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The hyperparathyroidism-jaw tumour (HPT-JT)
syndrome is an autosomal dominant disorder
characterized by parathyroid tumours, which are
frequently carcinomas, and ossifying jaw fibromas.
In addition, some patients may develop renal
tumours and cysts. The gene causing HPT-JT,
which is referred to as HRPT2 and is located on
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chromosome 1q31.2, encodes a 531 amino acid
protein called PARAFIBROMIN. To date 42 muta-
tions, of which 22 are germline, have been
reported and 97% of these are inactivating and
consistent with a tumour suppressor role for
HRPT2. We have investigated another four HPT-JT
families for germline mutations, searched for
additional clinical phenotypes, and examined for a
genotype—phenotype correlation. Mutations were
found in two families. One family had a novel
deletional-insertion at codon 669, and the other
had a 2 bp insertion at codon 679, which has
been reported in four other unrelated patients.
These five unrelated patients and their families
with the same mutation were not found to develop
the same tumours, thereby indicating an absence
of a genotype—phenotype correlation. An analysis
of 33 HPT-JT kindreds revealed that affected
women in 13 HPT-JT families suffered from
menorrhagia in their second to fourth decades.
This often required hysterectomy, which revealed
the presence of uterine tumours. This resulted in a
significantly reduced maternal transmission of the
disease. Thus, the results of our analysis expand
the spectrum of HPT-JT-associated tumours to
include uterine tumours, and these may account
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for the decreased reproductive fitness in females
from HPT-JT families.

Keywords: bone tumours, HRPT2 mutations,
kidney cysts, parathyroid cancer.

Introduction

The hyperparathyroidism-jaw tumour syndrome
(HPT-JT) is an autosomal dominant disorder char-
acterized primarily by parathyroid tumours in
association with maxillary and/or mandibular ossi-
fying fibromas [1-5]. Parathyroid tumours, detected
by hypercalcaemia, occur in approximately 90% of
HPT-JT patients and are usually the first manifesta-
tion of the disease [6]. The underlying aetiology is
usually a solitary parathyroid adenoma [6] but
multigland disease may also occur and the fre-
quency of parathyroid carcinoma in HPT-JT is
approximately 15% [7]. These features result in
recurrent parathyroid disease, which is common in
HPT-JT. The prevalence of ossifying fibromas of the
jaw is approximately 35% in HPT-JT patients and
these may appear as early as 13 years of age [5].
The ossifying fibromas are histologically different
from the osteoclastic ‘brown’ tumours of primary
hyperparathyroidism and do not regress following
curative parathyroid surgery [1, 5]. Some HPT-JT
patients may also develop renal abnormalities,
which include hamartomas, polycystic disease and
Wilms’ tumours [2-5, 8, 9]. Other tumours, inclu-
ding Hurtle cell thyroid adenomas, pancreatic
adenocarcinomas and testicular mixed germ cell
tumours, have also been observed in one or two
patients with HPT-JT [9]. It is important to note that
in some kindreds, parathyroid tumours may be the
sole disease manifestation and this has been referred
to as familial isolated hyperparathyroidism (FIHP)
[4, 10-12]. However, it is also important to note
that germline mutations in other genes are more
frequently involved in FIHP [13, 14].

The gene causing HPT-JT, which is referred to as
HRPT2, is located on chromosome 1q31.2 and
consists of 17 exons (Fig. 1) that span 1.3 Mb of
genomic DNA [15]. The HRPT2 gene has two
transcripts; one of 2.7 kb which encodes a ubiqui-
tously expressed and evolutionarily conserved 531
amino acid protein named PARAFIBROMIN and the
other of 4.4 kb which has not yet been characterized
[15]. PARAFIBROMIN has two putative nuclear
localization sequences (NLSs) and, given its partial

homology to the yeast protein Cdc73p [15], it seems
likely that it may act as a transcription factor.
However, the role of PARAFIBROMIN in normal
cellular function is unknown and the mechanisms
by which its abnormalities lead to tumours of the
HPT-JT syndrome, remain to be elucidated [15]. To
date 18 different heterozygous germline HRPT2
mutations have been reported in HPT-JT and FIHP
(Table 1, Fig. 1) [13, 15-18]. In addition, a total of
14 somatic mutations (Fig. 1) have been identified
from analysis of parathyroid tumour DNA [13,
15-17]. The mutations are scattered throughout the
coding region (Fig. 1), although currently no muta-
tions have been reported in exons 6, 9-13 and
15-17. Exons 1, 2 and 7 are more frequently
involved and contain 38%, 17% and 21%, respect-
ively of the mutations. The over-representation of
mutations in these three exons is not due to their
larger sizes, as an examination of exons 8, 14, 15
and 16, which are of similar sizes, reveals these to
contain between O and 7% of all mutations (Fig. 1).
Over 97% of the mutations found in germline DNA
and in somatic DNA of tumours, are nonsense or
frameshift mutations that are predicted to result in a
functional loss of the PARAFIBROMIN protein
because of premature truncation. Two missense
germline mutations have been reported, one of
which affects the initiation methionine (family K1,
Table 1) and the second alters an evolutionarily
conserved leucine to a proline (family K9, Table 1).
Proline is known to be a helix breaker [19] and is
likely, therefore, to affect the function of PARAFI-
BROMIN by disrupting its tertiary structure. Both
the observation of loss of heterozygosity (LOH)
involving this region of chromosome 1q in some
HPT-JT tumours [3-5, 9] and the inactivating
germline and somatic mutations found in patients,
suggest that the HRPT2 gene acts as a tumour
suppressor consistent with the Knudson ‘two-hit’
model for hereditary cancer [20]. This has been
supported by the identification of the combined
occurrence of a somatic and germline HRPT2
mutation in a single parathyroid carcinoma from a
HPT-JT patient [16]. HRPT2 mutations do not seem
to be common in sporadic parathyroid adenomas
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Fig. 1 Schematic representation of the genomic organization of the HRPT2 gene and its pathological mutations. The human HRPT2 gene
spans 1.3 Mb of genomic DNA and encodes a 531 amino acid protein, called PARAFIBROMIN [15]. The 1593 bp coding region is
organized into 17 exons (sizes indicated) and 16 introns. The 5’-part of exon 1 and the 3’-part of exon 17 are untranslated (hatched boxes).
The start (ATG) and stop (TGA) sites, in exons 1 and 17 respectively, are indicated. The locations of the two putative nuclear localization
signals (NLSs), which lie between codons 76-93 and 393-409 respectively, are represented by thick horizontal lines. The 44

mutations reported [2, 5, 8, 10, 13, 15, 16, 18, 21-23] in the HRPT2 gene are shown; these include 10 nonsense (red lines), two missense
(blue lines) and 32 frameshift (green lines) mutations. The 24 germline mutations are indicated by solid lines, 14 somatic mutations

by short dashed lines and the six mutations where the status is unknown (u) by long dashed lines. The two new mutations, detected in
kindreds K14 and K18 (Table 1) are identified with an asterisk. Exons 1, 2 and 7 have significantly more mutations than the other
exons, and harbour 38%, 17% and 21%, respectively of the mutations. This is further illustrated by an examination of exons 8, 14, 15
and 16, which are of a similar size, and which harbour fewer mutations in the range of 0-7%. Indeed, the mutation number per 100 bp
of DNA sequence for exons 1, 2 and 7, are 12, 7 and 5, respectively, and these are significantly higher (P < 0.01 for exon 1 and

P < 0.05 for exons 2 and 7) when compared with the other exons. Thus, the over-representation of mutations in exons 1, 2 and 7 is not a

function of their larger sizes.

[15, 16] but two studies [16, 17] have reported a
high frequency of HRPT2 mutations in sporadic
parathyroid carcinomas (67-100%), thereby indi-
cating an important role for this gene in malignant
transformation of the parathyroid. In addition, one
of these studies unexpectedly identified germline
HRPT2 mutations (Fig. 1) in three patients with
sporadic parathyroid carcinomas [17]. These find-
ings indicate that patients with parathyroid carci-
nomas or their relatives should be clinically assessed
for HPT-JT-associated tumours and offered muta-
tional analysis with genetic counselling.

In order to further characterize abnormalities
associated with this recently identified gene and
determine the spectrum of phenotypic manifestations
in this disorder, we undertook mutational analysis in
four HPT-JT families, and searched for genotype—
phenotype correlations and additional phenotypic
features. We particularly inquired for gynaecological
abnormalities, as we had noticed that five of seven
affected women in two previously reported HPT-JT

kindreds (families K7 and K31, Tables 1 and 2) [8]
did not have offspring, and anecdotal information
suggested that women with HPT-JT had developed
menstrual irregularities that required hysterectomy
at a young age.

Materials and methods

Patients and families

Four HPT-JT kindreds (families K14, K18, K32 and
K33, Tables 1 and 2) were ascertained. Family K14
was previously reported as a brother and sister
with parathyroid cancers, which were excised with
a recurrence in the sister, and other family
members were subsequently discovered to have
parathyroid tumours [21]. Family K18 was
previously reported as having FIHP caused by
solitary adenomas and subsequent observations of
multiple adenomas in an affected member have
been made [22]. Family K32 contained two affected

© 2005 Blackwell Publishing Ltd Journal of Internal Medicine 257: 18-26



HPT-JT AND UTERINE TUMOURS 21

MINISYMPOSIUM

*J09JJ0 J19pUNOJ B 01 onp A[AYI[ JSOW ‘UOIRINW dWIES 9} dARY 0} paynuapl [e3N)I0 Woj sal[ltue) AURWOY [[& 918 STY-0T,

‘[8] paraodax Ajewisiio se dq 1% jou ‘doj§ sanjewaad e USY) pue SpIoe oulwe osuassI

9T 3urpooud (1HVIVIHODILIOLIODVIIID) uonesul/uonesidnp dq (7 & st uonejnw oY) Jey) sajedipul paIpury siy) Ul oues pajeinuu oY) Jo Surduanbes-a1 pue $ ¢ £3] st payiodarsem /3,
*s310daa snoraead woay payepdn ejep Afruue gy

"o0ua1po1 djeridoxdde oy yym 103503 paplaoid oxe 9soY) PUE ‘SIOUINU SNOLIEA USAIS U99q dARY 310401 JUSISHIP WO} SPaIpULY;

“A[ruuey e ungm jusnjed SUO A[UO UT PAAISSO 919M JeY) Saanjed) 19YlQ),

"X9S JUBAS[DI JO S)[NPE ISLLIED PUE PIJOSJJE PILLIEW JO Joquinu [ej0}/Sulidsjo yyim (4) so[ews) pue (J) so[ew jnpe JoLLed uonenu gL JyH 10 polodjy,

“UOWOM J[NPE ISLIIRD PUR Pajddjje JO Joquinu [2)0}/AWO010919ISAY (10/pUe) RIFRUYLIOUSW [)IM USWOM J[Npe I9LIIRD 10 pajdaje :(I,1) A3ojoyyed autoy),

‘(B/U) pajeoIpul SI d[qe[IRAR J0U BIR(] "UWN[0d JJH 9y} Ul papnjoul jou

QIoM DId UM S[enpIAIpU] *(],(]) SSNI[RWLIOUR SULIdIN puk (TY) SUoIss] [eual ‘(,[) sinowmy mel Suikjisso ‘(DL,d) ewourdaed proifyjered ‘(L JH) wsiprodAyjerediadAy Arewnad ‘smowm_,,
“(d) sarewd)/(N) SITeI,

S€/6T O%/8¢ L7/0T 0T %¢ LI 98 91/8T  8T/6%  [wI0L
[Tl 1T ¢/ T €€ 1 T 0 ¢ PT VIPSETT 1/0 T 59T
[81] 94 000 ¥%C ®U O 0 O I 8 DIIPPYST/SST 1/L 0/T  (sST
[81] ca omIod empounmpy  ¢/¢  0/0 ®BU O T 0 1 8 DIPPYST/SST €/T /0 sPTA
[81] ¥4 00 /T 0/0T1 0 O 1 8 DIIPPIST/SST 0/0 0/T  (5eTA
[81] €d /T 0/ ®uo 0 O T 8 DI1PP9ST/SST 1/0 /0 5CTA
[81] ca ¥ 00 9/ 1 1T 0 ¢ 8 DIPPYST/SST €/ €T sITY
am10g Jempounnu ‘Arewid umouyun
[81] 14 [JM BWOUDIBOOUSPE OBBISERIN  [/T /T  ®&u 0 0O 0 € 8 DIIPPYST/SST 0/1 /T 30T
[91] ¥d p/u eu Um0 0 @€ L OVIeP6£9 B/u 0/¢€ 613
[ze] 192ex S’y LIL S/F 0 0 0 9 yA OVSsuI6L9 €/€ Ty s8I
[e1] 006°SEX sewodry  e/u e/u e/Uw Qg O T € L OVsuI6L9 0/0 1/€ LT
[e1] €€ ‘[eT] 6S2€M €/c €€ €0 1T 0 ¢ L OVsuI6L9 1/T T 59T
[s1] TOX e/u e/ e/U g (0 € S YA OVsuI6L9 B/u e/u ST
[12] s9zex ampejewey g/ /T ¢/ 0O O T ¢ L Dsul/LV[9P699 0/0 Te  sPIY
[s1] zox gu eu  euw g g 0 F L LIPP9€9 B/u e/u 0|
[s1] e B/u eu  eUw [ T 0 € S X9€ T B/u B/u v
rwIOUIDIR) PIoJAY) Arefided

[¢1] 603 ‘[0T] 6/ ‘oworpuds uenreso oyskofod ‘sewodry /2 g/S /w0 0O € L ¥ VIop9S € €/ €/L 51T
[s1] 0T B/u e/u g/u 1 ¢ T L ¢ MNoeIdesIZLOPPY0E B/u e/u 0T
[91] 14 gu eu  eu Qg 0 I T 4 dF91 B/u /1T 63
[sTl 0T '[¢] 00 %% Ul ¥ s 1 S 4 XSSA 0/1 44 383
[s1] 91X ‘[8] $O€EN sypeosoued ‘xoued o3eIsONd /0 9/9 ¢/ 0 9 T S 1 suyuoneoydnp dq 0T 0/0 €/9 gyl
[91] €a gu eu  euw Q) 0 T O 1 VIop9 L B/u 0/C 93
[ST] 6T Ut Ut Ut o ¢ 1 4 1 OIPP6E 0/0 Tt 383
[Tl %2 gu eu  eum 1 T 0 C 1 0JIVOVVIePHE B/u e/u 2!
[s1] T 00 T/IT 000 ¢ 0 ¥ 1 D1PPOE 0/0 0/% $E3
[Tl ST ‘[2] 069T T [4/2 SE 7T /) S S N ( B/ 1 X64 0/1 T/s 30
[<T] sox epu euw  euwF g 0 F 1 TIN B/u B/a 8|
[oousadpaa] TqUNU ,Seanjea) 1910 A W . pojeinu uonenu gLdYH (/) sIouaed (J/N) paIpury]

' paIpury Snoradag wztmm w:_wmm A1 T L OLd LdH uoxy pajoopjeun  pajodye

HO B0 SINOWN) YIIM SISB) Jo Tquny  IequmN

q

suoneINW 7L JYH SUI[ULIOE PIYNUSPI Y)Im spaIpury ut sfupuy [eorur) [ d|qe,

© 2005 Blackwell Publishing Ltd Journal of Internal Medicine 257: 18-26



22 K. J. BRADLEY et al

Table 2 Clinical findings in kindreds without identified HRPT2 germline mutations, but in whom there is likely segregation with chro-

mosome 1q loci

Cases with tumours®

Number Number of Off- Off- Previous kindred
affected  unaffected spring  spring number
Kindred (M/F)? carriers (M/F)* HPT PTC JT RL UT¢ M¢ Fd Other features® [reference]’
K278 715 0/0 11 0 6 1 3/4 5/5 1/4 Pancreatitis F2 [3]
K28® 5/0 0/0 5 0 3 0 0/0 3/3 0/0 [1, 25]
K29® 2/1 0/0 2 0 3 0 1/1 1/1 1/1 Prostate carcinoma K11689 [2]
K302 2/3 2/0 4 0 2 0 2/2 3/3 2/2 Prostate carcinoma, [26]
colon carcinoma
K31#8 1/5 0/0 3 2 4 n/a 5/5 1/1 2/5 Breast, salivary gland, K3349 [8, 27]
colon and jaw
carcinomas
K32 1/1 0/0 2 0 1 0 0/0 1/1 1/1 This report
K33 2/1 0/0 2 1 0 0 n/a 0/0 1/1 This report
Total 20/16 2/0 29 3 19 1 11/12 14/14 8/14

“Males (M)/females (F).

*Tumours: primary hyperparathyroidism (HPT), parathyroid carcinoma (PTC), ossifying jaw tumours (JT), renal lesions (RL) and uterine
abnormalities (UT). Individuals with PTC were not included in the HPT column. Data not available is indicated (n/a).
“Uterine pathology (UT); affected or carrier adult women with menorrhagia (and/or) hysterectomy/total number of affected and carrier

adult women.

dAffected or carrier adult males (M) and females (F) with offspring/total number of married affected and carrier adults of relevant sex.
°Other features that were observed in only one to three patients within a family.
'Kindreds from different reports have been given various numbers, and these are provided together with the appropriate reference.

®Family data updated from previous reports.

members and family K33 contained three affected
members. The clinical and genetic data from these
four families were pooled with the published and
unpublished data from 29 families (Tables 1 and 2)
[1, 2,5, 8,10, 13, 15, 16, 18, 21-27] for analysis
of genotype—phenotype correlations. Anecdotal
information that many young women with HPT-
JT had required hysterectomy led to more detailed
inquiries for menstrual history and uterine surgery
in females from 13 of these families that were
available for study.

Mutational analysis

Venous blood samples were obtained from the
patients according to guidelines approved by the local
ethical board. Leucocyte DNA was extracted and used
with 17 pairs of primers (details available upon
request) for polymerase chain reaction (PCR)
amplification of the 17 coding exons and adjoining
splice junctions of the HRPT2 gene, as previously
described [15]. The DNA sequences of gel purified PCR
products were determined [15]. Tumours, including
uterine specimens, were not available for the extrac-

tion of DNA to enable the identification of somatic
mutations or LOH involving chromosome 1q loci.

Histological analysis of uterine specimens

Thirty-one women from 13 HPT-]JT kindreds (fam-
ilies K2, K5, K7, K8, K14, K16, K18, K21, K26,
K27, K29, K30 and K31) had a hysterectomy and
the reports of histological analysis of 15 uterine
specimens were obtained from 15 affected women
from nine of these HPT-JT kindreds (families K2, K5,
K7, K14, K21, K27, K29, K30 and K31). The
histological slides were not available for independent
review by a panel of pathologists, and the necessity
of relying on pathology reports from medical records
represents a limitation of this study. However,
histological slides of the uterus from one patient,
who was the proband in family K5 (Table 1), were
available, and two sections were stained immuno-
histochemically with CD10, smooth muscle actin,
desmin and MiB1 (Ki67) for an independent pathol-
ogy review by S.M., who was not aware of the first
report. The findings of the original report were
confirmed, thereby suggesting that the reliance of

© 2005 Blackwell Publishing Ltd Journal of Internal Medicine 257: 18-26
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this study on the validity of the original pathology
reports was generally appropriate.

Statistical analysis

This was performed using a chi-square test as
previously reported [28].

Results

Mutational analysis

An analysis of the 1596 bp of the entire coding
region and 32 adjacent splice sites identified two
separate mutations in two of the four HPT-JT
kindreds. Thus, family K14 (Table 1) was found to
have a novel deletional-insertion at codon 669
(669delAT/insG), which leads to a frameshift enco-
ding 33 missense amino acids before encountering a
premature Stop at codon 256. Family K18 (Table 1)
was found to have a 2 bp insertion at codon 679
(679insAG), which has been previously reported in
four other unrelated patients and their families [13,
15, 17, 22, 23] and this is predicted to lead to a
frameshift encoding 27 missense amino acids before
encountering a premature Stop at codon 257.

Genotype—phenotype correlation analysis

Correlations between HRPT2 mutations and the
clinical manifestations of HPT-JT appear to be absent.
For example, the five unrelated patients and their
families with the 2 bp (AG) insertion at codon 679
reveal a wide range of HPT-JT-associated tumours
(Table 1); all the affected members had parathyroid
tumours but parathyroid carcinomas were only
observed in two kindreds (families K15 and K17);
whilst ossifying jaw fibromas were present only in a
member of family K16; and three members of family
K15 had renal abnormalities which were not present
in any of the other families. Moreover, uterine
abnormalities (see below) were detected only in
individuals from families K16 and K18. Thus, there
appears to be a lack of genotype—phenotype correla-
tion. In addition, a comparison of the phenotypic
manifestations in the 26 families with HRPT2
mutations (Table 1) and the seven families without
HRPT2 mutations (Table 2) revealed no differences.
Thus, a prediction for the presence or absence of an
HRPT2 mutation in a family based upon the clinical

manifestations of HPT-JT is not possible. Further-
more, nonpenetrance is observed in >30% of muta-
tion carriers, and is observed in 10 of the families
with known HRPT2 mutations (Table 1) and in one
family without an HRPT2 mutation (Table 2). This
high degree of nonpenetrance will need to be
considered carefully when providing genetic coun-
selling.

Uterine abnormalities

Clinical evaluation of family K18 revealed that four
of the five women with the HRPT2 mutation had
experienced menorrhagia-requiring hysterectomy. A
review of the clinical data available from this and 12
other HPT-JT families identified that 20 of 27 women
with HRPT2 mutations from nine families (Table 1),
and 11 of 12 women from four HPT-JT families in
whom HRPT2 mutations were not detected (Table 2)
had suffered from menorrhagia that required hys-
terectomy at an early age [mean (£SD) age =
35 years (x8), age range = 23-55 years, in 23
women from whom data on age of hysterectomy
were available]. Histological analysis of the 15
uterine specimens available led to the identification
of benign uterine pathology as well as benign and
malignant uterine tumours (Table 3). These consis-
ted of two adenosarcomas (Fig. 2), five adenofibro-
mas, four leiomyomas, eight cases of extensive
adenomyosis and four cases of endometrial hyperpl-
asia. Interestingly, the uterine tumours appear to
have a common embryological origin from the
mesodermal Mullerian duct system. The affected
women in these families often had multiple miscar-
riages and were found to be significantly impaired in
their ability to have offspring when compared with
their unaffected female relatives (P < 0.001) and
also to their affected male relatives (P < 0.01)
(Table 4). A similar analysis of the affected men in

Table 3 Uterine pathology identified in 15 women affected with
hyperparathyroidism-jaw tumour (HPT-JT) syndrome

Uterine pathology diagnosis Number of affected women®

Adenosarcomas 2
Adenofibromas 5
Leiomyomas 4
Adenomyosis 8
Endometrial hyperplasia 4

4Some women had more than one uterine pathology.

© 2005 Blackwell Publishing Ltd Journal of Internal Medicine 257: 18-26
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these families revealed that their ability to reproduce
was not significantly different from that of their
unaffected male or female relatives (Table 4).

Discussion

Our analysis of HPT-JT families, which has revealed
an absence of genotype—phenotype correlation
together with a high degree of nonpenetrance, has
expanded the spectrum of HPT-JT-associated tu-
mours to include uterine tumours. In addition, our
results show that these uterine tumours likely
contribute to the decrease in reproductive fitness of
women affected with HPT-]JT. These uterine tumours

Fig. 2 Uterine histology from proband of family K5 (Table 1). are likely to harbour somatic mutations or LOH
Medium power (x20) view of section from uterus including involving the HRPT2 gene similar to that reported
endometrium. This reveals the typical features of a low-grade for parathyroid tumours from HPT-JT patients [16,

Mullerian adenosarcoma, which include a stag-horn neoplastic,

benign gland, surrounded by condensed cellular, slightly atyp- 17], and a study for these DNA abnormalities is

ical stroma with very few mitoses. There were also appearances required once suitable uterine tumour specimens
of a likely invasion to the inner half of the myometrium. The become available.
immunoprofile (not shown) of the adenosarcoma revealed: The size of the HRPT2 gene the absence of a

stromal positivity with CD10 that was more pronounced in the

cambium layer around the glands; a moderate proliferation genotype-phenotype correlation together with an

score with MiB1 staining, which was greater in the stromal absence of a ‘mutational hOtSPOt will make the
compartments; and a marked absence of smooth muscle. The implementation of mutational analysis in a diagnos-
low lmit(}tii1 count and the }iack of Earkﬁd atypia e}llredthe likehy tic and clinical setting arduous, time-consuming and
results of the progestogen therapy that the patient had received. . . . .

. progestog by part ecely expensive. Nevertheless, diagnostic DNA testing for
However, the patient had no prior exposure to tamoxifen . . . £
therapy. HRPT2 mutations should be considered in patients

Table 4 Summary of reproductive

Alfected (or carrier) Unalfected data from 198 individuals from 19
with  No with N Acted - Byperparathyroidisnaw tumous
offspring offspring offspring offspring Total unaffected JT) kindreds

Males 49°¢ 2be 43¢ 1° 95 1.2:1

Females 320 12%° 574 20 103 0.8:1

Total 83 14 105 3 198 09:1

Male : female 1.5:1 02:1 0.8:1 0:1

Reproductive data for adult married affected or mutation carrying individuals, and unaffected
individuals in 19 HPT-JT kindreds. The affected and carrier females were significantly less likely to
have offspring when compared with the unaffected females (*P < 0.001) and to the affected and
carrier males (°P < 0.01). In contrast, the affected and carrier males did not differ in their ability to
have offspring when compared with the unaffected males (‘P = 0.7), or to the unaffected females
(4P = 0.9). P-values were calculated using the chi-square test. Updated data, which were available
for 11 kindreds (K2, 5, 7, 16, 18, 26-31, Tables 1 and 2) were pooled with the previously published
data [5, 10, 15, 18] from nine kindreds (K3, K8, K11, K20-K25, Tables 1 and 2) for this analysis.
An analysis utilizing only the updated data from the 11 kindreds yielded the same significant
outcomes. For affected individuals, who had offspring, the numbers of offspring per affected (carrier)
male and female in 81 individuals (47 males and 34 females) in 19 kindreds (K2, K3, K5, K7, K8,
K11, K16, K18, K20-K27 and K29-K31) from whom data were available, were 2.51 and 2.97,
respectively. Excluding the six Romany kindreds (K20-K25) who tended to have more children at
an earlier age, altered the numbers of offspring per affected male and female to 2.49 and 2.68,
respectively.
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Table 5 HPT-]JT-suggested guidelines for screening patients;
asymptomatic mutation carriers; and first- and second-degree
relatives in families without identified germline HRPT2 mutations

Tumour® Test® Frequency®

Parathyroid Serum Ca’*, PTH 6—12 months

Ossifying jaw Panoramic jaw X-rays 5 years
fibromas with neck shielding®

Renal Abdominal MRI*® 5 years

Uterine Ultrasound (transvaginal Annual

or transabdominal), and
additional imaging + D&C
if indicated’

4Screening for the most common hyperparathyroidism-jaw tu-
mour (HPT-JT) tumours is considered, but thyroid, pancreatic and
testicular tumours have also been reported, and when indicated
assessment for these should also be undertaken.

bCa?*, calcium; PTH, parathyroid hormone; MRI, magnetic res-
onance imaging; D&C, dilatation and curettage.

‘Frequency of repeating tests once baseline tests have been done.
4X-rays and tests involving ionizing radiation should ideally be
avoided to minimize the risk for generating subsequent oncogenic
mutations.

“Ultrasound scan recommended if MRI not available.

fSuch selective pelvic imaging should be considered after obtain-
ing a detailed menstrual history.

with HPT-JT, FIHP and ‘nonfamilial’ parathyroid
carcinomas, as it is likely to help in their clinical
management and in the genetic counselling and
screening of their relatives. This genetic counselling
and screening should be extended to include second-
degree relatives of a patient as nonpenetrance can be
>30%. It is important to note that >20% of HPT-]JT
families will not have mutations involving the coding
region and the adjacent splice junctions (Table 2).
These families may have mutations involving: the
promoter regions; the untranslated regions; the
alternate transcript that remains uncharacterized;
whole exon or gene deletions that may not be
detected by PCR or DNA sequence analysis; methy-
lation that may lead to gene silencing; or mutation in
a nearby unidentified linked gene. These HPT-JT
families that do not have coding region HRPT2
mutations cannot be clinically distinguished from
those HPT-JT families that have HRPT2 mutations.
The parathyroid, uterine and renal malignancies
that occur in HPT-]T patients indicate that screening
for such tumours is likely to result in an earlier
detection and hence intervention that will help to
reduce morbidity and mortality. Guidelines for regu-
lar screening for the development of HPT-JT-associ-
ated tumours are not available, and we therefore

suggest them (Table 5). These suggested guidelines
will need to be modified in the light of emerging and
future clinical and genetic data, and a notable
example of the former is our identification of the
association of uterine tumours in 13 HPT-JT families
(Table 4), which have been previously emphasized in
only one other HPT-JT family in which two sisters
had uterine adenomyomatous polyps [29]. These
uterine tumours significantly reduced the reproduc-
tive fitness of the women affected by HPT-JT
(Table 3) and an earlier detection of these uterine
abnormalities together with appropriate treatment
will not only help to reduce morbidity and mortality,
but also enhance the ability for such women to have
children. Indeed these uterine abnormalities may
partially explain the rarity of large HPT-JT kindreds,
and account for the difficulties of finding recombi-
nants for gene localization in past studies [15].
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