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Brief Clinical Report

Two Cases of Mosaic RhD Blood-Group Phenotypes
and Paternal Isodisomy for Chromosome 1
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We encountered a 22-year-old man (case 1)
and a 23-year-old woman (case 2), both
unrelated and healthy. They were mosaic
for the Rh blood group phenotype: one
erythrocyte population was D-positive and
the other was D-negative. Flow cytometric
analysis of density pro®le of RhD antigen in
their erythrocytes, and cytogenetic analysis
including in situ hybridization using an
RHD/RHCE-containing PAC clone, excluded
a deletion of the RHD/RHCE gene complex,
but suggested the presence of cells with
uniparental disomy for chromosome 1
(UPD1). Microsatellite marker analysis was
performed in both probands and their
family members. In case 1, the analysis with
markers spanning the chromosome 1
revealed both maternal and paternal alleles
in his peripheral blood leukocytes (PBL),
Epstein-Barr virus-transformed lympho-
blastoid cells (EBL), and buccal mucosal
cells. However, only paternal alleles were
detected in all of 50 individual pieces of
his hair or hair-roots and all of ®ve mono-

clonal cell lines cloned from his established
EBL. There was no direct evidence of het-
erozygous, biparental alleles in these two
tissues. The presence of maternal isodisomy
1 was not absolutely ruled out in other
tissues examined in case 1. Similar results
were obtained in case 2, showing biparental,
disomic patterns in her PBL and in 15 of 20
pieces of her hair roots, and showing mono-
allelic patterns in the remaining ®ve pieces
of hair roots. Analysis with markers for
other autosomes con®rmed their bipare-
ntal inheritance. These ®ndings indicated
that both cases had at least two cell popula-
tions, one population having paternal UPD1
(isodisomy 1), and another heterozygous,
biparental disomy 1. We emphasize that
isodisomy for chromosome 1 is not infre-
quent and may cause unusual RhD pheno-
type, as seen in cases we described.
ß 2001 Wiley-Liss, Inc.
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INTRODUCTION

Uniparental disomy (UPD) is a genetic phenomenon
in which a pair of homologous chromosomes in a
disomic individual is derived from one parent [Engel,
1980; Ledbetter and Engel, 1995]. UPD originating
in both members of homologous chromosomes of a
parent is de®ned as uniparental heterodisomy, whereas
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UPD coming from one chromosome in duplicate of a
parent is uniparental isodisomy. UPD arises either by
(1) fertilization of a nullisomic gamete with a gamete
disomic for the same chromosome (gametic complemen-
tation), (2) loss of one member of trisomic chromosomes
in a zygote (trisomy rescue), or (3) by duplication of
a monosomic chromosome in a zygote (monosomy
duplication) [Spence et al., 1988; Ledbetter and Engel,
1995]. The ®rst two mechanisms may lead to either
heterodisomy or isodisomy, and the last generally
results in isodisomy. Somatic occurrence of events
results in mosaic UPD, especially in an event (3) that,
when occurring in a somatic cell, leads to a cell line
with complete isodisomy. UPD may lead to a recessive
disorder through reduction to homozygosity, may
be associated with lack of or over-expression of an
active gene through genomic imprinting, or occur
without apparent phenotypic consequences. UPD in
humans has been observed in all but chromosomes
3, 5, 12, 18, and 19 [Ledbetter and Engel, 1995;
Benlian et al., 1996; Gelb et al., 1998]. There have
been seven individuals reported with UPD for chromo-
some 1 (UPD1): those with maternal heterodisomy
[Pulkkinen et al., 1997; Field et al., 1998], paternal
heterodisomy [Gelb et al., 1998], maternal isodisomy
[Dufourcq-Lagelouse et al., 1999], complete paternal
isodisomy [Miura et al., 2000; Takizawa et al., 2000],
and with paternal isodisomy for 1p/1q [Chen et al.,
1999].

Here we report on mosaic uniparental isodisomy
for chromosome 1 in two individuals with unusual Rh
blood-group phenotypes, showing both RhD-positive
and RhD-negative erythrocyte cell populations.

MATERIALS AND METHODS

Rh Blood Group Typing and Cytogenetic
Analysis of Case 1 and His Family Members

Case 1 is a 22-year-old Japanese man (proband II-5
in family 1, Fig. 1), who visited Japanese Red Cross
Blood Center in 1985 to donate his blood. Blood group
typing was performed with serological methods (data

not shown). Routine Rh blood typing using anti-D
antiserum showed a mixture of agglutinated and non-
agglutinated red cells. Since the result suggested the
presence of at least two erythrocyte populations, i.e.,
one population with D-positive and another population
with D-negative, we performed ¯ow cytometric analysis
of density pro®le of RhD antigen. Erythrocytes from
the proband, his parents and siblings were incubated
at 378C for one hour with FITC-conjugated human
monoclonal anti-D antiserum (HIRO-8, provided by
Central Blood Center, Tokyo), and ¯uorescence inten-
sity was measured by ¯ow cytometry, as described
previously [Van Bockstaele et al., 1986; Smythe et al.,
1996]. As a result, the proband's erythrocytes were
separated into two cell populations: one population
(79%) was D-positive, and the other (21%) D-negative
(Fig. 2). The D-negative cells had c and e antigens
but lacked C and E antigens (haplotype, dce), while
D-positive cells had both c and E antigens and lacked e
antigen (haplotype, DcE). These ®ndings indicated that
he had a ``dce/dce'' genotype-bearing cell population.
The data also suggested that a second cell population
would have had a ``DcE/DcE'' genotype, and the prese-
nce of a third population with a ``dce/DcE'' genotype
would have been less likely, because his Rh e-antigen-
positive erythrocyte was Rh D-antigen-negative.

Genotype of his father (I-1, Fig. 1) was DCe/dce and
that of the mother (I-2) was DcE/D±. The strength of D
antigen in the mother's cells was increased, compared
with that in erythrocytes in a normal control individual
(DcE/DcE) with an apparent double dose of the antigen
(data not shown). A deletion (D±) in the Rh gene
complex of the mother was therefore supported,
because normal individuals with the intact gene
complex show increased strength of D antigen [Nance,
1994].

Chromosome analysis of the proband's cultured peri-
pheral blood lymphocytes showed a mos 46,XY[71] /46,
XY,1qh � ,1qh � [29] karyotype. His father's karyotype
was 46,XY,1qh � and the mother's was 46,XX, 1qh �.
Chromosome ¯uorescence in situ hybridization (FISH)
using a P1-derived arti®cial chromosome (PAC) clone
that contains the sequence of the Rh blood group gene
complex as a probe gave twin FISH signals on both of
the proband's chromosomes 1 in 100 cells screened, an
indication that there were no cells with deletion the Rh
gene complex (data not shown). The Rh gene complex
(RHD and RHCE) was assigned to 1p34.3-p36.2
[CheÂrif-Zahar et al., 1991]. In view of these ®ndings,
we assumed that the mosaic RhD phenotype of the
proband resulted from UPD1, and studied other
members of his family in more detail.

Rh Blood Group Typing of Case 2
and Her Mother

Case 2, a 23-year-old woman in family 2 (II-1, Fig. 1),
was admitted to a maternity hospital at 34 weeks of
her ®rst pregnancy due to threatened premature
delivery associated with preeclampsia. Her erythro-
cytes strongly reacted to monoclonal and polyclonal
anti-D antibodies, but revealed a pattern of mix-®eld

Fig. 1. Pedigrees of family 1 and family 2, with genotypes of the RhD
and Rh CE gene complex. Cases 1 and 2 are indicated by arrow. Genotypes
in bold letter and in parenthesis are those proved and those deduced from
children's genotypes.
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agglutination. However, she had no history of blood
transfusion. A level of HbF in her erythrocytes denied
a possibility of feto-maternal transfusion. Flow cyto-
metric analysis of density pro®le of RhD antigen
separated her erythrocytes into two cell populations:
one population (31%) was RhD-positive and the other
population (69%) RhD-negative. Both of her D-positive
and D-negative cells had c and E antigens but lacked
C and e antigens, and therefore, her genotype was
DcE/dcE. Her mother's genotype was either DCE/Dce
or dCe/DcE. As the father had died in her childhood,
his genotype was unknown. G-banding chromosomal
analysis of peripheral blood lymphocytes of the pro-
band showed a 46,XX karyotype without any visible
deletions.

DNA Samples Obtained and Microsatellite
Marker Analysis

With informed consent, blood samples were obtained
from case 1, his parents, and from an elder sister and
brother (Fig. 1). From case 1, oligoclonal Epstein-Barr
virus-transformed lymphoblastoid cell lines (EBL) were
established. Five monoclonal cell lines were subse-
quently established from the EBL with the soft-agar
method [Mizuno et al., 1976; Sugden and Mark, 1977].
In short, cells (5,000 cells/dish) in a seed-layer medium
(0.3% soft-agar/MEM) were seeded onto a basal layer
medium (0.4% agar/MEM) and incubated at 378C.
When colonies appeared, cells at the central part of
individual colonies were transferred into a 96-well
plate, and cultured in liquid RPMI1640 medium
supplemented with 20% FBS until cell con¯uence.

Monoclonality was con®rmed by the presence or
absence of the 1q � heteromorphism on both chromo-
somes 1. We also collected his buccal mucosal cells and
50 pieces of hair and/or hair roots from the scalp,
eyebrow, axillary, and shin skin. Likewise, we collected
blood samples and 20 pieces of hair roots of the scalp
and eyebrow from case 2, and blood samples from her
mother.

Genomic DNA was extracted from each sample with
the standard method. Hair and/or hair roots were
individually placed in microtubes, and DNA was
extracted from each piece of the hair roots by the use
of Isohair

TM

kit (Nippon Gene, Tokyo, Japan). DNA
samples were subjected to microsatellite marker ana-
lysis to know parent-child transmissions of alleles on
chromosome 1 as well as on other autosomes. Highly
polymorphic microsatellite markers at 102 loci were
selected, including 47 dinucleotide and three tetranu-
cleotide repeat markers spanning chromosome 1, and
52 dinucleotide repeats on chromosomes 2-22, accord-
ing to the maps reported by Bruns et al. [1995]
and by Dib et al. [1996] and those obtained through
internet database (Cooperative Human Linkage
Center Integrated Maps, CHLC Integrated Maps,
http://www.chlc.org; Human Transcript Map, http://
www.ncbi.nlm.nih.gov/SCIENCE96; A New Gene Map
of the Human Genome, http://www.ncbi.nlm.nih.gov/
genemap99). Oligonucleotide primer sets, i.e., forward
primers labeled with ¯uorescence dye Cy-5 (Pharmacia
Biotech, Uppsala, Sweden) (kindly provided by Dr.
Yusuke Nakamura) and unlabeled reverse primers,
were synthesized to amplify the marker DNA se-
quences. Polymerase chain reaction (PCR) was carried
out for 30 cycles under the following conditions:
denaturation at 958C, annealing at 558C and extension
at 728C, each for 30 sec in a mixture containing 50 mM
KCl, 20 mM Tris-HCl (pH 8.5), 1.5 mM MgCl2, 200 mM
each of dNTP and 0.5 U AmpliTaq (Perkin Elmer,
Foster City, CA). Electrophoretic patterns of PCR pro-
ducts were analyzed with an automated sequencer
(ALFexpress

TM

, Pharmacia Biotech) and a software
(Fragment Manager

TM

, Pharmacia Biotech). Genotypes
of the markers were determined, as described else-
where [Miyoshi et al., 1999; Ghadami et al., 2000].
Integral analysis on the allele-curve size (electrophore-
tic patterns for alleles) was carried out with an image
analyzer.

RESULTS AND DISCUSSION

The microsatellite marker study on peripheral blood
leukocytes (PBL), buccal mucosal cells, and the estab-
lished primary (oligoclonal) EBV-transformed lympho-
blastoid cell line of case 1 con®rmed that alleles at
all loci examined were inherited in a Mendelian
fashion, i.e., biallelic, biparental inheritance. However,
in all of the ®ve monoclonal cell lines secondarily
established from EBL, alleles at every informative
locus on chromosome 1 showed seemingly monoallelic
inheritance lacking the maternal alleles (Table I). Such
a monoallelic pattern was also observed in all of the
50 pieces of her hair roots, irrespective of different skin

Fig. 2. Flow cytometry of intensity pro®le of the erythrocyte D antigen
of the Rh blood group system in case 1. The presence of two cell populations
with the D-antigen (79%) and without it (21%) is evident among a total of
9,863 red cells sorted.
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areas from which hair was collected, whereas both
parental alleles at all other autosomal loci appeared in
this tissue. Similar results were obtained in case 2,
showing biallelic patterns in PBL and monoallelic
patterns for loci on chromosome 1 in her hair roots
(Table II).

A combination of serological Rh genotyping and ¯ow
cytometric analysis of density pro®le of RhD antigen
strongly suggested the presence of two erythrocyte
populations with different RhD blood types in each of
the cases studied. Since no deletion or duplication of

chromosome 1 or its Rh gene complex region was
detected by conventional cytogenetic analysis and/or
in situ hybridization, it was assumed that a cell line
with UPD1 must be present in these individuals. The
presence of paternal UPD1 was unequivocally proven
in case 1 by the paternal haploid origin of microsatellite
polymorphisms spanning chromosome 1 in the ®ve
monoclonal cell lines from the primary EBL. In
addition, the 50 hair roots from case 1, each of which
is assumed to be of monoclonal origin, all showed
paternal monoallelic patterns (Table I). The result

TABLE I. Allelotypes at Microsatellite Marker Loci in Case I and His Parents

Marker Location Father PBL Mother PBL

Case 1

PBL and
BUC

EBL

Hair rootPrimary MCL

D1S468 1p36-pter 1,3 1,2 2,3 2,3 3 3
D1S228 1p36 1,2 1 1,2 1,2 2 2
D1S2734 1p35-p36 1,3 1,2 1,3 1,3 3 3
D1S513 1p35-p36 2 1,3 2,3 2,3 2 2
D1S441 1p34-p35 2,3 1,3 1,2 1,2 2 2
D1S1596a 1p32p-34 2,4 1,3 2,3 2,3 2 2
D1S2770 1p32-p34 1,3 2,3 1,2 1,2 1 1
D1S209 1p32-p33 3,4 1,2 2,4 2,4 4 4
D1S219 Ip32 1,2 1 1,2 1,2 2 2
D1S216 1p31-p32 1,2 1 1,2 1,2 2 2
D1S430 1p31-p32 1,2 3 1,3 1,3 1 1
D1S248 1p13-p21 1,3 2 1,2 1,2 1 1
D1S502 1p13 1,3 2 2,3 2,3 3 3
D1S534a 1p13-cen 1,3 1,2 1,3 1,3 3 3
D1S2346 1p13-cen 2,4 1,3 3,4 3,4 4 4
D1S2635 Cen 2 1,3 1,2 1,2 2 2
D1S2844 1cen-q22 3 1,2 1,3 1,3 3 3
D1S2681 1cen-q22 1,2 1 1,2 1,2 2 2
D1S431 1q22-q23 1,3 2 2,3 2,3 3 3
D1S2757 1q31 2,3 1,4 3,4 3,4 3 3
D1S2622 1q31 2,3 1,4 2,4 2,4 2 2
D1S2872 1q31-q32 1 2 1,2 1,2 1 1
D1S2880 1q32-q41 1,2 2 1,2 1,2 1 1
D1S2800 1q42-q43 3,4 1,2 2,4 2,4 4 4
D1S1609a 1q43-qter 1,2 1 1,2 1,2 2 2
D1S2811 1q44 2,3 1,4 1,3 1,3 3 3

D2S114 2p12 2,4 1,3 1,2 1,2
D3S3556 3q12 1,3 2,3 1,2 1,2
D4S2974 4p14-cen 1,2 1,3 2,3 2,3
D5S398 5q11-q12 2,3 1 1,3 1,3
D6S1681 6q11 2 1 1,2 1,2
D7S499 7p13-q11 1,4 2,3 1,2 1,2
D8S507 8p11-cen 2 1,3 1,2 1,2
D9S1799 9cen-q13 2,3 1 1,2 1,2
D10S1661 10p12-p14 1,3 2 2,3 2,3
D11S905 11p12-p13 1,3 2 1,2 1,2
D12S1701 12cen-q13 2,3 1 1,2 1,2
D13S1253 13q13-q14.2 2,3 1,4 1,2 1,2
D14S990 14q11.1-q12 1,4 2,3 1,2 1,2
D15S1002 15q13-q14 3 1,2 2,3 2,3
D16S3137 16q12-q13 1,3 2 2,3 2,3
D17S1800 17p11-cen 3 1,2 2,3 2,3
D18S1153 18p11 1 2,3 1,2 1,2
D19S894 19p13.3 2,3 1,3 1,2 1,2
D20S860 20p11 2,3 1,3 1,2 1,2
D21S1895 21q22.1 2,4 1,3 3,4 3,4
D22S281 22cen 1,3 2 2,3 2,3

aTetranucleotide repeat markers; PBL, peripheral blood leukocytes; BUC, buccal mucosal cells; EBL, EBV-transformed lymphoblastoid cells; primary,
established primary cell line; MCL, monoclonal cell lines isolated from EBL.
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indicated that he had at least a cell line with complete
paternal isodisomy for chromosome 1, most likely
resulting from duplication of a paternally derived
chromosome 1. Although the presence of another cell
line with maternal isodisomy 1 had also been suggested
by histogram patterns of the ¯ow cytometry of his
erythrocytes and by his karyotype (46,XY,1qh�,1qh�),
no such cells were detected by microsatellite analysis
on any tissues examined. Repeated attempts at estab-
lishing monoclonal cell lines from the primary EBL
have been unsuccessful. Thus, its remains to be
investigated whether a cell line with maternal iso-
disomy 1 is present in case 1. Instead, the data obtained
were not inconsistent with normal, biparental, and
biallelic cells as his second somatic cell line. Judging
from the microsatellite patterns, the paternal alleles
were identical at any loci between the two cell lines.
These ®ndings ruled out chimerism, and indicated that
the two cell lines were derived from the same
conceptus.

Almost similar ®ndings were obtained in case 2. Her
PBL had biallelic patterns at any loci examined. There
were two groups of hair roots: Of the 20 pieces analyzed,
15 showed biallelic patterns at all loci on chromosome 1,
while the remaining ®ve pieces gave monoallelic
patterns at the same loci, lacking maternal alleles
(Table II). Although the genotype of her father was not
available, it is most likely that the proband had mosaic
UPD1: one cell population with complete paternal
isodisomy for chromosome 1 and the other population
with normal biparental disomy 1. With this ®nding, we
constructed her Rh genotype as DcE/dcE, and dcE/dcE.

If the presence of a cell population with isodisomy 1
under the normal cell background with biparental
alleles is the case for case 1, as is for case 2, the most
likely mechanism is an early somatic occurrence of
either trisomy rescue or monosomy duplication [Spence
et al., 1988; Ledbetter and Engel, 1995]. If we assume
that case 1 had mosaic double UPD1 (maternal and
paternal isodisomies for chromosome 1 without any

TABLE II. Allelotypes at Marker Loci in Case 2 and Her Mother

Marker Location Mother PBL

Case 2

PBL Hair 1 Hair 2

D1S468 1p36 2 1,2 1,2 1
D1S214 1p36 2,3 1,3 1,3 1
D1S436 1p36 2,3 1,3 1,3 1
D1S2722 1p34 1,2 1,3 1,3 3
D1S219 1p31 1,3 1,2 1,2 2
D1S216 1p31 1,2 2,3 2,3 3
D1S430 1p31 2,3 1,2 1,2 1
D1S3471a 1p22 2,3 1,2 1,2 1
D1S248 1p13-p21 1,2 2,3 2,3 3
D1S502 1p13 2 1,2 1,2 1
D1S2696 1p13 1,2 2,3 2,3 3
D1S2707 1q21-q23 1,2 2,3 2,3 3
D1S2681 1q21-q23 1,2 1,3 1,3 3
D1S2762 1q21-q23 1,3 2,3 2,3 2
D1S2880 1q32-q42 2,3 1,2 1,2 1
D1S459 1q42 2 1,2 1,2 1
D1S2682 1q42-q44 2,3 1,3 1,3 1

D2S113 2p11-q11 1 1,2 1,2 1,2
D3S1284 3p12-q12 1,3 1,2 1,2 1,2
D4S2974 4p14-q12 2,3 1,3 1,3 1,3
D5S2101 5p13-q11 1,2 1,3 1,3 1,3
D6S1681 6q13 1,2 2,3 2,3 2,3
D7S506 7p11.1-p11.2 2 1,2 1,2 1,2
D8S530 8q13-q21 1,2 1,3 1,3 1,3
D9S1678 9p21-q13 2,3 1,3 1,3 1,3
D10S1791 10p12-q11 2 1,2 1,2 1,2
D11S905 11p12-q13 1,2 1,3 1,3 1,3
D12S1586 12q13 1,3 2,3 2,3 2,3
D13S1253 13q13-q14 2,3 1,2 1,2 1,2
D14S990 14q11 2 1,2 1,2 1,2
D15S1035 15q11 1,2 1,3 1,3 1,3
D16S3045 16p12 1,2 2,3 2,3 2,3
D17S1800 17p11-q21 1,2 2,3 2,3 2,3
D18S57 18p12 2,3 1,2 1,2 1,2
D19S414 19q12 1,2 1,3 1,3 1,3
D20S96 20p11-q12 1,2 1,3 1,3 1,3
D21S1895 21q22.1 2 1,2 1,2 1,2
D22S281 22cen 2,3 1,2 1,2 1,2

aTetranucleotide repeat marker; PBL, peripheral blood leukocytes.
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biparental-disomic cells) as suggested by ¯ow cyto-
metric analysis, much more complex events would have
occurred, e.g., a normal fertilization followed by migra-
tion of chromosome homologs 1 to the opposite poles at
the ®rst mitotic division, together with non-segregation
of the sister chromatids, resulting in two cell popula-
tions - one with maternal complete isodisomy 1 and the
other with paternal isodisomy 1.

To our knowledge, three individuals have been
reported with mosaicism (often called ``chimeric'' in
previous papers) for the RhD and Duffy blood types
[Jenkins and Marsh, 1964; Northoff et al., 1984; Salaru
and Lay, 1985]. Since the genetic loci for the Rh and the
Duffy (Fy) systems are at 1p36.2-p34 and at 1q21-q22,
respectively, the occurrence of mosaicism involving
both blood groups is not surprising. A person reported
by Jenkins and Marsh [1964] was a child of a DCe/dCe
and Fy(a�) father and a DCe/dce and Fy(aÿ ) mother.
The child had two red cell populations: DCe/dce and
Fy(a�), and cde/cde and Fy(aÿ ). Another individual
[Northoff et al., 1984] had one population of D/d and
Fy(a�b�), and the other population of d/d and
Fy(a�bÿ ). The third individual [Salaru and Lay,
1985] showed a mixed cell population of DCe/Dce and
Fy(aÿb�) haplotype and cde/cde and Fy(aÿ b�)
haplotype. In all these three persons, one cell popula-
tion was consistent with UPD1. Thus, mosaicism
composing UPD1 cells and biparental cells can occur
more frequently than previously thought.

UPD1 has been identi®ed in seven individuals
[Pulkkinen et al., 1997; Field et al., 1998; Gelb et al.,
1998; Dufourcq-Lagelouse et al., 1999; Chen et al.,
1999; Miura et al., 2000; Takizawa et al., 2000]. They
were found accidentally either through studies on
rare autosomal recessive disorders, i.e., Herlitz junc-
tional epidermolysis bullosa [Pulkkinen et al., 1997;
Takizawa et al., 2000], pycnodysostosis [Gelb et al.,
1998], Chediak-Higashi syndrome [Dufourcq-Lage-
louse et al., 1999], congenital insensitivity to pain with
anhidrosis [Miura et al., 2000], multiple congenital
anomalies [Chen et al., 1999], or during a genome
screening of families with insulin-dependent diabetes
mellitus using polymorphic DNA markers [Field et al.,
1998]. We would like to emphasize here that isodisomy
1 is not infrequent and also causes unusual Rh
phenotypes. Of the total of nine individuals including
Cases 1 and 2 we described, eight had no apparent
abnormal phenotypes other than the recessive disor-
ders or unusual Rh phenotypes. Furthermore, UPD1 in
these individuals was either maternal or paternal.
Neither maternal nor paternal UPD1 showed an
apparent imprinting effect.

ACKNOWLEDGMENTS

We are grateful to both probands and their fami-
lies for their cooperation in this research. We also
express our gratitude to staff members of Japanese
Red Cross Tokyo Central/Western Blood Center and
Dr. Umetsu at Yamagata University School of Medicine
for their technical assistance. N.N. was supported by a
grant from the Ministry of Education, Science, Sports

and Culture of Japan. O.M. was supported by a grant
from the Japan Society for the Promotion of Science.

REFERENCES

Benlian P, Foubert L, GagneÂ E, Bernard L, De Gennes JL, Langlois S,
Robinson W, Hayden M. 1996. Complete paternal isodisomy for
chromosome 8 unmasked by lipoprotein lipase de®ciency. Am J Hum
Genet 59:431±436.

Bruns GA, Matise TC, Weith A. 1995. Report of the committee on the
genetic constitution of chromosome 1. In: Cuticchia AJ, Chipper®eld
MA, Foster PA, editors. Human gene mapping 1995. Baltimore: Johns
Hopkins University Press. p 165±233.

Chen H, Young R, Mu X, Nandi K, Miao S, Prouty L, Ursin S, Gonzalez J,
Yanamandra K. 1999. Uniparental isodisomy resulting from 46,XX,i(1-
p),i(1q) in a woman with short stature, ptosis, micro/retrognathia,
myopathy, deafness, and sterility. Am J Med Genet 82:215±218.

CheÂrif-Zahar B, MatteÂi MG, Le Van Kim C, Bailly P, Cartron JP, Colin Y.
1991. Localization of the human Rh blood group gene structure to
chromosome region 1p34.3-1p36.1 by in situ hybridization. Hum Genet
86:398±400.

Dib C, FaureÂ S, Fizames C, Samson D, Drouot N, Vignal N, Millasseau P,
Marc S, Hazan J, Seboun E, Lathrop M, Gyapay G, Morissette J,
Weissenbach J. 1996. A comprehensive genetic map of the human
genome based on 5,264 microsatellites. The GeÂneÂthon human genetic
linkage map. Nature 380:152±154.

Dufourcq-Lagelouse R, Lambert N, Duval M, Viot G, Vilmer E, Fischer A,
Prieur M, de Saint Basile G. 1999. Chediak-Higashi syndrome
associated with maternal uniparental isodisomy of chromosome 1.
Eur J Hum Genet 7:633±637.

Engel E. 1980. A new genetic concept: Uniparental disomy and its potential
effect, isodisomy. Am J Med Genet 6:137±143.

Field LL, Tobias R, Robinson WP, Paisey R, Bain S. 1998. Maternal
uniparental disomy of chromosome 1 with no apparent phenotypic
effects. Am J Hum Genet 63:1216±1220.

Gelb BD, Willner JP, Dunn TM, Kardon NB, Verloes A, Poncin J, Desnick
RJ. 1998. Paternal uniparental disomy for chromosome 1 revealed by
molecular analysis of a patient with pycnodysostosis. Am J Hum Genet
62:848±854.

Ghadami M, Makita Y, Yoshida K, Fukushima Y, Wakui K, Ikegawa S,
Yamada K, Kondo S, Niikawa N, Tomita H. 2000. Genetic mapping of
the Camurati-Engelmann disease locus to chromosome 19q13.2-q13.3.
Am J Hum Genet 66:143±147.

Jenkins WJ, Marsh WL. 1964. Somatic mutation affecting the Rhesus and
Duffy blood group systems. Transfusion 5:6±10.

Ledbetter DH, Engel E. 1995. Uniparental disomy in humans: Develop-
ment of an imprinting map and its implications for prenatal diagnosis.
Hum Mol Genet 4:1757±1764.

Miura Y, Hiura M, Torigoe K, Numata O, Kuwahara A, Matsunaga M,
Hasegawa S, Boku N, Ino H, Mardy S, Endo F, Matsuda I, Indo Y. 2000.
Complete paternal uniparental isodisomy for chromosome 1 revealed by
mutation analyses of the TRKA(NTRK1) gene encoding a receptor
tyrosine kinas for nerve growth factor in a patient with congenital
insensitivity to pain with anhidrosis. Hum Genet 107:205±209.

Miyoshi O, Kondoh T, Taneda H, Otsuka K, Matsumoto T, Niikawa N.
1999. 47,XX,upd(7)mat,�r(7)pat/46,XX,upd(7)mat mosaicism in a girl
with Silver-Russell syndrome (SRS): possible exclusion of the putative
SRS gene from a 7p13-q11 region. J Med Genet 36:326±329.

Mizuno F, Aya T, Osato T. 1976. Growth in semisolid agar medium of
human cord leukocytes freshly transformed by Epstein-Barr virus. J
Natl Cancer Inst 56:171±173.

Nance ST. 1994. Flow cytometry in transfusion medicine. In: Anderson KC,
Ness PM, editors. Scienti®c basis of transfusion medicine. Implications
for clinical practice. Philadelphia: Saunders. p 707±725.

Northoff H, Goldman SF, Lattke H, Steinbach P. 1984. A patient, mosaic for
Rh and Fy antigens lacking other signs of chimerism or chromosomal
disorder. Vox Sang 47:164±169.

Pulkkinen L, Bullrich F, Czarnecki P, Weiss L, Uitto J. 1997. Maternal
uniparental disomy of chromosome 1 with reduction to homozygosity of
the LAMB3 locus in a patient with Herlitz junctional epidermolysis
bullosa. Am J Hum Genet 61:611±619.

Salaru NNR, Lay WH. 1985. Rh blood group mosaicism in a healthy eldery
woman Vox Sang 48:362±365.

UPD1 With Unusual Rh Blood Type 255



Smythe JS, Avent ND, Judson PA, Parsons SF, Martin PG,
Anstee DJ. 1996. Expression of RHD and RHCE gene products
using retroviral transduction of K562 cells establishes the
molecular basis of Rh blood group antigens. Blood 87:2968±
2973.

Spence JE, Perciaccante RG, Greig GM, Willard HF, Ledbetter DH,
Hejtmancik JF, Pollack MS, O'Brien WE, Beaudet AL. 1988. Unipar-
ental disomy as a mechanism for human genetic disease. Am J Hum
Genet 42:217±226.

Sugden B, Mark W. 1977. Clonal transformation of adult human leukocytes
by Epstein-Barr virus. J Virol 23:503±508.

Takizawa Y, Pulkkinen L, Chao S-C, Nakajima H, Nakano Y, Shimizu H,
Uitto J. 2000. Complete paternal uniparental isodisomy of chromosome:
a novel mechanism for herlitz Junction epidermolysis bullosa. J Invest
Dermat 115:307±311.

Van Bockstaele DR, Berneman ZN, Muylle L, Cole-Dergent J, Peetermans
ME. 1986. Flow cytometric analysis of erythrocytic D antigen density
pro®le. Vox Sang 51:40±46.

256 Miyoshi et al.


	INTRODUCTION
	MATERIALS AND METHODS
	Fig. 1
	Fig. 2

	RESULTS AND DISCUSSION
	TABLE I
	TABLE II

	ACKNOWLEDGMENTS
	REFERENCES

