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Table 3 Characteristics of Japanese DBA patients with mutations in RPL5

Response at

Patient Malformation status first steroid therapy Present therapy

10 proband cleft palate, thumb anomaly, MR, poor Transfusion
rib defect, micrognathia, CHD

41 proband cleft palate, craniofacial abnormalities, ND Transfusion dependent
CHD (GA, DORY, CoA, LSVC)

55 proband thmub anomaly, polydactyly response Steroid dependet

65 proband growth retardation response Steroid

73 proband SFD response Steroid dependet

74 proband None None Transfusion dependent

LO2PIIEELSETH LG L Tk (Table3). HHT
NREZER, DBEWUR2HRED. KD OHE T
b, RPLSEROEAIERFTHOAHIEL, HreoE
2, OBARPEMHT A ENSNT LRI TN
SEOBTI TR EBAT AR TH - 721519,

AT a4 N3, DBA DBRBEORBTH LD, FHETE:
FEBI61 BID 5%, AT uA PR+ 5HEIRGL 73%
RAbhi. Lal, BETFERCLIZ2ZGRDbRIb -
fo.

4. DBADOBEFIE—HEEICL S RPEEGTOD

K7 ULILoRS%

Bkl L TABrE T 5 R BETFOEEFEE IE
<, #70% DEFTIRRBEFHTATHS Z LAHL
Ml ot UL, BT VvADKEEREND DBEE,
BEDOY—7 v AEFTI, BokEEDOT7 LADIER

Gene copy number of
Patiens with a large deletion

Gene A (Copy number: 2N)

BFIOZEFHATLE S LOBETEETBRE TE I,
% ZC, Kuramitsu b1, B fEEs»omR#E 7z DBA ©OF
BT 2 v —BURHTE (DBA RN g-PCR ) *#BEREL, K
TUVADREDRIERRALY, ZoFETIE, T, E
BF EOBEHERTCF— & CHIBRIGNTE % PCR 7
FAv—RBETSH. L, KRERREIFFELN ORRE
ZinoTwb &, EHEDINICH~<DNABIESTHDT-
¥, 2N & [E UiE %85 O PCR O FUGEES 1 [E4% <
DBECEHAZEXFRALT A7 VvADRERYRET S
(Figure 1). Blz¥, FEFI3 T, RPL5 DLINIEFIH-,
194 27 FTRTNBI Edb, PRLSDF T VADRED
HEXhb DBA CEHERERBEOIHBETFLL
7, RPLS, LII, L354, 87, S10, S17, S19, S24, S26 D9
BETF, &, DBAOERE L TOEEEIIRIEARHTH
ERRURELEECRVTIEEREDH > nBEF,
RPLY, L19, L26, 128, L36, SI15, 8274 D 7BEF DU
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Figure 1 DBA Genomic Copy Number Assay
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Figure 3 SNP Array

T, BETFav—RHUERADGPCR 51 < —%HEL
o, BABTRZEBWT v —r v AEFTOER, TEIMEH
IR o BB o, EROBETFOEETF 2 —
BERELL. TOER, 276F716lckeo | E#E5TFr
NTBH 7947 —2y bETHMBOBETF OGO
CtiEDb 1y M7 rDBRERLEL (Figure2). 2% b,
Ihb 1%A 7 VEREEFIL, TOMOBRERF ON)
Dae—HOFEH N) THHZERRLTED, F7 Vv
LOREDIRE NI, THRIORREL, RPSI7 K%& G4,

RPSI19 %% (241), RPL5S R4 (14), RPL354 k% (141)
THoTe.

5. SNP 7L AICELB/RT LIVREDREN
FEROBREAYBERTHIDI, SNP 7 VA (Affymetrx
Gene Chip) & CNAG 7' u 7 5 A CHEETF 2 ¥ —Hr Az
Lic. DR 276F 6 FITRP BEFOF 7 vARIE
DHETR I NI (Figure 3, Table4). Zhbil, g-PCR D
RE—FLUTWoH, ¢-PCRETHRE I hic RPSIBETF
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Figure 4 Large deletion in the RPS/9 gene

DRERS% #4) BBRHEIhd o (Figure3). 2T,
RPSI9WH$ 5 q-PCR 75 4 = —% = L, RPSI9 DRIE
Fo v —EE2EFEMcT~c Figure 44). FOFERE, RPSI9
® 5UTR Ik (819-57, -58) 3 X U intron 3 FIEE 25 3UTR
FIMICHEE L7 5 1 < — (819-28, -62, -65) Tira v —
BNEEEER L0 LT, intron3 ORI L » LK
CEREI NI S 54 v — (S19-36,-24, -40, -44) TR 7
VADRSKER LT (Figme 4B). S DI &b, RPSIOE
EFORFDT LA intron 3 SHIRAT L C/INEE IR &
BB ENEL ORI, £ T, RPSI9 D 5°UTR & intron
3T T4 = —%ERE L genomic PCR X fTL, R&FHEKD
RERX R4t FOREER, #24BETIIH kEERFDRE
PEEIND A Y FRERKB L TRD bR (Figure
4C). v —r v AfEMOFERE, SUTR & intron3 1B % 2318
FExt O HFE S (CGGTGGCTCACACCTGTAATCCCAGCA,
nt: ~1400 725 1374 35 X O nt: 45758 75 +5784) DRITH
FRHEREBRINEL, BRELTTNSTEEORENR
EI N (Figure 44). KA LICHEBIE, o2 —F
X exonl, 2, 3IBVEETNBZ LD, TO7 VARIER
JoRPSI9 2 v X7 BHha—FLiWwEkEL bhi. i,
SNP 7 v 1{ DFERAR, q-PCR DERE—F Lt - 7Dl
SNP 7' v — 7 HREFEBCEEL RN TDTH - 7.

UEDER LD, s-gPCR ZHV 1/ 7 v A REK DN
1%, BRIAETHD I ERRINT

6. AR%ELERE
FxBARIEL 760 DBA DEREBEFOF 7 VAR
Kz, FOELDINETCRBAEDORLDTH 72
(RPL5 (1 41), RPSI7 BHD). T, SEOBEI TIL,
RPSI7 DBEFERENICARRE I, Th ¥ CEATIIR
DTHEIR TS, BEREWI ECHRTRILLAR
BETRPSITCERND B LALLM R oT. T Vv
NREHRFTHEML, FBOERFHBEEHL, 7FHLE65,
TEARTEECESER FORBTEELXA L T 1o
(Table 5). R&EZRLI6HE (#3, #24, #60, #62, #71
#72) WwoWT, W ORKE R DBA FIH ¢-PCRE&E T
TR, TOERE, £ TOEBTDBA RREETORE
BEDLRhot. DOFY, A7 VADREKDEEIIE
BTz, AREOERE S 1 7 THHTHEEITER
i,

7. RHOBETFOBRE
LEROFBFET - T ERBEF A LBEREE D
W, kit —7 vy —F RV 2 v vEBRYT
W, FIRERERFORERHE L. BEXo SNP ¥k
L, REABREECERE 2 b o—2 GERERRSY
WE) o&xryvF—2 tHERHTAEZLIRID, &
BEROEHE T HBEFEE VAL, BohicBERER
FOERY, vV —v—7 Vv AEYRACIEREYT
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Table 4 Genes that were found to be deleted using SNP arrays

Large Large

%%ﬁem deletion deletion ggle&ilon Mutation Genes deleted
: (Q-PCR) (SNP array) g
#3 RPLS RPL5 858 kb whole allele loss EVIS, RPLS, FAM69A4, MTF2, TMEDS, CCDC18, DRI
#14 RPSI7 RPS17 270 kb whole allele loss RPS17, CPEBI, AP3B2, FSD2, WHMM, HOMER2, FAMI0341,
Cl50rf40, BTBD1, TM65F1, HDGFR3, BNC1, SH3GL3,
ADAMTSL3, ZSCAN2, SAND2, WDR73, NMB
#24 RPSI9 ND 7157 bp Ex 1-3 deletion RPS19
#60 RPSI7 RPSI7 230kb whole allele loss RPS]7, CPEBI, AP3B2, ESD2, WHMM, HOMER2, FAM10341,
Cl5o0rf40, BTBDI, TM65F1, HDGFR3, BNCI1, SH3GL3,
ADAMTSL3, ZSCAN2, SAND2, WDR73, NMB
#62 RPS17 RPSI17 330 kb whole allele loss RPS17, CPEBI, AP3B2, FSD2, WHMM, HOMER2, FAM10341,
Cl50rf40, BTBDI1, TM65F 1, HDGFR3, BNC1,
SH3GL3,ADAMTSL3, ZSCAN2, SAND2, WDR73, NMB,
SEC11A4, ZNF592, ALPK3, SLC2841, PDESA
#71 RPL354 RPL354 786 kb whole allele loss BDH, FYTTDI, LRCH3, IQCG, RPL354, LMLN, FAMI1574
#72 RPSI9 RPSI9 824 kb whole allele loss CEACAMS, CEACAMS, CEACAM3, LYPD4, DMRTC2, RPS19,
CD794, ARHGFF1, RABACI, ATP1A43, GRIKS, ZNF574,
POU2F2, DEDD2, ZNF526, GSK34, ERF, CIC, PAFAHIB3,
PRRI19, TMEMI145, MEGFS8, CNFN, LIPE
Table 5 Characteristics of DBA patients with large deletions
Pa;ients (Gender) Inheritance di[;gx?ofis Physical anamalies
RPSI9 24 proband (F) Sporadic 1M Short stature, SGA
72 proband (M) Sporadic 0y Thumb anomaly, Flat thenar, testicular hypoplasia,
Fetal dydrops
RPSI7 14 proband (M) sporadic 5Y Short stature, white spots
60 proband (F) sporadic 2M SGA
62 proband (F) sporadic 1M Small ASD, SGA, short stature
RPLS 3 proband (M) Sporadic 0y Short stature, thumb anomalies
RPL35a 71 proband (M) Sporadic 0Y Thumb anomalies, synostosis of radius and ulna,
’ Cohelia Lange-like face, cleft plate, underdescended
testis, short stature, cerebellar hypoplasia, fetal dydrops
5. ThETHREINT5 DBA DREBEFIITRT  ETHHIEHFERL, cADA LOATHZ LT, BEHL

)V RY —2BABGEF Tk, &7y VENRET-
BRI, WERFLE TSV RV —ax2 v Ry
BETFREEOR VL OBREHZ LR, TOKRERND,
VARV —a g vy BEFES O DBA RRERETHAFE
T5Z EAREOREER .. PRV EREETYRET
e, ¥7, RERCEBRORBEND HEFLHO
CHREBRYEDETFETHS.

8. NA1FT—H—DRER _

DBA DRETZWIIIIY AV — & 2 v Ry BETFERED
BENERER, ERBEETHERDHC L, BETER
AT IR BEFINEKL 40~50% TH 5 & LK E M
BETH DL BB AAAT—H—E LT, FOKTF
vV F7 17 —% (eADA) DEFEPHLR T35, &
K, MEFHFH R CDBA B ELRAESND 10~
20% Tl eADA DNEEFEHNTH D, IV ERECDBAY
SR LFEAA A~ — 7 —HDBELEZ bR Tk,
4E, BELIKRORADTF X DBABETHELE

72 9 5% 11 D DBA BE% 100% 2B LB (REE).
O EnD, XIXDBARBKIC KT BFR A4 < —
Hh—E LT, BODTEREELDNT.

B

v #

HADDBA BECREBERTFOR 7 v A REEH &
fTo 745, DBA CREHE Q714+ 746) CTREEET
DF7 VvADREVRTED DI, TOFKEEND, DBA O
FLWDRDIIL, ThEFTfTbhTEiy—r v AEN
Mz T, aC—PENETS I ERBEETHH I LR
Ahtk. ik, BEFERERAERNAEATLI LI
T, BARDDBA DEEFHLEN - FHEFORRE LD
HBEY I F L ERTAZENTER IS ERBEEDL
nb.

DBA i+ A REIEIBEEA T v 1 FHE—FRT
BBHNB, AT oAl FEEFECHMKFENIEEDR 40%
FETH HHRACTEMRBRBEIMTLR TN 25,
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AERBTCRFERCRERRE LRA—DBETFREEEL D > T 9)
THEMDIRWBEFNFET S LPMbRTWA. K
EREMERZAH LTV L0, BmBMEBEo
N7 —%B8IRT 5 ECEREFAOBHNIIEEREC L » T
5. LaL, BEFDED DBA DB EEOIERILYE
STHRAPEE >l ) THY, RPETLFIATE )
X5 hBHEEIFELR. SEDOSIFT—h—D
FERL, BHBHEN I —0OREYTHLTHBECEERERE
HwErELZT<hBEBbRS.

10)
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X 7
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Erythroid-specific 5-aminolevulinate synthase (ALAS2) is essential for hemoglobin produc-
tion, and a loss-of-function mutation of ALLAS2 gene causes X-linked sideroblastic anemia.
Human ALAS2 protein consists of 587 amino acids and its carboxyl(C)-terminal region of
33 amino acids is conserved in higher eukaryotes, but is not present in prokaryotic ALAS.
We explored the role of this C-terminal region in the pathogenesis of X-linked sideroblastic
anemia. In vitro enzymatic activity was measured using bacterially expressed recombinant
proteins. In vivo catalytic activity was evaluated by comparing the accumulation of porphy-
rins in eukaryotic cells stably expressing each mutant ALAS2 tagged with FLAG, and the
half-life of each FLAG-tagged ALAS2 protein was determined by Western blot analysis.
Two novel mutations (Val562Ala and Met5671le) were identified in patients with X-linked
sideroblastic anemia. Val562Ala showed the higher catalytic activity in vitro, but a shorter
half-life in vivo compared to those of wild-type ALAS2 (WT). In contrast, the in vitro activity
of Met567Ile mutant was about 25% of WT, while its half-life was longer than that of WT.
However, in vivoe catalytic activity of each mutant was lower than that of WT. In addition,
the deletion of 33 amino acids at C-terminal end resulted in higher catalytic activity both
in vitro and in vivo with the longer half-life compared to WT. In conclusion, the C-terminal
region of ALAS2 protein may function as an intrinsic modifier that suppresses catalytic
activity and increases the degradation of its protein, each function of which is enhanced by
the Met5671le mutation and the Val562Ala mutation, respectively. © 2012 ISEH - Society

for Hematology and Stem Cells. Published by Elsevier Inc.

5-Aminolevulinate synthase (ALAS) is the first and rate-
limiting enzyme in the heme biosynthetic pathway [1].
There are two isozymes of ALAS in higher eukaryotes,
ALAS1 and ALAS2. ALAS] (alternatively, ALAS-N) is
expressed ubiquitously in all types of nucleated cells, and
expression of ALAS2 (or ALAS-E) is restricted in
erythroid cells and essential for hemoglobin production
during erythroid differentiation [1]. Both ALAS1 and
ALAS?2, which are encoded by the distinct nuclear genes,
function in mitochondria [2,3], and the amino-terminal

Offprint requests to: Kazumichi Furuyama, M.D., Ph.D., Department of
Molecular Biology and Applied Physiology, Tohoku University School of
Medicine, 2-1 Seiryo-machi, Aoba-ku, Sendai, Miyagi 980-8575, Japan;
E-mail: furuyama@med.tohoku.ac.jp

Supplementary data related to this article can be found online at doi:
10.1016/j.exphem.2012.01.013,

region of each isozyme acts as a targeting signal for mito-
chondrial translocation [4-6]. The remaining regions of
ALAS protein consist of a core catalytic region and
a carboxyl terminal (C-terminal) region, and the catalytic
region is conserved among several species [7]. In addition,
the C-terminal region of 33 amino acids (positions 555~
587), which is encoded by the 11th exon of the human
ALAS?2 gene, is well conserved in higher eukaryotes, but
the equivalent region is not present in bacterial ALAS
[7]. It is conceivable that the C-terminal region of mamma-
lian ALAS2 protein might have an important regulatory
role in heme biosynthesis.

The human ALAS?2 gene that is mapped on X chromo-
some consists of 11 exons [8], and a genetic mutation of
the ALAS2 gene causes X-linked sideroblastic anemia
(XLSA) [9,10] or X-linked dominant protoporphyria [11].
To the best of our knowledge, > 50 different mutations of

0301-472X/$ - see front matter. Copyright © 2012 ISEH - Society for Hematology and Stem Cells. Published by Elsevier Inc.
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the ALAS2 gene have been identified in about 100 pedigrees
with XLSA [12-14]. Reported mutations in patients with
XLSA are distributed from the 5th exon to the 11th exon of
the human ALAS2 gene, but only four mutations were
detected in 11th exon [14-17]. In the case of X-linked domi-
nant protoporphyria, two different frame-shift mutations
have been identified in the 11th exon of the ALAS?2 gene in
two independent probands [11]. These frame-shift mutations
cause deletions of 19 and 21 amino acids at the C-terminal
end of ALAS2, both of which are accompanied by replace-
ment of the C-terminal end with one unrelated amino acid
and an unrelated peptide of 23 amino acids, respectively.
Using recombinant proteins expressed in Escherichia coli,
those authors provided evidence that deletion of 19 or 21
amino acids at C-terminal end increased the catalytic activity
of ALAS2, suggesting that the C-terminal region can inhibit
the enzymatic activity of ALAS2 [11]. Recently, it was also
reported that the substitution (Tyr586Phe) at the penultimate
amino acid of the C-terminal of AL AS2 increased its cata-
lytic activity in vitro, which might be related to the severe
phenotype of congenital erythropoietic porphyria [18]. Inter-
estingly, such gain-of-function mutations of the ALAS2
gene were solely identified within the C-terminal region of
ALAS?2 protein. However, it is still unclear how the C-
terminal region of ALAS?2 is involved in the regulation of
ALAS?2 function in vivo.

Here, we report novel missense mutations in the 11th
exon of the ALLAS2 gene in independent probands with
XLSA. Based on in vitro and in vivo functional studies of
these mutants, as well as a C-terminal deletion mutant,
we provide evidence that the C-terminal region of human
ALAS? protein reduces its catalytic activity and protein
stability in mitochondria.

Case reports

Case 1

Japanese male proband presented with microcytic hypo-
chromic anemia (hemoglobin: 8.1 g/dL; mean corpuscular
volume: 57.7 fL) at age 14 years. Serum ferritin, serum
iron, and total iron binding capacity were 222.7 ng/mlL,
242 ng/dL, and 279 pg/dL., respectively. Proband’s mother
and maternal uncles had mild anemia, but they did not
receive any medication for anemia.

Bone marrow examination of the patient showed
erythroid hyperplasia (myeroid to erythroid ratio [M:E] =
0.45), with ringed sideroblasts comprising > 10% of nucle-
ated cells. Pyridoxine treatment (80 mg/d) was started, and
the hemoglobin concentration gradually increased from 7.3
g/dL to 12.0 g/dL after 14 months.

Case 2
Japanese male proband was admitted to the hospital at age
36 years because of microcytic hypochromic anemia

(hemoglobin: 6.5 g/dL; mean corpuscular volume: 64.4 fL)
with systemic iron .overload (ferritin: 2581.4 ng/mL).
Anemia was pointed out before he was school age, but he
did not receive any medication for anemia. Prussian blue
staining of bone marrow cells revealed the presence of ring
sideroblasts in the proband, and the diagnosis of sideroblastic
anemia was established. Pyridoxine treatment (60 mg/d) was
started when hemoglobin was 5.4 g/dL, then anemia was
improved after 1 month to 9.9 g/dL hemoglobin. Although
pyridoxine treatment was continued for an additional 4
months, the hemoglobin level did not exceed 10 g/dL.

Materials and methods

Reagents

Chemical reagents were purchased from Sigma-Aldrich (St Louis,
MO, USA), Nacalai Tesque (Kyoto, Japan), or Wako Pure Chem-
icals (Osaka, Japan). Restriction enzymes and modifying enzymes
used for construction of each plasmid were purchased from New
England Biolabs (Ipswich, MA, USA), unless otherwise noted.
ExTaq DNA polymerase and PrimeStar Max DNA polymerase
were purchased from Takara Bio Inc. (Shiga, Japan) and were
used for polymerase chain reaction (PCR) and site-directed muta-
genesis, respectively. Protein concentration was measured with
Bio-Rad Protein assay reagent (Bio-Rad Laboratories Inc.,
Hercules, CA, USA) or Pierce 660 nm Protein Assay Reagent
(Thermo Scientific, Rockford, IL, USA) using bovine serum
albumin as a standard. Sodium dodecyl sulfate polyacrylamide
electrophoresis (SDS-PAGE) and Western blot analysis were per-
formed as described previously [19]. Prestained XL-ladder broad
range (APRO Science, Tokushima, Japan) was loaded as a size
marker for SDS-PAGE and Western blot analysis.

Identification of ALAS2 mutations

Genetic analyses performed in this project had been approved by
the ethical committee of Tohoku University School of Medicine.
Blood samples were drawn from the probands and the family
members after informed consent. Genomic DNA was then ex-
tracted from them using QIAamp DNA Blood Midi Kit (Qiagen
GmbH, Hilden, Germany). All exons including exon-intron
boundaries, the proximal promoter region, and the erythroid
enhancer in intron 8 of ALAS2 gene were amplified using ExTaq
DNA polymerase. Sequences of primers and the condition for
PCR were reported previously [20], except for an antisense primer
for exon 5 and a primer pair for the erythroid-specific enhancer
region in intron 8. The sequence of antisense primer for exon 5
used is (5'-TCATCTCCTCTGGCCACTGC-3'). For the amplifica-
tion of the erythroid-specific enhancer in intron 8, the following
primers were used: sense, 5'-GGTACCACTCGCATCCCACTGCA
GAG-3/and antisense, 5'-GGTACCACACAGCCAAAGGCCTT
GCC-3'. Each amplified DNA fragment was electrophoresed on
1% agarose gel in TAE buffer and stained with ethidium bromide.
DNA fragment was excised from the gel for purification using
QIAquick Gel Extraction Kit (Qiagen GmbH). Purified DNA frag-
ment was directly sequenced using BigDye terminator v1.1 cycle
sequencing kit and ABI 3100 Genetic Analyzer (Applied Biosys-
tems, Foster City, CA, USA). The same primers were used for
PCR and direct sequencing analysis. Sequencing results were
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analyzed using Lasergene software (DNASTAR Inc., Madison,
WI, USA), and the mutation of ALAS2 gene was confirmed by
repeated amplification and direct sequencing.

Expression and purification of recombinant ALAS2 proteins
Complementary DNA for human mature ALAS?2 that lacks the
amino-terminal region was amplified with PrimeStar Max DNA
polymerase (Takara Bio Inc.) using the following primers (sense,
5-GGTGGTCATATGATCCACCTTAAGGCAACAAAGG-3'; anti-
sense, 5'-GGCATAGGTGGTGACATACTG-3'), each of which was
phosphorylated at its 5' end beforehand. Amplified complementary
DNA (cDNA) was digested with Ndel restriction enzyme, and was
cloned between Ndel site and blunt ended Sapl site of pTXB1
expression vector (New England Biolabs). Resulting plasmid,
named as pTXB1-AEm, expresses human mature ALAS2 in E.
coli as a fusion protein with Intein tag and Chitin binding domain
atits C-terminal end. Using pTXB1-AEm as a template, each muta-
tion or deletion was introduced using PrimeStar Max site-directed
mutagenesis kit (Takara Inc.). The sequences of primers used for
mutagenesis are available upon request. After the amplification of
¢DNA or mutagenesis, the sequence of mature ALAS2 cDNA
and the junction sequence for fusion protein was confirmed by
DNA sequencing before use. These expression vectors were used
for transformation of the E. coli strain, BL21(DE3). Expression
and purification of recombinant proteins were performed according
to manufacturer’s instruction for Impact System (New England
Biolabs), with minor modifications. Briefly, expression of recombi-
nant proteins was induced in E. coli with 0.1 mM isopropyl
B-p-1-thiogalactopyranoside at 25°C for overnight. The isopropyl
B-p-1-thiogalactopyranoside—treated cells were collected by
centrifugation and resuspended with lysis buffer (20 mM Tris-
HC1 [pH 8.5], 300 mM NaCl, 1 mM EDTA, 0.1% Triton X-100,
1 mM phenylmethanesulfonyl fluoride, 1 pg/mL antipain, 1 pg/
mL pepstatin, and 1 pg/mL leapeptin). After sonication and centri-
fugation, cleared cell lysates were incubated with Chitin beads for 1
hour at 4°C, and then washed with wash buffer (20 mM Tris-HCl
[pH 8.5], 500 mM NaCl, 1 mM EDTA, and 0.1% Triton X-100).
To obtain a tag-free recombinant mature ALAS2 protein, on-
column cleavage was induced with 50 mM dithiothreito] in wash
buffer at room temperature for 16 hours. After the elution from
the column, each recombinant protein was dialyzed against wash
buffer before use. Purity of each recombinant protein was examined
using SDS-PAGE, followed by staining with Quick-CBB PLUS
(Wako Pure Chemical). Enzymatic activity of each recombinant
protein was measured according to the protocol described previ-
ously {21]. Student’s ¢ test was performed for statistical analysis.

Expression of wild-type or mutant ALAS2 protein

in eukaryotic cells

The plasmid “pGEM-AET,” which carries ¢cDNA for full-length
ALAS?2 tagged with FLAG at its C-terminal, was described previ-
ously [22]. Site-directed mutagenesis was performed by PrimeStar
Max mutagenesis kit (Takara Inc.) using pGEM-AET as a template
to obtain cDNA encoding each FLAG-tagged mutant. In addition,
c¢DNA encoding FLAG-tagged luciferase protein was constructed
by replacing ALAS2 cDNA in pGEM-AET with amplified lucif-
erase cDINA derived from pGL3 basic (Promega Corporation,
Madison, WI, USA).

For establishing the stable transformants in which expression
of FLAG-tagged ALAS2 protein or FLAG-tagged luciferase
protein is inducible with tetracycline, cDNA for each protein was
cloned into pcDNAS/FRT/TO vector (Invitrogen Corporation,
Carlsbad, CA, USA). The resulting cDNA construct was then co-
introduced with pOG44 vector into Flp-In T-REx 293 cells (Invitro-
gen), derived from human embryonic kidney cells (HEK293). After
transfection, cells were incubated with 100 pg/mL Hygromycin B
(Wako Pure Chemicals) and 15 pg/mL Blasticidin (Invitrogen). At
least three independent clones, which were resistant to Hygromycin
B and sensitive to Zeocin (Invitrogen), were selected and expanded
for subsequent experiments. This phenotype of a given clone
confirmed the integration of each cDNA expression cassette into
the expected site in the genome of Flp-In T-REx 293 cell line.

For the determination of protein stability, expression of wild-
type ALAS2 or mutant ALAS2 was induced by the addition of
tetracycline into the culture medium (final concentration of 1
pg/mL) for 48 or 72 hours, and then the culture medium was re-
placed with fresh complete medium containing tetracycline with
or without 10 uM cycloheximide. At 0, 3, 6, 9, and 12 hours after
incubation, cells were harvested and lysed in RIPA buffer (10 mM
Tris-HCI [pH 7.2], 150 mM NaCl, 1% TritonX-100, 1 mM sodium
fluoride, 0.4 mM Naz;VOy, 10 mM N-ethylmaleimide, 1 mM phe-
nylmethanesulfonyl fluoride, 2 pg/mL leupeptin, and 2 pg/mL
aprotinin). Cell lysates were centrifuged at 13,200g for 10 minutes
at 4°C, and the supernatants were used for SDS-PAGE. Expression
of FLAG-tagged ALAS2 protein was detected by Western blot
analysis with anti-FLAG M2 monoclonal antibody (Sigma-
Aldrich) as a first antibody. For normalization of loaded samples,
glyceraldehyde-3-phosphate dehydrogenase (GAPDH) was de-
tected with anti-GAPDH monoclonal antibody (MAB374; Milli-
pore Corporation, Billerica, MA, USA) as a first antibody. For
a second antibody, horseradish peroxidase—conjugated anti-
mouse IgG (NA931VI GE Healthcare, UK Limited, Buckingham-
shire, UK) was used. Intensity of each band was measured using
ImageJ software (available at http://rsb.info.nih.gov/ij/). The
intensity of each band for FLAG-tagged ALAS2 was normalized
with that of GAPDH, and the normalized intensity of FLAG-
tagged ALAS2 at each time point was compared with that of
the sample harvested at 0 hour. We repeated this series of experi-
ments three times for each clone, and an average of these results
was used for determination of the half-life of each protein.

The catalytic activity of each mutant protein was also evalu-
ated by comparing the accumulation of porphyrins in Flp-In
T-Rex 293 cells that expressed wild-type or mutant ALAS2
c¢DNA in an inducible manner. For this assay, cells of low-
passage numbers (between passage 5 and passage 15) were used
for obtaining reproducible results. To induce expression of wild-
type ALAS2 or mutant ALAS?2 protein in isolated cell lines, cells
were treated for 60 hours with tetracycline at a suitable concentra-
tion (12.5~50 ng/mL), depending on cell lines. Then, cells were
washed with phosphate-buffered saline twice and collected in
the sample tube. Flp-In T-REx 293 cells, which express FLAG-
tagged luciferase protein in an inducible manner, were also treated
with tetracycline as a negative control. Cells were separately
collected for Western blot analysis and RNA preparation. Real-
time PCR analysis was performed as described previously [23].
Remaining cells were collected by centrifugation and then packed
cells were exposed to ultraviolet light for detection of porphyrins.
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Table 1. Summarized features of recombinant ALAS2 proteins

In vitro enzymatic activity (nmol AL A/mg protein/h)

Recombinant Without PLP With 200 uM PLP Ratio with/without Half-life in Porphyrin accumulation
protein (% of wild-type) (% of wild-type) PLP HEK293 cells (h) in HEK293 cells
‘Wild-type 14,824 = 754 (100%) 27,627 = 713 (100%) 1.86 7.8 +++
Val562Ala 22,324 *+ 1,555 (150.6%) 32,300 + 709 (116.9%) 1.44 53 ++

Met56711e 5,653 = 897 (38.1%) 6,975 * 299 (25.2%) 1.23 >12 *

Ser568Gly* (19.5%)* (31.6%)* 2.51% >12 +

delC33 15,769 * 382 (106.4%) 53,066 * 1,843 (192.1%) 3.37 >12 ++++

*Data with GST-fused Ser568Gly protein taken from reference [15].

Results

Identification of novel mutations of ALAS2 gene
Analyzing the genomic DNA extracted from the proband of
case 1, we identified the ¢.T1685C mutation in the 11th
exon of ALAS2 gene (Supplementary Figure E1A, upper
panel; online only, available at www.exphem.org). This
transition results in an amino acid substitution at the
562nd residue of ALAS2 protein from valine to alanine
(Val562Ala). The same mutation was identified in one
allele of the proband’s mother (Supplementary
Figure E1A, middle panel; online only, available at www.
exphem.org), and the proband’s father does not carry this
mutation (Supplementary Figure E1A, lower panel; online
only, available at www.exphem.org), indicating the X-
linked inheritance of this mutation. For the proband of
case 2, the ¢.G1701C transversion was identified in exon
11 of ALAS2 gene (Supplementary Figure EIB; online
only, available at www.exphem.org), the mutation of which
results in an amino acid substitution at the 567th residue
from methionine to isoleucine (Met5671le).

To exclude the possibility that these mutations represent
single nucleotide polymorphisms, we examined the 11th
exon of ALAS2 gene in 96 Japanese healthy volunteers
(57 male and 39 female subjects, with the total allele
number of 135) using PCR followed by direct sequencing.
As a result, no base change was found in the 11th exon of
AL AS? gene in these subjects, suggesting that the mutation
found in each proband might not represent single nucleo-
tide polymorphism. It is therefore conceivable that either
the ¢.T1685C or ¢.G1701C mutation might be responsible
for XI.SA.

Enzymatic activities of mutant ALAS2 proteins in vitro

Wild-type ALAS2 or each mutant ALAS2 protein was ex-
pressed in E. coli and purified as a tag-free protein. The
combination of pTXB1 expression vector and IMPACT
system allowed us to obtain a tag-free/C-terminal intact
recombinant protein. Indeed, modified Coomassie Brilliant
Blue staining of the gel after SDS-PAGE revealed that the
purity of each prepared protein was >95% (data not
shown). These recombinant proteins were suitable for

determination of the catalytic activity of each mutant
protein that carries the amino acid substitution near the
C-terminal end.

We measured the catalytic activity of each recombinant
ALAS2 protein with or without pyridoxal S-phosphate
(PLP). Data are summarized in Table 1. Unexpectedly, the
catalytic activity of Val562Ala protein was significantly
higher than that of wild-type protein (p = 0.0046), when
the activity was measured without PLP in the assay mixture.
In addition, in the presence of 200 pM PLP, Val562Ala
mutant showed significantly higher activity than that of
wild-type ALAS2 (p = 0.0087). In contrast, the catalytic
activity of Met567Ile protein was lower than that of wild-
type protein, irrespective of without PLP (p = 0.0011) or
with PLP (p = 0.0003). It is also noteworthy that the PLP-
associated increases in enzymatic activities were 86%,
44%, and 23% for wild-type, Val562Ala, and Met5671le
proteins, respectively, suggesting that Val562Ala and
Met5671le mutations decreased the responsiveness to PLP
(Table 1). The lowest PLP responsiveness of Met5671le
mutant protein might account for the clinical course of the
proband in case 2; that is, the anemia of this proband was
improved only marginally, despite pyridoxine treatment.

Because we previously reported on the Ser568Gly muta-
tion [15], which is also located in the C-terminal region of
human ALAS2 protein, the reported data for the Ser568Gly
mutation were included as a reference in Table 1. In vitro
enzymatic activity of glutathione S-transferase (GST)—
fused Ser568Gly was significantly lower than that of the
GST—fused wild-type ALAS2 with or without PLP [15].
Therefore, the functional consequence of amino acid substi-
tution at Ser568 was similar to that of Met5671le (Table 1).
In addition, the degree of PLP-mediated increase in
Ser568Gly activity, indicated as “ratio with/without PLP”
in Table 1, was larger than that with wild-type protein,
although the possibility remains that the GST tag might
have influenced the PLP responsiveness of a recombinant
ALAS? protein. We, therefore, included Ser568Gly mutant
in subsequent analyses.

The higher catalytic activity of Val562Ala protein
prompted us to examine the function of the C-terminal
region of ALAS2 protein. We measured the enzymatic
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activity of the deletion mutant that lacks the 33 amino acids
at the C-terminal end (positions 555-587) of human
ALAS2 (delC33 mutant), the region of which was
conserved among mammalian ALAS?2 proteins, including
Val562. As shown in Table 1, the enzymatic activity of
the delC33 mutant was higher by two times in the presence
of PLP than that of wild-type ALAS2 (p = 0.002), whereas
they showed similar enzymatic activity in the absence of
PLP. These results suggest that the 33 amino acids at the
C-terminal end of human ALAS2 protein might repress
the enzymatic activity, probably by interfering with the
access of PLP cofactor to the catalytic site.

Stability of mutant ALAS?2 proteins in vivo
We were interested in studying how the Val562Ala muta-
tion is associated with XL.SA, despite higher enzymatic
activity. We examined the stability of the Val562Ala mutant
protein and other C-terminal mutant proteins in vivo. When
human ALAS?2 protein is expressed as a FLAG-tagged
protein in eukaryotic cells, the precursor and mature
proteins should be detected as 65.7-kDa and 60.5-kDa
proteins, respectively. As shown in Figure 1B (upper panel)
and Figure 2 (middle panel), FLAG-tagged wild-type
ALAS2 and mutant ALAS2 proteins, except for delC33
mutant, were detected as bands at about 60 kDa, an ex-
pected size of the mature protein. These results suggest
that the leader peptide at the N-terminal end was cleaved
after translocation of the precursor protein into mitochon-
dria [4]. In fact, the precursor protein was detected at an
expected size, when HelLa cells were transfected with
FLAG-ALAS?2 expression vector, and then incubated with
hemin (Supplementary Figure E2; online only, available
at www.exphem.org), which is known to inhibit mitochon-
drial translocation of ALAS precursor protein into mito-
chondria [4]. Based on our experiments (Fig. 1A—C), the
half-lives of wild-type and Val562Ala mature proteins in
mitochondria were calculated as 7.8 hours and 5.3 hours,
respectively. The half-life of the Val562Ala mutant protein
(Fig. 1C) is shorter than that of wild-type AL AS2 protein
(Fig. 1B). In contrast, the half-life of Met5671le (Fig. 1D)
or Ser568Gly (Fig. 1E) mutant was not measurable by
our experiments because the 50% reduction of the protein
level was not observed within 12 hours for these mutants.
Thus, the half-lives of MetS5671le and Ser568Gly mutants
were longer than 12 hours. Importantly, the amino acid
substitutions in the C-terminal region influenced the
stability of the mature AL AS2 protein in mitochondria in
different manners. Namely, Val562Ala mutation results in
destabilization of the mature protein, and either Met5671le
or Ser568Gly mutation stabilizes the mature protein in
mitochondria.

In addition, we measured the half-life of delC33 mutant
in HEK293-derived cells (Fig. 1F), showing that the 50%
reduction was not observed within 12 hours, which was
similar to Met56711e and Ser568Gly mutants. These results

suggested that the 33 amino acids at C-terminal region of
ALAS? protein suppressed the catalytic activity in vitro,
as well as protein stability in mitochondria. Our data also
indicate that Val562Ala mutation might enhance the desta-
bilization function of the C-terminal region, whereas
Met5671le and Ser568Gly mutations might enhance the
suppressive function for enzymatic activity.

Enzymatic activity of each ALAS2 mutant protein in vivo
Val562Ala mutant showed higher enzymatic activity in vitro
(Table 1), but it was less stable in mitochondria (Fig. 1A)
compared with wild-type ALLAS2. On the other hand, Me-
t567Ile and Ser568Gly mutants showed lower enzymatic
activities in vitro (Table 1), with prolonged half-lives in
mitochondria (Fig. 1A). We, therefore, determined the cata-
lytic activity of each mutant protein in vivo. For this purpose,
we compared the accumulation of porphyrins in HEK293-
derived cells that expressed wild-type protein or a mutant
protein, as we described previously [20]; that is, the accumu-
lation of porphyrins was evaluated by comparing the inten-
sity of the fluorescence under ultraviolet light (Fig. 2,
upper panel). The accumulation of porphyrins was detected
in cells expressing wild-type ALLAS2, but not in cells ex-
pressing tagged luciferase. These results indicate that
FLAG-tagged AL AS2 is catalytically active in mitochondria.
In contrast, the accumulation of porphyrins was decreased
in cells expressing Val562Ala, Met5671le, or Ser568Gly
protein, compared to cells expressing wild-type ALAS2.
Among these three missense mutations, Val562Ala mutant
showed higher catalytic activity than did Met567lle or
Ser568Gly mutant (Fig. 2, upper panel). In addition, the
highest porphyrin accumulation was observed in cells ex-
pressing delC33. Of note, the expression level of Val562Ala
mutant protein was much lower than that of any other mutant
or wild-type ALAS2, as judged by Western blot analysis
(Fig. 2, middle panel), although there was no significant
difference in relative expression level of each mutant
ALAS?2 messenger RNA (Fig. 2, lower panel). These results
suggest that Val562Ala mutant protein is catalytically hyper-
active but unstable in mitochondria, which is consistent in
part with the higher enzymatic activity detected in vitro
(Table 1) and with the short-half life in vivo (Fig. 1A).

In conclusion, Val562Ala, Met567Ile, or Ser568Gly
ALAS2 has lower enzymatic activity in mitochondria
compared with the activity of wild-type ALLAS2. Therefore,
these three mutations are categorized as a loss-of-function
mutation and are responsible for sideroblastic anemia.

Discussion

It is well known that a loss-of-function mutation of the
ALLAS2 gene causes XLSA. In addition to the ALAS2
gene, other genes (e.g., SLC25A38 [24], GLRXS5 [25],
ABCB7 [26], PUST [27], SLC19A2 [28], and mitochon-
drial DNA [29]) were reported to be responsible for
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Figure 1. Effect of cycloheximide on FLAG-tagged ALAS2 protein level in eukaryotic cells. Expression of each FLAG-tagged protein was induced with
tetracycline (1 pg/mL) in HEK293-derived cells for 48 hours, and then cells were treated with 10 pg/mL cycloheximide (CHX) for the indicated hours. Cells
were collected and lysed in RIPA buffer, and FLAG-tagged proteins were detected by Western blot analysis (B—TF). The intensity of the FLAG-tagged
protein was normalized with the intensity of GAPDH for each time point. In (A), the relative intensity representing FLLAG-tagged protein at 0 hours was
considered to be 100%. The half-life of each protein was calculated on the basis of 50% reduction of each protein expression from the relative expression
curves obtained from the samples with CHX. Average value of three independent experiments was used for preparing (A). Representative data of each
ALAS2 protein are shown (B—F): (B) wild-type (WT) ALAS2; (C) Val562Ala; (D) Met5671le; (E) Ser568Gly; and (F) delC33.

hereditary or congenital sideroblastic anemia. Among these
candidate genes, mutations in ALAS2 gene are most
frequently identified in patients with sideroblastic anemia
[30], but characterization of each mutant ALAS?2 protein
was not fully performed. To the best of our knowledge,
24 of 56 mutations of the ALAS2 gene were characterized
in vitro using recombinant proteins with or without
a peptide-tag [9,10,14,15,20,21,31-36]. In the 11th exon

of the ALAS2 gene, Ser568Gly [15], Arg559His [17],
Arg560His [16], and Arg572His [14] mutations have been
reported; however, only Ser568Gly and Arg572His mutants
were characterized using recombinant proteins. Concerning
the Ser568Gly mutation [15], we confirmed that Ser568Gly
mutation resulted in decreased enzymatic activity in vitro
(about 30% of wild-type with PLP in the assay mixture),
as shown in Table 1. In contrast, Ducamp et al. [14] were
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Figure 2. Evaluation of porphyrin production in cells expressing each ALAS2 mutant protein. Each FLAG-tagged ALAS2 protein or FLAG-tagged lucif-
erase protein as a control was expressed in Flp-In T-REx 293 cells. Accumulation of porphyrins in each cell line was visualized by ultraviolet light exposure
(upper panel). Expression levels of each FLAG-tagged protein and GAPDH (loading control) were detected by Western blot analysis (middle panels). Expres-
sion level of ALAS2 messenger RNA (mRNA) was measured by real-time PCR, and it was normalized with the expression level of GAPDH mRNA. Note
that the data confirm the similar mRNA level of each ALAS2 protein (lower panel).

unable to determine the defect of the Arg572His mutant
using an in vitro system because the mutant protein showed
the enzymatic activity similar to that of wild-type ALAS2.

Measurement of enzymatic activity of every recombi-
nant protein in vitro is one of the most useful techniques
to characterize a mutant ALAS2 protein. Met5671Ile mutant
showed lower enzymatic activity than did wild-type protein
(see Fig. 2), suggesting that this mutation causes sideroblas-
tic anemia. In contrast, we were unable to uncover the path-
ogenesis of Val562Ala mutant protein using this in vitro
assay system, indicating a limitation of the in vitro assay
system with a bacterially expressed recombinant protein.
In fact, using the in vivo system (Fig. 2), we have success-
fully demonstrated that the Val562Ala mutant protein
showed lower porphyrin accumulation due to enzyme insta-
bility compared to wild-type ALAS2. In addition, the half-
life of mature Val562Ala protein (5.3 hours) was shorter
than that of wild-type ALAS2 (7.8 hours) (Fig. 1), suggest-
ing that Val562Ala mutation altered the protein stability in
mitochondria. These in vivo methods seem to be useful to
characterize a mutant protein that does not show decreased
enzyme activity in the in vitro assay system.

It is of particular interest that the Val562Ala and
Met567I1e mutants exerted opposite effects on the enzy-
matic activity in vitro (Table 1) and on the protein stability
in mitochondria (Fig. 1). In this connection, the deletion of
33 amino acids at C-terminal end of ALAS2 protein, the
region of which contains Val562 and Met567 residues,

resulted in higher enzymatic activity in vitro and in vivo
(Table 1) and stable protein with a longer half-life in mito-
chondria (Fig. 1). The C-terminal region has a suppressive
function on enzymatic activity, as well as protein stability
in mitochondria. Because this region is conserved in eu-
karyotic ALLAS2 but is absent in prokaryotic ALAS, the
suppressor domain might be involved in the functional
regulation of ALAS2 in mitochondria. In fact, in the C-
terminal region, two frame-shift mutations of the ALAS2
gene were reported to cause X-linked dominant protopor-
phyria [11], and six (including present two cases) missense
mutations were identified in patients with XLSA. In addi-
tion, it was recently reported that the Tyr586Phe mutation
of ALLAS2 protein increased the enzymatic activity, which
can contribute to the severe clinical phenotype of the
patient with congenital erythropoietic porphyria [18]. These
results suggest that the C-terminal region of ALAS2 func-
tions as an intrinsic suppressor for protoporpyrin produc-
tion in erythroid cells.

It is still unclear how this C-terminal region suppresses
the enzymatic activity of ALAS2 protein in mitochondria.
It has been reported that certain amino acids are essential
for catalytic activity of mouse Alas2 [18,37-45]. However,
only limited information is available concerning the role of
the C-terminal region in the catalytic activity of ALAS2.
To-Figueras et al. [18] performed the stoichiometric anal-
ysis of the mature ALLAS2 protein to characterize Tyr586-
Phe mutant, which was reported as a gain-of-function
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mutation at the penultimate C-terminal amino acid of
ALAS2 protein. Steady-state kinetic analyses revealed
that Tyr586Phe mutant showed higher catalytic activity
with greater catalytic efficiency for glycine and succinyl-
CoA than those of wild-type ALAS2. In addition, these
authors provided evidence that the Tyr586Phe mutant
enzyme was able to form and release ALA more rapidly
than wild-type enzyme. Similar mechanisms might underlie
the increased activity of every C-terminal deletion mutant,
including the mutant ALLAS?2 protein with the deletion of 19
or 21 amino acids [11] and the delC33 mutant. In addition,
the delC33 mutant expressed enzymatic activity similar to
wild-type ALLAS2 without PLP in assay mixture, but its
enzymatic activity was increased about twofold compared
to the wild-type with PLP (Table 1). These results suggest
that this region might be involved in efficient use of PLP
or accessibility of PLP to the catalytic site.

Crystal structure analysis of homodimeric ALAS from
Rhodobactor capsulatus (ALASgc) revealed that ALASgc
showed open or closed structure, which was related to the
conformational change of the active site loop [17]. This
active site loop consists of evolutionally conserved struc-
ture at the C-terminal region of ALASgc, and seems to
cover the catalytic site, which is located at the homodimer
interface of ALAS protein. It should be noted that ALASg,
does not contain the C-terminal region equivalent to that of
mammalian ALAS2 [17]. The open conformation was
observed only in the substrate-free ALASgc protein, and
the closed conformation was observed in ALASgc protein
that bound glycine and succinyl-CoA. To clarify the func-
tional consequence of the conformational change of this
active site loop, Lendrihas et al. introduced a mutation
into nonconserved amino acid at this active site loop in
mouse Alas2 protein and obtained several hyperactive vari-
ants [46]. Pre—steady-state kinetic analysis revealed that
release of ALA from the catalytic site of the enzyme, which
is coincident with opening of the active site loop [45], was
accelerated in these hyperactive variants. Because the
release of ALA from catalytic site is the rate-limiting step
of enzymatic reaction of ALAS [47], these results suggest
that the dynamic conformational change of this active site
loop might control the rate of the reaction. Importantly,
the accelerated release of ALA from the enzyme was also
proposed in Tyr586Phe mutant [18]. It is therefore possible
that the C-terminal domain of human ALAS2 protein is
involved in the regulation of the conformational change
of the active site loop.

In the present study, we determined the stability of
ALAS?2 protein in vivo, although the protein was tagged
with a small peptide and expressed in HEK293-derived
cells. Based on our assay condition, the half-life of human
ALAS?2 mature protein is 7.8 hours; however, it is not clear
whether this result is comparable with that of the native
ALAS? protein in erythroid mitochondria, which has never
been reported. On the other hand, this assay revealed that

the stability of the Val562Ala mutant protein was decreased
in mitochondria (Fig. 1), although the in vitro assay using
purified recombinant protein failed to detect the unstable
property of this mutant. In addition, our in vivo assay
system clearly showed that the C-terminal region of 33
amino acids of human ALAS2 protein suppressed the enzy-
matic activity and decreased the protein stability. It is also
interesting that the Val562Ala mutation and the Met5671le
mutation have opposite effects on the two functions of the
C-terminal region. These results suggest that independent
mechanisms might be involved in the reduction of enzy-
matic activity and destabilization in mitochondria. Taken
together, the C-terminal region of ALAS2 protein can
decrease catalytic activity by altering the open or closed
structure of the catalytic site, while the post-translational
modification of the C-terminal region, which is induced
by a certain intracellular condition (e.g., increased or
decreased oxidative stress) or by the association with other
molecules, can enhance the disappearance of ALAS2
protein from mitochondria. The crystal structure of ALAS
from ALASRc provided critical information about the
mechanisms for catalytic reaction of ALAS [45,46].
However, determination of the crystal structure of mamma-
lian ALAS2 should await additional investigation on the
function of the C-terminal region of ALAS?2 protein.
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Supplementary Figure E1. Direct sequencing of 11th exon of ALAS2 gene in patients with sideroblastic anemia. Exon 11 of ALAS2 gene from each proband
was amplified by PCR, and the amplicon was sequenced directly. Numbers shown at top indicate the positions of cDNA sequence, which is started from the first
nucleotide of the ATG-translation initiation codon. Second and third lines indicate wild-type DNA sequence and amino acid sequence, respectively. Identified muta-
tions are indicated with asterisks, and the expected amino acid substitution is shown under each mutation. (A) The ¢.1685T > C mutation of ALAS2 gene in case 1.
The heterozygous condition of proband’s mother and the wild-type allele of proband’s father are shown. (B) The ¢.1701G > A mutation of ALAS?2 gene in case 2.
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Supplementary Figure E2. Transient expression of FLAG-ALAS2 and
FLAG-Luciferase in HeLa cells. HeLa human cervical cancer cells were
transfected with FLAG-ALAS2 or FLAG-luciferase expression vector,
then treated with 100 tM hemin. Cell lysates were subjected to the Western
blot analysis with anti-FLAG antibody. Shown are the representative data.
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Figure 2 Diepoxybutane-induced chromosome fragility in non/low-
mosaic Fanconi anemia (FA), high-mosaic FA, reversion FA and non-
FA groups

The two-dimensional fragility intensity distribution was analyzed:
percentage aberrant cells and breaks per cell.
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Table 1 Fanconi anemia patients with genetic reversion

Patient code Gene Inherited mutation ~ Reversion Revertantcells  Effect on phenotype References
FA67 FANCA 2546delC 2546C>T Gran, LCL Mild pancytopenia 12)
FA98 FANCA 2546delC 2546C>T PBLs Progressive Case 1 12)
pancytopenia
EUFAT04 FANCA 1615delG 1615delG+1637delA+1641delT  PBLs, LCL — 21)
EUFA393 FANCA 3559insG 3559insG+3580insCGCTG PBLs, LCL — 21)
IFARS57-2 FANCA 2815-2816ins19 Wild type PBLs, LCL, Mild pancytopenia 1)
stem cells —> clonal evolution
URD FANCA 856C>T Wild type PBLs, LCL Mild pancytopenia 22)
STT FANCA 862G>T Wild type PBLs, LCL Mild pancytopenia 22)
MRB FANCA 9I7IT>G Wild type PBLs, LCL Mild pancytopenia 22)
EUFA173 FANCA 2852G>A Wild type PBLs, LCL Mild pancytopenia 22)
EUFAS506 FANCC 1749T>G 1748C>T+ 1749T>G PBLs, LCL — 21
EUFA806 FANCC 67delG/1806insA  Wild type PBLs, LCL Normal CBC 23)
EUFA449 FANCC 67delG Wild type PBLs, LCL Mild pancytopenia 23)
— FANCDI 8732C>A 8731T>G+ 8732C>A Leukemic cells  Resistanceto AML?  24)
— FANCA 2670G>A 2927G>A+2670G>A Stem cells Normal CBC 10)

FA: Fanconi anemia, Gran: granulocytes, PBLs: peripheral blood lymphocytes, LCL: lymphoblastoid cell line. (Adapted with modifications from

Table 11l in Hamanoue S et al: Br J} Haematol, 132: 630-636, 2005'%.)

Table 2 Clinical and biological characteristics of the 3 Fanconi anemia patients with lymphocytic reversion

Positive findings in physical

Case ?y%e Bone marrow failure presentation examination of history Biological diagnosis
1 7 Progressive pancytopenia PE: skin pigmentation, short stature, PBL: both breaks and FANCD?2 normal.
Diagnosed at age 6 years of abnormality of metacarpal bones Buccal mucosa: abnormal FANCD2
pancytopenia Molecular diagnosis: FANCA mutations:
c.2546delC/c.2546delC
) Reversion: ¢.2546C>T
2 16 Diagnosed at age 4 years of History: breaks by MMC test in PBL: both breaks and FANCD2 normal.
pancytopenia PBL at age 4 years Bone marrow fibroblast: both FANCD2
Slowly progressive cytopenia PE: skin pigmentation, short stature, and MMC-sensitivity abnormal
over a period of 12 years thumb anomaly, strabismus, Molecular diagnosis: FANCA mutations:
esophageal atresia €.2546delC/c.3295C>T
Bone matrow: RAEB Reversion: absence of ¢.3295C>T
3 29 Diagnosed at age 9 years of PE: skin pigmentation, short stature, PBL: both breaks and FANCD?2 normal.
pancytopenia thumb anomaly Bone marrow fibroblast: FANCA

Bone marrow: RA
Follow-up: oral cavity carcinoma
diagnosed at the age of 29 years

mutations

Molecular diagnosis: FANCA mutations:
¢.2170T>C/c.44_69del

Reversion: absence of c.44_69del

PE: physical examination, PBL: peripheral blood lymphocytes, MMC: mitomycin C, RAEB: refractory anemia with excess blasts, RA: refractory

anemia.
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IZ.Flu, CY, i8R 7 v 7 ¥ v (antithymocyte globulin: ATG)
FRAWAHZ LR LD, RENCBERSE A ELR'™Y.
A TH HLA—KFAR Y+ —» b O0BE T, Fuisl
FEBRHLV U2 v TBHEINCFA BE0 7 0LF0EFF
TH B, FiIEmBEe HLA ™—Ffgkic £ ofRE Fr—
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Days after bone marrow transplantation

Figure 3 Donor chimerism of peripheral blood after alternative donor
bone marrow transplantation

LOBHE TS 2761th 26 FINEFPTH D '™, HmHAR
BHEZESO—TLBEEFAOER CIZFu 2 L iAE T
$190% O SEAFER/BLR T3, T, 2EHHE
B (acute myelogenous leukemia: AML) XTI B8
BRIYRIERRE (myelodysplastic syndrome: MDS) &3 L Tk
4.5 Gy DL 5B S (tots] body irrsdistion: TBI) X WA Z &
Zlh, BRROBENEBLATNS S Lalikib,
YR—D g vEEURY VAL T AF AEIE P ok
BEACLERETH S0, HILEBEZTD FA Ol
MIRBHECEL Y, S x5 L3 EEND 5.
TAUFIWCY/ATG v ¥ A v EFWTRE N F - b B
-7 24 FIOFA BEOBREES BLLH NEMCE K
HilemoF 2 V X AT TREFANR VT — 21 7 100%
Thotedd, )V A3—Y a2 VIFEHIWES (S/H) T

HBEB20A2D 2HEbi), BEF A FHNEEIN
7o (K3). fEFI1 DEMBEIREL TW5H, FKAxS
FDV v RERORBTF, WAREREOTEES, HEHe7
FAAFOREEZ T EMARIFARECIREIYBE
LD TERE LB BALDELEF 2 SEEDLB I LHHE
INB. EFI 2L TBI4S Gy THWTREFF —2bok
EA TR, BLe¥ 2 I /IR w5,

IV FABREICBIF3ZHo70—F+— b

FA OER&E LTL, D NOERRY, 2) EROBRENR
&, 3) HEAE, 4 BFE 5 HBESETEY LS
B, TORABIEHT, MOBRRIOHT, HEREY
HbhhwBab b5, Fh, ORBILETTRILE
{, MDS ®*AMHEH 5 ~IBEHELXRERET A &
AhB. T, BREOX TAEBRYEEZNT 5011
e, DMREPHFEPCRIE L e BATREANES
PEEREOTEN, BANEROBEE REN LA
TBE 1L, 2060 DNA BRAGING X 5 REAEER
B2, FARBRAT S ENEEh 5.
YA 2 OFEEFICIIRMM Y v " EROLEERETFRER N 2
7V —=vZ7RELLTCREEC b vicd, BEA
B, REE BESEHFHCHEL, Ssnfikistcoi
ETET2EETETHS. FADZEHO  a—5F v+ —
PR 4 RT

HAPMRORES OPREBH > A7 5282009 4F 2 A2
HEAZIN, EREFHASERRENELN 5 B2
EERR S 2 ORREFRTSECEMRC X 5 BEF

PR—T g Ve

FANCD2 immunoblot

Clinical evaluation (bone marrow failure in childhood,
physical exam, solid tumor at young age and family history)
Chromosomal breakage test in lymphocytes and/or

— l

™~

No breaks ,
No positive FA signs

family history

Negative tests in blood but
positive findings for FA and/or

Increased breaks and/or
abnormal FACD2 pattern

Negative l

Positive 1

Standard treatment
*Detection of other

Chromosomal breakage test, | - > m

FANCD2 immunoblotand/or
FA genes analysis (FA sub-
grouping)in fibroblasts

FA genes analysis
(FA sub-grouping)

congenital bone marrow
failure syndrome

FA regimen for HSCT
Cancer screening

Figure 4 Diagnostic strategy for Fanconi anemia

* Shwachman-Diamond syndrome, Dyskeratosis congenita, congenital amegakaryocytic thrombocytopénia, Pearson syndrome and Diamond-Blackfan
anemia. (Adapted with modifications from Figure 4. in Pinto FO et al: Haematologica, 94: 487-495, 2009”.)
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