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Gene symbol description

ABCB7 ATP-binding cassette, sub—family B, member 7
ABCGZ ATP-binding cassette, sub—family G 2

Acoi IRP1

ALAD aminolevulinate dehydratase

ALAST aminolevulinate, delta—, synthase 1

ALAS2 aminolevulinate, delta—, synthase 2

BMP2 bone morphogenetic protein 2

BMP4 bone morphogenetic protein 4

BMPE bone morphogenetic protein 6

BMPRIA bone morphogenetic protein receptor, type [A
BMPRIB bone morphogenetic protein receptor, type IB
CACNATF calcium channel, voltage-dependent, L type, alpha 1F
CACNATIS calcium channel, voltage—dependent, L type alpha 1S
CFP ceruloplasmin

CPOX coproporphyrinogen oxidase

CYBRDT cytochrome b reductase 1

EPO erythropoietin

EPOR erythropoietin receptor

EXocé exocyst complex component 6

FDXT ferredoxin 1

FDXIL ferredoxin 1-like

FOXR ferredoxin reductase

FECH ferrochelatase

FLVCRI feline leukemia virus subgroup C cellular receptor 1
FTHT ferritin H

FTL ferritin L

FIMT ferritin mitochondrial

FURIN furin

FXNV frataxin

GDF15 growth differentiation factor 15

HAMP hepcidin

HBAT hemoglobin alphal

HBAZ hemoglobin alpha2

HBEB hemoglobin beta

HEPH hephaestin

HFE hemocromatosis

HFEZ hemajuvelin

HMBS hydroxymethylbilane synthase

HMOXT heme oxygenasel

HMOX2 heme oxygenase2

HPX hemopexin

HRG histidine—rich glycoprotein

IREBZ IRP2

LCNT lipocalin 1

LONZ lipocalin 2

NEOT neogenin 1

NFST nitrogen fixation 1 homolog

PCSK1 proprotein convertase subtilisin/kexin type 1
PCSKZ proprotein convertase subtilisin/kexin type 2
PCSK4 proprotein convertase subtilisin/kexin type 4
PCSKS proprotein convertase subtilisin/kexin type 5
PCSK7 proprotein convertase subtilisin/kexin type 7
SLCTIAT NRAMP1

SLCIIAZ DMT-1

SLC25A37 mitochondrial iron transporter

SLC39A14 ZIP14

SLC40AT ferroportin

SLC46AT folate transporter 1

STEAP3 Six transmembrane epithelial antigen of prostate protein 3
TE transferrin

TFRZ transferrin receptor 2

TFRC transferrin receptor 1

TMPRSS6 Transmembrane protease, serine 6

TWsG1 twisted gastrulation homolog 1

UROS uroporphyrinogen Ill synthase
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SR 7B AENT2LDTH D, —Ji. SLC4041
BT O deletion % X 1 128 L7zo 3HEIEDKEIL,
I— F&E N5 ferroportin 1. AAL/E M L kA
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LTHEDH ), AT HEGETH-THL 721 R
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Gene symbol Type Reference Allele Length Variation ID Zygosity Amino acid change
SLC39A 14 SNV A G 1 (=) heterozygous p.Lys304Glu
SLC40A T Deletion CAA (-) 3 (=) heterozygous p.Val162 Ala163delinsAla
F 3 ER 21281 5 BACH B EER T L O EEHR
Gene symbol Type Reference Allele Length Variation ID Zygosity Amino acid change
ACOT1 SNV C i 1 rs150373174 | heterozygous p.Thr318Met
ALAST SNV G A 1 rs201359123 | heterozygous p.Argd490GIn
F4 GER) 312BT HBRACH B EER T L OB G
Gene symbol Type Reference Allele Length Variation ID Zygosity Amino acid change
ACO/1 SNV o] il 1 rs150373174 | heterozygous p.Thr318Met
EPOR SNV C G 1 (=) heterozygous p.Val182Leu
PCSK7 SNV & il 1 (=) heterozygous p.Arg254His
x5 EBEA AESRE LHABEERET LR NI
Gene symbol |  Amino acid change Frequency
SLC39A14 p.Lys304Glu 0/31
SLC40AT p.Val162_Alal63delinsAla 0/31
ACO1 p.Thr318Met 1/31
ALAST p-Argd90Gin 0/31
EPOR p.Val182Leu 0/31
PCSK7 p.Arg254His 0/31
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