -140 5.10 AGIcTgGAATTgTTCcAAggT Iron-responsive regulator RirA

mll4333 ccmABCDG -85 5.02 tt TcTgGAATAgTTCTAgACa heme export

mlr6940 katG -23 5.02 AGIcTgGAATcgTTCcAgAt T  catalase (peroxidase 1)

Mesorhizobium sp. BNC1

MBNC03003400 fopAB -142 6.70 AGITTAGAATAATTCTAAACT  ferric cations ABC transporter
MBNC03003799 sufS2-sufBCDS1XA -136 6.31 AGITTAGAACTYTTCaAAACT  Fe-S cluster assembly

MBNCO03003055 mbfA -38 6.20 AGTTTAGAATTATTCTAAt Ca membrane-bound ferritin
MBNC03003089 fssA -43 5.87 At TTTAGAATTgTTCcAAAaa hypothetical Fe-S scaffold protein
MBNC03002826 katG -37 4.95 AGIcTgGAATAQTTCTAgggT  catalase (peroxidase 1)

Rhizobium leguminosarum

RL2583 sufS2-sufBCDS1XA -132  6.36 AGTTTAGAACAATTCgAAACT Fe-S cluster assembly

RL0263 mbfA -35 6.06 gaTTTAGAATTATTCTAAAAT membrane-bound ferritin

RLO777 rirA -68 5.95 At TTTgGAATTgTTCaAAACT Iron-responsive regulator RirA

RL0400 fssA -43 5.30 tcTTTt GAAgCATTCTAAAga hypothetical Fe-S scaffold protein
RL1432 feuPQ-lipA-cycHJKL -108 5.30 AGIcgAGAACAgTTCTAAACa regulator, maturation of cytochrome c¢?
RL4379 hemA1l -113 5.36 t aTcTgGAATCATTCaAAACT heme biosynthesis

RL0322 irpA -205 5.24 ttcTTAaAATCATTCcAAACT iron-regulated protein A

RL2703 fumA -55 4.91 gaTTTAGAccggTTCcAAt CT  fumarate hydratase class |

RL2713 irp6ABC -93 4.79 AGITTgGAAacgcTCTAAAac ferrisiderophore ABC transporter

Exprerimental data:

Irr/firon-regulated genes (Todd et al., 2006b)




Rhizobium etli

RHE_CH00257 mbfA -35 6.22 gGITTAGAATTATTCTAAAL T membrane-bound ferritin
RHE_CH00304 irpA -98 5.49 At cTTAaAATTATTCcAAACT iron-regulated protein A
RHE_CHO00381 fssA -56 5.38 tcTTTt GAAQAATTCTAAAga hypothetical Fe-S scaffold protein
RHE_CHO00735 rirA -70 5.95 At TTTgGAATTgTTCaAAACT Iron-responsive regulator RirA
RHE_CH02254 sufS2-sufBCDS1XA -205 6.36 AGITTAGAACAATTCgAAACT Fe-S cluster assembly
RHE_CHO03846 hemAl -117 5.18 t GTcTgGAATCATTCaAAAaa heme biosynthesis
RHE_CHO02385 fumA -157 455 caTTTAGAt cggTTCcAAtt T  fumarate hydratase class |
Agrobacterium tumefaciens
AGR_C 3350 sufS2-sufBCDS1XA 32 6.43 AGTTTAGAATAATTCgAAACT Fe-S cluster assembly
AGR_C 430 mbfA -80 5.24 |t t gTTAGAATTATTCTAAAaC membrane-bound ferritin
-33  6.05 |t aTTTAGAATTATTCTAAAaa
AGR_C 344 rirA -65 5.61 tt TcTgGAATTgTTCTAAACT Iron-responsive regulator RirA
AGR_C 346 fbpA -84 5.61 AGITTAGAACAATTCcAgAaa  ABC-type Fe3+ transport system, periplasmic component
AGR_L 1858 irgA -78 5.65 AaTTTAGAACTgTTCgAAAac iron-regulated outer membrane receptor irgA
AGR_C 616 fssA -57 5.64 tt TTTQGAAgGAATTCTAAAL T hypothetical Fe-S scaffold protein
AGR_C 493 irpA -40 5.45 t GTTTcaAAgCcATTCTAAACT iron-regulated protein A
AGR_L 1661 fhuADBC -167 5.49 AGTTt GAATAATTCcAAgCT hydroxamate-dependent iron uptake
AGR_C 2495 fdx -70 5.27 t GTTTAGAACAATTCTcAgaT  ferredoxin, 2fe-2S
AGR_C 5028 bfd-bfr -119 5.26 AGITTAGAAcgAgTCTAgAga bacterioferritin ferredoxin, bacterioferritin
AGR_C 4738 hemA -62 5.20 ttaTTgGAATggTTCaAAACa heme biosynthesis
AGR_C 4488 fatBDCE -44  5.17 AaTTcAGAAccgTTCTAAAac ferric anguibactin ABC transporter
AGR_L 2862 irp6AABC -90 4.97 AGITaAGAATggcTCTAAAac ferrisiderophore ABC transporter
Brucella melitensis
BMEI0354 mbfA -204 6.39 At TTTAGAATTATTCTAAAt T  membrane-bound ferritin
BMEII0885 tpd -X- ftr1 -COG0348 -136 5.81 t GTTTAGAATTgaTCTAAACT  High-affinity Fe2+ transport component and permease, polyferredoxin
BMEIIO707 rrA -161 5.41 tt TTaAGAATgATTCTAAAQT Iron-responsive regulator RirA
BMEI1892 -306 5.70 AGIcTAGAATAt TTCTAAACT hypothetical cytosolic protein (cysteine-rich)
BMEI1724 -102 5.18 tcTTTAaAgCcCATTCTAAAL T hypothetcial protein
BMEIIO705 bfd-bfr -300 5.05 tt TTTAGAATAt TTCaAAAac bacterioferritin ferredoxin, bacterioferritin
BMEI1042 sufBCDS1X -118 4.75 AGITTAGAgaggTTt TAAAga Fe-S cluster assembly
Bartonella quintana
BQ11660 mbfA -37 5.97 AtcTTAGAATTATTCTAAAgGT  ferritin-like and TM domains
BQ01080 ccmABCDG -97 5.14 tt TcTAGAACTATTCTAgAL a heme export
BQO05950 sufBCDS1XA -149 5.14 gaaTTAGAATTATTt TAAAaa Fe-S cluster assembly
Bradyrhizobium japonicum
blr7895 mbfA -39 595 AATTTAGAATCATTCTAAACT  membrane-bound ferritin
bsl6680 bfr -61 5.50 caTTTAGAAgCGTTCTAAAL T bacterioferritin
bsl6681 bfd -127 5.19 At TTTAGAgcCgTTCTAggCT bacterioferritin ferredoxin
bll7968 fhuA3-piuB -115 5.12 cGcTTAGAACCATTCaAcACT  outer membrane iron receptor, Iron-uptake factor
blr4339 sufBCDS1XA -103 5.07 cGycTt GAAcTTCTAAgCy Fe-S cluster assembly
blr4504 fhuAl -blr4505 -170 4.90 cGIcTAGAAgGATTCcAAAL ¢ outer membrane iron receptor




outer membrane iron receptor, iron uptake factor, iron transporter components

fumarate hydratase, class |

succinate dehydrogenase

ferrous iron transporter

catalase (peroxidase 1)

iron response regulator

hemin receptor

hemin ABC transporter

NAD-dependent formate dehydrogenase

Fe-S oxidoreductase, putative aldehyde dehydrogenase
pyridine nucleotide-disulphide oxidoreductase, ferredoxin oxidoreductase
probable aerotaxis receptor

NADH ubiquinone oxidoreductase

outer membrane iron receptor

membrane-bound uptake hydrogenase

aconitase
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outer membrane iron receptor, Iron-uptake factor

membrane-bound ferritin

conserved hypothetical protein

outer membrane iron receptor, Iron-uptake factor

ferrous iron transporter
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regulatory protein, similar to LUxR

bacterioferritin ferredoxin, bacterioferritin
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molybdenum-iron nitrogenase

pyridine nucleotide-disulphide oxidoreductase, ferredoxin oxidoreductase
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membrane-bound ferritin
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blr3904 fiu-piuC-exbBD-tonB2 -185 4.83 gt TTTAGAACGACTCCAALt T
-163 4.81 AcTTTAGAAcCgTTt gAAACT
-140 4.98 AGATTAGAATCgTTt TgAt CT
blI5796 fumA -61 4.83 AGTTAGAACGCTTCTAt gCc
blr0512 sdhCDAB -267 4.79 gGcTTAGAgcCgTTCcAAt ag
bsr6522 feoAB -80 4.64 AcTTTAaAATCACTCTAAggT
bir0778 katG 113 4.64 gGcTTAGAgQTGYTTCTAcctg
bll0768 irr -95 4.63 cGTTAGAACCI cTCTAgttg
bll7076 hmuR-XX-exbBD-tonB1 -166 4.62 AaTTTACAATCgaTaTAAACT
blr7077 hmuTUV -303 4.62 AGITTAt At cCGATTgTAAAL T
bli3138 nuoEF-fdhFD-blI3134 -57 457 At cTTCcGAATGATTCcAAAt a
bll2737 bll2737-blI2736 -51 456 tGaTTt GAAcagTTCcAALt T
blr674 blr6742-blr6743-blr6744 -126 4.51 AcTTcgGAAgAgTTCTAAL aa
blr2933 -45 444 t GAaTTgGAATGATTt cAgACT
bll4919 NuoABCDEFGHIJLMN -68 4.43 gCGcTCcAGAATaAATTCcAAAL c
bll4920 fhuA2 -120 4.43 At gTTgGAt cGcTTCTAAgag
blr1720 hupSLCDFGHIJK-hypABFCD -82 4.43 AcTTTt GAATCgcTCcAggCT
bll0466 acnA -134 4.41 cGyTTAGAAaGCcTTCTAL Aag
bll5701 cycB-blI5700 -101 4.22 AaTTTt GAACGATTCaAtttc
Expression data: Iron- and/or Irr-regulated genes (Roudolph et al., 2006 and Yang et al., 2006)
Eradyrhizobium sp. BTAil1
Brad_6124 fhuA2-piuB2 -112  4.36 gagTTtt AATAATTCTAAAL a
Brad_3189 mbfA -59 5.86 ACTTTAGAAgcgTTCTAAACa
Brad_5789 -35 5.16 tt TTTAGAAcgt TTCTAALt T
Brad_3567 Brad_3567 - fhuA-piuB -151 5.07 gaTTTgGAAccgTTCTAAL aa
Brad_3512 feoAB -78 5.02 t GTTTAaAATcgcTCTAAgaT
Brad_2353 -77 497 AaTcTAGAAgCATTCcAAt Ca
Brad_4228 fiu-piuC-exbBD-tonB2 -198 4.86 gt TTTAGAACQATTt cCAAgt T
Brad_4228 -156 4.88 tt TTTAGAATTgTTt TgAt CT
Brad_0131 -106 4.80 AacTcAGAAcAgTTCaAAAaa
Brad_1683 bfd-bfr -95 4.38 AGAaTTgGAATAgcTt cAAAag
Brad_5162 irr -76 4.25 AGITTAGggcgTTCTAgAt c
Brad_3677 nifHDKX -201 4.25 ccTTTtt AAcCgATTCcAAAgC
Brad_1627 Brad_1627-1626-1625 -175 4.21 gccTTgGAATggcTCTAgt CT
Brad_3993 nuoEF-fdhFD-bll3134 -62 4.14 taTcTt GAGQCAATTCcAAtt c
Brad 3670 frd-sufBCDS -109 4.13 AaTTTAGAATccTcCTt Agaa
Rhodopseudomonas palustris CGA009
RPA4303 mbfA -33 5,51 taTTTAGAAgCYGTTCTAAACT
RPA4636 feoAB -78 5.19 ct gTTACAATCGTTCTAAACT
RPA1876 fhuAl -222 495 t GaTTt GAACGATTCaAAAaT
RPA4152 fopAB -99 4.81 cGycTgGAATagTTCTAAL Cg

ferric cations ABC transporter




RPA3600 bfr -66 4.79 gaTcTAGAATt ATTCTAAttcC bacterioferritin
RPAQ765 RPAQ765 -317 4.74 gGITTt GAAgGccTCTAAL Cg outer membrane iron receptor
RPA1845 fcuA3 -266 4.73 AGCTcgGAATCGTTCTAgAt T  |outer membrane iron receptor
-129 443 AcaaTAGAgTCQTTCTAAgt T
RPA3195 iorAB -73  4.60 AGCTTAGACTGYTTCgAAACa indolepyruvate ferredoxin oxidoreductase
RPA3480 fiu-piuC-exbBD-tonB3 -306 4.60 ttcTTAGAATGATTt TgAt CT  outer membrane iron receptor, iron uptake factor, iron transporter components
RPA2464 sufBCDS1XA -101 4.58 gt gcTt GAAcTTCTAAgag Fe-S cluster assembly
RPA1224 iorAB2-00rABC -51 4.47 ccTTTAcAgcagTTCTAAL Cg indolepyruvate ferredoxin oxidoreductase, 2-oxoglutarate dehydrogenase
RPA4430 RPA4430-piuB -87 4.47 ccgTTAGACTGATTCcAAgGCT  outer membrane iron receptor, iron-uptake factor
RPA2307 RPA2307 -207 4.46 AGacTAGAATCI cTCaAgACT outer membrane iron receptor
RPA2308 RPA2308-2310 -48 4.46 AGIcTt GAgaGATTCTAgt CT hypothetical iron siderophore ABC transporter
RPA3282 feclR -hmuR2 -112 4.45 cGycTAGAgcCAaTCTAAtt c iron transport sigma factor and sensor, heme receptor
RPA2026 fcuAl -123  4.29 t cgcTAGAAcTTCTAgt gg ferrichrome receptor
RPA0489 fdx -26 4.21 AaaTTAGAAcCgTTCcggAgc ferredoxin Il
RPA3414 fhuA2-X -115 4.18 t GTTTcGAgcaATTCcAAt Cc outer membrane iron receptor
RPA2121 hmuPTUV -86 4.14 cGITTAt AgTaATTaTAAgac heme ABC transporter
RPA2122 hemN3 -267 4.14 gt cTTAt AATt AcTaTAAACY paralog of oxygen-independent coproporphyrinogen Il oxidase
RPA3840 fhuA3-XX -110 4.13 gacgTAGAAcG TTgTAAt Cg outer membrane iron receptor
RPA2124 hmuR1-XX-exbBD-tonB1 -163 4.04 AagTTAt AATt gcTt TAAt Ca heme uptake
RPA3876 fumA -81 3.94 cccTTAGAggt ATaCTAAAL g fumarate hydratase class |
RPA2390 rhbCF-XXX-fatBDCE-fecR -112 3.91 tGATTgE t gaATTCTAAACT  siderophore biosynthesis, ferric anguibactin ABC transporter
Nitrobacter winogradskyi ND-255
Nwi_2475 bfr -80 5.15 gaTTTAGAAgt ATTCTAAAL T bacterioferritin
Nwi_0035 irr -113 4.87 AGITTt GAgcCATTCTAgttg iron regulatory protein Irr
Nwi_3045 fecIR - fhuAl -62 4.76 AGCTTAGAAcCAaTCcAgACa iron sigma factor and sensor, outer membrane iron receptor
Nwi_0894 feclR-omp -226 4.66 t CcTcTAGAACCAaTCTAAAL g iron sigma factor and sensor, outer membrane iron receptor
Nwi_1340 fecIR -fhuA3 -55 4.6 gGITTAGAt gCgaTCTAAAgT  iron sigma factor and sensor, outer membrane iron receptor
Nwi_2582 cycAl -169 4.52 AcacTcGAATCGTTCTAAgaT  cytochrome c class |
Nwi_1204 glgP -198 451 cGcTTAaAAaCgcTCTAAgt g glycogen phosphorylase
Nwi_2048 fecll -139 4.45 cacTTAGAAgCt cTCcAAt CT iron transport sigma factor
Nwi_2462 -140 4.45 gGITTAt AgcG TTCaAAACY hypothetical protein
Nwi_1467 -94 4.41 gagaTAGAATCATTCcAAcCg hypothetical protein
Nwi_0773 cycAl-narG -144 4.36 gt TTTct AACGATTCTAgt CT  cytochrome c class I, nitrate reductase
Nwi_0902 fecl2 -88 4.36 ctcTTAaAccCATTCTAAAL C iron transport sigma factor
Nwi_2813 piuB -COG3656 -128 4.35 taTTTAGAATGAacCTAAt CT Iron-uptake factor, hypothetical lipoprotein
Nwi_1734 feclR-omp -21 4.31 ttccTAGAATCAQTCTAgAL Cc iron sigma factor and sensor, outer membrane iron receptor
Nwi_2610 -81 4.3 c&TTAGAAaagTTCaAgttg hypothetical protein
Nwi_0703 exbBD-tonB2 -474 4.26 AaTcTAGAAgGATTCTt AAT  components for TonB-dependent iron transporters
Nwi_0700 fiu-piuC -92 4.25 gGITTAGAt gaATTCTAt AaT  outer membrane iron receptor, iron uptake factor piuC
Nwi_2883 feclR - fhuA2 -196 4.19 ttcTTAaAcTCATTCTAAAL a iron sigma factor and sensor, outer membrane iron receptor




Nwi_3079 fecIR -fhuA4 -249 4.17 tt TcTAGAAcaggTCTAAAL ¢ iron sigma factor and sensor, outer membrane iron receptor
Nwi_1966 fecl3 -562 4.06 AcTTTgGAccGgaTCTAAAL ¢ iron sigma factor
Nwi_0724 fecR -fhuA5 -45 3.93 cGcTTgaAAaCgcTCTAggaT  iron sensor, outer membrane iron receptor
Nwi_2053 tonB -279 3.91 AcTTTcGAAgt ATTCaAgttT  component for TonB-dependent iron transporters
Nwi_2051 feclR-omp -126 3.89 gcaTTAGAcgCt aTCTAAACT iron sigma factor and sensor, outer membrane iron receptor
Nwi_0242 hemA -65 3.86 ccgcTgGAAaGgcTCTAAAaa heme biosynthesis
Nwi_2976 feoAB -197 3.85 AcTTTtt AATCATTCcAgcaa  ferrous iron transporter
Nitrobacter hamburgensis X14
Nham_3279 fiu2-piuC2 -245 5.13 AaTTTAGAATCgTTt TAAAaa outer membrane iron receptor, iron uptake factor piuC
-152 4.31 gaTTTAGAt aGATTCaAAAaa
Nham_3277 exbBD-tonB 2 5.15 t GITTAGAACCGCTTCTAAL aa components for TonB-dependent iron transporters
Nham_3901 bfr -95 5.05 gaTTTAGAAgCATTCTAAgaa bacterioferritin
Nham_3555 fhuA -177 4.96 AaTTTAGAACGATTaaAAAt g outer membrane iron receptor
-124 4.27 AaTaTt GAt ct ATTCTAAACY
Nham_2133 feoAB -61 4.85 taTTTtt AAcCCATTCTAAt CT  ferrous iron transporter
Nham_1013 irr -105 4.83 AGITTgGAgcCgTTCTAgttg iron regulatory protein Irr
Nham_3637 cycAl -164 4.63 At gcTCGAATCATTCTAAgaT  cytochrome c class |
Nham_2257 -90 4.55 cagcTAGAATCATTCcAgttT hypothetical lipoprotein
Nham_4206 cycB -121 4.48 ct cTTAGAt gGATTCcAAL Ca cytochrome b561
Nham_1606 piuB2-COG3656 -148 4.41 AGITTAGAgcGAacCTAAt CT Iron-uptake factor, hypothetical lipoprotein
Nham_1610 fiul-piuCl -138 4.17 gagcTAGAAcCt cTgTAAACT  outer membrane iron receptor, iron uptake factor piuC
Nham_1611 exbBD-tonB2 -125 4.33 gt TTTAaAgaGATTCTAAAac components for TonB-dependent iron transporters
Nham_2255 fcuAl-piuB -102 4.32 gacTTAGAt cGATTCTActtc outer membrane iron receptor, Iron-uptake factor
Nham_1436 cycA2-narG -143 4.22 gcTTTct AACGATTCTAgt CT  cytochrome c class |, nitrate reductase
Nham_4406 hemA -67 4.19 cCGycTgGAAaGgcTCTAAAaa heme biosynthesis
Rhodobacter sphaeroides
RSP_0850 mbfA -30 5.72 AATTTAGAATGACTCTAAAaa membrane-bound ferritin
RSP_2395 CCpA -86 4.81 AGATTAGAATt gaTCTAAgt c cytochrome c peroxidase
Rhodobacter capsulatus
RRC04069 mbfA -28 5.55 At gTTgGAATCATTCTAAACT membrane-bound ferritin
RRC03475 CCpA -44 5,15 t GTTTAGAAgt ATTCcAt At T cytochrome c peroxidase
Silicibacter pomeroyi
SP03842 mbfA -33 5.68 At cTTgGAATCATTCTAAAL T membrane-bound ferritin
SP00382 fssA -75 5.62 t cTTTAGAACCGTTCcAAAGT hypothetical Fe-S scaffold protein
SP02025 iscR-sufSBCD -120 5.19 At cTTAGAATGTTCTAAgt ¢ Fe-S cluster assembly
SPO0330 CCpA -73 5.11 At gTTAGAATGATTCTAAt Cg cytochrome c peroxidase
Silicibacter sp. TM1040
TM1040_3091 fssA -75 5.64 AaTTTAGAACCATTCcAAAac hypothetical Fe-S scaffold protein
TM1040_1240 iscR-sufSBCD -118 5.61 AccTTAGAAct gTTCTAAAga Fe-S cluster assembly
TM1040_ 2791 katG -145 5.52 AacTTAGAATAATTCTgAACT Catalase (peroxidase )

Jannaschia sp. CCb1




Jann_0865 fssA -78 4.84 ACTTTAGAACgATTCcAgttc hypothetical Fe-S scaffold protein
Jann_3276 dps -124 6.11 AGITTAGAATTATTCTAgACa DNA-binding ferritin-like protein Dps
Jann_2366 iscR-sufSBCD -136 5.14 AccCTAGAACQATTCCAAAL T Fe-S cluster assembly
Rhodobacterales bacterium HTCC2654

RB2654 18613 fssA -53 4.81 gacTTgGAACgATTCcAAgCT hypothetical Fe-S scaffold protein
RB2654 16991 mbfA -31 5.84 AGITTgGAATcgTTCcAAACa membrane-bound ferritin
RB2654_13154 irpA- bfd-bfr -45 536 tGTTgGAACCATTCCAAAL T  iron-regulated protein A (Vibrio),bacterioferritin ferredoxin, bacterioferritin
[Roseobacter sp. MED193

MED193 04321 iscR-sufSBCD -123 5.25 At cTTAGAACAATTCTAAtt g Fe-S cluster assembly

MED193 04676 ahpC -58 5.3 AaTTTAGAACTATTaTAAAtg peroxiredoxin/glutaredoxin family protein
MED193 10358 fssA -76 6.22 AaTTTAGAATAATTCTAAACC hypothetical Fe-S scaffold protein
[Roseovarius sp. 217

ROS217_20542 iscR-sufSBCD -99 5.84 ACCTTAGAACTQTTCTAAALT Fe-S cluster assembly
ROS217_10487 fssA -77 5.7 At cTTAGAATggTTCTAAACC hypothetical Fe-S scaffold protein
ROS217_11126 mbfA -31 6.16 AGITTAGAATTATTCTAAAag membrane-bound ferritin
ROS217_11501 CCpA -76 5.42 gaTTTAGAATggTTCcAAACY cytochrome c peroxidase
Roseovarius nubinhibens ISM

ISM_02850 fssA -76 5.47 tt TTTAGAATcgTTCcAAAL ¢ hypothetical Fe-S scaffold protein
ISM_08740 mbfA -38 5.76 AGITTAGAATCATTCTAAttg membrane-bound ferritin
ISM_16015 iscR-sufSBCD -128 6.18 AcTTTAGAACTgTTCTAAACa Fe-S cluster assembly

ISM_16225 katG -93 4.64 cCGcTTAGAACgATTCcAAggcC catalase (peroxidase 1)

Loktanella vestfoldensis SKAb3

SKA53 14166 mbfA -33 5.97 AGTTAGAATCATTCTAAAL a membrane-bound ferritin

SKA53 14701 fssA -77 5.8 AGITTAGAATcgTTCcAAAL ¢ hypothetical Fe-S scaffold protein
SKA53 05183 iscR-sufSBCD -110 5.74 AccTTAGAAggATTCTAAACT Fe-S cluster assembly

SKA53 02751 hemA -63 4.14 AGTTAGAACgATTCat ggCg heme biosynthesis

SKA53 14466 katG -84 4.77 At gTTAGAAggATTCTAAgCY catalase (peroxidase 1)
Sulfitobacter sp. EE-36

EE36_14302 iscR-sufSBCD -117 5.69 AGITTAGAACQQTTCTAACt T Fe-S cluster assembly

EE36_14417 hemA -102 4.73 t GaaTt GAATggc TCTAAACT heme biosynthesis

EE36_01790 dps -117 6.1 AGITTAGAATAATTCcAAAaa DNA-binding ferritin-like protein Dps
EE36_09510 fssA -75 5.44 AacTTAGAATcgTTCcAAACc hypothetical Fe-S scaffold protein
EE36_11399 katG -111 4.43 ct gTTAGAACAATTCcAgAaa catalase (peroxidase 1)

Oceanicola batsensis HTCC2597

0OB2597_06815 bfr -84 tt TTTgGAATAATTCTAAAL T bacterioferritin

0OB2597_10089 fssA -80 gaaTTAGAACggTTCTAAAL ¢ hypothetical Fe-S scaffold protein
0OB2597_01932 hemA -92 4.21 gacTTAaAAcCCATTCcAAttc heme biosynthesis

0OB2597_03589 iscR-sufSBCD -113 AccTTAGAAagATTCTAAAgC Fe-S cluster assembly
OB2597_11886 katG -64 gt gTTAGAt TJATTCTAAAGQ catalase (peroxidase 1)
[Pelagibacter ubique HTCC1002

PU1002_04356 rbr -76 AcaTTAaAATAATTCTAAACT Rubrerythrin




PU1002_ 04361 irr -23 5.88 AGITTAGAATTATTaTAAACa iron regulatory protein
Rhodospirillum rubrum ATCC11170

Rru_A0038 ccmCDE -161 5.46 TTTCTgGAAgACTTCcAGAt A  heme export

Rru_A1789 CCpA -97 4.61 TTcCTAGAgCAATTCcAat At cytochrome c peroxidase
Magnetospirillum magneticum AMB-1

amb2822 CCpA -163 5.24 gagt TAGAAGAATTCTAaAt A cytochrome c peroxidase
Magnetospirillum magnetotacticum MS-1

Magn03010382 rbr -112 5.02 aaTCTcGAATTAaTCgAt AAA  Rubrerythrin

Color code for functional roles of genes:
Genes involved in iron uptake
Genes involved in iron storage

Genes involved in iron utilization pathways (synthesis of Fe-S, heme; iron-containing enzymes)

Transcription factors (rirA, araX, feclR, irr)
Genes with other or uncertain functional roles




